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Suppl. Table 1

PUFA (Polyunsaturated fat,

ty acids)

Permutational Multivariate

Number of significant

Number of significant

Strain Analysis of Variance Using different fatty acids| different total amount 16:2n4 16:3n4 18:2n6t 18:2n6¢c _(LA) 18
R2 P value (NSD) of fatty acid(NSDT) x* df P value x? df P value x * df P value x df P value x *
9L Sets of CCAP 1055/1 R2(1, 5)=0. 25745 0.3 0 NAN 1 NA 3. 9706 1 0. 0463 NAN 1 NA 2.3333 1 0. 1266 0
150 ml Sets of CCAP 1055/1 R2 (1, 5)=0. 27538 0.2 1 1 1 0.3173 0 1 1 1 1 0.3173 | 2.3333 1 0. 1266 1. 3441
CCAP 632 R2(1, 5)=0. 39474 0.2 0 2.4 1 0.1213 NAN 1 NA NAN 1 NA 1.1905 1 0. 2752 3.8571
CCAP_2557 R2(1,5)=0. 19544 0.6 0 NAN 1 NA 0. 066667 1 0. 7963 NAN 1 NA 1. 1905 1 0.2752 1
CCAP_2558 R2(1, 5)=0. 52364 0.1 0 NAN 1 NA NAN 1 NA NAN 1 NA 0. 42857 1 0.5127 2. 3333
CCAP 2560 R2 (1, 5)=0. 1466 0.8 0 NAN 1 NA 0. 053763 1 0. 8166 NAN 1 NA 0. 047619 1 0.8273 1
MACC B228 R2(1, 5)=0. 13402 0.7 0 NAN 1 NA 1 1 0.3173 NAN 1 NA 0. 047619 1 0.8273 1
SFA (Saturated fatty acids)
Permutational Multivariate Number of significant| Number of significant Kruskal-Wallis rank sum test
Strain Analysis of Variance Using different fatty acids| different total amount C12 CIE Cl4 Cl5
R2 P value (NSD) of fatty acid(NSDT) x* df | P value x* df | P value x* df | P value x* df | P value x*
9L Sets of CCAP 1055/1 R2(1, 5)=0. 25745 0.3 0 2. 3333 1 0. 1266 0 1 1 1. 1905 1 0.2752 | 2.3333 1 0. 1266 2. 3333
150 ml Sets of CCAP 1055/1 R2(1, 5)=0. 27538 0.2 . 1 0. 78431, 1 0.3758 | 0.78431, 1 0. 3758 1. 1905 1 0.2752 | 0.42857 1 0.5127 3.8571
CCAP 632 R2(1, 5)=0. 39474 0.2 0 2. 3333 1 0. 1266 NAN 1 NA 3.8571 1 0. 04953 | 2.3333 1 0. 1266 1.1905
CCAP 2557 R2 (1, 5)=0. 19544 0.6 0 0. 047619 1 0.8273 1 1 0.3173 | 0.42857 1 0.5127 | 0.19608 1 0. 6579 | 0.047619
CCAP 2558 R2(1, 5)=0. 52364 0.1 [ 1 3.8571 1 0. 04953 1 1 0.3173 3.8571 1 0. 04953 | 2.3333 1 0. 1266 3.8571
CCAP_2560 R2 (1, 5)=0. 1466 0.8 0 0.047619 1 0.8273 | 1.1905 1 0.2752 | 0.047619 1 0.8273 10.047619 1 0. 8273 2.3333
MACC B228 R2(1, 5)=0. 13402 0.7 0 3.8571 1 0.04953 [ 1.3441 1 0.2463 | 0.42857 1 0.5127 | 1.1905 1 0.2752 | 0.047619
TFA (Trans fatty acid)
Permutational Multivariate Number of significant| Number of significant Kruskal-Wallis rank sum test
Strain Analysis of Variance Using different fatty acids| different total amount 18:1n9t 18:2n6t TOTAL
R2 P value (NSD) of fatty acid(NSDT) x 2 df P value x 2 df P value X df P value
9L Sets of CCAP 1055/1 R2 (1, 5) =NAN NAN 0 0 2.4 1 0.1213 NAN 1 NA 2.4 1 0.1213
150 ml Sets of CCAP 1055/1 R2 (1, 5) =NAN NAN 0 0 NAN 1 NA 1 1 0.3173 1 1 0.3173
CCAP 632 R2(1, 5)=0. 68139 0.1 |y R 3.8571 1 [0.04953 [ NAN 1 NA 3.8571 1 |0.04953
CCAP_2557 R2(1, 5)=0. 18598 1 0 0 0. 42857 1 0.5127 NAN 1 NA 0. 42857 1 0.5127
CCAP 2558 R2(1, 5)=0. 35744 0.2 0 0 2. 3333 1 0. 1266 NAN 1 NA 2. 3333 1 0. 1266
CCAP 2560 R2 (1, 5)=0. 28016 0.3 0 0 1.1905 1 0.2752 NAN 1 NA 1. 1905 1 0. 2752
MACC B228 R2(1, 5)=0. 28016 0.3 0 0 0. 42857 1 0.5127 NAN 1 NA 0. 42857 1 0.5127
MUFA (Mono—unsaturated fatty acids)
Permutational Multivariate Number of significant| Number of significant Kruskal-Wallis rank sum test
Strain Analysis of Variance Using different fatty acids| different total amount 16:1 17:1 18:1n9¢c 18:1n9t
R2 P value (NSD) of fatty acid(NSDT) x* df | P value x* df | P value x* df | P value x* df | P value x*
9L Sets of CCAP 1055/1 R2(1, 5)=0. 41862 0.2 0 0 0. 42857 1 0.5127 | 0.42857 1 0. 5127 2. 3333 1 0. 1266 2.4 1 0.1213 NAN
150 ml Sets of CCAP 1055/1 R2(1,5)=0. 18738 0.4 0 0 1. 1905 1 0.2752 10.047619 1 0.8273 | 0.78431, 1 0. 3758 NAN 1 NA 0. 066667
CCAP_632 R2 (1, 5)=0. 31093 0.3 |F 0 1.1905 1 0.2752 | 1.1905 1 0.2752 | 1.1905 1 0.2752 | 3.8571 1 0.04953 | 1.1905
CCAP 2557 R2 (1, 5)=0. 15971 0.8 0 0 0. 047619 1 0.8273 | 0.42857 1 0.5127 2. 3333 1 0. 1266 | 0.42857 1 0.5127 0. 78431
CCAP 2558 R2 (1, 5)=0. 21446 0.5 | 0 3.8571 1 0.04953 | 3.8571 1 0.04953 [ 2.3333 1 0.1266 | 2.3333 1 0.1266 | 0.42857
CCAP 2560 R2(1,5)=0. 11559 09 [ o ] 0 0.047619] 1 0.8273 | 1.1905 1 0.2752 | 0.42857 1 0.5127 | 1.1905 1 0.2752 [ 0.047619
MACC B228 R2 (1, 5)=0. 19289 0.5 | e 0. 42857 1 0.5127 | 1.1905 1 0.2752 | 1.1905 1 0.2752 | 0.42857 1 0.5127 | 1.1905
LC-PUFA (Long chain polyunsaturated fatty acids)
Permutational Multivariate Number of significant| Number of significant ruskal-Wallis rank sum test
Strain Analysis of Variance Using different fatty acids| different total amount 18:2n6¢ (LA) 18:3n6 (GLA) 18:3n3 (ALA 18:4n3 (SDA) 20::
R2 P value (NSD) of fatty acid (NSDT) x* df P value x* df P value X df P value x* df P value x*
9L Sets of CCAP 1055/1 R2(1, 5)=0. 09233 0.7 0 2. 3333 1 0. 1266 0 1 1 0. 047619 1 0.8273 | 2.3333 1 0. 1266 1. 1905
150 ml Sets of CCAP 1055/1 R2 (1, 5)=0. 26983 0.2 0 2. 3333 1 0.1266 | 1.3441 1 0. 2463 3.8571 1 0. 04953 | 0. 78431, 1 0. 3758 1. 3441
CCAP 632 R2(1, 5)=0. 59557 0.1 0 1.1905 1 0.2752 | 3.8571 1 0. 04953 [ 0. 047619 1 0.8273 | 3.8571 1 0. 04953 2. 3333
CCAP_2557 R2(1, 5)=0. 35087 0.4 0 1. 1905 1 0. 2752 1 1 0.3173 1. 1905 1 0.2752 10.047619 1 0. 8273 0. 42857
CCAP 2558 R2(1, 5)=0. 36633 0.2 1 0. 42857 1 0.5127 | 2.3333 1 0. 1266 | 0.053763 1 0.8166 | 3.8571 1 0. 04953 | 0.42857
CCAP 2560 R2(1,5)=0. 1192 0.9 0 0. 047619 1 0.8273 1 1 0.3173 10.053763 1 0.8166 | 3.8571 1 0. 04953 1.1905
MACC B228 R2(1, 5)=0. 09801 0.8 0 0. 047619 1 0.8273 1 1 0.3173 1. 1905 1 0.2752 | 1.1905 1 0. 2752 0. 42857




Kruskal-Wallis rank sum test

:3n6 (GLA, 18:3n3 (ALA) 18:4n3 (SDA 20:2n6¢ 20:3n6 _( DGLA) 20:4n6c_(AA) 20:3n3 20:4n3 2
df P value x? df P value x? df P value x? df P value x° df P value x? df P value X df P value x? df P value x?
1 1 0.047619 1 0.8273 1 0. 1266 | 1.1905 1 0. 2752 1. 1905 1 0.2752 [0.047619 1 0.8273 | 0.42857 1 0.5127 [ 2.3333 1 0. 1266 1. 1905
1 0.2463 [ 3.8571 1 0. 04953 1 0.3758 | 0. 78431, 1 0. 3758 1. 3441 1 0.2463 | 3.8571 1 0. 04953 | 0. 066667 1 0.7963 [ 1.1905 1 0.2752 1. 1905
1 0. 04953 | 0. 047619 1 0.8273 1 0. 04953 10. 047619 1 0.8273 | 2.3333 1 0. 1266 [0.047619 1 0.8273 | 4.3548 1 0. 0369 | 0.42857 1 0.5127 | 0.42857
1 0.3173 1. 1905 1 0.2752 | 0.047619 1 0.8273 | 0.42857 1 0.5127 | 0.42857 1 0.5127 | 0.42857 1 0.5127 0 1 1 0. 42857 1 0.5127 |0.047619
1 0. 1266 [0.053763 1 0. 8166 3.8571 1 0. 04953 1 0. 1266 | 0.42857 1 0.5127 | 1.1905 1 0.2752 1. 1905 1 0.2752 | 3.8571 1 0.04953 | 3.8571
1 0.3173 [0.053763 1 0. 8166 3.8571 1 0. 04953 . 3333 1 0. 1266 1. 1905 1 0.2752 | 4.3548 1 0. 0369 |0.047619 1 0.8273 [0.047619 1 0.8273 |0.047619
1 0.3173 1. 1905 1 0.2752 1. 1905 1 0.2752 | 1.1905 1 0.2752 | 0.42857 1 0.5127 [0.047619 1 0.8273 10.047619 1 0.8273 [ 2.3333 1 0. 1266 |0.047619
Cl6 cis9, 10-C17 C17 20H-C14 C18 cis9, 10-C19 30H-C14 C20
df [P value x° df | P value x’ df | P value x* df | P value x° df [P value x’ df | P value x df [P value x° df P value x*
1 0. 1266 1. 1905 1 0.2752 1. 1905 1 0.2752 | 1.1905 1 0.2752 | 2.3333 1 0.1266 | 1.1905 1 0.2752 | 0.48387 1 0.4867 [ 2.3333 1 0. 1266 | 0.42857
1 0. 04953 0 1 1 0. 78431, 1 0.3758 NAN 1 NA 3.8571 1 0. 04953 NAN 1 NA 2.3333 1 0.1266 [ 2.3333 1 0. 1266 2.3333
1 0.2752 | 0.44118 1 0. 5066 1. 1905 1 0.2752 NAN 1 NA 1. 1905 1 0.2752 NAN 1 NA NAN 1 NA 3.8571 1 0.04953 | 3.8571
1 0.8273 [0.053763 1 0.8166 | 0.42857 1 0.5127 NAN 1 NA 0. 047619 1 0.8273 NAN 1 NA 0. 42857 1 0.5127 [ 2.3333 1 0. 1266 |0.047619
1 0. 04953 . 8571 1 0.04953 | 3.8571 1 0. 04953 NAN 1 NA 1. 1905 1 0.2752 | 1.1905 1 0.2752 NAN 1 NA 2.3333 1 0. 1266 | 0.42857
1 0. 1266 1. 1905 1 0.2752 2.3333 1 0. 1266 | 4.3548 1 0.0369 | 3.8571 1 0. 04953 | 0. 047619 1 0.8273 | 1.1905 1 0.2752 [0.047619 1 0.8273 1. 1905
1 0.8273 | 0.42857 1 0.5127 | 0.047619 1 0.8273 1 1 0.3173 | 0.42857 1 0.5127 1 1 0.3173 | 0.42857 1 0.5127 | 3.8571 1 0. 04953 | 0.42857
18:1n7 20:1n9c 22:1n9c TOTAL
df [P value x° df | P value x’ df | P value x* df | P value
1 NA 2.3333 1 0.1266 | 0.42857 1 0.5127 | 2.3333 1 0. 1266
1 0.7963 1. 1905 1 0.2752 1. 1905 1 0.2752 | 1.1905 1 0. 2752
1 0.2752 1 1 0.3173 | 0.48387 1 0.4867 | 0.42857 1 0.5127
1 0.3758 [0.047619 1 0.8273 | 0.047619 1 0.8273 10.047619 1 0. 8273
1 0.5127 [0.066667 1 0.7963 | 0.047619 1 0.8273 | 2.3333 1 0. 1266
1 0.8273 [ 0.42857 1 0.5127 | 0.42857 1 0.5127 10.047619 1 0.8273
1 0.2752 1 1 0.3173 3.9706 1 0. 0463 | 0.42857 1 0.5127
n6_( DGLA) 20:4n6c_(AA) 20:5n3c_(EPA) 22:5n3 (DPA) 22:6n3c_(DHA) TOTAL
df P value x? df P value x? df P value x? df P value x° df P value x? df P value
1 0.2752 [0.047619 1 0.8273 1. 1905 1 0.2752 | 2.3333 1 0. 1266 1. 1905 1 0.2752 | 2.3333 1 0. 1266
1 0.2463 [ 3.8571 1 0. 04953 1. 1905 1 0.2752 | 3.8571 1 0. 04953 | 0.42857 1 0.5127 | 3.8571 1 0. 04953
1 0.1266 [0.047619 1 0.8273 | 0.42857 1 0.5127 10.047619 1 0.8273 | 2.3333 1 0. 1266 [0.047619 1 0.8273
1 0.5127 [ 0.42857 1 0.5127 | 0.047619 1 0.8273 | 2.3333 1 0. 1266 | 0.047619 1 0.8273 | 2.3333 1 0. 1266
1 0.5127 1. 1905 1 0.2752 3.8571 1 0.04953 | 3.8571 1 0.04953 | 2.3333 1 0. 1266 | 3.8571 1 0. 04953
1 0.2752 [ 4.3548 1 0. 0369 | 0.047619 1 0.8273 | 1.1905 1 0.2752 | 0.42857 1 0.5127 | 0.42857 1 0.5127
1 0.5127 [0.047619 1 0.8273 | 0.047619 1 0.8273 | 0.42857 1 0.5127 | 1.1905 1 0.2752 | 0.42857 1 0.5127




1:5n3c (EPA) 22:2n6c 22:5n3 (DPA) 22:6n3c (DHA) TOTAL
df P value x? df P value x? df P value x° df P value x? df P value
1 0.2752 1 1 0.3173 | 2.3333 1 0. 1266 | 1.1905 1 0.2752 [ 1.1905 1 0.2752
1 0.2752 1 1 0.3173 | 3.8571 1 0.04953 | 0. 42857 1 0.5127 | 3.8571 1 0. 04953
1 0.5127 1 0. 04953 10. 047619 1 0.8273 | 2.3333 1 0.1266 [ 0.42857 1 0.5127
1 0.8273 1 NA 2.3333 1 0.1266 |0.047619 1 0.8273 | 0.42857 1 0.5127
1 0. 04953 NAN 1 NA 3.8571 1 0.04953 | 2.3333 1 0.1266 [ 1.1905 1 0.2752
1 0.8273 NAN 1 NA 1. 1905 1 0.2752 | 0.42857 1 0.5127 | 2.3333 1 0. 1266
1 0.8273 NAN 1 NA 0. 42857 1 0.5127 | 1.1905 1 0.2752 | 2.3333 1 0.1266
c22 C24 TOTAL
df [P value x° df | P value x* df | P value
1 0.5127 [0.047619 1 0.8273 | 2.3333 1 0. 1266
1 0.1266 | 3.8571 1 0.04953 | 3.8571 1 0.04953
1 0. 04953 | 0. 047619 1 0.8273 | 0.42857 1 0.5127
1 0.8273 [0.047619 1 0.8273 | 1.1905 1 0.2752
1 0.5127 [0.047619 1 0.8273 | 3.8571 1 0.04953
1 0.2752 | 1.1905 1 0.2752 | 0.42857 1 0.5127
1 0.5127 | 0.42857 1 0.5127 | 1.1905 1 0. 2752




Suppl. Table 2

LD1 LD2 LD3 LD4 LD5 LD6 LD7
Cl2 14. 49105 —22. 2587( 5. 811709 9. 573937] 3. 391811| —0. 28518] 5. 116211
C13 32.51399[ —26. 7666] 17. 11213[ —18.959| 10. 23693| 2. 457432 —8. 2451
Cl4 2.553575[0.971219] —0. 10417] —0. 94957] 0. 143863| —0. 18319 -0. 14442
Cl5 —3.13374] 7. 031682[ —4. 75279| 6. 448512 —3. 85071] —0. 91704] 0. 762923
Cl6 —1.27761] 1. 054629( —0. 28682| 0. 053251] 0. 168011 —0. 23735] —0. 11693
16:1 —0. 29595 —0. 22704 0. 059719 —0. 60291] —0. 41063 0. 149705] —0. 19481
cis9, 10-C17 —7.61566] —1. 29584[ -0. 10696] 0. 871737[ 0. 197262 —0. 42636{ —1. 59244
Cl7 12. 77624] —4. 24477[ -0. 78667) 8. 710588| 4. 634673 —1.1795] 1. 467389
16:2n4 —13.723[ -2. 51979] 2. 051914] —3.6727] —0. 57488| —1. 86366{ —1. 52301
17:1 3. 755957[ —0. 52885| 0. 629161] 1. 300787] —0. 44193] 0. 943529| 1. 261207
16:3n4 4.449487[ 9. 957232] 0. 303263] 1. 057194 2. 401536] 0. 745007 2. 36478
20H-C14 —12.7233| =52. 5801( 7. 224994| —16. 4646 1.47812| -12. 4677 —7. 59406
C18 —0.21694] —0. 22458[ 0. 119087] —0. 67619[ —0. 38869] —0. 09866] —0. 22652
18:1n9t —0.14994] 0. 267426[ —0. 03121] 0. 8397] —0. 10019] 0. 268843| —0. 05347
18:1n9c —1. 8803[ 0. 282013] —0. 45134] —0. 27676] 0. 36495[ 0. 172557] —0. 18966
18:1n7 9.109241[ 0. 173377] 1. 868532] 2. 250919| 3. 132917] —1. 57061 0. 35796
18:2n6t 0.61541| —-1.61874] —0.0884[ 4. 056558| 0. 685783| 1. 146568] 0. 85849
18:2n6¢ 9.39188[ 1. 951437 —2. 23532| 5. 743098| 6. 840373] —2. 18053[ 1. 371716
cis9, 10-C19 42.02591] —29. 9142] 0. 593049| —6. 19803| 3. 069588 —0. 98603 3. 984968
18:3n6 —2.44211] 0. 530818 —0. 84236] —0. 13848[ —0. 22919| 0. 39163| —0. 19479
30H-C14 —0.66724] 0. 638147[ —0. 04099] 0. 554187[ 0. 328912] 0. 0209 —0.18
18:3n3 1.501798| —1. 65764 0. 252298 —1. 13111] —0. 84552| —0. 28553| —0. 24332
18:4n3 —8. 58904| —6. 58209| 8. 216734| —4. 48159] —3. 73657 —2. 46936[ —2. 89291
C20 —12.5762] 8. 313856[ —2. 48293] —0. 605[ 7. 933842| 5. 08102 1. 203214
20:1n9c —0. 35706] 0. 140058[ —0. 06809] 0. 087516] —0. 23616] 0. 274027] 0. 093089
20:2n6¢ —5. 7016[ —0. 84628 —0. 24727]| —9. 12563| 0. 464893| —3. 43187[ —2. 59285
20:3n6 1. 195224] —0. 36007{ 0. 062026] 0. 670393] 0. 376295 0. 01609] 0. 266896
20:4n6c —0.87479] 0. 687985 0. 261716] 0. 353199( 0. 376225| —0. 49479[ 0. 101204
20:3n3 —7.98813] 7.931199( —1. 48108| 2. 372653| —2.6122[ 0. 803777] 0. 176822
20:4n3 6. 062705] —5.8221| 3. 095607] —0. 35649( —3. 39511] 1. 247672| 1. 442959
C22 0.847434[ 0. 495539 —0. 15047] —0. 15643] 0. 029631] —0. 04603| —0. 07144
20:5n3c —0. 46747] 0. 03597 0. 070945| —0. 40302 —0. 27494] 0. 117588] 0. 015023
22:1n9c —6.19042] 1.10861[ 2.554015] 5. 495938| 1.694108] 4. 212103| 1. 326738
22:2n6¢ 14.09503| 3. 30075[ —2. 40437] —0. 09108] 0. 594781 1. 497575 —1. 74961
C24 —0. 85978] 0. 534853| —0. 23358] 0. 287939( 0. 295964| —0. 49483[ 0. 171524
22:51n3;24:1n9c 0. 562989| 0. 256052] 0. 347279] 0. 061257| —0. 31923] 0. 321932[ 0. 314558
22:6n3c —1.18846] —2. 34807{ 0. 203136] —1. 90791] —0. 99188] —0. 42618] —0. 47955




Suppl. Table 3

LD8

LD9

LD10

LD11

LD12

LD13

—8.59715

—9. 98368

1. 63946

1. 463759

2. 3333

—1.95954

5. 686075

3. 828363

0. 530999

—3. 58088

—-3. 16767

0. 550467

0. 357397

—0. 30187

0.07678

0. 139032

0.019186

—0. 16589

—2. 04859

2.512023

—0. 3143

1.511132

—-0. 01673

0. 653623

0.113091

—0. 04355

0. 205637

0.04144

—0. 15944

0. 018905

0. 279736

—0. 18464

—0. 14895

—0. 15591

—0. 12616

0. 016289

—2. 71902

—1. 06692

0.521451

0. 476492

0.149014

0.401026

0. 837262

2. 378531

0. 75466

0.219682

1. 104332

—1. 87205

—0. 53386

—3.4151

0. 529332

—1. 38289

—1. 36149

2. 647924

0. 588391

1. 376693

—0. 08894

0.12861

0. 049835

—0. 27858

2. 577477

0.807914

1.887015

0. 123557

—1. 50378

—0. 73922

11. 16081

6. 625679

—10. 9388

—14. 9969

—7. 28261

0.923944

—0. 00101

0. 073989

—0. 05229

0. 088851

—0. 01592

0. 025094

0. 028885

0. 083625

0. 085144

—0. 18752

0.087118

—-0.01325

-0.0184

—0. 33704

—0. 00326

—-0.07144

—0. 19977

0. 226869

—0. 84298

—0. 53435

0. 385623

0.013819

0. 721355

—2. 63021

—0. 0402

1. 249092

0. 307066

—0. 19365

—0. 30865

—0.40142

—3. 4449

—1.85979

1. 56835

—0. 00214

2. 535355

0. 934867

5. 800495

—1. 57363

7.653144

—0. 87893

9. 762765

—-1. 63319

0.192941

0.099617

0.118119

—0. 05858

—0. 20162

0. 030639

0. 135254

0.142427

0.214474

—0. 0683

—0. 09025

0. 073822

0. 462423

—0. 05292

—0.41199

—0. 00014

0. 426429

0.273512

—6. 67217

3. 670517

—1.92484

—3. 27284

1. 667635

—1. 49299

1. 798091

—2. 6867

1. 196861

0. 563678

1. 44607

—1. 40704

—0. 10588

—0. 19791

—0.11671

0. 108372

—-0. 03108

0.029718

3. 842197

2. 666174

—4.25184

1. 95884

—2. 17275

0.419232

0. 305875

0. 252796

0.09451

-0.01411

—0. 0781

—0. 16964

—0. 07099

0. 202676

0.241276

—0. 10365

—0. 08467

—0. 07067

—1.59994

—1.30627

—1.83789

0. 666654

—0. 79656

1. 289762

—3. 38091

—2. 20005

—2. 04874

—0. 86444

1. 282445

0. 008535

—0. 06741

0. 046674

0. 02257

0. 03408

0. 184336

0.007921

0.067374

—0. 04162

—0. 1479

—0. 0299

—0. 07334

0. 052993

—4. 22489

0.169704

0. 195021

—2.30302

0.971221

—1. 71911

—0. 55499

1.914841

1. 482239

0. 584759

0. 060613

—1. 98846

0. 001227

—0. 05219

0. 168202

—0. 07249

0. 046998

0. 096823

0. 282443

0. 281325

-0. 11901

0.204931

—0. 4209

—-0.2729

—-1. 71927

—0. 32883

—1.11825

—0. 04622

0. 238457

0. 269077




Suppl. Table 3

All strains 9L set of 150 ml set of 150 ml set_of CCAP | 150 ml set of CCAP [ 150 ml set of CCAP | 150 ml set of CCAP | 150 ml set of MACC
Strains | Treatment| Strains:Trg Residuals [ Treatment|Residuals | Treatment| Residuals | Treatment|Residuals | Treatment| Residuals | Treatment|Residuals [ Treatment| Residuals | Treatment| Residuals
LD1.Df 6) 1] 6) 28 1] 4 1] 4 1] 4 1 4 1 4 1 4 1 4]
LD1.Sum.Sq 19950.17| 376.3263| 612.7248] 28| 121.0838| 0.217762| 4.087225| 2.535626| 355.9152| 18.58878| 71.43069( 1.038511| 188.147| 2.449919| 7.19324| 0.189879| 241.194| 2.979525
LD1.Mean.Sq | 3325.029( 376.3263| 102.1208| 1] 121.0838| 0.054441( 4.087225| 0.633906| 355.9152| 4.647194| 71.43069| 0.259628| 188.147 0.61248| 7.19324| 0.04747| 241.194| 0.744881
LD1.F.value 3325.029( 376.3263| 102.1208| #N/A 2224.144) #NIA 6.447679| #N/A 76.58712[ #N/A 275.1274[ #NIA 307.1889 #N/A 151.5329] #N/A 323.8019| #N/A
LD1.Pr.F. 1.35E-38| 9.01E-18| 1.02E-17[ #N/A 1.21E-06| #N/A 0.064033[ #N/A 0.00094 #N/A 7.74E-05| #N/A 6.22E-05| #N/A 0.00025[ #N/A 5.61E-05| #N/A
LD2.Df 6) 1] 6) 28 1] 4 1] 4 1] 4 1 4 1 4 1 4 1 4]
LD2.Sum.Sq 3311.837| 0.208232| 322.0228 28| 9.948667| 1.403518| 0.129606| 0.189229| 25.69517| 14.38625| 214.5716( 1.934335| 9.257703| 5.734995| 53.71028| 0.588288| 8.917999| 3.763383|
LD2.Mean.Sq | 551.9728( 0.208232| 53.67046 1] 9.948667| 0.35088| 0.129606| 0.047307| 25.69517| 3.596563| 214.5716| 0.483584| 9.257703( 1.433749| 53.71028| 0.147072| 8.917999| 0.940846)
LD2.F.value 551.9728( 0.208232| 53.67046| #N/A 28.35351 #N/A 2739655 #N/A 7.144369| #N/A 443.7114[ #NIA 6.456992[ #N/A 365.1971 #N/A 9.478704 #NIA
LD2.Pr..F. 1E-27| 0.651677| 4.52E-14[ #N/A 0.005986|  #N/A 0.173228| #N/A 0.055638| #N/A 3E-05 #N/A 0.063909| #N/A 4.42E-05| #N/A 0.036977| #N/A
LD3.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD3.Sum.Sq 1330.846| 4.200283( 123.6996} 28| 23.32929| 2.534025| 12.59215| 2.228098| 6.547096| 1.133153| 60.12063( 9.393419| 7.532846| 3.736222| 5.284592| 1.809478| 12.49332| 7.165605
LD3.Mean.Sq | 221.8077| 4.200283| 20.61661] 1] 23.32929| 0.633506( 12.59215| 0.557025| 6.547096| 0.283288| 60.12063| 2.348355| 7.532846( 0.934055| 5.284592| 0.45237| 12.49332| 1.791401
LD3.F.value 221.8077| 4.200283| 20.61661) #N/A 36.82566| #N/A 22.60609| #N/A 23.11108| #N/A 25.60117| #N/A 8.064667| #N/A 11.68202[ #N/A 6.974048| #N/A
LD3.Pr..F. 2.87E-22| 0.04989| 4.38E-09| #N/A 0.003724] #N/A 0.008941| #N/A 0.008602|  #N/A 0.007182| #N/A 0.046875| #N/A 0.026832| #N/A 0.05753|  #N/A
LD4.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD4.Sum.Sq 502.9906| 243.5305| 286.5201 28| 60.06704 1.70946| 248.1928| 0.379034) 39.84771| 9.532782| 180.3063[ 1.590167| 1.273421| 8.00581| 0.265489| 1.694948| 0.097879| 5.087799
LD4.Mean.Sq | 83.83177| 243.5305| 47.75335) 1| 60.06704| 0.427365| 248.1928| 0.094759( 39.84771| 2.383196| 180.3063| 0.397542| 1.273421[ 2.001452| 0.265489| 0.423737| 0.097879 1.27195
LD4.F.value 83.83177| 243.5305| 47.75335| #N/A 140.5521 #N/A 2619.211] #N/A 16.72029[ #N/A 453.5532|  #N/A 0.636249| #N/A 0.626542| #N/A 0.076952| #N/A
LD4.Pr..F. 1.39E-16| 2.42E-15| 1.98E-13| #N/A 0.00029| #N/A 8.72E-07[ #N/A 0.014987| #N/A 2.87E-05[ #N/A 0.469744| #N/A 0.472919| #N/A 0.795218| #N/A
LD5.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD5.Sum.Sq 439.7389| 78.76387| 77.89294 28| 3.298496| 1.226791| 3.656123| 0.228727) 5.111706| 0.573671| 94.32335| 0.998528| 24.29139| 4.455174| 2.778826( 11.41735| 23.19693| 9.099763|
LD5.Mean.Sq | 73.28982| 78.76387| 12.98216 1[ 3.298496| 0.306698| 3.656123| 0.057182| 5.111706( 0.143418| 94.32335| 0.249632| 24.29139| 1.113793| 2.778826| 2.854337| 23.19693| 2.274941]
LD5.F.value 73.28982| 78.76387| 12.98216| #N/A 10.75488[ #N/A 63.93874| #N/A 35.64208| #N/A 377.8497|  #NIA 21.8096| #N/A 0.973545|  #N/A 10.19672[ #N/A
LD5.Pr..F. 8.12E-16 1.25E-09| 5.56E-07| #N/A 0.030516| #N/A 0.001326] #N/A 0.003954| #N/A 4.13E-05| #N/A 0.009518| #N/A 0.379656| #N/A 0.033114] #N/A
LD6.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD6.Sum.Sq 228.8559| 3.866659| 75.75467| 28| 4.978244( 0.229648| 64.8676| 3.315532) 0.998205| 0.921976| 4.745817[ 0.539689| 3.367705| 18.64109| 0.352297| 0.930032| 0.311464| 3.422034
LD6.Mean.Sq | 38.14266( 3.866659| 12.62578| 1] 4.978244| 0.057412| 64.8676| 0.828883| 0.998205| 0.230494| 4.745817| 0.134922| 3.367705( 4.660272| 0.352297| 0.232508| 0.311464| 0.855508
LD6.F.value 38.14266| 3.866659| 12.62578) #N/A 86.71085| #N/A 78.25905|  #N/A 4.330722| #N/A 35.17446| #N/A 0.722641] #N/A 1.515205[ #N/A 0.364069| #N/A
LD6.Pr..F. 3.24E-12[ 0.059239| 7.3E-07| #N/A 0.00074] #N/A 0.000901]| #N/A 0.105898| #N/A 0.004051| #N/A 0.443168| #N/A 0.285777|  #NIA 0.578799| #N/A
LD7.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD7.Sum.Sq 103.165| 25.06489| 90.41066} 28| 0.290682| 1.355846( 23.75752| 3.352534| 83.96275| 10.67244| 0.341974| 2.030605| 0.687521| 2.357702| 3.20348[ 2.978071| 3.231615| 5.252803
LD7.Mean.Sq | 17.19417| 25.06489| 15.06844 1] 0.290682| 0.338962| 23.75752| 0.838133| 83.96275[ 2.66811| 0.341974| 0.507651| 0.687521| 0.589426| 3.20348| 0.744518| 3.231615| 1.313201]
LD7.F.value 17.19417| 25.06489| 15.06844| #N/A 0.857565| #N/A 28.34575]  #N/A 31.469] #N/A 0.67364| #N/A 1.166425[ #N/A 4.302759| #N/A 2.460869| #N/A
LD7.Pr..F. 3.14E-08| 2.72E-05| 1.25E-07| #N/A 0.406835|  #N/A 0.005989| #N/A 0.004961]| #N/A 0.457882| #N/A 0.340908| #N/A 0.106708| #N/A 0.191793| #N/A
LD8.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD8.Sum.Sq 34.09137| 27.6853| 87.70943| 28| 0.959742| 0.873954[ 11.09505| 4.834813| 47.79713| 7.04595| 2.096866| 1.263596| 35.85273| 7.662154| 0.462757( 2.339805| 17.13044| 3.979728
LD8.Mean.Sq | 5.681895| 27.6853| 14.61824 1[ 0.959742| 0.218489| 11.09505| 1.208703| 47.79713| 1.761488| 2.096866| 0.315899| 35.85273[ 1.915538| 0.462757| 0.584951| 17.13044[ 0.994932
LD8.F.value 5.681895| 27.6853| 14.61824) #N/A 4.392641] #N/A 9.179303| #N/A 27.13453|  #N/A 6.637777|  #NIA 18.71679[ #N/A 0.791103| #N/A 17.2177|  #N/A
LD8.Pr..F. 0.00058| 1.36E-05| 1.7E-07| #N/A 0.104139| #N/A 0.038791| #N/A 0.006476| #N/A 0.061562| #N/A 0.012386| #N/A 0.424025| #N/A 0.014267| #N/A
LD9.Df 6] 1] 6] 28| 1] 4] 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4]
LD9.Sum.Sq 5.933463| 0.150814| 66.81116 28| 13.07052| 1.527205[ 7.811291| 2.053096| 0.003023| 1.6385| 9.674978[ 0.357913| 0.090346| 3.857286| 34.59781| 15.08671[ 1.714009| 3.479292]
LD9.Mean.Sq | 0.988911| 0.150814[ 11.13519 1] 13.07052| 0.381801| 7.811291| 0.513274| 0.003023[ 0.409625| 9.674978| 0.089478| 0.090346| 0.964321| 34.59781| 3.771677| 1.714009| 0.869823
LD9.F.value 0.988911| 0.150814| 11.13519] #N/A 34.23383| #N/A 15.21856[ #N/A 0.00738| #N/A 108.1267[ #N/A 0.093689| #N/A 9.173057|  #NIA 1.970526 #N/A
LD9.Pr..F. 0.451629| 0.700696| 2.42E-06| #N/A 0.004257|  #N/A 0.017525] #N/A 0.935667| #N/A 0.000483| #N/A 0.774808| #N/A 0.03883| #N/A 0.233064| #N/A
LD10.Df 6] 1] 6] 28| 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4] 1 4]
LD10.Sum.Sq | 10.87871| 8.178141| 21.80373) 28| 9.157899| 5.857883[ 0.090862| 0.717949| 5.694297| 3.635091( 6.227976| 3.912486| 4.541741| 2.139769| 0.402794| 7.175557| 3.8663| 4.561264
LD10.Mean.Sq| 1.813119| 8.178141| 3.633954 1] 9.157899| 1.464471| 0.090862| 0.179487| 5.694297| 0.908773| 6.227976| 0.978121| 4.541741( 0.534942| 0.402794| 1.793889 3.8663| 1.140316
LD10.F.value 1.813119( 8.178141( 3.633954| #N/A 6.253384| #N/A 0.506232| #N/A 6.26592| #N/A 6.367282| #N/A 8.490151| #N/A 0.224537|  #NIA 3.390551| #N/A
LD10.Pr..F. 0.132674| 0.007923| 0.00859] #N/A 0.066718| #N/A 0.516068| #N/A 0.06654| #N/A 0.065124| #N/A 0.043513| #N/A 0.660311] #N/A 0.139381]| #N/A
LD11.Df 6] 1] 6] 28| 1] 4] 1] 4] 1 4] 1 4] 1 4] 1 4] 1 4
LD11.Sum.Sq | 2.693558| 2.545603| 25.97007| 28| 1.469313| 3.22502[ 1.694994| 1.411646| 0.260299| 0.988865( 3.708867| 1.899794| 3.34654| 6.290727 10.905| 5.784017| 7.130666| 8.399932]
LD11.Mean.Sq| 0.448926| 2.545603[ 4.328345) 1] 1.469313| 0.806255| 1.694994| 0.352911| 0.260299| 0.247216| 3.708867| 0.474948| 3.34654| 1.572682 10.905| 1.446004| 7.130666| 2.099983|
LD11.F.value | 0.448926( 2.545603| 4.328345| #N/A 1.822392[ #N/A 4.802888| #N/A 1.052921 #N/A 7.808988| #N/A 2.127919| #N/A 7.541469| #NIA 3.395583| #N/A
LD11.Pr..F. 0.839512| 0.121828| 0.00328) #N/A 0.248363| #N/A 0.09353| #N/A 0.362833| #N/A 0.049088| #N/A 0.218395| #N/A 0.051577|  #N/A 0.13916] #N/A
LD12.Df 6] 1] 6] 28| 1] 4] 1] 4] 1 4 1 4] 1 4] 1 4] 1 4]
LD12.Sum.Sq | 2.068268| 0.022559( 22.04903 28| 7.941842| 1.669572| 3.865028| 6.92486| 1.42932| 0.364538[ 1.294122| 5.349991| 5.908439| 6.363824| 0.014451| 3.568815| 1.61839 3.7584
LD12.Mean.Sq| 0.344711[ 0.022559| 3.674839 1 7.941842| 0.417393| 3.865028| 1.731215| 1.42932[ 0.091134| 1.294122| 1.337498| 5.908439( 1.590956| 0.014451| 0.892204| 1.61839 0.9396
LD12.F.value [ 0.344711[ 0.022559| 3.674839| #N/A 19.02726[ #N/A 2.232552|  #NIA 15.68364 #N/A 0.967569| #N/A 3.713766| #N/A 0.016197| #N/A 1.722424  #NIA
LD12.Pr..F. 0.906975| 0.881687| 0.008105| #N/A 0.012043| #N/A 0.209437|  #NIA 0.016674| #N/A 0.380978| #N/A 0.126234| #N/A 0.904871| #N/A 0.259622| #N/A
LD13.Df 6] 1] 6] 28| 1] 4] 1] 4] 1 4 1 4] 1 4] 1 4] 1 4]
LD13.Sum.Sq | 0.440005[ 0.164573| 10.99399 28| 1.257514| 6.940161[ 0.322275| 3.22848| 0.120018| 5.344673[ 0.870672| 3.848733| 2.587168| 1.322054| 1.426086| 3.835361| 4.57483| 3.480537
LD13.Mean.Sq| 0.073334[ 0.164573| 1.832332 1] 1.257514| 1.73504| 0.322275| 0.80712| 0.120018[ 1.336168| 0.870672| 0.962183| 2.587168| 0.330514| 1.426086| 0.95884| 4.57483| 0.870134]
LD13.F.value | 0.073334[ 0.164573| 1.832332| #N/A 0.724775]  #NIA 0.39929| #N/A 0.089822| #N/A 0.904892| #N/A 7.827721] #NIA 1.487304 #N/A 5.257614| #N/A
LD13.Pr..F. 0.998217| 0.688064| 0.128792) #N/A 0.442548|  #N/A 0.56177)  #N/A 0.779331] #N/A 0.39534]  #N/A 0.048921| #N/A 0.289626]  #N/A 0.083585| #N/A




Suppl. Table 4

controll |control2|control3|grazingl |grazing? |grazing3
CATEGORY PAIR PAIR PAIR PAIR PAIR PATR
TOTAL READS 14126316| 13631488| 14424014] 14608614] 13581456] 14215780
PF READS 14126316| 13631488] 14424014] 14608614| 13581456] 14215780
PCT PF READS 1 1 1 1 1 1
PF NOISE READS 31 27 17 32 25 28
PF READS ALIGNED 9556951] 8889665 11842342] 11567028 8379063| 10202334
PCT PF READS ALIGNED 0. 676535[ 0. 652142 0. 821016] 0. 791795] 0. 616949| 0. 717677
PF ALIGNED BASES 8. 49E+08| 7. 97E+08| 1. 06E+09| 1. 03E+09] 7. 47E+08| 9. 09E+08
PF HQ ALIGNED READS 9177614] 8574229 11564499| 11267668] 8026894] 9848824
PF HQ ALIGNED BASES 8. 16E+08| 7. 69E+08| 1. 03E+09 1E+09| 7. 16E+08| 8. 78E+08
PF HQ ALIGNED Q20 BASES 7. 86E+08| 7. 42E+08] 9. 97E+08| 9. 7T3E+08| 6. 94E+08| 8. 47E+08
PF HQ MEDIAN MISMATCHES 0 64 0 0 0 0
PF MISMATCH RATE 0. 003548 0. 732[0.003728] 0. 003525] 0.00382] 0. 004008
PF HQ ERROR RATE 0.003185[ 0.73188] 0.003648] 0. 003408] 0. 00335[ 0. 003761
PF INDEL RATE 0. 000183[0.001259{ 0. 000187] 0. 000159] 0. 000203] 0. 000146
MEAN READ LENGTH 90 90 90 90 90 90
READS ALIGNED IN PAIRS 4712026] 8429131] 11748855] 11467735 8260268] 10090101
PCT READS ALIGNED IN PAIRS 0.982879[ 0. 948194] 0. 992106] 0. 991416 0. 985822[ 0. 988999
BAD CYCLES 0 0 0 0 0 0
STRAND BALANCE 0. 498189 0. 500276{ 0. 500109] 0. 500042] 0. 499766] 0. 499891
PCT CHIMERAS 0. 000931{ 0. 001063} 0. 000933] 0. 000907] 0. 000936] 0. 000995
PCT ADAPTER 0. 000005{ 0. 000003} 0. 000006] 0. 000005] 0. 000064 0. 00001




Suppl. Table 5

controll vs grazingl

log2
. Pt- N
genelD lircom?ol*l* li"igmz%"gili Plicontrol* grazing= Rdu? P p P-value Symbol KEGG Orthology GO Component GO Function |GO Process GO Process
Expression Expression 1-FPKM 1-FPKM grazing-1/Pt—
control-1)
G0:0016020//me
- mbrano'GO::)(/)UB (0:0003824/
7199224] 0 38.68 0.001 55.78|  15. 76746031 1. 26E-11|{PHATRDRAFT_24069 - oa e /catalytic |- -
739//mi tochond .
. activity
rion
7198882 0 27 0.001 18.82] 14. 19997901 1. 82E-08[PHATRDRAFT 50208 - - - - -
K12827|1|7e~ G0:0046914/
7196052 o 5 0.001 16,5 140101784 0.0378518|PHATRORAFT 9319 |1 116 cre CHIREDRA iy 5144, |/ transition ] -
FT_115043|splicing metal ion
factor 3A subunit 3 binding
G0:0003824/
7202473] 0 6) 0.001 13.86 13.75863964 0. 01954026|PHATRDRAFT 6789 - - /catalytic |- -
activity
G0:0016787/
7196933] 0 13.8 0.001 12.6| 13.62113611 0.000190911|PHATRDRAFT 9211 - - /hydrolase |- -
activity
7199713] 0 6) 0.001 10. 12| 13. 30492167 0. 01954026 PHATRDRAFT 34230 - - - - -
7205113 0 5. 97, 0.001 9.7 13.24376903 0. 0378518| PHATRDRAFT bd1537 [~ - - - -
7202956 0 7] 0.001 9.58] 13.22580994] 0. 0100872ﬂ PHATRDRAFT 38110 - - - - -
G0:0001076/
- G0:0043231//in /RNA
!(lalad 1 91.** _ Jraceltutar polymerase
ég Zfd?l‘l;;i?oﬁﬁrl\b membrane— L_M‘Smm 60:0006351//t 60:0006351//t
7203148 0 5| 0.001 9.44) 13.20457114f 0. 0378518(PHATRDRAFT 38312 bounded N ranscription, ranscription,
polymerase 11 _~n.nlon factor
transcription ox"lgftf\cllc,GO.Q binding DNA-templated DNA-templated
A 043234/ /protei Lo
subunit 31 transcripti
n complex .
on factor
activity
KO7976 |1 4e—
231105/ 0sa: 4348725
Rab family, G0:0035556//1 G0:0035556//1
5 P E PO PR other;K07888|5/2¢e~ N e ntracellular ntracellular
7199942] 0 5| 0.001 9.37| 13.19383333 0. 0378518[Rab5c 20196, 3| ppp: PHYPADR - (G0:0032550 signal signal
AFT_179911 | Ras— transduction transduction
related protein
Rabh—5B
7199478 0 15] 0.001 8.42| 13.03960452 5. 09E-05|PHATRDRAFT 50641 - - - - -
K00995 | 1| 3e—
231108/ cme:CMN196C
(,DI’*dlacyl'glyccrol* 60:0016772/
—glycerol-3- N
\ /transferas
phosphate 5 ' e activity, |60:0006644//p 60:0006644//p
phosphat idyltransfe transferrin |hospholipid hospholipid
7199176 0 17. 69| 0.001 7.1 12.79360331 1. 36E-05|PHATRDRAFT 50348 rase - . .
P - g metabolic metabolic
[EC:2.7.8.5];K08744
9)9e- phospk’vmtv"us* process process
21/102| pop: POPTR 85 containing
6644/ cardiolipin sroups
synthase
[EC:2.7.8.-1
7200568 0 9. 56 0.001 6.95| 12.76279726] 0.00268818| PHATRDRAFT 45465 - - - - -
7205157] 0 5| 0.001 6.54] 12. 67507492 0. 0378518 PHATRDRAFT bd1248 [ - - - -
7200693 0 8.12 0.001 6.23] 12.60501645] 0.00520734| PHATRDRAFT 35176 - - - - -
G0:0036094/
/small
molecule
binding;GO:
7200044] 0 8| 0.001 6.19 12.59572369| 0. 00520734|PHATRDRAFT 35048 - - 0097159/ /or |- -
ganic
cyclic
compound
binding
K00766 /1| 1e— G0:0016763/
811301 |vvi:10025530 /transferas |GO:0006568//t G0:0006568//t
7202848 0 E 0.001 5| 12.28771238  0.00520734| PHATRORAFT 2037 |2 |enthranilate - ¢ activity, |ryptophan £yptophan
phosphoribosyltrans transferrin [metabolic metabolic
ferase g pentosyl [process process
[EC:2.4.2. 18] groups
G0:0003824/
7196932] 0 11. 05 0.001 4.87  12.24970606| 0.000716382|PHATRDRAFT 54051 - - /catalytic |G0:0044710 G0:0044710
activity
7199511 0 7] 0.001 3.71] 11.85720347] 0.01008726|PHATRDRAFT 44993 - - - - -
7197305] 0 7] 0.001 3.52| 11.78135971] 0.01008726|PHATRDRAFT 43570 - - - - -
G0:0003677/
/DNA
(0:0043231//in|binding;GO:
tr 1lular 0001071//nu {GO:0006351//t G0:0006351//t
7200092 0 6) 0.001 2.76 11.43045255) 0.01954026|PHATRDRAFT 45206 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
K00599 | 1| 2e~
7204009 0f 5| 0.001 2.67 11.38262403 0. 0378518[PHATR 44055 44178 |ath:AT3G2718 |- - - -
0l[EC:2.1.1.-1
7201769 [1] 7] 0.001 2.66] 11.37721053| 0.01008726|PHATRDRAFT 46394 - - - - -
7197950] [1) 8| 0.001 2. 551 11.29920802] 0. 00520734| PHATRDRAFT 44275 - - - - -
7194703 [1] 5| 0.001 2. Oﬂ 11. 00842862, 0. 0378518 PHATRDRAFT 39006 - - - - -
50: 35// 50: 35//
e e I
12/71. 6aly: ARALYDR 60:0043169/ |inorganic inorganic
- AFT_333720|glutathi /eation substance;G0: substance;G0:
7198783 0f 6) 0.001 1.93[ 10.91438513| 0. 01954026/ PHATRDRAFT 50006 one gamma~ - binding:G0: |0043043//pept 0043043/ /pept
glutamylcysteinyltr 0016755 ide ide
ansferase biosynthetic biosynthetic
[EC:2.3.2.15] i i
process process
7200946| 0] 5] 0.001 1.7) 10.73131903 0. 0378518 PHATRDRAFT 35640 - - - - -




G0:0060089;
60:0016682/
/oxidoreduc
tase
activity,
acting on e 0006259//D 60:0006259//D
diphenols . .
NA metabolic NA metabolic
7202341 0 6 0.001 1.46|  10.51175265| 0. 01954026|PHATRDRAFT 37404 |- - ang mlaL»Cd process;0:00 process;0:00
: : O P09 - Z‘S’ Z::Zi:s 44710;60:0007 44710;60:0007
o |154//cell 154//cell
oxygen as . . . .
acccplor;(}() communication communication
:0097159//0
rganic
cyclic
compound
binding
K11293] 1| 4e-
13/75.9|zma: 732736
protein
7196633 0 5 0.001 1.14|  10. 15481811  0.0378518|PHATRDRAFT 42932 :gA/Hm'KM%S 2 - - -
12172.0|mtr:MIR 4gl
19620 COMPASS
omponent_SWD3
G0:0003824/
7204966 0.94 39, 44] 0.46|  18.28| 5312488399  6.536-12|PHATRDRAFT bd1252 |- - Jeatalytic |- -
activity
7198322 I 13 0.49 5.97]_3.606877277] _0.00148391|PHATRDRAFT 49693 |- - - - -
7196945 1 12 0. 46] 5.9] 3.498805857] _0.0026956{PHATRDRAFT 43218 | - - - -
7198469 2,17 21.62 221 20.65] _3.224023507] 6. 826-05|PHATRDRAFT 40594 |- - - - -
K01609| 1| 6e-
22/105| sbi:SORBI 06 60:0016831/
7203319 2 20 0.59 5.5 3.220644750| 0.000121652|PIATRORAFT 4s1gg | #019130] indole=s= Jearboxy= -
glycerol phosphate lyase
synthase activity
[EC:4. 1. 1. 48]
K14546] 1| 3e-
06/52. 4| ppp: PHYPADR
7202769 2 19) 0.83 7.30|  3.154391123] 0.000216 148|PHATRDRAFT 47526 | 1-234339 U3 small ] - - -
nucleolar RNA-
associated protein
:
e i
7201878 1 9 2,44 20.61| 3.078391452| 0.01569284|PHATRDRAFT 12985  |AFT 104814/peptidyl |~ noo o [60:0006412//t 60:0006412//%
termination |ranslation ranslation
—tRNA hydrolase N
ICT1 [EC:3. 1. 1.29] factor
activity
7204460 I 9 0.81 683 3.075891765] 0. 01669284|PHATR 46930 - - - - -
G0:0000166/
/nucleotide
binding;G0:
K00058| 1/ 2¢- 0016616//0x
95348 olu: 0STLU_39 idoreductas
. | IRV o o ooiee |0001D-3- e activity, | .
7200374 1 9 0.59 4.96| 3.071553261| 0.01569284|PHATRDRAFT 27166 - ¢ 60:0044710 60:0044710
phosphoglycerate acting on
dehydrogenase the CH-OH
[EC:1.1.1.95] group of
donors, NAD
or NADP as
acceptor
G0:0097159/
Jorganic  |G0:0006259//D 60:0006259//D
7204949 1 8. 44] 3.31| 2625 2.987414301|  0.0278798|PHATRDRAFT bd1491 |- - eyelic NA metabolic NA metabolic
compound process process
binding
K13076] 1| 3¢~
12172, 0bdi : 1008265
7197626 1 8 0.55 4.15|  2.915607813|  0.0278798|PHATRDRAFT 44622  [92|delta8-fatty- |- - 60:0044238 60:0044238
acid desaturase
[EC:1. 14.19. 4]
7197668 1 8 041 3.08|_2.909234536] 0. 0278798|PHATRDRAFT 33858 |- - - - -
K00833| 1| 4e-
37/ 154 ] cme: CMG023C
adenosy Imethionine~
e
° /anion 60:0006768//b 60:0006768//b
aminotransferase binding;G0: |iotin iotin
7199819 3 22 163 11.23| 2.784414058| 0.000167574|PHATRORAFT 19427 [ [EC:2.6. 1.62] :K0081 |- S ) )
ol3/5e- 0008483//tr [metabolic metabolic
36150 sbi:SORBI 01 ‘d.ﬂSLvﬂ!I%YI'dSL‘ process process
013600 | orni thine— activity
oxo-acid
transaminase
[EC:2.6.1.13]
7195157 1 7 0.67 4.43] 2. 725073698 0. 0491266|PHATRDRAFT 48871 |- - - - -
K11778/ 1| 6e-
43/172| pop: POPTR 17
2325 di trans, polyci G0:0016740/
7199635 1 7 1.23] 8.1| 2.719263592|  0.0491266|PHATRDRAFT 11438  |s-polyprenyl - /transferas |~ -
diphosphate e activity
synthase
[EC:2.5.1.87]
7199907 1 7 0.57 3. 75| 2. 717856771 0. 0491266|PHATRDRAFT 44803 |- - - - -
7197502 1 7 11§ 7.76] _2.717269793] _0.0491266|PHATRDRAFT 32906 |~ - - - -
K03593| 1| 6e-
40/161 | gmx: 10081729
- - 9/ATP-binding
7195876 1 7 172 11.31) 2.717118459|  0.0491266|PHATRDRAFT 4593 o - 60:0032550 |- -
protein involved in
chromosome
partitioning
7202523 1 7 1ol 6.64] 2716827949 0. 0491266|PHATRDRAFT 37569 |- - - - -
7198564 1 7 2.77] __18.19] 2.715187662] _0.0491266|PHATRDRAFT 6066 |- - - - -
K07018/ 1/ 8e-
7202317 1 7 1. 25 8.2 2.713695815|  0.0491266|PHATRDRAFT 37441 | 11/65. 5| sbi:SORBI 0 |- - - -
42029880




K12818| 1 |4e-
123]440 | cre: CHLREDR
AFT_127996 | ATP-
dependent RNA
helicase DHX8/PRP22 e 49RO
[EC:3.6. 4. 13] ;K1281 60: 0,0“6“/
312] e /ATPase
7201027 1 7 0. 42| 2.74 2.70571466|  0.0491266(PHATRIRAFT 20335 |V oo ivpine activity,
- coupled;GO:
AFT 180557 |pre— 0039550
mRNA-splicing
factor ATP-
dependent RNA
helicase DHX16
[EC:3.6.4.13]
K01529| 1 |4e-
70 ‘Solu:‘()bILUjU 60:0032550;
60:0042623/
. o ) _ B B
7197003| 1 7 0.77] 5.02|  2.704757013| 0. 0491266(PHATRORAFT 1990 | a0 ™ bire 7 /ATPase
N . activity,
6781 translation
PR . coupled
initiation factor
4A
60:0000785//ch t:;g??f‘;%/
romatin;G0:004(’ ¢
N N .- 3231//intracel |, .. . |6G0:0034728//n G0:0034728//n
00155 o , o comadl s § it 69256 smo: SELMODRA | binding;G0: e e
7200155| 1. 22| 8| 2. 87 17.71 2. 62544157, 0. 0278798[H3-1a FT 103546/ histone lular 0046983 /pr uclcog}mnv uclcog}mnv
o membrane— . organization organization
H3 otein
bounded . .
dimerizatio
organelle L
n activity
K03217| 1| 2e- 02 o0 )/
521205 | vvi: 10026043 %i’_ﬁ?f‘{“““"
7201777 2 13 1.18 7.18]  2.605196984| 0.00617528[Albino3 1|preprotein sie - -
.. |component of
translocase subunit nenbranc
VidC “
7204472 1.83 11.87 1.07 6.51] 2.605046747] 0.00487516|PHATR 46952 - - - - -
60:0046914/
K09250 /1| 2e~ /transition
20195. 1] zma: 1008570 metal ion  |GO:0006351//t 60:0006351//t
7201488 2| 12 10. 27| 57.97| 2.496870304 0.01057166|PHATRDRAFT 12737 32/ cellular nucleic |- binding;G0: [ranscription, ranscription,
acid-binding 0003676/ /nu [DNA-templated DNA-templated
protein cleic acid
binding
7196293 3 17 2.6 13.83[ 2.411217628] 0.00242416[PHATRDRAFT 42611 |- - - - -
K01760 1| 3¢~ (;9;1?%3168/
511201 olu:0STLU_88 b?ndin G0
7203619) 3 16] 2,23 1115 2.321928095 0. 00406408PHATRDRAFT 14962  [245|cystathionine |- I -
0003824/ /ca
beta-lyase talytic
[EC:4.4.1.8] avte
activity
7195052] 3 16] 2. 4] 12| 2.321928095] 0.00406408[PHATRDRAFT 39329 |- - - - -
7200413] 3 16] 3.08]  15.39] 2.320990976] 0. 00406408[PHATRDRAFT 35406 |- - - - -
K14780| 1| 2e-
112[404 |ota: 010503
840 | ATP-dependent G0:0043231//in
RNA helicase tracellular  |G0:0032550;
DHX37/DHR1 membrane— 60:0042623/ |G0:0009987//c 60:0009987//c
7199617 4 21 2.31 1139 2.30180299| 0.000956022|PHATRDRAFT 708 [EC:3.6.4.13];K1281 |bounded /ATPase ellular ellular
8[2(3e- organelle;G0:0|activity, |process process
781290 bdi: 10084245 [044444//cytopl |coupled
2|ATP-dependent RNA |asmic part
helicase DHX8/PRP22
[EC:3.6.4.13]
60:0008152//m 60:0008152//m
7201332] 2 10) 1.89 8.89| 2.233797185|  0.0302076|PHATRDRAFT 35973 |- - - etabolic etabolic
brocess brocess
7201578] 2 10) 1.35] 6.34] 2.231523433]  0.0302076[PHATRDRAFT 46491 |- - - - -
K06639 | 1|3e- 60:0004721/
50:0006470// 50:0006470//
10/62. 8| ppp: PHYPADR /phosphopro (;UL??05470 P (;UL??05470 P
7203022 5 25 9.16|  42.97| 2.229910274| 0.000379078|PHATRDRAFT 14549  |AFT 88026]cell - tein otein otein
i dephosphoryla dephosphoryla
division cycle 14 phosphatase i i
[EC:3. 1. 3. 48] activity on on
K09578 | 1|5e-
25112 pop: PHYPADRA 60:0016859/ [G0:0018208//p 60:0018208//p
FT 108242 |peptidyl- Jeis-trans lentidyl ovidylo
7200878 2 10 3.32|  15.56| 2.228586914]  0.0302076|PHATRDRAFT 27286 |prolyl cis-trans |- jetsTirans epidy ephiay
. isomerase proline proline
isomerase NIMA- - e e
. . activity modification modification
interacting 1
[EC:5.2.1.8]
7197264 2 10) 0.9 4.21] 2.225823327]  0.0302076|PHATRDRAFT 43742 |- - - - -
7203446 3 14] 1.32 5.78] 2.130531563] 0. 01116904 PHATRDRAFT 48061 |- - - - -
719753 6| 27 4.56] _ 19.24]  2.07700307| 0.000397742[PHATRDRAFT 43478 |- - - - -
60:0016787/
/hydrolase
activity;60
B 59//1
7196021 3 13 5.75|  23.39] 2.024258001|  0.0182795(PHATRDRAFT 9251 - - ;ggngg"" - -
eyclic
compound
binding
7198927 3 13 1.4 5.67] 2.017921908] 0. 0182795[PHATRDRAFT 50125 |- - - - -
7202585 Pl 17 1.98] 7.9 1.99635 0. 00686868| PHATRDRAFT 47469 |~ - - - -
K13862| 1/3e-
5. a: 3 50:0015301/
100 cature i |00:0031220//in (0
90| o / : - m o m
7204946| 26. 13 110.31 14.06|  55.66] 1.985044314] 1. 575-12|PHATRDRAFT bd1806 |family 4 (sodium  |“"1PS1C n (0:0006811/7% (0:0006811/7%
component of . on transport on transport
borate antiporter
membrane -
transporter), activity
member 11
60:0016876/
/ligase
activity,
forming
50 // 50 //
7200872| 6. 43| 26. 86 2.52) 9.88| 1.971087308|  0.0006402|PHATRDRAFT 45715 |- 60:0044424 aminoacyl- |00:0006412/7¢ (0:0006412//%
ranslation ranslation
tRNA and
related
compounds ;G
0:0032550
7194976| 7 29] 5.18]  20.15 0. 000402462[PHATRDRAFT 48903 |- - - - -




TUTUUU059177 T TUTUUU059177 T
ranscription, ranscription,
DNA- DNA-
templated;GO: templated;GO:
0016109;G0:00 0016109;G0: 00
06007//glucos 06007//glucos
e catabolic e catabolic
process;G0:00 process;G0:00
06090/ /pyruva 06090/ /pyruva
te metabolic te metabolic
process;G0:00 process;G0:00
09668;G0:0015 09668;G0:0015
K04040/ 1/ 26~ 60:0031224//in 995//chloroph 995//chloroph
) trinsic 60:0004659/ |y11 yll
114/410|ven: VOLCADR . . . . .
7201329 3 12 1.96 7.37] 1.910810965|  0.0296226|PHATRDRAFT 46085  |AFT 80530|chlorophy |COTPOnent of |/prenyltran |biosynthetic biosynthetic
11 synthase membrane ; GO: 00 srerafe proc.css;(JO:OU proc.css;(JO:OU
- 09534//chlorop|activity 48869//cellul 48869//cellul
[EC:2.5.1.62] -
last thylakoid ar ar
developmental developmental
process;G0:00 process;G0:00
09658//chloro 09658/ /chloro
plast plast
organization; organization;
G0:0009887//0 G0:0009887//0
rgan rgan
morphogenesis morphogenesis
:G0:0000097// :G0:0000097//
sulfur amino sulfur amino
acid acid
7197074 5] 19} 2.81 10[ 1.831357964] 0.00666778| PHATRDRAFT 32487
G0:0003677/
/DNA
binding;G0:
0001071//nu {G0:0006351//t G0:0006351//t
7194685| 26 98 11. 69 41.32|  1.821565324 3. 24E-10|PHATRDRAFT 48701 cleic acid [ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
K13337/1/2e
. .1G0:0005515/ [GO:0006996//0 G0:0006996//0
7196434 3 11 2.8 0.65 1.785102115|  0.0474758| PHATRDRAFT 31927 |20 121/ aly:ARALYDRA |GO:0042579//mi\ Lo i | ohnente rganelle
FT_477595|peroxin crobody A . . . .
19 binding organization organization
7203168 3] 11 3.93 13.54] 1.784626521 0. 0474758| PHATRDRAFT 38235
G0:0003824/
7201708 3| 11 2.59 8.92[ 1.784091612 0. 0474758 PHATRDRAFT_46570 /catalytic [G0:0044238 G0:0044238
activity
G0:0008152//m G0:0008152//m
7204992 3| 11 2.52 8.67 1. 78260826 0. 0474758| PHATRDRAFT_bd1539 G0:0016741 |etabolic etabolic
process process
K11982/1/8e
07!53. 1/bdi:1008339
84|E3 ubiquitin
protein ligase
RNF115/126
[EC:6. 3. 2. 19] ;K1060
12]1e-
06/52. 4|zma:1002172 G0:0046914/
7199525 6 22 073 16.21] 1782302162 0. 0010383[priaTRORAFT 45011 [23/E3 ubiauitinT [transition | -
protein ligase metal ion
synoviolin binding
[EC:6. 3. 2. 19] ;K0528
314]7e-
06/50. 1|aly:ARALYDR
AFT_354960 | phosphat
idylinositol
glycan, class W
[EC:2.3.-. -]
G0:0016620/
/oxidoreduc
tase
activity,
acting on
the
aldehyde or
o0 N . G0:0018130;G0 G0:0018130;G0
7202849 3] 11 1.82 6.26 1.782224207 0. 0474758| PHATRDRAFT_37927 - - oo group £0044710 £0044710
of donors,
NAD or NADP
as
acceptor;G0
:0000166//n
ucleotide
binding
7198858 3] 11 0.93 3.19] 1.778253803 0. 0474758| PHATRDRAFT 50164 - - - - -
7204081 8| 29| 6.84 23.26] 1.765782867| 0.000964946|PHATR 44152 - - - - -
108381 2e- e
30/133 | ath: AT561663 |0 001823 /i)
0 xeroderma tracellular\60: 0003677/ 5. 0gg6281//1 60:0006281//D
7202544] 5| 18 1.7 5.74[  1.755515991| 0.01048118|RAD4 . membrane- /DNA ) ; ) ;
pigmentosum group L. NA repair NA repair
C-complementing bounded binding
. organelle
protein
K13606 |1 |2e-
12/70. 9] vvi: 1002593 0:0036094/
97/ chlorophyl1 (ide)
b reductase /small
[EC: 1. 1. 1. 204] ;K098 molecule
7201486 7| 25| 7.68 25.74| 1.744833837| 0.00245178|PHATRDRAFT_ 20677 4115 de- ' - binding;G0: [G0:0044710 G0:0044710
11166, 61 vvi: 1002654 oogamEL//ca
70! xanthoxin ta ){t%c
dehydrogenase activity
[EC:1.1.1.288]
K12855/1/1e-
09164. 3| smo: SELMODR
ﬁg;i;ﬁgz;sfi:g 60:0010467//5 60:0010467//5
7197316 4 14] 1.18 3.88[ 1.717269793 0. 0276868| PHATRDRAFT_43587 factor G0:0044464 - ene ene
6:K12869 5| do— expression expression
09162. 4] gmx: 1007916
16/ crooked neck




K05656 | 1|7e—
561216 |mtr:MTR_5g03
3080|ATP-binding
cassette, subfamily
B (I\‘llr)R/ r\!’)I member 60:0017111/ (3050009154//;) (3050009154//;)
9;K05657 |2 2e~ Jnucleoside urine urine
45/ 182 smo: SELMODRA 60:0031224//in|- ribonucleotid ribonucleotid
FT_445846 | ATP- lrinsic triphosphat e catabolic e catabolic
7203383] 6. 31 21. 8] 3. 08| 9.99  1.697554327| 0. 00628786/ PHATRDRAFT 22332 binding cassette, . process;G0:00
subfamily B component of —ase 44763;G0: 0051
(IDR/TAP), member  [MeTPTANe activity: 60y jestantis 234//establis
N :0032550; G0 . .
10;K05658|4 | 1e— £0015405 hment of hment of
381159 vvi: 10024869 : localization localization
8[ATP-binding
cassette, subfamily
B (MDR/TAP), member
1
G0:0043169/
/cation
binding;G0:
Tgéﬂi&i;,xrz“” ggzggiy/pc 60:0008152//n 60:0008152//n
7197229] Bl 17| 1. 45| 4.63[ 1.674959293| 0. 01632922| PHATRDRAFT 18335 . L - . etabolic etabolic
90| insulysin activity,
[EC:3. 4. 24. 56 acting on |PTOCC%® process
L-amino
acid
peptides
7201522 4. 54 14. 94] 4. 25| 13.15] 1. 629528053 0. 0276868 PHATRDRAFT 35903 - - - - -
K12160 /1 4e—
5/77.8/0lu:0STLU 4
7201224] 4 13] 21.29 65.11  1.612703189 0. 043166\ PHATRDRAFT 12578 2569 | small - - - -
ubiquitin-related
modifier
K00799 1| 5e—
321136 | rcu:RCOM_036
7199333] 7. 86 25. 6] 8. 17| 24.98| 1.612365493| 0. 00245178(PHATRDRAFT 16982 0880/ glutathione S— |- - - -
transferase
[EC:2.5.1.18]
7197273] 4 13| 7.17, 23.71] 1.609509159 0. 043166 PHATRDRAFT 33045 - - - - -
G0:0017111/
/nucleoside [G0:0009154//p G0:0009154//p
K06207/1/0.0/666 |bd 60:0009536//p1 | urine urine
7198423] 9 29 3. 22 9.72[ 1.593895625( 0. 00211386|PHATRDRAFT 23444 1:100827491 |GTP- o P triphosphat |ribonucleotid ribonucleotid
binding protein astid ase e catabolic e catabolic
activity;GO |process process
10032550
K15456 | 1| le—
7198132] 6 19 5.1 15.16 1.571700601| 0. 01487022|PHATRDRAFT 19191 321139|vvi:10025083 - - - -
3lprotein KI112
K00366 1| 6e- (;0;00%"909/
122(436 | gnx: 1007755 (e
7201461 7| 22 2. 87 8.47 1.561311233] 0. 00884932|PHATRDRAFT 27757 19 ['L.‘rrcdoxln* - binding:G0: G0:0044710 G0:0044710
B e
0016664
G0:0097159/
/organic
cyclic
- . a o el . A . compound . . . .
7195339 10. 86| 33. 96 3. 35 9.81| 1.550092041| 0.000846796|PHATRDRAFT 49118 - - binding:G0: G0:0044238 G0:0044238
0016298//11
pase
activity
7202298 1976 6054 6117. 03] 17603. 74| 1.524978712 O] PHATRDRAFT 37403 - - - - -
7201411 8 244 3.4 9. 58 1. 49449091 0. 0079692 PHATRDRAFT 46048 - - - - -
7198005 6 18] 3. 43| 9.66| 1.493814613 0. 022557| PHATRDRAFT 33692 - - - - -
G0:0008152//m G0:0008152//m
7199271 6 18] 4. 73| 13.32|  1.493681994] 0. 022557| PHATRDRAFT 55206 - - G0:0016741 |etabolic etabolic
process process
7199905 5| 15| 5| 14.08] 1.493647334] 0. 0384656 PHATRDRAFT 44801 - - - - -
K12492|1|2e-
21101 |pop:POPTR 71 G0:0005083/
7441 ADP— /small
ribosylation factor GTPase G0:0032012//r G0:0032012//r
GTPase-activating regulator egulation of egulation of
7202836 5| 15| 4. 92| 13.85| 1.493155756 0. 0384656 PHATRDRAFT 21791 protein - activity;GO [ARF protein ARF protein
1;K12486 |3 | 7e— :0046914//t |signal signal
21/99. 4/bdi: 1008321 ransition transduction transduction
13/ stromal metal ion
membrane—associated binding
protein
K00797 | 1|3e~
911333/ cme:CMP329C 60:0003824/
7198992 10} 30| 8. 176 24.65| 1.492584872| 0. 00288334PHATRDRAFT 55177 S /catalytic |- -
spermidine synthase .
[EC:2.5. 1. 16] activity
G0:0032550;
K04482|1|7e~ G0:0043231//in|G0:0042623/ |GO:0006281//D G0:0006281//D
110/395|cre:CHLREDR |tracellular /ATPase NA NA
7201156 6 18] 4. 46| 12.54|  1.491421733 0. 022557|RAD51-g1 AFT 190735 |DNA membrane— activity, repair;G0:000 repair;G0:000
repair protein bounded coupled;GO0: [7127//meiosis 7127//meiosis
RAD51 organelle 0003677//DN |1 I
A binding
G0:0016772/
Jeransferas |6, 0006796/ 60:0006796//p
e activity,
. |hosphate— hosphate—
transferrin o A
7194706 12 35 2184 59.78| 1.452600041| 0.001568308|PHATRDRAFT 15134 |- - g containing containing
phosphorus— c()mp()unr?l c()mp()unr?l
A metabolic metabolic
containing
aroups;G0:0 |PTOCeSS process
032550
7195799 7] 20 2. 84 7.62] 1.423900068] 0. 0199832[PHATRDRAFT 49433 - - - - -
G0:0003677/
/DNA
G0:0043231//in|binding;G0:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7200741 32 90] 16. 49| 43.5  1.399424002 6. 41E-07|PHATRDRAFT 45560 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity




60:0003677/
/DNA
binding;G0:
0001071//nu |G0:0006351//t 60:0006351//t
7197928 8 22 4.57] 1179 1.367297648| 0.01757712|PHATRDRAFT 44700 |- - cleic acid |ranscription, ranseription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
7204806 27 74 10.99]  28.26] 1. 362570079 PHATRDRAFT bd1329 |- - - - -
7194965 7 19) 6.46] _ 16.45] 1.348481514) PHATRDRAFT 39469 |~ - - - -
7201032 10] 21 8,59 21.76] _1.34094852) PHATRDRAFT 35809 |- - - - -
K06889 | 1| 8e-
7202592 12 32 14.01f 3505 1.322957488| 0.00490246|PHATRDRAFT 14054  |07152. 4| reu:RCOM 10 |~ - - -
47030/
7197596 24 64 1861 46.55] 1.322703112] 6. 03E-05|PHATRDRAFT 43293 |- - - - -
o iaa s |G0:0009396//1 60:0009396/ /1
K01495/1|3e— (/ngi;))(JOd%S/ olic acid- olic acid-
7202713 14 37 12.88| 3193 1.309779950 0.00262036|PHATRDRAFT 21868 |22 203 cme:MFOSSCH 6o gaang  [eyelohydror |CONERININE containing
GTP cyclohydrolase e compound compound
1 [EC:3.5.4. 16] Zitim) biosynthetic biosynthetic
process process
K145211110.0/761 | cr . )
¢:CHLREDRAFT 137045 (0:0016407/
7201672 13 34 3.51, 8.6| 1.292865620| 0.00429928|PHATRDRAFT 46516 | [N~ - Jacetyliran | -
acetyltransferase Slu,“ ,‘C
10 [FC:2.3.1.-] activity
7201013 10) 26 1871 45.66] 1.287121301] 0.01341546]PHATRDRAFT 45933 |- - - - -
K03364] 1| 5e-
12414421 ppp: PHYPADR |60:0043231//in 60:0042023//D 60:0042023//D
AFT 58645/ cell tracellular NA NA
7200617 12 31 11.07| 2684 1.277729449| 0.00707218|CDH1 division cycle 20~ |membrane— - ) )
like protein 1, bounded cr}durcduplma cr}durcduplma
cofactor of APC organelle tion tion
complex
7204001 48] 124 26.67] 6463 1.276986167] 4. 89E-08|PHATR 44046 - - - - -
60:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7200184 9.16 23.6 7.16| 1731 1.273574232  0.0223318|PHATRDRAFT 34724 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7202980 7 18 2.65 6.4] 1.272079545] 0. 0434208|PHATRDRAFT 47846 |~ - - - -
7198421 7 18 4. 1§| 10.11] _1.270760848] 0. 043420%I’HATRDRAFT 49728 |- - - - -
7204195 7 18 3,08 7.42] 1.268488836] 0.0434208[PHATR 43981 - - - - -
K04712/ 1| Te-
88324/ smo: SELMODRA |G0:0031224//in[G0:0016491/ |GO:0006631//1 60:0006631//1
7195022 9 23 8.00| 1939 1261101196  0.0223318PUATRDRAFT 22677 || -o770 sphingolip Jtrinsic - /oxidoreduc Jatty acid atty acid
id delta—4 component of [tase metabolic metabolic
desaturase membrane activity process process
[EC:1. 14.—.-]
K01206] 1| 4e- . . . .
07 54, 7] gms: 1007752 0-001502, |60:0019318//h 60:0019318//h
7195028 9 23 509 12.19| 1.250960565  0.0223318|PHATRDRAFT 29821 |93 alpha-L- - /fucosidase | X% exose
fucosidase activity metabolic metabolic
Theea. 1. 511 process process
7195700 15 38] 9.51 22.6| 1. 248805526 0. 00328456| PHATRDRAFT 49237 |- - - - -
G0: 0046906/
/tetrapyrro
le
K00360/ 1/0.0/782| pp binding;G0:
p:PHYPADRAFT 184973 0046914/t
('\‘;S;;““"d““““ ansiiion  eo:00a2126//n 60:0042126//n
7195287 17, 43 5.21]  12.35| 1.245155764| 0.001761248|PHATRDRAFT 54983 | [EC:1.7. 1. 11;K00387 |~ binding:60: |- itrate
4] 1o 001666160 metabolic metabolic
95349 olu: 0STLU 35 0000166/ /nu |P*0°*5% process
54|sulfite oxidase cleotide
[EC:1.8.3.1] binding;G0:
0050662/ /co
enzyme
binding
7204747 8 20 33.87 79.6] _1.232760444] _0.0373748|PHATR 13253 - - - - -
7197195] 10) 25| 685 16.07] 1.230194036] 0.01931924|PHATRDRAFT 43503 |- - - - -
7203897 19) 30 827 19. 4] 1.230097418] 0. 01012892|PHATR 44147 - - - - -
} ) . o " K06889 | 1| Te- B B B
7204088 8 20 8.09)  18.97| 1.229508071|  0.0373748|PHATR 10362 481191 ome CUT218C
7195952 8 20 3,86 9.05] 1.220316045] 0.0373748|PHATRDRAFT 42569 |- - - - -
7198721 8 20 6.0 14.00] 1.220934716] 0. 03737%[’HATRDRAFT 50022 |- - - - -
7197953 8 20 6.77] _ 15.87] 1.229074389] _0.0373748|PHATRDRAFT 54217 |~ - - - -
7196655 19) 30 5.1 11.95] 1.228441466] 001012892 PHATRDRAFT 42451 |- - - - -
G0:0003677/
/DNA
binding;G0:
0001071//nu |G0:0006351//t 60:0006351//t
7200327 21 52 6.83| 1585 1.214525357| 0.000724726|PHATRDRAFT 45142 |- - cleic acid |ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
G0:0016772/
k00876 1]96- ;‘:‘:\(T:;* G0:0006796//p 60:0006796//p
10/62. 4/ pop:POPTR 8 |0 o001 [ ransferrin hosphate hosphate
7197279 17 49 18. 03} 41.8  1.213103546| 0. 00249364|PHATRDRAFT 43766  [15577|uridine RRSb P containing containing
Kinase astid phosphorus— c()mp()unr?l c()mp()unr?l
containing metabolic metabolic
oroasiGoso [Proeess process
032550
K13412| 1| 5e-
51/199| pop:POPTR 25 G0:0006796//p 60:0006796//p
6143/ calcium- ) hosphate- hosphate-
depensens proein corconira/ o
kinase ;erine/[hre compound compound
7198258 11 27 12.69|  29.21| 1.202770289| 0.01668706|PHATRORAFT 16067 | LEC:% 7 11-11:K0090 | onine metabolic metabolic
84| 7e- B process;G0:00 process;G0:00
49/192| cme: CMFO51C il o |0B464//centul 06464/ /cellul
Ca2+/calnodul in- o oy far protein ar protein
dependent protein F0R2a8 modification modification
kinase process process
[EC:2.7.11.17]
7196194 88 2441 1.197181453] 1. 295-05|PIATRDRAFT 8678 |- - - - -
7202633 14ﬁ 32,83 73,93 1.171145163] 5. 136 08|PUATRORAFT 47569 |- - - - -




K11806/ 1] Te-
103375 | pop: POPTR_8
7204230 18 43 10.56)  23.67| 1.164449871| 0.00304252|PHATR 44047 36650[WD repeat and | - - -
SOF domain—
containing protein
1
G0:0003676/
K03086/ 1/ 6e- /nucleic
39/159 ] olu: 0STLU_41 acld.
331|R¥A polynerase binding;0:
(T DO T 0000996:G0: |G0:0006351//t 60:0006351//t
7197512 14 33 11.68]  25.82 1.144448726] 0.01069626|PHATRDRAFT 9855 11)’:“2::\-1(;;53:\3\107 - 0001071//nu |ranscription, ranscription,
2 lUSvpop:l’Ol’TR 81 c%ci? acid [DNA-templated DNA-templated
9521 RNA polymerase blndmgv .
sigma factor trarfscrlpu
on factor
activity
60:0043231//in
tracellular 60:0015031//p 60:0015031//p
7197193 19 115 17.19|  837.83| 1.137961232] 1. G1E-06|PHATRDRAFT 43498 |- membrane— - rotein rotein
bounded transport transport
organelle
K03834] 1| 26~
19/95. 9 cre:CHLREDR
7200959 50 117 25.88|  56.79| 1.133799294| 1. 41E-06|PHATRDRAFT 45852  [AFT 205979 tyrosine |- - - -
—specific transport
protein
7200294 9 21 4.82] 1056 1. 131504783] 0.0457492| PHATRDRAFT 34698 |- - - - -
60:0043231//in
tracellular
membrane— 60:0043169/ G0:0045184//¢ G0:0045184//¢
7195664 9 21 21.34) 4675 1.131406189|  0.0457492|PHATRDRAFT 49172 |- bounded |/ ijon  |Stablishment stablishnent
organelle;G0:0 binding of protein of protein
019866/ /organe localization localization
lle inner
membrane
K08907| 1| 5e-
18/90. 1 |cre:CHLREDR
AFT _184730| ight—
T“i;izt:gﬁ\f‘f"’z};x co:ooogogl/;g co:ooogogl/;g
L Co . an eneration o. eneration o
7203780 9 21 7.69| 1684 1.130836635|  0.0457492|Lhers Tfﬁg;gfﬁpfzo;g" 22{?30%36//1)1 - precursor precursor
15 79. 7 gux: 1007897 metabolites metabolites
86/ 1ight-harvesting and energy and energy
complex IT
chlorophyll a/b
binding protein 5
K06874| 1| 3¢~ G0:0046914/
7197555, 18 42 9.8 2045\ 1.130123993) 0.00424324| PHATRORAFT 25298 |70 254 ppp:PHYPADRA | Juransition | -
FT_165148|zinc metal ion
finger protein binding
7200056 13 30 7.34] 1589 1. 114267157 0.01741808|PHATRDRAFT 45385 |- - - - -
G0:0070011/
/peptidase
activity,
7200504 10 23 538 1n6l 11 0.0390074|PHATRDRAFT 45412 |- - acting on |- -
L-amino
acid
peptides
7199868 92 210 34.88]  74.67] 1.098128691] 2. 795 10|PHATRDRAFT 44742 |- - - - -
K08176/ 1| Te-
ot atonns /s 60:0051234//e 60:0051234//e
ii iiznz;"zrszﬂlzx (fi’_iggimw“‘ 60:0005215/ |stablishment stablishment
7205009 11 25 5.83| 12,43 1.092258508|  0.0332736|PHATRDRAFT bd462 pransporter, /transporte |of of
family, inorganic component of A . . . .
phosphate nembrane r activity {()calua%}on, {()calua%}on,
e e 60:0044763 60:0044763
K08857 1| 2e-
10166. 2| cre: CHLREDR
AFT 194082 NIMA
(never in mitosis
gene a)-related
Tﬁc L 1]:K0622 0-0016301, | 6030006464/ /¢ 60:0006464//c
. o . I o 82l2e- /kinase ellular ellular
7200897 11 25 5.64  12.02) 1091669825  0.033273G(PHATRDRAFT 45748 | oo%eo®e oo oo | notivityiGo [Protein protein
14 fused 0032550 modification modification
[EC:2.7. 11. 1] ;K0468 process process
815/ 2e~
09/62. 4 smo: SELMODR
AFT 181752 | p70
ribosomal $6 kinase
[BC:2.7.11.1]
7202959 31 70 2091 44.28] 1.08246216] 0.000338696|PHATRDRAFT 47807 |- - - - -
K11422/ 1| Te-
14/76. 3| cme: CMGO25C
histone-lysine N~
methyltransferase
SETD1
: 31 ;K09 50t 9/
N
12165, 2| eme:Cupoosc |Frecellular ({770 ET160:0016571//n 60:0016571//h
7195828 12 27 37.15|  78.51| 1.079514214|  0.0283974|PHATRDRAFT 15913 . - membrane- istone istone
histone-lysine N~ methyltrans ) )
nothy ] transtorase |Pounded o methylation methylation
MLL3 organelle activity
[EC:2. 1. 1. 43];K1143
015/ 2e-
07/52.0|mtr:MTR 5g0
16870 enhancer of
zeste [EC:2.1.1.43]
60:0031231//in
trinsic 60:0006996//0 60:0006996//0
7199481 12 27 9.02|  19.04]  1.07783414|  0.0283974|PHATRDRAFT 50623 |- component of |~ rganelle rganelle
peroxisomal organization organization
membrane
K10308| 1| 6e-
7202564 13 29 9.49|  19.86| 1.065385631|  0.024249|PHATRDRAFT 37655  |06/50. 4|zma: 1002727 |- - - -
28 F-box_protein 31
7204175 13 29 8.43]  17.64] 1.065246025] _ 0.024249|PHATR 43948 - - - - -
7197535 13 zj 7.82] 1635 1.064050123] 0. 024249| PHATRDRAFT 32692 |- - - - -
fg;mi;l}i;:mm{ : 60:0006511//5 60:0006511//5
7203160 14 31 9.99|  20.75| 1.054554753|  0.020718|PHATRDRAFT 51092  |25763| glutamine - (0:0016211; | lutamine Lutamine
e 60:0032550 |metabolic metabolic
F;ELH a1 2] process process




G0:0043231//inf 1o
tracellular .
7197523 14 31 2.79 5.79| 1.053298226|  0.020718|PHATRDRAFT 43454 |- membrane— ‘/“'_lem -
bounded B
organelle nding
7203266 391] 864 211.54]  438.42[ 1.051383126]  3.51E-35[PHATRDRAFT 48096 |- - - - -
7204571 15 33 6. 98] 14.4]  1.04476987] 0.01771086[PHATR 46643 - - - - -
7199225 11 24 9.42  19.29] 1.034054178] 0.04 PHATRDRAFT 50419 |- - - - -
K134471/9e—
25/ 114/ ppp: PHYPADRA |G0:0031224//in
FT 20418;‘\)1'05pirato trinsic Y 60:0003824/
7200688 11 24 4.02) 8.23| 1.033696929| 0. 0463506|FRE4 - ° _ |/catalytic |60:0044710 60:0044710
ry burst oxidase component of -
[EC:1.6.3. - nenbrane activity
1111.-]
60:0015291/
/secondary
active
transmembra
ne
G0:0031224//in|transporter |G0:0044763;G0 (0:0044763 ;GO
7205087 1 24 554 11.34| 1.033462759|  0.0463506|PHATRDRAFT bd1s |- trinsie - activity;G0 | :0015698//ino 10015698/ /ino
component of :0015103//1 |rganic anion rganic anion
membrane norganic transport transport
anion
transmembra
ne
transporter
activity
KI1841 1|2~
11/69. 3| ppp: PHYPADR
AFT 189047 | ubiquiti
n carboxyl-terminal
hydrolase 10
[EC:3.1.2.15] ;K1185
5/2[6 G0:0019941//m G0:0019941//m
11/67. 8| pop: POPTR 2 60:0016790/ [odification— odification—
7195951 11 24 5.22 10,68 1032789935  0.0463506|PUATRORAFT 31584 |02703/ubiauitin - /thiolester |dependent dependent
carboxyl-terminal hydrolase protein protein
hydrolase 36/42 activity catabolic catabolic
[EC:3. 1. 2. 15] ;K1249 process process
3[4[1
09/63. 5| vvi:1002523
26/ ADP-ribosylation
factor GTPase—
activating protein
2/3
60:0046912/
/transferas
N P e activity,
Tgéﬁmczz:cmozosc transferrin |G0:0006551//1 60:0006351//1
7203240 17, 37 8.6|  17.55 1.020062466| 0.01296326|PHATRDRAFT 38362 | |2-isopropylmalate |- g acyl eueine eueine
groups, metabolic metabolic
acyl groups [process process
converted
into alkyl
on_transfer
7201854 12 26| 10.86]  22.08] 1.023716069] 0. 0393714| PHATRDRAFT 36566 |- - - - -
7197237 12 26| 9.83) 19.9_51 1.023293261] 0. 0393714|PHATRDRAFT 43681 |~ - - - -
K06276/ 1| 7e—
- PHYPADRA
phosphoinositide S e onae
denondent protein 60:0004672/ |G0:0006464//c 60:0006464//c
e /protein  |ellular ellular
7197993 12 26| 4.69) 9.53 1.022888291|  0.0393714|PHATRDRAFT 25974 | kinase protein protein
[EC:2.7.11.1];K0468 RN S e
8/4]20- acL}vlLy,bO modification modification
26115 aLy: ARALYDRA 10032550 |process process
FT 478175 |p70
ribosomal 6 kinase
[BC:2.7.11.1]
KI1714/1]3e~
06/52. 4] vvi: 1002448
7195650 12 26| 5.41)  10.99] 1.022490887] 0. 0393714[PHATRORAFT 49150 |03 Fhamnosalacturon | - - -
an 11 specific
xylosyltransferase
[EC:2.4.2.-]
7204722 19 41 9.54  19.31] 1.017286993] 0.00950718|PHATR 46877 - - - - -
60:0046914/
K10730| 1|30~ /uar;s%uon
21942 | <o QI ) metal ion
:? fgggo"“’ﬁ%mbm binding;G0: |G0:0006259//D 60:0006259//D
7202418 13 28 2.51 5.08 1017141133 0.0334806(PHATRORAFT 47369 | =t - 0042623//AT |NA metabolic NA metabolic
Pa process process
helicase Q4 activity,
[EC:3.6.4.12] coupled:G0:
0032550
60:0046914/
/transition
metal ion
binding;G0:
K00083 | 1/2e~ 0036094//sm
60/231pop:POPTR 66 all
7195595 19 41 12.59|  25.47| 1.016520677] 0.00950718|PHATRDRAFT 30246 | 0o+ cinmamyl- molecule e 6044710 60:0044710
alcohol binding;G0:
dehydrogenase 0016614//0x
[EC:1.1.1.195] idoreductas
e activity,
acting on
CH-OH group
of_donors
7195739 13 28 9.84]  19.88] 1.014587536] 0. 0334806|PHATRDRAFT 40239 |- - - - -
7197010 21] vj 1403 28.27] 1.010756874] 0. 0020762|PHATRDRAFT 43720 |- - - - -
7196638 14 30) 819 16.47] 1.007905198] 0. 0285006|PHATRDRAFT 31407 |- - - - -
7198338 38.8) 82.92 25.44] _ 50.97] 1.002549683] 0.000224266|PHATRDRAFT 49750 |- - - - -
7203077 15 32 10.89) 21,8 1.001324181] _ 0.0242844|PHATRDRAFT 47849 |- - - - -
7198781 14.9 31.72 18.67  37.27] 0.997292892]  0.020718|PHATRDRAFT 49996 |- - - - -
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu |GO:0006351//t 60:0006351//t
7203793 46] 97, 17.52|  34.66|  0.98426888|  9.29E-05|PHATRDRAFT 48325 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7198863 19 40) 13.8]  27.25] 0.981587963] 0.01290364|PHATRDRAFT 50170 |- - - - -
7201955 21 44 11.72] 2302 0.973915264] 0. 0094441[ PHATRDRAFT 47175 |- - - - -




7194891 34] 71 14,42 28.95] 0.970179703[ 0.000974628[PHATRDRAFT 48640 |- - - - -
60:0016798/
/hydrolase
7203569 13 27 7.07|  13.78] 0.962793768|  0.0458284|PHATRDRAFT 38794 |- - jzti;:;n 60:0044238 60:0044238
glycosyl
bonds
7197099 13 21 995 19.39] 0.962544373[ 0. 0458284[PHATRDRAFT 43348 |- - - - -
K11308/1/3e~ 60:0043231//in| 000016746/
1001363 smo:SELNODR | tracellular |/ 4STe738 160 0006351//1 60:0006351//t
7196255 31 64] 26.63) 5158 0953759345  0.0020408[myst AFT 84658 |histone  [membrane— e acllvily, 4\ nseription, ranseription,
. transferrin
acetyltransferase bounded DNA-templated DNA-templated
MYSTL [EC:2.3.1.48] |organelle g acyl
£Zroups
60:0003677/
/DNA
G0:0043231//in|binding;GO0:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7194905 16 33 10. 73] 20. 76| 0.952156368] 0. 0281032| PHATRDRAFT 48667 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
ko332011]1e- 60:0031224//in (/:2‘.1(3228509/
87/322| cre:CHLREDRA |5 60:0015696//a 60:0015696//a
7205138 18 37 8. 66] 16.7| 0.947409173|  0.0203964|PHATRDRAFT bd972  |FT 156131 jammoniun | (0S¢ - [transmenbra b mmon ium
transporter, Amt component of |ne transport transport
. membrane transporter
family S
activity
7204565 103 211 56.83]  109.2] 0.942248236] 2. 47E-08|PHATR 46841 - - - - -
600000166/
/nucleotide
binding;G0:
K00058| 1/6e— 0016616//0x
871319/ 0lu:0STLU 39 idoreductas
7200642 21 43 13.75|  26.41| o.041652683 0. 01260176|PuaTRORAFT 45502 |°00/D73 - e activity, 46, 0044710 60:0044710
phosphoglycerate acting on
dehydrogenase the CH-OH
[EC:1.1.1.95] group of
donors, NAD
or NADP as
acceptor
7198595 786| 1598 485.82]  926.43]  0.931260089] 2. 39E-52| PHATRDRAFT 49880 |- - - - -
60:0043231//in
K06627|1|2e— tracellular
7196204 541 109) 54.78|  103.73| 0.921112029| 8. 76E-05|dsCYC5 14/78. 2| pop: POPTR 5 |membrane— - - -
48650/ cyclin A bounded
organelle
60:0017111/
K13026/1|2e~ /nucleoside
103366 |ota:0103g04 -
7199105 15 30| 2. 95 5.54| 0.909171022|  0.044585PHATRDRAFT 41167  [590|ATP-dependent |- triphosphat |- -
RNA helicase DHX57 ase
[EC:3.6.4.13] activity;G0
:0032550
K04554| 1| Te— ] A
52/204  reu:RCOM 033 (;Zb?gfiiig
7202229) 20| 40 2762 51.84 0.908352399|  0.01986635( PHATRDRAFT 87077 3490 ubiquitin- - weid Lisase |” -
conjugating enzyme -
E2 12 [EC:6.3.2.19] activity
7201829 21 49) 17.74] _ 33.29]  0.908082861] 0.01695036|PHATRDRAFT 46501 |- - - - -
K00981 /1| Te—
64/245 | aly: ARALYDRA
7204931, 17 34 13.78|  25.85] 0.907588392 0. 03216|PHATRDRAFT bd559 ;Z[igzamph‘”phd“ - 60:0070567 |- -
cytidylyltransferas
e [BC:2.7.7.41]
7204694 19 38| 12,36 23.18] 0.907201823]  0.023304|PHATR 46843 - - - - -
60:0046914/
K016241/9e~ /transition
33/136/ olu:0STLU 94 metal ion  [G0:0006007//g 60:0006007//g
. . _ ; . ; . . 831 fructose— binding;G0: [lucose lucose
7205070 19. 07] 37.77 59.01 109821 0.89537619)  0.0309948|PHATRORAFT ba375 | B O - 0016839/ /a1 |entobatic e lie
aldol. class 11 dehyde- process process
[EC:4.1.2.13] lyase
activity
7195487 541 107 35.2]  65.42] 0.894156331] 0.000150175|PHATRDRAFT 49323 |- - - - -
60:0036094/
7201999 35| 69) 31.99|  59.16|  0.88700106| 0.00256764|PHATRDRAFT 47077 |- - /small - -
molecule
binding
K01510/1/3e—
18192. 4| ven: VOLCADR (0:0003824/
7200002 69) 136) 28.2|  52.13| 0.886418697) 2. 17E-05|PHATRDRAFT 45377 i - Jeatalytic |- -
AFT 91259 apyrase -
[BC:3.6.1.5] activity
K12600 1] 4e~
7203162 64 126| 1Loo|  22.14 0.881823563| 4. 506-0|PuATRORAFT 47896 | !0/86-3[reusRCONIG | - - -
02530 | superkiller
protein 3
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu |GO:0006351//t 60:0006351//t
7199321 29) 57 26. 15| 48.21| 0.882521483| 0.00642862|PHATRDRAFT 50481 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7197377 27. 66 54. 29 29| 40.51] 0.880774561] 0. 0066353|PHATRDRAFT 43314 |- - - - -
7198294 ZEI ﬂ 14.01]  25.69] 0.874749934] 0.01918708| PHATRDRAFT 49640 |- - - - -




60:0043169/
/cation
binding;G0:
0016716//0x
idoreductas
e activity,
acting on
paired
donors,
with
incorporati
7195493 22 43 11.86|  21.74]  0.87424793| 0.01918708|TYRL - - onor 60:0044710 60:0044710
reduction
of
molecular
oxygen,
another
compound as
one donor,
and
incorporati
on of one
atom of
oxvgen
7200138] 87] 170) 32. 1] 58.83] 0.873978730] 2. 67E-06|PHATRDRAFT 45275 |- - - - -
K06901 1/ Te—
102|372 smo: SELMODR 60:0051234//¢ 60:0051234//¢
AFT 419524 |putative stablishment stablishment
7195995 50] 97, 23.35|  42.48) 0.863361216| 0.000460178|PHATRDRAFT 17344  [WFS transporter, |- - of of
AGZA family, localization; localization;
xanthine/uracil G0:0044763 (G0:0044763
permease
60:0008252/
ig““""“d“ 60:0009117//n 60:0009117//n
7204097 30 58 13.07 23.7| 0.858627918| 0.00722736|PHATR 44177 - - activity;6o |Ueleotide ucleotide
o metabolic metabolic
:0046872//m
. process process
etal ion
binding
7198324 400 771 214.78]  388.29] 0.854274895( 8. 45E-23 PHATRDRAFT 55087 |- - - - -
7197265| 66| 127 51 18]  92.38] 0.852000399] 7. 30E-05|PHATRDRAFT 43744 |- - - - -
60:0097159/
Jorganic
7200104 25| 48 21.04f  37.89| 0.848682435 0.01572874|PHATRDRAFT 54365 |- - eyelic - -
compound
binding
60:0015075/
G0:0031224//in|/ion
020k . . el . B trinsic transmembra |GO:0044765; GO 60:0044765; GO
7203960 25| 48 10,18 18.33| 0.848469224| 0.01572874|PHATR 43828 component of |ne 0014763 0014763
membrane transporter
activity
K02873/ 1/ 2¢e— ]
27/ 119/ cme: CHPO0BC| |G0:0030529//ri (;Stfggfiiif 60:0010467//¢ 60:0010467//¢
7195444 48 92) 87.9|  158.13] 0.847176027| 0.000803182|PHATRDRAFT 15619 |large subunit bonucleoprotei ene ene
ribosomal protein |n complex molecule | @ ression expression
L13c activity
7195454 86| 165] 14.35] _ 25.81 0.846879405] 6. 61E-06|PHATRDRAFT 49102 |- - - - -
60:0036094/
7197814 33 63 19.37 3468 0.840279945| 0.00594578|PHATRDRAFT 44253 |- - /small - -
molecule
binding
KI3181 /1] 4e— 00
118423 ppp: PHYPADR 60:0032550;
. AFT 119582 ATP— (0:0042623/
7202536 19 36| 12,06 21.43] 0.820401943)  0.040927|PHATRDRAFT 14032 - /ATPase - -
dependent RNA -
helicase DDX27 activity,
[EC:3.6.4.13] coupled
7202226| 18 34] 4427 78.51] 0.826547052]  0.0481622PHATRDRAFT 13633 |- - - - -
KI5111/1/3e—
17/88. 2| gmx: 1008000
51/solute carrier [G0:0031224//in 60:0051234//e 60:0051234//e
7199345, 18 34 164 2062 0.824953274]  0.0481622|PHATRORAFT 50542 | eMiLY 25 o o ftrinsic stablishnent stablishnent
(mitochondrial S—  [component of of of
adenosylmethionine |membrane localization localization
transporter),
member 26
7195443 445 840 605.87] 1073. 15| _0.824771567] 2. 536-23[ PHATRDRAFT 49088 |- - - - -
2(15323.3711?;:”4(;102 60:0050896/ /1 60:0050896/ /1
7203940 554 1046 432.71|  766.38)  0.82465045|  1.15E-28|HSP20B e i - - esponse to esponse to
50/HSP20 family " "
. stimulus stimulus
protein
7200544 44 83 49.03] _ 86.78] 0.823697825] 0.001886206|PHATRDRAFT 45432 |- - - - -
7200827 34 64 22.89  40.42] 0.820351859) 27447 |- - - - -
7197484 25 47, 15.79] _ 27.85] 0.818666156) - - - - -
K03456/ 1| Te—
117]419] bdi : 1008467
52|protein
7195792 24| 45 9.61)  16.89| 0.813560992|  0.0240704|PHATRDRAFT 30334 |phosphatase 2 - - - -
(Formerly 24),
regulatory subunit
A
G0:0050896//+ G0:0050896//+
7204748 77 144 132.54|  232.63| 0.811609334| 5. 12E-05|HSP20C - - - esponse to esponse to
stimulus stimulus
7202061 23] 43 4. 25| 7.45] _0.809777584] 0.028204| PHATRDRAFT 47168 |- - - - -
K05531| 1|26~
26/ 119/ bdi : 10084669
9|mannan polymerase 60:0016757/
IT complex MWNI0  [G0:0031224//in|/transferas
. - o subunit [EC:2.4.1.- |trinsic e activity,
7197819 55| 102 27.86|  48.46| 0.798599147| 0.000778794|PHATRDRAFT 44339 / -
1:K08238 2| 4e~ component of |transferrin
0858. 2| 0sa: 4329539 |membrane g glycosyl
xyloglucan 6- groups
xylosyltransferase
[EC:2.4.2.39]
7194720 26| 48] 9.72] 1682 0.791149487] 0. 0228242 PHATRDRAFT 48552 |- - - - -
60:0017111/
K06184 1|66~ /nucleoside |G0:0009154//p 60:0009154//p
41/167  gmx: 10080622 - urine urine
7201431 181 333 73.59| 126.97| 0.786906023| 1. 79E-09|PHATRDRAFT 46086  |6|ATP-binding - triphosphat |ribonucleotid ribonucleotid
cassette, subfamily ase e catabolic e catabolic
F, member 1 activity;G0 |process process
:0032550
7201548 24 44 16.72  28.76] 0. 0.031277| PHATRDRAFT 46447 |~ - - - -
71 24 44 687 1173 o 0.031277| PHATRDRAFT 49310 |- - - - -
7201346 58 106) 46.23]  79.25] 0 3| 0.000814886[PHATRDRAFT 46116 |- - - - -




K03762| 1| Te-
50(199 | cre:CHLREDRA | 0 60:0051234//¢ 60:0051234//¢
FT_54232|MFS t?iggﬁi“’“”“ 60:0005215/ [stablishment stablishment
7204122 23 42 1.71]  20.06|  0.77658053  0.0366538|PHATR 33590 transporter, MHS | /transporte [of of
fanily, component of |, " ivity |localization: localization;
proline/betaine menbrane 60:0044763 60:0044763
transporter
K06627| 1| Te-
10/65. 9] ath: AT5G430
- - . P e o e 80 cyclin
7198520 528) 964 350.4]  606.93|  0.77615153| 4. 44E-24|dsCVCT ASKLA505 4] 26
09/62. 4| vvi: 1002640
93 cyclin D3, plant
7199147 22 40 13.42] 2289 0.770332791]  0.0429902| PHATRDRAFT 50371 |- - - - -
7200169 38 69 9,96 16.97] 0.768768917] 0.00767282] PHATRDRAFT 45083 |~ - - - -
7196276 &El tj 1361 23.18]  0.7682135] 0.00767282[PHATRDRAFT 42586 |- - - - -
7200905 276 501 182.27]_ 310.33] 0.767726044] 5. 016 13|PHATRDRAFT 45763 |- - - - -
7197029 89 161 1131119199 0.763304686] 4. 826-05|PHATRDRAFT 33028 |- - - - -
7201499 25 45 0.756020334] 0. 0344872| PHATRDRAFT 46309 |~ - - - -
7201449 30 54 0. 76558686] 0. 0203212 PHATRDRAFT 46117 |~ - - - -
7202292 68 122 0. 750854245] 0. 000489474| PHATRDRAFT 47518 |~ 60:0044464 __[G0:0016837 ] G0:0042120 60:0042120
7198691 24 43 0.749911907] 0. 04038 14| PHATRDRAFT 50095 |- - - - -
7204856 45.16 80.92 0. 749148067 0. 00553652| PHATRDRAFT bd1127 |~ - - - -
04529) 33 59] 0. 746231164 0. 01639466|PHATR 46763 - - - - -
7203028 35. 98 64.3 0.744614969] 0. 00944402| PHATRDRAFT 48040 |~ - - - -
K12191/ 1| Te-
16/83. 2| ppp: PHYPADR
AFT 181789 charged
multivesicular body G0:0045184//e G0:0045184//e
7195676 23 a1 51.69)  86.51| 0.742981706|  0.0473182[PHATRDRAFT 6433 gfx?ﬁﬂgz\z\zw - - :‘iji“i‘;m :‘iji“i‘;m
16| 82. 4| smo: SELMODR localization localization
AFT 266789 charged
multivesicular body
protein 2B
K14319/ 1| Te-
20199. 4] 0sa:4339487
7203505 23 a1 1353 22.63| 0.742074745  0.0473182|PHATRDRAFT 54869 | |Ran GTPase- 60:0044464 |- - -
activating protein
1
7195271 1468] 2614 1252.52] 2092. 19] _0.740180234] 1. 36E-57| PHATRDRAFT 49007 |~ - - - -
7197689 3§| 64 7.88]__13.14] 0.737697741] 0.01323616|PHATRDRAFT 33888 |- - - - -
7196408 90 160 9.d 15.69] _0.737578724] 8. 316-05|PHATRDRAFT 42793 |- - - - -
7197457 21 18] 1191 19.85] 0.736965594] 0. 032359 PHATRDRAFT 32815 |~ - - - -
7204683 36] 64 12,96 21.6] 0.736965594] 0.01323616]PHATR 46827 - - - - -
G0:0003690/
KO8740 /1| 2e~ /double-
SN . e . . ) N 57/223| reu:RCOM_138 stranded  |G0:0006281//D 60:0006281//D
7200416 62 110 14. 36 23.9|  0.734954869| 0.001165864[MSH4 2090 DN misnatoh A N repair N repair
repair protein MSH4 binding;G0:
0032550
K13348] 1| 5e-
08/57. 8 gmx: 1007968
72|protein G0:0031224//in
- o | , - ; . ool o omee  |MPVIT:KI3347|5[4e- |trinsic - -
7196265 26 16 10.20] 2372 0731098093  0.0378282PIATRDRAFT 42565 |t ot I 0S
AFT 161687 | peroxiso [membrane
mal membrane
protein 2
G0:0046912/
/transferas
K01641| 1|26~ e activity,
12/55. 5| ppp: PHYPADR transferrin [G0:0006720//i 60:0006720//1
7204371 104 184.01 97.23|  161.39| 0.731077763| 2. 83E-05|PHATR 33278 AFT_219750| hydroxym | _ g acyl soprenoid soprenoid
ethylglutaryl-CoA groups, metabolic metabolic
synthase acyl groups [process process
[EC:2.3.3.10] converted
into alkyl
on_transfer
7203001 26 46) 3.75 6.22| 0730023985 0. 0378282| PHATRDRAFT 48002 |- - - - -
7199534 43 76 34,50 57.35] 0.729438473] 0.00745116|PHATRDRAFT 45027 |- - - - -
K11446] 1| 5e- 60:0043231//in
70/264] ota:0t08g011 |tracel lular
7195005 64 113 25.75|  42.64| 0.727635006| 0.001098052|PHATRDRAFT 48747  [00/histone membrane— - - -
demethylase JARIDI |bounded
[EC:1.14.11.-] organelle
K09651 1| 3e- o ooatoon ) e
09/62. 4| gux: 1007942 | °0:0031224//1n (;(?'3004‘17?;
7195190 25 4] 10.19|  16.83| 0.723881125|  0.044249|PHATRDRAFT 48717  [17|rhomboid domain- | "5} endopeptid | -
o 7 component of |ase
containing protein L
1 [EC:3.4.21.-] membrane activity
G0:0070011/
/peptidase
activity,
acting on
K11835/1/8e~ L-amino 60:0019941//m 60:0019941//m
841310 pop:POPTR 79 acid odification- odification-
8230 ubiquitin peptides;G0 |, ondent dependent
7202708 41 72 10.05|  16.55| 0.719635716| 0.01003504|PHATRDRAFT 47704 " - :0016790//t ‘ X
carboxyl-terminal hiolester protein protein
hydrolase 4/11/15 ‘ catabolic catabolic
[EC:3. 1. 2. 15] hydrolase | . cess process
activity;Go
:0046914//t
ransition
metal ion
binding
K12589] 1| 9e-
14/76. 3] smo: SELMODR
AFT 102800 | exosome
complex component
7198906 36 63 28.09|  46.12| 0.715335889 0.01678988[RRP RRP42;K125863|1e- |- - - -
10/65. 9] ven: VOLCADR
AFT_86657 | exosome
complex component
RRP43
7198601 18] 84] 19.54] 3207 0.714793886] 0. 005664|PHATRDRAFT 49896 |- - - - -
7199434 122 213 68.55]  112.25] 0.711486874] 07E-05| PHATRDRAFT 50619 |~ - - - -
K14772/ 1| Te-
69265 aly: ARALYDRA
7197172 97 169 0.63| 1574 0708827838 9. 425-05|PUATRORAFT 43464 |F-293720/U3 small | - - -
nucleolar RNA-
associated protein
20
7196268 31 54 141 23.03] 0.707819249] 0. 0283136| PHATRORAFT 42568 |- - - - -




K03363| 1| 5e-
27/121 | ath: AT4G3327
7200506 347 604 148.76| 24284 0.707019425|  1.52E-13|PHATRDRAFT 45416  [0]cell division - - - -
cycle 20, cofactor
of APC complex
K09667 | 1| 2¢-
18193. 2|bdi : 1008463
7201709 710) 1235 249.67)  407.28]  0.705998491) 4. 96E-26|PHATRDRAFT 54602 |10 Polvpeptide N - - -
acetylglucosaminylt
ransferase
[EC:2.4.1.-]
G0:0004620/
7205167 69 120 25.46(  41.53] 0.705921453| 0.001052838|PHATRORAFT bd1749 |- - g‘s’zosph“lp - -
activity
09/61. 2| vvi:1002593
" - S, R . 91/ tRNA
7196026 19 85 19. 36 315 0.702272876 0.00614628|PHATRORAFT 42688 e - - -
(cytosine38-C5) -
methyltransferase
[EC:2. 1. 1. 204]
K01619] 1 Te- )
64244 cre: CHLREDRA 60:0005488/
A - - . . FT 179025 inosine /binding;GO
7204096 30 52 41.04] 6675 0.701737106|  0.0329992[PHATR 44176 - :0016787//h |~ -
triphosphate drolase
pyrophosphatase v nv) E}SL
[EC:3.6. 1. 19] activity
7203579 1307] 2266 667. 98| 1086. 18] 0.701386391] 7. 726-46|PHATRDRAFT 54892 |- - - - -
K13070/ 1| 9e-
241109 osa: 4335093
momilactone-A G0:0036094/
synthase /small
[EC: 1. 1. 1. 295] ;K000 molecule
7204209 26 45 20.68)  33.58| 0.699366045|  0.0482484|PHATR 25739 59(2|5e- - binding;G0: |G0:0044710 60:0044710
231107/ bdi : 10082629 0003824/ /ca
8| 3-oxoacyl-[acyl- talytic
carrier protein] activity
reductase
[EC:1. 1. 1. 100]
K02183/ 1 Te- . .
. ) . o A . 13174. 3| ppp: PHYPADR 60:0046872/
7202801 36 62 50.04|  80.87| 0.692522822|  0.0211956(PHATRDRAFT 21744 |, ) - /metal ion |- -
AFT 180168/ calmodul Lo
in binding
7196574 83 143 3704 59.85] 0.692267149] 0.000434538|PHATRDRAFT 43209 |- - - - -
7197937 : 62 30.12]  48.66] _ 0.69201455] 0. 0211956|PHATRDRAFT 33651 |- - - - -
7198104 136 234 85.29] 137.64] 0.690451202] 6. 94B-06|PHATRDRAFT 44607 |- - - - -
7202519 39 67 33,71 54.33]  0.68857242] 0.01702906|PHATRDRAFT 2037 |- - - - -
K15275] 1| 9e-
36114910ta:010Te015 | 6 319941y
70/ solute carrier -
7198519 53] 91 49.23]  79.29| 0.687601186| 0.00538084|PHATRDRAFT 16341 | family 35 (UDP- trinsic 60:0044763 60:0044763
galactose component of
membrane
transporter),
member Bl
7203333 223 389) 69.38] 111.46] 0.683934313] 1. 196-08[cvept - - - - -
G0:0003676/
. i _ . /nucleic
7203507 55 94 4412 70.74| 0.681093428|  0.0050292|PHATRDRAFT 48179 |- - L -
binding
7201310 86 147 47.3]_ 75.83] _0.680928539] 0.000439064|PHATRDRAFT 46063 |- - - - -
7202737 55 94| 23.57] _ 37.77] _0.680289025] 0. 0050292| PHATRDRAFT 47752 |- - - - -
K05681] 1| 9e-
64/243 | cme: CMS467C
ATP-binding
cassette, subfamily
191194 ] oot 10024840 /nucleoside [60:0009151//p 60:0009154//p
. I o o e |3U4/U6 small o urine ) urine )
7197418 51 87 2141 3426 0.678240356 0.0071GSS[PHATRORAFT 25217 " '/ © - triphosphat [ribonucleotid ribonucleotid
FibonueLeoprotein ase e catabolic e catabolic
PRP: 050454 o activityiGo [process process
15/81. 3| ppp: PHYPADR :0032550
AFT 221752 ATP-
binding cassette,
subfamily A (ABCI),
member 3
7195534 185] 315 130.07|_ 207.74] _0.675490782] 3. 09E-07|PHATRDRAFT 49236 |- - - - -
":?Régﬁ 1 42;22730;‘;‘[' 60:0050896//r 60:0050896//
7196800 1061 1796 446.59|  708.99| 0.666814332  1.05E-33[HSP70A ehock T0kDa protein |~ 60:0032550 |esponse to esponse to
18 stimulus stimulus
7196590 34.74 58. 79) 18.76] _ 29.78] 0.666683926] 0. 0286284|PHATRDRAFT 32401 |- - - - -
K05349 1| Te-
iégéf’ge’[i"{um 190 60:0016798/
° /hydrolase
glucosidase /Ayaro
7198460 18 81 14.91] 2359 0.661895161|  0.0110957|PHATRDRAFT 49793 | [EC:3.2. 1. 21];K1592 |- jzti‘ng(ym 60:0044238 60:0044238
0l4]1e-
33/ 143 0sa: 4337166 ﬁ})i;‘:”l
beta-D-xylosidase 4 ¢
[EC:3.2.1.37]
7204697 245 413 78.71] 12443 0.660715515] 8. 86E-09|NLTF - - - - -
G0:0015698//1 G0:0015698//1
7199669) 38 64 25.17|  39.77| 0.659975346|  0.0247468|PHATRDRAFT 1631 |- - - noreanic noreanic
anion anion
transport transport
K09015| 1| 5e-
29/128/ 01u:0STLU_10 60:0009058//b
7198274 63 106 23.31|  36.78| 0.657972475|  0.0038167|sufD 147|Fe-S cluster |- - iosynthetic
embly protein process
Sufd
G0: 0005543/
7200379 44 74 33.48)  52.82| 0.657784774| 0.01594188|PHATRDRAFT 3137 |- 60:0044424 | /phospholip |G0:0044763 60:0044763
id binding
K03539 | 1| 4e-
0754.7|bdi : 1008307
72| ribonuclease
P/MRP protein
subunit RPPL
7204278 138 239) 82.51]  130.1| 0.656980076| 1. 84E-05|PHATR 43850 [EC:3. 1. 26. 5] ;K1212 |- - - -
72| 9e-
0753. 5| pop:POPTR 7
84463 pseudo-
response regulator
1




60:0019941//m 60:0019941//m
odification— odification—
7195917 185 311 104.57|  164.87|  0.65685989|  6.97E-07|PHATRDRAFT 49430 |- - - dependent dependent
protein protein
catabolic catabolic
process process
7201250 84 141 41.59]  65.48] 0.654817637] 0.000884014|PHATRDRAFT 36063 |- - - - -
60:0003677/
/DNA
binding;GO:
0001071//nu |G0:0006351//t 60:0006351//t
7200016 255 428 126.63|  199.34| 0.654611998| 6. 40E-09|PHATRDRAFT 45314 |- - cleic acid |ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
7197852 62 104 21.22]  33.38] 0.653559298] 0.00439504| PHATRDRAFT 44383 |- - - 60:0044260 60:0044260
Tigz\g(fakc:z:cmwsc 60:0070546: 1G0:0009085//1 60:0009085//1
7195265 37 62 22.75|  35.76| 0.652480191|  0.0286972|PHATRDRAFT 22909 ||LL-diaminopimelate |- (0:0043168/ |ysine ) ysine )
aminotransferase /anion biosynthetic biosynthetic
[EC:2. 6. 1. 83] binding process process
60:0016627/
K00213 1 |2e— /oxidoreduc
126451 | sbi:SORBI_0 tase
7198241 157 263 50.34|  79.09| 0.651790078| 5. 80E-06|PHATRDRAFT 30461 | 8017400 7 £0:0016020//mejactivity, s 5044710 60:0044710
dehydrocholesterol |mbrane acting on
reductase the CH-CH
[EC:1.3.1.21] group of
donors
K11594| 1/ 2~ 60:0032550;
133[474 | 0sa: 4350856 G0:0042623/
7201394 175 292 93.44]  146.23|  0.64612714] 2. 16E-06|PHATRDRAFT 2097 ATP-dependent RNA |- /ATPase - -
icase activity,
coupled
60:0001071/
/nucleic
60:0043231//inacid
tracellular  [binding 60:0006351//t 60:0006351//t
7200488 99| 165 61.1 95.52| 0.644630457| 0.000387308|PHATRDRAFT 45392 - membrane— transcripti [ranscription, ranscription,
bounded on factor DNA-templated DNA-templated
organelle activity;GO
:0003677//D
NA binding
60:0046872/
7198594 33 55 16.6|  25.95| 0.644551297|  0.0416994|PHATRDRAFT 49878 |- - /metal ion |- -
binding
7204338 69) 115 26.42]  41.29] 0.644161952] 0. 00308986|PHATR 43879 - - - - -
60:0046488//p 60:0046488//p
hosphatidylin hosphatidylin
7204358 95| 158 31.55 49.2]  0.64101831| 0.000545296|PHATR 43917 - - - ositol ositol
metabolic metabolic
process process
K01230/ 1/5e—
{05\383\1;(11:100814/ 60:0046872/
63/ mannosyl- Jnotal o
7205019 41 68 24.81|  38.59) 0.637305309|  0.0246902|PHATRDRAFT bd36  [oligosaccharide - binding:c0: |~ -
alpha-1, 2- 0015924
mannosidase
[EC:3.2.1.113]
K00549 1| Te—
156]551 | ppp: PHYPADR 60:0046914/ [60:0000097//s 60:0000097//s
nethy] tetrahydropte /transition |ulfur amino ulfur amino
7201888 181 300 64.33 100| 0.636436406| 2. 15E-06|PHATRDRAFT 28056 o y - metal ion |acid acid
royltriglutamate— L N . . . .
homocysteine binding;GO: |biosynthetic biosynthetic
0008172 process process
methyltransferase
[EC:2.1.1.14]
7204389 39) 53 743 11.53] 0.633958397] 0. 0484424 PHATR 43975 - - - - -
K08794 1| 4e—
491192/ ven: VOLCADRA
FT 79621 calciun/ca
Imodul in-dependent
protein kinase T
égcz '73;11' 17]:K009 60:0006796//p 60:0006796//p
44/ 175 cme : CHF051C hosphate~ hosphate~
Ca2+/calmodul in- 0:0004672/ | SOt IMINE containing
dependent protein Jprotein  |comPOund compound
7197919) 10 66| 44| 68.12| 0.630574911|  0.0285678|PHATRORAFT 10893  [kinase - kinase metabolic metabolic
[EC:2. 7. 11. 17] ;K009 activity;go [Pr900ss:60:00 process;60:00
e Mooasss0  |06164//cellul 06464//cellul
; . . ar protein ar protein
giéé?zé?iézmsgﬁ modification modification
1iK13412 )5 7e- process process
38/ 155 pop: POPTR 83
5420/ calcium-
dependent protein
kinase
[EC:2.7.11.1]
7203864 541 89| 19.67] 30.4] _0.628074366] _0.01103712|PHATR 44097 - - - - -
K04886/ 1/ 3¢~
13/76. 6/ cre: CHLREDR G0:0005887//in 0. 005967 [ 6o:0044763: 0 60:0044763; G0
AFT 144354 | potassiu |tegral e taseion 110030001/ e 0030001/ e
7198068 71 117 15.87|  24.52| 0.627656851|  0.0035346|PHATRDRAFT 44535 |m voltage-gated component of |/Potassium | :U0SUOLL//me PRI me
channel Shab- plasma channel al ion al ion
related subfanily B |membrane activity transport transport
member 2
7200332 89 135] 39.55] _ 61.08] 0.627022367] 0.001753656|PHATRDRAFT 45149 |- - - - -
K10249 1/ 4e~
10/64. 3| ota:0t09g02
550 elongation of
very long chain
fatty acids protein [60:0031224//in
- 4;K102442 4e~ trinsic
7198500 62| 102 4652 7179 0.625931801|  0.00667524 PHATRDRART 49867 | (RS S R ent. of - -
AFT 195959 elongati [membrane
on of very long
chain fatty acids
protein 5
[EC:2.3.1.-]
7199983 91 149] 50.73]  77.91] 0.618969354] 0.001148184|PHATRDRAFT 45352 |- - - - -




K00967 1/ 2¢— 60:0006796//p 60:0006796//p
(36 53. l\zma:%OUBSZQ 60:0016301/ hosphz?t%‘* hosphz?t%‘*
7198080 168 275 75.20| 115.58| 0.618361611 9. 81E-06|PHATRDRART 5ag57  |°0 Cthanolamine /kinase contaning contaning
phosphate L compound compound
cytidylyltransferas activity metabolic metabolic
e [BC:2.7.7.14] process process
7199959 55| 90) 0617688178 0. 01179324 PHATRDRAFT 45312 |- - - - -
7196972 41 67] 0.615940046] 0. 0305764 PHATRDRAFT 43261 |- - - - -
7201361 180) 294 0.615464580| 5. 33E-06[PHATRDRAFT 46143 |- - - - -
7195337 49) 80) 0.614675164] 0. 01820794 PHATRDRAFT 49117 |- - - - -
7201267 38 62 0614027203 0.0382476[PHATRDRAFT 46195 |- - - - -
7201671] 38 62 0613900969 0.0382476[PHATRDRAFT 46511 |- - - - -
7197140 35 57 0.611572433] _ 0.0479542[PHATRDRAFT 43410 |- - - - -
60:0046872/
KO1689|1|1le— /metal ion [G0O:0006007//g G0:0006007//g
’ . . N oo o P ’ g - ; N . 134478 |01u:0STLU_2 |G0: 0043234/ /pr|binding;GO: |lucose lucose
7205056 41.52 67.63 23.30|  35.73 0.611244052  0.0305764[PHATRDRAFT bd1874 [oo = 0 4 atein comples. 0016856/ /hy |catebolic e lie
[EC:4.2.1.11] dro-lyase [process process
activity
7201066 40 65, 12,71 19.37]  0.607859924|  0.0353386|PHATRDRAFT 46005 |- (;2")?22;”7/“ - - -
7203091 37] 60) 60.42]  91.95] 0.605823391]  0.0442556[PHATRDRAFT 47876 |- - - - -
60:0004672/ [G0:0006464//c 60:0006464//c
/protein ellular ellular
7204830 74 120) 3411  51.87| 0.604705615| 0.00428026PHATRDRAFT bd1374 |- - kinase protein protein
activity;GO |modification modification
10032550 process process
7199521 85 137 120.9] 182.85] 0.596846382] 0.00257752| PHATRDRAFT 34586 |~ - - - -
60:0006351//1 60:0006351//t
G0:0060089; |ranscription, ranscription,
7199490 107] 172 41.61]  62.73| 0.592225274| 0.000779006|PHATRDRAFT 44963 |- - 60:0005515/" \D\A~ ) DAA )
/protein templated;GO: templated;GO:
binding 0007154/ /cell 0007154/ /cell
communication communication
60:0016811/
/hydrolase
K14662/ 1| 6e- activity,
12170, 9 vvi: 1002459 acting on
N 27 protein N- Cérbmr
7197902 53] 85, 20.64|  44.59| 0.589174752| 0.01911746|PHATRDRAFT 44704 ' e nitrogen |- -
terminal asparagine
. (but not
amidohydrolase peptide)
[EC:3.5.1.-] bonds, in
linear
amides
K13447|1/5e~ (;0'904_(?("?4/
11169. 3| pop:POPTR 5 [60:0031224//in/ #1151 0%
7200963 102 163 2113 31.66| 0.583368488| 0.001245214|FRE1 81871 |respiratory | trinsic iz 6o | 6o:0044710 60:0044710
burst oxidase component of 0003824//ca
[EC:1.6.3.~ membrane X °
L1L1-] talytic
activity
60:0031224//in 60:0044093; GO 60:0044093; GO
7201602 47 75 40.87|  61.18| 0.582017864|  0.0296294|PHATRDRAFT 46526 |- trinsie 0051604/ /pro :0051604//pro
component of tein tein
membrane maturation maturation
o 1 e
7196403 69) 110) 50. 89 76.1|  0.580514262 0.00843978|GELL 42(172vvi:10025477 |- ol protein |00:0014763 60:0044763
5|gelsolin binding
7202917 49) 78 41.72]  62.31] 0.578724559]  0.0273496|PHATRDRAFT 47748 |- - - - -
60:0016782/
/transferas
e activity,
7198638 44 70| 2411 35.97| 0.577162509|  0.0369778|PHATRDRAFT 49945 |- - transferrin |- -
g sulfur—
containing
groups
60:0032550
K12852/1/0.0/918] cr : e .
o CHLREDRAFT 24425 6030017111/ |60:0009154//p 60:0009154//p
116 kDa US small /nucleoside |urine urine
7199963 44 70| 12 17.9|  0.576925182|  0.0369778|PHATRDRAFT 45319 60:0044464 |- ribonucleotid ribonucleotid
nuelear ) triphosphat |e catabolic e catabolic
ribonucleoprotein
conponent ase process process
activity
K13752/ 1/ 4e—
35/ 147 ota:0t11g026
40|solute carrier
fanily 24
(sodium/potassium/c
aleiun exchanger), [G0:0031224//in| 0 oo o,
7196670) 166] 264 94.83|  141.45| 0.576876736| 4. 72E-05(PGP 1 member trinsic /metal ion |G0:0044763 60:0044763
4;K13754/3| e~ component of (|
15/82. 8] smo: SELMODR |membrane
AFT 89075 solute
carrier family 24
(sodium/potassium/c
alcium exchanger),
member 6
7201690 974 1544 423.03]  628.93] 0.572139475] 1. 3262 PHATRDRAFT 46547 |- - - - -
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |GO:0006351//t 60:0006351//t
7198282 169) 267 129.3|  191.62| 0.567525873|  5.55E-05|PHATRDRAFT 49620 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
K11364/ 1/ 26~
7203199 47] 74 42.24]  62.39 0.562704975  0.0361486|PHATRDRAFT 47951 - - -
factor 29
7203370 110) 173 43.87]  64.71] 0.560753971] 0.001337466[PHATRDRAFT 48267 |- - - - -




K12319/1/3e—
32/ 139/ cre: CHLREDRA
FT_142791 | guanylate
cyclase soluble
subunit beta
[icéi;b.l.z],mm&as 60:0016829/
231108 cre: CHLREDRA Mvase 1660009165/ /n 60:0009165//n
e P activity;GO . .
FT_171763|ubiquitin .0004112)/c ucleotide ucleotide
7203640 81 127 19.31| 2830 0.556034685 0.00641222|PHATRDRAFT 4gazs  |cATboxy!-terminal yelic- biosynthetic biosynthetic
hydrolase 48 . process;G0:00 process;G0:00
[EC:3. 1. 2. 15] ;K1375 nucleotide o765/ enal 07165//signal
e phosphodies ; ;
5(5/3e— § transduction transduction
13176. 3| ven: VOLCADR Lerase
AFT 59941 calciun/c activity
almodul in-dependent
3,5 —cyclic
nucleotide
phosphodiesterase
[EC:3.1.4.17]
K05853 | 1] 4e—
98/358| olu:0STLU_14
777|Ca2+ 60:0043169/
transporting /cation
APase, 60:0031224//in| 2191081 C0:
sarcoplasmic/endopl | 5 5o 0032550;60: 1, h006811//1 60:0006811//1
7198636 547 857 145.39|  213.61| 0.555051144| 1. 32E-12[PHATRDRAFT 23629 |asmic reticulum 0019829/ /ca | :
- p o |component of . on transport on transport
[EC:3.6.3.8];K01537 tion—
. membrane .
2/ Te- transportin
98/357 shi:SORBI 01 g ATPase
2038990 | Ca2+— activity
transporting ATPase
[EC:3.6.3.8]
K11339/ 1] Te— 60:0043231//in
11/70. 1|aly:ARALYDR |tracellular
7197750 53] 83 26.94|  39.57| 0.554657215  0.0283116|PHATRDRAFT 44463  [AFT 912618 mortalit |membrane— - - -
y factor 4-like bounded
protein 1 organelle
7203379 84 131 15.49]  22.66] 0.548810717] 0.00625734| PHATRDRAFT 48282 |- - - - -
7204693 126] 196) 78.33]  114.29] 0.545062315] 0. 00087448|PHATR 46842 - - - - -
60:0003677/
/DNA
(0:0043231//in|binding;GO:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7198189 63] 98] 38. 47| 56. 13| 0. 54503823| 0. 01891118|PHATRDRAFT 49566 - membrane— cleic acid |[ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
60:0042578/
/phosphoric
7197515 47] 73 28.3|  41.22) 0.542542452|  0.043912|PHATRDRAFT 43665 |- - ester 60:0044238 60:0044238
hydrolase
activity
7199071] 49) 76| 12,64 18.39] 0.540925016] 0. 0404104| PHATRDRAFT 50332 |- - - - -
o 60:0043231//in|
ggg?zusamum tracellular 32;8?2?376/ 60:0006259//D 60:0006259//D
7195567 71 110) 37.22|  54.08| 0.539017096| 0.01373562|PHATRDRAFT 49277 S o8 T nembrane— - NA metabolic NA metabolic
AFT 329623 replicat acid
fon Pooton a1 bounded binding process process
organelle
7202978 179 217 8303 120.51] 0.537448264] 9. 23R-05|PHATRDRAFT 47842 |- - - - -
7202635 264. 22) 408. 36 169.79] _ 246.13] 0.535669022] 2. 21E-06|PHATRDRAFT 47571 |- - - - -
K05389 1| Te— ] .
07/57.0/01u:0STLU 4 301_1090??9/
7204955 88 136) 31.99|  46.37| 0.535570734| 0.00641606PHATRDRAFT bd1748 [1153|potassium - PROSPROID | -
channel subfamily ase
K. other eukarvote activity
K05681 |1/ 2e—
78/292/ cme : CHS467C
ATP-binding
cassette, subfamily
G (WHITE), member
2:K12843/2| e~
58/226/ vvi: 10024840 60:0017111/
3|U4/U6 small /nucleoside |G0:0009154//p 60:0009154//p
nuclear - urine urine
7196649 182 281 83.21]  120.5| 0.534204323|  9.00E-05|PHATRDRAFT 31433 |ribonucleoprotein |- triphosphat |ribonucleotid ribonucleotid
PRP3;K05663 |4 60— ase e catabolic e catabolic
1477, 8| reu:RCOM 02 activity;G0 |process process
61010 |mi tochondrial 10032550
ABC transporter
ATM;K05643 5| 8e-
14]77. 4] olu:0STLU 4
2103/ ATP-binding
cassette, subfamily
A_(ABCD). member 3
7195408 249 384 73.66] _ 106.53] 0.532306464] 4. 94E-06|PHATRDRAFT 49026 |- - - - -
7196688 167, 257 126.@ 183. 13| 0.529630903| 0.000203576PHATRDRAFT 42510 |- - - - -
7197826 69) 106) 31,3 45.09] 0.526644853] 0.01785678|PHATRDRAFT 44347 |- - - - -
600009636/ /1 600009636/ /1
60:0017111/ [esponse to esponse to
K01551|1/3e~ /nucleoside |toxic toxic
46185/ cre: CHLREDRA - substance;G0: substance;G0:
7197303 83| 127 30.26|  43.43| 0.521279965| 0.01020418|PHATRDRAFT 32803  [FT 132949 |arsenite- |- triphosphat [0009154//puri 0009154/ /puri
transporting ATPase ase ne ne
[EC:3.6. 3. 16] activity;G0 |ribonucleotid ribonucleotid
10032550 |e catabolic e catabolic
brocess brocess
k09272 1/5e~
11/67. 0| aly: ARALYDR
AFT 905150 structur
e-specific
7201035 284 434 224.89| 322.38| 0.519542732| 2. 07E-0G|PHATRDRAFT 45968 ~[!°Co8nition protein | - - -
1;K108022] 1e-
10165. 9] ven: VOLCADR
AFT 72419 |high
mobility group
brotein BI
7197141 78 119) 45.9] 6568 0.516959973] 0.01360464|PHATRDRAFT 43412 |- - - - -
7198928 65, 99) 52.84]  75.49]  0.51465508]  0.0251508|PHATRDRAFT 50127 |- - - - -
7199326 133' 19§] 84.36]  120.51] 0.514521867] 0.001500212|PHATRDRAFT 50492 |- - - - -
7203521 189] 271 58.84]  83.99] 0.513420322] 0.000176319|PHATRDRAFT 48215 |- - - - -




TUTUUAG5047 /T TUTUUAG5047 /T
oot oot
development ;G development ;G
0:0009756//ca 0:0009756//ca
rbohydrate rbohydrate
mediated mediated
signaling;GO: signaling;GO:
0009755//horm 0009755//horm
one-mediated one-mediated
signaling signaling
pathway;G0: 00 pathway;G0: 00
K07198| 1|56~ G0:0043231//in 07568/ /aging; 07568/ /aging;
1451512 aly: ARALYDR Lr;ice}]u]ar 60:0032550 (;0:0009791/(;) (;0:0009791/(;)
Tl e e I et
7196841 56| 85 32.38 46.09| 0.509350782 0. 0399034 (MARK3 Zi(?‘.\ ated prm.e\.n organelle;60:0 /r.)rm.em 0:0006796//ph 0:0006796//ph
kinase, catalytic - . ".|kinase
N 000151/ /ubiqui . osphate— osphate—
alpha subunit . . activity L L
tin ligase containing containing
[EC:2.7.11.11]
complex compound compound
metabolic metabolic
process;G0:00 process;G0:00
06006/ /glucos 06006/ /glucos
e metabolic e metabolic
process;G0:00 process;G0:00
06464/ /cellul 06464/ /cellul
ar protein ar protein
modification modification
process;G0:00 process;G0:00
22414/ /reprod 22414/ /reprod
K03453/1/1e
12/70. 5| ven: VOLCADR
7199672 57 86 107. 82 152. 7| 0.502075247 0. 041873|PHATRDRAFT 11271 AFT_102664 |bile
acid:Nat symporter,
BASS familv
K14442|1/2e G0:0042623/
60234 |bdi:10083472 /ATPase
7204013 178 268 20. 68 29.19|  0.497238025| 0.000335104PHATR 44062 5| ATP-dependent RNA activity,
helicase DHX36 coupled;GO:
[EC:3.6.4.131 0032550
G0:0046914/
K01404|116e /\ransi\ion GO:OOZQGI/O/;GO GO:OOZQGI/O/;GO
. 28125 bdi 110083138 metal fon :0019538//pro 0019538//pro
7196277 129 194 35.3) 49.79[  0.496187832 0. 00236668| PHATRDRAFT 42587 X . binding;G0: |tein tein
9|leishmanolysin Y . .
iC:3. 4. 24. 36] 0004175//en metabolic metabolic
dopeptidase |process process
activity
7198662 1351 2027 1073.78] 1511.25] 0.493043901 1. 26E-22| PHATRDRAFT 49834
K025751/2e
?i ?g§7§$?i1§£]‘hqonRA GOEOO?]ZZW““ G0:0044765;G0 G0:0044765;G0
_ . . - trinsic 50:0044765; 50:0044765;
7198685 62 93 41. 65 58.6 0.492584169  0.0371318|PHATRDRAFT 2032 T‘::?Tso”eh NNP component of 0044763 0044763
nitrate/nitrite menbrane
transporter
7198069 912 1363 175.97|  246.61] 0. 486901808 2. 00E—15|PHATRDRAFT 44539
G0:0046914/
/transition |G0:0044763;G0 G0:0044763;G0
K15172/1/ e~ metal ion 10050794/ /reg 10050794/ /reg
08/60. 8| ven: VOLCADR binding;GO: [ulation of ulation of
7199730 1058 1578 256.52[  358.78| 0.484028158] 1. 93E-17|PHATRDRAFT_ 44761  |AFT 106802/ transcri |- 0097159//or |cellular cellular
ption elongation ganic process;G0:00 process;G0:00
factor SPT5 cyclic 06950/ /respon 06950/ /respon
compound se to stress se to stress
binding
7198661 102 152| 56. 35| 78.77) 0.483230665| 0.00871004|PHATRDRAFT 49833 |- - - - -
K15100/1|7e-
411166 10ta: 01076083 | ) 60:0051234//¢ 60:0051234//e
60/solute carrier [G0:0031224//in . .
o family 25 trinsic stablishment stablishment
7198752 74 110) 57. 85) 80.67| 0.479715297 0. 026866/ PHATRDRAFT_23709 I . of of
(mitochondrial component of . . . .
citrate nembrane localization; localization;
G0:0044763 G0:0044763
transporter),
member 1
7200567 204 303 115.38]  160.74) 0.478335819] 0.000236586|PHATRDRAFT 45464 |- - - - -
7196138| 70 104 26. 72| 37.22] 0.478158048) 0. 031668| PHATRDRAFT 42762 |~ - - - -
K133421/2e-
7196238 95 141 48.55 67.59 0.477338519 0. 01249146|PHATRDRAFT 32173  [58/225/gmx:10078987 (- - - -
8|peroxin-5
7198186 290 430 161.16]  224.12] 0. 475777687, 1. 20E-05|PHATRDRAFT 49559 |- - - - -
G0:0017111/
K01528| 1/ 26— /nucleoside (;2;2209154//17 (;2;2209154//'17
7202283 101 149) 38.34)  53.05| 0.468502414| 0.01156924|DYNI 156|351 | vvi: 1002437 | triphosphat [ribonucleotid ribonucleotid
18/dynamin GTPase . .
[EC:3.6.5.5] ase e catabolic e catabolic
activity;G0 [process process
:0032550
G0:0003677/
/DNA
G0:0043231//in|binding;GO0:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7200308 167. 84 247.4 105. 79| 146. 27| 0.467430642] 0.001041132[PHATRDRAFT 45112 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7204500 95/ 140) 21. 94 30.32] 0.466706228] 0.01470078PHATR 46708 - - - - -
7204379 70 103] 18.22 25.14) 0.464461691 0. 0374594| PHATR 43957 - - - - -
K02218| 1| 66— 60:0016301/ G0:0006464//c G0:0006464//c
12/71.2|vvi: 1002612 /kinase ellular ellular
7203007 68 100) 30. 28 41.77|  0.464101938[ 0. 0407036 PHATRDRAFT 48012 |, S - S protein protein
34/ casein kinase 1 activity;GO s . s .
[BC:2.7.11. 1] £0032550 modification modification
process process
K035391/4e-
07/55. 5/bdi:1008307
7204346 113 166 41.36]  56.98) 0.462219436| 0. 00843556|PHATR 43891 72|ribonuclease - - -
P/MRP protein
subunit RPPL
[EC:3.1.26.5]
7203705 269 395 130.2]  179.31 0. 4617265, 4. T9E-05|PHATRDRAFT 48482 |- - - - -
7196990 90 132) 91.95] 126.52| 0.460443981] 0.01948166|PHATRDRAFT 43687 |- - - - -
7201450 1060 1555 461. d 635. 34 0. 46029192 8. 14E-16|PHATRDRAFT 46118 |- - - - -




60:0070011/
/peptidase 1o, 6019538/ /p 60:0019538//p
activity, . .
"o ar979 £ ac a e P Er0o OAL_ o) . rotein rotein
7197898 16660. 19 24373. 59| 4355.31| 5975.27| 0.456228495 1. 20E-219|SMP1 - - acting on ) )
L—amino metabolic metabolic
acid process process
peptides
7205013 67] 95 19.09]  26.19] 0.456198957] 0. 0461076|PHATRDRAFT bd1616 |- - - - -
7203355 713 1043 185. 55| _ 254.53] 0.456027708] 6. 17E-11|PHATRDRAFT 48245 |- - - - -
60:0003677/
/DNA
binding;GO:
0001071//nu |G0:0006351//t 60:0006351//t
7202319 843 1231 703.2|  963.25|  0.45397521 1. 57E-12|PHATRDRAFT 47279 |- - cleic acid |ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
€0:0031224//in 60:0051234//c 60:0051234//c
trinsic stablishment stablishment
7198724 163 238 48.87|  66.92| 0.453488341| 0.001924028|PHATRDRAFT 50026 |- ) of of
component of . . . .
nembranc localization; localization;
60:0044763 60:0044763
60:0000054//1 60:0000054//1
ibosomal ibosomal
14856/ 1] To— subunit ) subunit )
7200942 68 99| 20.99|  28.66| 0.449336443|  0.0480052|PHATRDRAFT 45828  |71/270 olu:0STLU 78 |- - export from export. fron
- S en nucleus;G0:00 nucleus;G0:00
Slprotein SDAL 07010//cytosk 07010//cytosk
eleton eleton
organization organization
7196331 338] 490 345.72]  470.2] 0.443670473] 1. 29E-05|PHATRDRAFT 53967 |- - - - -
7199289 177, 256 68.4]  92.78] 0.439817521] 0.001763484|PHATRDRAFT 50513 |- - - - -
7194780 81 117 23.83]  32.28] 0.437861627] _0.0356566|PHATRDRAFT 48542 |- - - - -
K0332011]2e- 60:0031224//in (;25?228509/
83/308 cre:CHLREDRA |5 60:0015696//a 60:0015696//a
7201627 938 1349) 456.31)  615.49| 0.431721146) 1. 58E-12|PHATRDRAFT 27877  |FT 157754 |ammonium |CCIRSIC | transmembra | mmon ium
transporter, Amt component of |ne transport transport
. membrane transporter
family A
activity
7202862 80) 115 36.52]  49.23] 0.430850974] _0.0401746|PHATRDRAFT 47657 |- - - - -
K14617/ 1] 2~ a0 )
58/224| pop: POPTR 83 (:i’_iggf‘i“““"
7198795 179) 257 99.93( 130,56 0.420250851|  0.00218706| PHATRDRAFT 30810 | 1922|LUBRI domain= | /0% € - - -
containing protein
1 membrane
K06632 1|2~ 60:0004672/ [G0:0006464//c 60:0006464//c
301133/ ppp: PHYPADRA /protein ellular ellular
7199700 255 366 66.78|  89.89| 0.428744536( 0.000257654MVT1 FT 193308 |weel-like |- kinase protein protein
protein kinase activity;GO |modification modification
[EC:2.7.11. 1] :0032550 process process
K13993 /1|2~
7204695 221, 317 270.86|  364.54| 0.428529771| 0.000689644|HSP20 gégfé\ﬂif%]fﬁﬁ“ﬁ - - - -
protein
7205020 110. 7] 158.73 52. 11  70.08]  0.42744252] 0.01629576|PHATRDRAFT bd1646 |- - - - -
60:0008152//m 60:0008152//m
7204521, 377, 539 249.73  334.9| 0.423361234] 1. 17E-05|PHATR 46747 - - 60:0016741 [etabolic etabolic
brocess brocess
7202954 71] 110) 56. 5) 75.7| _0.422042433] 0. 0491218 PHATRDRAFT 47803 |- - - - -
00924 1/6e—
15/81. 3] 0sa: 4341290
[EC:2.7.1.-
1:K08286 2 4e-
1478, 6] ath: ATAG284
90/ protein-
serine/threonine
kinase [EC:2.7.11.-
1:K13415/3|3e-
1272. 4| pop: POPTR 6
7198447 159) 227 60.59  93.17| 0.420085486| 0.00468828|PHATRDRAFT do769 | 0340/protein. - - - -
brassinosteroid
insensitive 1
[EC:2.7.10.1
2.7.11. 11:K13420/4
30—
11/68. 9] ath:AT56463
30/ LRR receptor—
like
serine/threonine—
protein kinase FLS2
[BC:2.7.11.1]
K06693 | 1/8e—
241109 vvi: 10025865
7205067 252 359 218,92 202,57 0.418378082] 0.000408284|PHATRORAFT ba7op  |° 205 proteasome - - -
non-ATPase
regulatory subunit
9
K12319/ 1|26~
28126/ ven: VOLCADRA
FT 61364 guanylate
cyclase soluble
subunit beta
[EC:4. 6. 1.2];K11858 ??.226829/
3/ 1e- /ryase 60:0009165//n 60:0009165//n
23110/ ven: VOLCADRA activity;60 | Jeotide ucleotide
FT_106794|ubiquitin S0004112//¢ |14 nthetic biosynthetic
7205129 151 215 37.66|  50.29| 0.417238553| 0.00637138|PHATRDRAFT bd1636 : - yelic—
carboxyl-terminal .
nucleotide
hydrolase 48 ;
[EC:3. 1. 2. 15] ;K0112 phosphodies | 1 cduction transduction
015/2e- terase
16/86. 7| cre: CHLREDR activity
AFT 101278]3°,5' -
eyelic-nucleotide
phosphodiesterase
[EC:3.1.4.17]




60:0015291/
/secondary
active
transmembra
G0:0031224//in|ne
7202861 1334. 54 1900. 23 323.57|  432.05| 0.417120428] 4. 10E-16|PHATRORAFT 47656 |- trinsic o |Lransporter e, 5014765 60:0044765
component of activity;GO
membrane :0005326//n
eurotransmi
tter
transporter
activity
7197991 133 189] 171.31]  228.49] 0.415079606] _0.01106064|PHATRDRAFT 33664 |- - - - -
7198010 143 203 68. 1] 90.67] 0.412970487] 0.00866856]PHATRDRAFT 44301 |- - - - -
K06674| 1/9e—
16/84. 7| pop: POPTR 8
26684 | structural
maintenance of
chromosome
2:K06669 5|2~ 60:0000793//co 60:0000725//1 60:0000725//1
7204040 93| 132] 24. 41 32.49  0.412523449| 0. 034636 SMC5 13/76.6|ath:AT26271 |ndensed - ecombinationa ecombinationa
70 | structural chromosome 1 repair 1 repair
maintenance of
chromosome 3
(chondroitin
sulfate
proteoglvean 6)
K11517 150 60:0043231//in[G0: 0003973/
771287 ppp: PHYPADRA tracellular /(8)-2—
X " 1ol o FT 150377| (5)-2-  |"enbrane” hydroxy= | .
7194878 201, 285 76.34|  101.51) 0.411110766| 0.001931682|GOX hydroxyacid bounded acid 60:0044710 60:0044710
oxidas; organelle;G0:0 oxiq;@c
[BC1 1.3, 15] 044444/ /eytopl [activity; 0
asmic part 10032553
s 60:0006796//p 60:0006796//p
ISP ;l;ozfl’ol’TR . 60:0046872/ |hosphate- hosphate-
6143 | caleiun /metal ion [containing containing
dependent protein blnd%r\lg{;GU: compounq compounq
7194947 118 167 108.55|  144.12| 0.408910831| 0.01848354|PHATRDRAFT 15479 . - 0004672/ /pr |metabolic metabol ic
otein process;G0:00 process;G0:00
kinase 06464/ /cellul 06464/ /cellul
activity;GO |ar protein ar protein
10032550 modification modification
process process
gglizé ;xn}iflOOSOSIZ G0:0015645/'[60:0006631//1 60:0006631//1
7200471, 123 174 32.6|  43.25| 0.407828168| 0.01632852|ACS1 6/long-chain acyl- |- /fatty acid Jatty acid atty acid
Co synthetase llgés? metabolic metabolic
““(/b 2. 1. 31 activity process process
60:0003676/
K11380/ 1] Te- ‘/"'.lem
18/95. 1| ppp: PHYPADR i GO-
7199816 504 712 72.17 95.6| 0.405611363|  1.25E-06|PHATRDRAFT 44901  [AFT 27586 |NuA3 HAT |- 0(‘)26:1‘5)/[; - -
complcx component ansition
NTOL metal ion
binding
60:0015031//p 60:0015031//p
K13427/1|7e~ s rotein rotein
16/85. 5| vvi: 1002656 (:‘0'?99"7?9//"“ 60:0016787/ |transport;G0: transport;G0:
7204759 182 257 34.83|  46.13| 0.405374819] 0.00368326(PHATR 46935 05/nitric-oxide op asmic /hydrolase |0006664//glyc 0006664/ /glyc
synthase, plant  |Feticulum activity  |olipid olipid
[EC: 1. 14. 13, 39] menbrane metabolic metabolic
brocess brocess
7202732 85| 120) 78.28]  103.67] 0.405282807] _0.0478984|PHATRDRAFT 47747 |- - - - -
7198131 zﬂ 364 305. 75| 404, 73] 0.404607292 0.00056433[ PHATRDRAFT 44648 |~ - - - -
7199114 190) 268 52.33]  69.22] 0.403550683] 0.00312728|PHATRDRAFT 50272 |- - - - -
7204133 171 24_1| 57.99]  76.65] 0.402481654] 0.00520966|PHATR 44229 - - - - -
7199755( 664 935] 470.7] _621.71] 0.401433931] 3. 89F-O8[PHATRDRAFT 44800 |- - - - -
7203457 268] 377 186.29]  245.81] 0.399993376] __0.0005107| PHATRDRAFT 48087 |- - - - -
7194915 104 146) 67.13 88.4] 0.397088727] _ 0.0321198|PHATRDRAFT 48683 |- - - - -
7195887 110) 154 160. 44| 210.77] _0.393635664] 0. 0292032| PHATRDRAFT 40068 |- - - - -
7204921 148. 5| 207.5 56.9]  74.57] 0.390166689] 0. 0116644|PHATRDRAFT bd1601 |- - - - -
7204950 148. 5] 207.5 56.9]  74.57] 0.390166689] 0. 0116644|PHATRDRAFT bd1249 |- - - - -
7200205 126] 176) 95.8]  125.53] 0.389934620]  0.020661[PHATRDRAFT 45155 |- - - - -
60:0003824/
7198429 121 169) 113.99|  149.36| 0.389886566|  0.0234138|PHATRDRAFT 49735 |- - Jeatalytic |- -
activity
7202075 457 638] 299.26] _ 391.88] 0.389012480] 1. 05E-05|PHATRDRAFT 13587 |- - - - -
7195582 130) 181 21.27]  27.76] 0.384187535] _0.0203084|PHATRDRAFT 49307 |- - - - -
K10766/ 1| Te—
15/83. 2| smo: SELMODR
AFT 403903 alkylate
d DNA repair
protein alkB
homolog 4
[EC:1.14.11. -
7197299 141 196) 86.84]  113.22| 0.382697198 0.01631648|PHATRDRAFT 43560  |1:K10770/4|9e- - 60:0016703  [G0:0044710 60:0044710
06/50. 1| smo: SELMODR
AFT 112315 alkylate
d DNA repair
protein alkB
homolog 8
[EC:1.14.11. -
2.1.1.229]
K12133/1/2e~
10/65. 9] aly: ARALYDR
AFT 470177 | LATE
ELONGATED 60:0003676/
7197815 128 177 54. 52 70.7| 0.374924653|  0.0251258|PHATRDRAFT 44256 :‘;?OCOTYI“KIZIM 3 i:‘i’;]e‘“ -
10/63. 9] aly: ARALYDR binding
AFT 904154 | circadia
n clock associated
1
60:0004672/ [G0:0006464//c G0:0006464//c
2?713? ibfsmzm o7 /protein  |ellular ellular
7201500 139) 192 BL25| 4048 03733531 0.0201398|PHATRORAFT 46310 | oo 80 BT kinase protein protein
R activity;G0 |modification modification
L 10032550 |process brocess
K08286/ 1| 4e—
24/ 112 ath: ATAG2849
- - - . 0|protein—
7197013 184 254 57.58|  74.55| 0.372640564| 0.00761902|PHATRDRAFT 43724 ‘ ) - - -
serine/threonine
kinase [EC:2.7.11.-
1




60:0016682/
/oxidoreduc
tase
activity,
acting on
7205029 171 236 40.48]  52.39] 0.372082172|  0.0101803|PHATRDRAFT bd1767 |- - diphenols  |G0:0044710 60:0044710
and related
substances
as donors,
oxygen as
acceptor
60:0005543/
/phospholip
id
7203868 1397 1927 1002.72| 1297.39| 0.371693421| 2. 08E-13|ANXAL - - binding;G0: |- -
0046872/ /me
tal ion
binding
K15692| 1/ 6e—
1270. 5| ppp: PHYPADR
AFT_16563|E3
ubiquitin-protein
ligase RNFI3 60:0046914/
7203113 198 273 130.96|  169.36] 0.370966948| 0. 00587078|pHATRORAFT 47912 | [FC6- 3 2 191:K1198 | /transition | -
2[2|1e- metal ion
09/63. 2|ath:AT36565 binding
80|E3 ubiquitin—
protein ligase
RNF115/126
[EC:6.3. 2. 19]
60:0005515/
K03544|1|8e~ /protein . o . o
901328 | pop: POPTR, 25 binding.0: |00:0044267//c 60:0044267//c
. X 0938 ATP-dependent 0016462/ /py [C11U127 ellular
7199548 250 344 220.76|  284.96| 0.368280631| 0.00213446|PHATRDRAFT 11217 | protein protein
Clp protease ATP— rophosphata . .
binding subunit e metabolic metabolic
ClpX activity:6o process process
:0032550
7196796| 104 143 115. 74| 149.32] 0.367519865] 0. 0488076|PHATRDRAFT 42977 |- - - - -
60:0046914/
/transition
metal ion
binding;G0:
0016624//0x |G0:0009060/ /a 60:0009060//a
idoreductas |erobic erobic
K00164/1/0.0/993 rc | ... . |e activity, [respiration;G respiration;G
u:RCOM_ 04656202~ (:?dgfﬁ'jfii/“‘ acting on  |0:0006089//1a 0:0006089//1a
7202926 115 158 27.33|  35.22 0.365909449|  0.0388554[06D1 oxoglutarate b e the ctate ctate
dehydrogenase El aldehyde or [metabolic metabolic
bounded N ~
component . 0X0 group process;G0:00 process;G0:00
[EC:1.2.4. 2] organelle of donors, |10038//respon 10038//respon
disulfide se to metal se to metal
as ion ion
acceptor; G0
10019842/ /v
itamin
binding
7201234 262 359] 93. 12| 119.66] 0.361778005] _0.00201038[PHATRDRAFT 46135 |- - - - -
K03458 | 1/ 6e— ] N 00519
116416 ore: CHLREDR 60:0051234//c 60:0051234//c
ART 16996, stablishment stablishment
7198355 1017 1393 504.17|  647.68  0.36137092 1. 18E-09|PHATRDRAFT 52619 |1 1169264 nucleoba | - of of
se:cation . . : :
symporter—2, NCS2 {()cahza%mn, {()cahza%mn,
" 60:0044763 60:0044763
family
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu |GO:0006351//t 60:0006351//t
7198835 196) 268 100.23|  128.54| 0.358902989| 0. 00813924|PHATRDRAFT 55150 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7203366| 109) 149 41.77] _ 53.54] 0.358149995]  0.0490806|PHATRDRAFT 29423 |- - - - -
60:0043231//in
tracellular
7199251, 173 236 92.49|  118.34| 0.355568505 0.01386914|PHATRDRAFT 50437 |- membrane— - - -
bounded
organelle
K13862/1/8e—
20/97. 4|ota: : 50:0015301/
e e et P R RO
7205098 3775.87 5148. 69 1625.17| 2078.33| 0.354834107|  1.27E-30|PHATRDRAFT bd1677 |family 4 (sodium  |“"1PS1C n 60:0006811//1 60:0006811//1
borate component of antiporter on transport on transport
membrane .
transporter), activity
member 11
7202798] 160. 84 218. 96) 9794 125.05] _0.352534956] 0. 01859926|PHATRDRAFT 47573 |- - - - -
7204572 122 166) 64.38]  82.16] 0.351823605]  0.041212[PHATR 46645 - - - - -
60:0015291/
/secondary
active
transmembra
60:0031224//in|ne
7202936 482. 46 655. 77, 570.96| 728.14| 0.350826188|  5.23E-05|PHATRDRAFT 47653 |- trinsic Lransporter | g 0044765 60:0044765
component of |activity;GO
membrane :0005326//n
eurotransmi
tter
transporter
activity
KI3118/ 1 4e~
08/58. 9| cre: CHLREDR
AFT 17930 protein
DGCR14;K06694 2| 60—
7203500 362 491 128.93 164] 0.347107819| 0.000510038|PHATRDRAFT 48163  [06/51. 6 |cre:CHLREDR |- - - -
AFT 140415263
proteasome non—
ATPase regulatory
subunit 10
7196153 132 179) 99. 48] 0.347053424] 0. 0363872 PHATRDRAFT 42786 |- - - - -
7203356 141 191 53.@1 0345355878 0. 0313254 PIATRDRAFT 48248 |- - - - -
7201018 787. 58 1066. 01 799. 21| 0.344459932] 3. 46E-07|PHATRDRAFT 45944 |- - - - -
7195081 525.d 710. 99) 382.24] 485, 18] 0.344041322] 3. 59F-05|PHATRDRAFT 48827 |- - - - -
7199578 221 299) 112.61]  142.9] 0.343670969] _ 0.0072884|PHATRDRAFT 44873 |- - - 60:0044238 60:0044238




60:0031224//in
7200245 205 277 137.71|  174.53) 0.341841716| 0.01018886|PHATRDRAFT 51806 |- trinsic - -
component of
membrane
K01624 1] 4e—
116/416|0lu:0STLU_9 G0:0046914/
4831 fructose— /transition
bisphosphate metal ion |GO:0006007//g G0:0006007//g
o0 P e ; . PO PP aldolase, class II binding;G0: [lucose lucose
7202915 276 372 173.08]  218.81| 0.338239647| 0.00318634|Fba3 [BC:4. 1.2, 13] :K0012 0016833 /a1 |cntobalic e lie
0[3]2e— dehyde— process process
15/82. 0| aly: ARALYDR lyase
AFT_472044] [EC: 1. 1. activity
60:0070011/
/peptidase
activity,
7196500 476 639 206.84|  260.42|  0.33232504| 0.000141725|PHATRDRAFT 42846 |- - acting on |- -
L-amino
acid
peptides
K00615 1] 2~
7203024 155 208 ss.4| 7353 0.331623606  0.030485|PHATRORAFT 20260 | L74/6LL|ven:VOLCADR | 60:0016744 |- -
AFT_75893] transketo
lase [EC:2.2.1.1]
7197763 993 1332 512.69]  645.01] 0.331234769] 4. 295-08|PHATRDRAFT 44488 |- - - - -
7202190 607 814 196. 77 247.46] 0. 330685063 1. 90E-05|PHATRDRAFT 47203 |- - - - -
60:0003676/
K01687/1/0. 0/ 74101 /nucleic  |G0:0008652//c 60:0008652//c
u:0STLU_34354|dihyd 60:0009536//p1 acid ellular amino ellular amino
7201155 179) 240 95.05|  119.52 0.330493521|  0.0205134|PHATRDRAFT 20547  |roxy-acid e PHbinding:60: [acid acid
dehydratase astid 0016836//hy |biosynthetic biosynthetic
[EC:4.2.1.9] dro-lyase [process process
activity
7197519 764 1024 244.8] _ 307.71] 0. 329967771 1. 69E-06|PHATRDRAFT 43674 |- - - - -
7197173 150 201 104.02] 130 74] 0. 329839659 0. 0345| PHATRDRAFT 43465 |~ - - - -
7195494 377 505 157.99] 198 48] 0.329160395] 0.000803032[ISTPL - - - - -
7199926 148] 198 160.96] 202 03] 0.327867328] 0. 0371408|PHATRDRAFT 11792 |- - - - -
K11267|1/6e— 60:0097159/
07/55. 5 mtr:MTR_2g0 |G0:0032991//ma|/organic
7200331, 322 430 82.1| 10282  0.32466679| 0.00226764|RATL 27090 |sister cromolecular |eyelic - -
chromatid cohesion |complex compound
protein PDS5 binding
K04460/ 1/8e—
09/61. 6| smo: SELMODR
AFT 182535 |protein
phosphatase 5
[EC:3. 1. 3. 16] ;K0955
3]2[7e G0:0046914/
7202349 173 231 s 5552 0301308798 0. 0250816|HaTRORAFT 47258 |05 emx: 1007802 /transition | -
96 | stress—induced- metal ion
phosphoprotein binding
1;K09523 4| 7e-
08/58. 5| smo: SELMODR
AFT 100291 DnaJ
homolog subfamily C
member 3
7198931 368] 491 141.7]_177.31] 0.323434146[ 0. 001151458 PHATRDRAFT 50133 |~ - - - -
60:0036094/
/small
molecule
7197233 179) 238 107.85  134.49) 0.318472729|  0.0259348|PHATRDRAFT 43685 |- - binding;G0: |G0:0044710 60:0044710
0003824//ca
talytic
activity
K15377 /1| Te~
11/65. 9] cre: CHLREDR
AFT 189789 solute  [60:0031224//in
7202236 227] 301 276.25|  343.69| 0.315133411]  0.0132656|PHATRDRAFT 13553  |carrier family 44 trinsic - -
(choline component of
transporter-like membrane
protein), member
2/4/5
60:0008289/
7202235 267 354 116.67|  145.08|  0.31441501|  0.0072486|PHATRDRAFT 47001 |- - /lipid - -
binding
7202147 369) 489] 81,01 100.67] 0.313461907] 0.001628784|PHATRDRAFT 54686 |- - - - -
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |GO:0006351//t 60:0006351//t
7197405 152 201 117.23|  145.42| 0.310883888|  0.0457396|PHATRDRAFT 43364 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7199399 218 288 0.01715914| PHATRDRAFT 50576 |~ - - - -
7202251 262] 346 0. 00908538| PHATRDRAFT 47020 |~ - - - -
KO1164 1| 4e—
09/63. 2|bdi : 1008226 ?0:0004549'/
76| nibontolonse /tRNA- 60:0008033//t 60:0008033//t
7196474 269) 355 54.78 67.8] 0.307636007) 0. 00842434 PHATRRAFT 42002 | P20 EF specific  [RNA A
subunit POP1 rlb()nL.lcl.e'dS processing processing
[EC:3.1.26.5] e activity
7195807 166| 219 41.77] _ 51.68] 0.307138927]  0.0389942|PHATRDRAFT 49445 |- - - - -
7194713 179 236 49.55] _ 61.27] 0.306295794] _0.0325846|PHATRDRAFT 48538 |- - - - -
7199772 1840 2425 757.78] _ 936.63] _0.305700184] 7. 18E-12| PHATRDRAFT 44828 |- - - - -
7202689 170) 224 110.23] 136.24] 0.305633421] 0. 0378688|1STP3 - - - - -
7197047 338] 445 2267 279.95| _0.304384789] _0.00350754| PHATRDRAFT 43771 |- - - - -
60:0016861/
/intramolec
k018101110, 01664 e ular 60:0050896//+ 60:0050896//+
e:CNO124C glucose™ 0044444/ /ey Z:;d()mduu TZ?;:TE:(()OO TZ?;:TE:(()OO
7199139 177] 233 65.71] 8112  0.30394471|  0.0349744|GPT 3 6-phosphate coplasnic par |activity,  |008007 kluco 008007//s1uco
isomerase ° ; )
[EC:5.3. 1.9] lr.ﬂ.erc()n\'er se catabolic se catabolic
ting process process
aldoses and
ketoses
60:0044763; G0 60:0044763;G0
:0071704;60:0 :0071704;60:0
G0 92/ 1044237/ /1 44237/ /¢
KOS768 190~ Jovtoskelet |ar netabelie Tar netaboliv
7197808 844 1110 573.23|  707.14| 0.302881754|  4.39E-06|GEL3 40/ 162 vvi: 10025477 |G0: 0044424 _
R ! al protein |process;G0:00 process;G0:00
5lgelsolin binding 16043/ /cellul 16043/ /cellul
ar component ar component
organization organization




60:0036094/
7195651, 5047] 6624 3015.37| 3711.97| 0.299850012|  1.03E-28|PHATRDRAFT 49151 |- - ;zTii}m - -
binding
7203006 379 497 300. 67| 369.86] 0.298798356] 0.00244334[ PHATRDRAFT 48011 |~ - - - -
7195902 209 274 53. 05 5 0298182877 0.0247566PHATRDRAFT 49408 |- - - - -
7195296 258] 338 214. 38 46] _0.297413621] 0. 0129008|PHATRDRAFT 52498 |- - - - -
60:0046914/
7201454 172 225 280.88|  344.83| 0.295931392|  0.0441044|PHATRDRAFT 12887 |- - /transition | -
metal ion
binding
7204158] 519 678 601.77]  737.57] 0.293567791] 0.00050465PHATR 43797 - - - - -
60:0043231//in[( 0 aneca.
tracellular 60:0003824/
7195420 495 646 617.24|  755.82| 0.292211136| 0.000727242|CREGI - membrane— : “*"160:0044710 60:0044710
/catalytic
bounded -
organelle activity
7200896 167 218 54.84]  67.14] 0.291943966]  0.0497716|PHATRDRAFT 45746 |- - - - -
7204707 629 821 400. 6] 490.44] 0.291914228] 0.000137391[PHATR 54658 - - - - -
061191/ 2¢—
34/ 145/ ota:0t15g011 60:0008152//m 60:0008152//m
7196665 769 1001 306.42| 374.07| 0.287797803|  3.23E-05|PHATRDRAFT 42467 |20 sulfoquinovosylt |- - etabolic etabolic
ransferase process process
[BC:2.4.1.-]
60:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7198226 946 1230 580.81|  719.3| 0.286343321|  4.59E-06|PHATRDRAFT 49557 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7199471 3014.51] 3913. 55 566.99]  690.26] 0.283816593( 4. 73E-16|PHATRDRAFT 50642 |- - - - -
7197969 259 335] 83.49] 101.27] 0.278531542]  0.0198821|PHATRDRAFT 44307 |- - - - -
60:0015291/
/secondary 4. 0015893//d 60:0015893//d
active
7203872 240) 310 91.03|  110.27|  0.27662636]  0.026115|PHATR 44112 - - transmenbra "% . e .
e transport;GO: transport;GO:
0044763 0044763
transporter
activity
60:0001071/
/nucleic
60:0043231//in|acid
tracellular  [binding 60:0006351//t 60:0006351//t
7198208 1566 2021 1069. 52 1294. 67| 0. 275620953 1. 48E-08|PHATRDRAFT 49596 - membrane— transcripti [ranscription, ranscription,
bounded on factor DNA-templated DNA-templated
organelle activity;GO
:0003677//D
NA binding
60:0032550;
60:0016876/
/ligase 60:0006412//t 60:0006412//t
activity, ranslation;G0O ranslation;G0O
7199817 201, 259 121.1)  146.36) 0.273322456| 0. 0446338|PHATRDRAFT 44902 |- 0:0044424 | TOTming 10006528/ /asp 10006528/ /asp
aminoacyl- |aragine aragine
tRNA and  [metabolic metabolic
related process process
compounds ;G
0:0016211
K08907 | 1/9e—
09/59. 3| cre: CHLREDR
AFT 184730 | 1ight—
harvesting complex . N . N
Pt | i I
7195163 5945 7659) 5287.65| 6390.42| 0.273284068|  7.98E-28|Lhcf15 binding protein (0:0009536//pl| _ precursor precursor
1;K08910/2|3e- astid ° °
07154, 3| cme: CMQ142C metabolites metabolites
Lidhtoharvesting and energy and energy
complex I
chlorophyll a/b
binding protein 4
7201748] 431 555 265.82]  321.06] 0.272393279] 0.00335424| PHATRDRAFT 13078 |~ - - - -
K13367| 1|5~
27/121 | ath:AT365905 0:0036094/
0|non-specific
polyamine oxidase /small
i ) i . . 3.171;K1145 molecule | .
7203867 219 282 96.14]  116.1| 0.272159264]  0.0367564|PHATR 44106 - binding;G0: |G0:0044710 60:0044710
23/ 110/ ota:0t20g006 0003824/ /ca
N . P, talytic
60| lysine-specific L
histone demethylase activity
1 IBC:1.——.-]
60:0005543/
/phospholip
id
7203870 1204 1549 938.7| 1132.85 0.271220783|  1.05E-06|PHATR 44109 - - binding;G0: |- -
0046872/ /me
tal ion
binding
60:0016638/
/oxidoreduc
tase
ggoiii ;pifPHYPADRA activity, [60:0019752//c 60:0019752//c
i B FT 179243 | glutamate acting on arl.:oxylm arl.:oxylm
7202332 1931 2484 1270.32| 1532.75|  0.27093044| 6. 48E-10|PHATRDRAFT 13951 - the CH-NH2 |acid acid
dehydrogenase ) )
(NADP+) group of metabolic metabolic
[EC:1.4. 1. 4] donors;G0:0 [process process
036094//sma
11 molecule
binding
K14319/ 1| Te~
15/84. 0[mtr:MTR 1gl
7195819 404 519 13111 157.96| 0.268781546| 0. 00507556PHATRDRAFT 40174  [05040 |Ran GTPase- |- - - -
activating protein
1
60:0070011/
/peptidase 1o, 0019538/ /p 60:0019538//p
activity, rotein rotein
7197899 2227. 81 2853. 41 518.62 622.92)  0.26436905|  9.03E-11|PHATRDRAFT 44695 |- - acting on ) )
L-amino metabolic metabolic
i process process
acid
peptides
7202989 560 717 0. 26380241| 0. 001204088| PHATRDRAFT 47863 |~ - - - -
7197959 983 1256 0.260953369| 2. 23F-05|PUATRDRAFT 44296 |- - - - -
7204894 257 328] 115.25] 0.259308868]  0.0314686[PHATRDRAFT bd1686 |- - - - -




K00281/110.0/994 pp . a1p . N . N
DoPAADRAR 17115 corosaie oo/ | o001/
7203267, 286 364 80. 05 95. 55| 0. 25535447 0. 0255568|GDCP glycine - Lo N . .
binding;G0: [metabolic metabolic
dehydrogenase 0016642 process process
[EC:1.4.4.2]
k011031 Te- GU:0008443/ G0:0006796//p G0:0006796//p
112405 0ta:0t01g00 /phosphofry |hosphate hosphate-
020‘6’ Cl()lv(llilascv contalning contalning
phosphofructo-2- activity;GO [compound compound
7196146 251 319 117. 83 140. 45| 0. 253349722 0. 0381104 PF2K1 kinase / fructose— | :0032550;G0 |metabolic metabolic
2, 6-bisphosphatase 10050308/ /s |process;G0: 00 process;G0:00
P - ugar— 19318/ /hexose 19318/ /hexose
. 1.105 . .
18] pho§p}?alasc metabolic metabolic
activity process process
K13177/1|3e~
07/55. 8[0lu:0STLU_4
7199932 1144 1453 472. 05| 562. 29| 0. 25237471 1. 00E-05| PHATRDRAFT 45060 1294 | ATP-dependent |- - - -
RNA helicase DDX1
[EC:3.6.4.13]
G0:0046914/
/transition
metal ion
Bé?géﬁigc 60:0019538//p 60:0019538//p
7201053 474 602 169.03(  201.33| 0.252282839 0.00450452|PHATRDRAFT 45988 |- - ptidase roteln roteln
activity, metabolic metabolic
. process process
acting on
L-amino
acid
peptides
K11978/1|3e~
17/90. 1| ppp: PHYPADR G0:0046914/ |G0:0009057//m G0:0009057//m
AFT 127907 |E3 /transition |acromolecule acromolecule
ubiquitin-protein metal ion catabolic catabolic
ligase UBR3 binding;G0: [process;G0:00 process;G0:00
7202607 230) 299) 48.48|  57.72| 0.251681601|  0.0486016|PHATRDRAFT 37731 5%\2 -2 19J:K1062 | 2?19787//“" 2244"//‘”0““ 2244"//‘”““
14/80. 5| ppp: PHYPADR conjugating |modification modification
AFT 90626 E3 protein by small by small
ubiquitin-protein ligase protein protein
ligase UBRL activity conjugation conjugation
[EC:6.3.2.19]
7204593 321 407] 63. 9] 75.98 49803781 0. 0207282| PHATR 46676 - - - - -
7195570, 463 586 455.68] 541.06] 0.247767537| 0.00597528| PHATRDRAFT 49281 - - - - -
G0:0008252/
:2““""““ 60:0009117//n 60:0009117//n
7204094 305 386) 62.04|  73.63| 0.247095015|  0.025803(PHATR 44174 - - activity;Go |ieteotide ueleotide
0046872/ /m metabolic metabolic
etal ion process process
binding
7198997, 292. 02} 369. 18 98. 34 116.59] 0. 245593793 0. 0306786| PHATRDRAFT 50346 - - - - -
7195458| 373] 471 142, 35| 168. 58| 0. 243990895] 0. 01501402/ PHATRDRAFT 49268 - - - - -
7195677, 10426| 13136 7630.09] 9017.44] 0.241017844] 6. 14E-37|PHATRDRAFT 49202 - - - - -
(G0:0000785//ch 2:[3????76/
romatin;G0:004(’ id
K11253/1|7e~ 3231//intracel Z[I‘rd' 60: G0:0034728//n G0:0034728//n
7202224 404 508 334. 4 394. 44|  0.238231015| 0.01368698[H3. 3 691259/ 0lu:0STLU 32 [lular ‘.“‘,g' " ucleosome ucleosome
. 0046983//pr . . . .
891 |histone H3 membrane— . organization organization
bounded ovein.
dime:
organelle .
n activity
G0:0016673;
G0:0051536/
K00392|1|5e— /iron—
167586 | eme 1G021C sulfur
7196698 290 364 107. 85| 126. 95| 0. 235234218 0. 0390164| PHATRDRAFT 24374 sulfite reductase |- cluster G0:0044710 G0:0044710
(ferredoxin) binding;G0:
[EC:1.8.7.1] 0046906/ /te
trapyrrole
binding
G0:0050896//r G0:0050896//r
N o . esponse to esponse to
010791 0.0/832 sb 600009515/ | 3 s :60:0 stimulus;G0:0
019 P P e a9 P o arp. o Eron 1:SORBI_07g028270 |m /protein o o
7199468 2129 2671 812. 88 956. 42| 0. 234601906} 2. 35E-08[PHATRDRAFT 55230 - A N 044267//cellu 044267//cellu
olecular chaperone binding;G0: lar protein lar protein
HtpG 0032550 . .
metabolic metabolic
brocess brocess
7203012 416 520 934.93] 1097. 17| 0.230856823 0. 01604308| PHATRDRAFT 14646 - - - - -
7195023 860 1075 302. 044 354.08] 0.229335734] 0.000531552[PHATRDRAFT 48735 - - - - -
7196682, 384 480 105. 02} 123. 11| 0. 229283853 0. 0207098| PHATRDRAFT 42501 - - - - -
G0:0044763 ;G0 G0:0044763 ;G0
10006796/ /pho 10006796/ /pho
sphate— sphate—
K02206 |1 |5e— G0:0004672/ |containing containing
105/381|0sa:4331415 /protein compound compound
7200964 468 584 111.21 130. 14| 0.226777938| 0.01154894(CDKAL cyclin-dependent - metabolic metabolic
kinase 2 process;G0:00 process;G0:00
[EC:2.7.11.22] 10032550 06464/ /cellul 06464/ /cellul
ar protein ar protein
modification modification
brocess brocess
7199933 346 431 293.46]  342.92| 0.224708178| 0. 0319224 PHATRDRAFT 45061 - - - - -
7195877, 328. 98 408. 82| 110. 1 128. 31 0. 220819144 0. 038564/ PHATRDRAFT 49357 - - - - -
K13993/1|2e~
7201549 756 939 479 558. 04 0.220342881| 0.001857418(PHATRDRAFT 46448 09]62. 4| zma: ?002820 - - - -
88 /HSP20 family
protein
G0:0016209/
K004341] Le- Jantioxidan 16 0044710;60 60:0044710; G0
0859. 7] gmx: 1001707 t :0006950//res :0006950//res
7204866 389 483 195. 67} 227.86| 0.219725107] 0. 0260262|PHATRDRAFT bd1645 |27|L-ascorbate - activity;GO T . D
: ponse to ponse to
peroxidase :0046906//t
[EC:1. 11.1. 11] etrapyrrole |15 stress
binding
7200157 453 562] 284. 92| 331.54] 0.218626045] 0.01690426[ PHATRDRAFT 34965 - - - - -
G0:0016682/
/oxidoreduc
tase
activity,
K00540|1|9e— acting on
7205026 772 956 1092. 61| 1269.64[ 0.216640954[ 0.00206674|PHATRDRAFT bd176 431171 | ath:AT3G2762 60:0016020//me diphenols 60:0044710; G0 60:0044710; G0
mbrane 10044707 10044707
0f [EC:1.-.-.-] and related
substances
as donors,
oxygen as
acceptor




7197954 683 845 67143 779.3] 0.214941817] 0. 0039969[ PHATRDRAFT 44281 |- - - - -
K03183/ 1] Te— ?2;0008757/
07156. 2| zma: 1003844 ad Ine
59 ubiauinone/mena |0 o011144/ /e ;iz:‘i’:‘zim“ 60:0008152//m 60:0008152//m
7195379 413 511 299.19|  347.23| 0.214829643|  0.0251932|PHATRDRAFT 39627 |uinone biosynthesis [ - - etabolic etabolic
. toplasmic part|dependent
methyltransferase othyltrans process process
[EC:2. 1. 1. 163 methy
2.1.1.201] ferase
activity
K13420 1/9e—
20/97. 4] vvi: 1002538
08 LRR receptor—
like
serine/threonine—
7200426 358 443 139.29|  161.65| 0.214781821|  0.0370396|PHATRDRAFT 45679  [protein kinase FLS2 |- - - -
[EC:2. 7. 11. 1];K0092
4]4]2e~
19195. 9] aly: ARALYDR
AFT 489442 [EC:2.7.
1.-1
7204769) 356. 13 439. 87 137.19]  158.92]  0.212125374] 0. 0424586|PHATR 46953 - - - - -
K00654 1/ 2¢~ ?0'904“68/
145513 smo: SELMODR b?:i‘l’: Go: |60:0008152//n 60:0008152//m
7204344 419 517 254.58)  294.64| 0.210834218)  0.0270196|PHATR 10378 AFT 108076 serine |- 000382_?1)/&'1 etabolic etabolic
palmitoyltransferas . process process
e [BC:2.3.1.50] talytic

activity

7198442 1414 1744 612.28]  708.25] 0.210067138] 5. 04E-05|PHATRDRAFT 49759 |- - - - -
60:0031224//in
trinsic
component of
membrane; G0: 00

7204215 609 751 230.17|  266.19| 0.209756567| 0.00791244|PHATR 25752 - 43231//intrace |- - -
1lular
membrane—
bounded
organelle

K05692 1| Te—
177(620 | cre: CHLREDR
AFT_24392|actin
o P o E . . P e . S . beta/gamma N N e

7195026 390. 89) 481.84) 26718 308.92( 0.200421256  0.0334812| PUATRRAFT 29812 || 32ty | 60:0043232  |G0:0032550 |- -
176617 |ath:AT3G121
10 actin, other
eukaryote

60:0016421/

/CoA

carboxylase

activity;GO

K11262/1/0.0/1371|p 10043169/ /c
pp: PHYPADRAFT_11530 ation 66 0006631//¢ 60:0006631//f
1|acetyl-CoA binding;GO: X
7199234 957 1180 119.99|  138.73| 0.209365624| 0.000876698[ACC2 carboxylase / - 0016879//1i |2tLY acid atty acid
A metabolic metabolic
biotin carboxylase gase U U
[EC:6.4. 1.2 activity, |PrO9es® process
6.3.4.14] forming

carbon—

nitrogen

bonds ;60: 00

32550

60:0046912/

/transteras | ¢ 0014969/ /¢ 0:0044262//c

K01638 1/ 8e- e actlVily, 401 jar ellular
1591558 | cre: CHLREDR transferrin | . pohydrate carbohydrate

7201080 389) 479 183.02|  211.36]  0.20770106 0. 0357972[MS AFT 196328 malate |- g acyl metabolic metabolic

groups, N "

e aey eroups |Process 60:00 process;60:00
09060/ /aerobi 09060/ /aerobi

converted . . . .

into alkyl ¢ resplration ¢ resplration

on_transfer

7197079 666. 341 819. 71 332.83]  384.01] 0.206358402] 0.00648958| PHATRDRAFT 43313 |- - - - -

7202293 5854. 49 7192. 45 1071 13] 123399 0.204197117] 1. 06E-15|PHATRDRAFT 47520 |- - - - -

e s ol
90 sulu('jtt'dc"alt‘riir 60:0031224//injase | X ) . A )
7200682 500. 86 615. 09 158.65| 182.72| 0.203787035  0.0181954|PHATRDRAFT 54405 |family 4 (sodium | 7S activity; G0 160:0006811//1 60:0006811//1
borate component of |:0015301//a [on transport on transport
membrane nion:anion
transporter), .
member 11 antivorter

activity

60:0003677/

/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu |GO:0006351//t 60:0006351//t

7197404 940 1153 656.07|  754.83|  0.20230201| 0.001501886|PHATRDRAFT 43363 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti

on factor

activity

7197075 7683. 02 9423. 08 5857.2] 6738.56] 0.202229169] 1. 16E-19| PHATRDRAFT 43305 |- - - - -

60:0001071/

/nucleic  |G0:0006351//t 60:0006351//t
60:0043231//in|acid ranscription, ranscription,
tracellular  |binding DNA- DNA-

7198250 1347 1652 738.04|  848.96| 0.201997572| 0.000146627|HSF2 - membrane— transcripti |templated;G0: templated;GO:
bounded on factor |0050896//resp 0050896/ /resp
organelle activity;GO [onse to onse to

:0003677//D |stimulus stimulus

NA binding
60:0031224//in

7195309) 4750) 5822 956.01| 1098.82 0.200857461 1. 25E-12|PHATRDRAFT 49064 |- trinsic - -
component of
membrane




K12319/1|5e~
25115/ cre:CHLREDRA
FT_142791 |guanylate
cyclase soluble
subunit beta N .
[EC:4.6. 1. 2] ;K11858 ?%226829/
3|3e— activity:Go G0:0009165//n G0:0009165//n
211102/ cre:CHLREDRA ey ucleotide ucleotide
- - FT_171763|ubiquitin [0004112//¢ | 5 cynthetic biosynthetic
7198225] 522 639 124. 8| 143.26) 0.199017913| 0. 01984964| PHATRDRAFT 49555 - . - yelic— N N
carboxyl-terminal leotide process;G0:00 process;G0:00
hydrolase 48 e eOtCe 107165/ /signal 07165//signal
[EC:3. 1. 2. 15) ;K012 phosphodies | sduction transduction
0[51e- terase
14180, 9] cre: CHLREDR activity
AFT_101278/3",5 ~
cyclic—nucleotide
phosphodiesterase
[EC:3.1.4.17]
K11684 |1 le—
13/78. 2| sbi:SORBI_0
3g001920 | bromodomai
n-containing factor
1;K06062 |3 | 4e—
07!56. 6mtr:MTR_8g0
7197862 496 605 97. 07| 111.04 0. 193982076 0. 027172|PHATRDRAFT 44399 62 SU\hlsLon‘c - - - -
acetyltransferase
2.3. 1. 48] ;K1172
06/53. 5] vvi: 1002675
01/bromodomain—
containing protein
/9
G0:0003677/
/DNA G0:0006351//t G0:0006351//t
(G0:0043231//in|binding;GO: [ranscription, ranscription,
tracellular 0001071//nu {DNA- DNA-

7203865 2996 3651 1752. 21| 2002. 76| 0. 192813856 6. 84E-08[HSF1 - membrane— cleic acid |[templated;GO: templated
bounded binding 0050896/ /resp 0050896/ /resp
organelle transcripti |onse to onse to

on factor [stimulus stimulus
activity

7203434] 530, 643 729. 69 830. 68| 0. 187009137, 0. 0286172[PHATRDRAFT 48086 - - - - -

7197434] 713 865 108. 07 122.95] 0.186105645] 0.011119 HATRDRAFT 43423 - - - - -

7195907] 672] 813 241. 14 273.6] 0.182197247] 0. 0159 PHATRDRAFT 49414 - - - - -
G0:0031224//in
trinsic
component of
membrane;G0:00[G0:0009975/

7202869 746 901. 79| 352.33 399.46( 0.181123724| 0.01228532(VTEL - 43231//intrace|/cyclase - -
llular activity
membrane—
bounded
organelle

7203405] 2959. 14] 3574. 6 378. 69 428. 96| 0. 1798258 5. 98E-07|PHATRDRAFT 48047 - - - - -

K01904 | 1|8e~
801296 | rcu:RCOM_132 G0:0016874/
7197367] 689 832 388. 16 439.63 0. 179638382 0. 01629|CCL1 5310 4-coumarate— |- /ligase - -
CoA ligase activity
[EC:6.2.1.12]

7204256 871.51 1051. 69| 678.25] 767.75] 0.178819465| 0.00725342|PHATR 54153 - - - - -

7203456 610} 734§ 279. 64 315. 59 0. 174480752 0. 0282714 PHATRDRAFT 48084 - - - - -

7200037} 1972 2364 1596.9] 1795. 74 0. 169304509] 0.000133451|PHATRDRAFT 45349 - - - - -

K01969/1/0.0/638 pp
:PHYPADRAFT 208593
pSfmuLhylcrutunylf 60:0003824/
7199762 1081 1289 223.48 249.9] 0.161205176| 0. 00704864PHATRDRAFT 19329 N /catalytic |- -
CoA carboxylase .
! activity
beta subunit
[EC:6.4.1.41
G0:0003677/
/DNA
(0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t

7197429 716 852 475.76 531.02[ 0. 158532218 0. 031537|PHATRDRAFT 43413 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti

on factor
activity
7202762| 774 921 129. 9 144.95] 0. 158153903 0. 0253918 PHATRDRAFT 47538 - - - - -
KO8860 | 1|2e~
261120/ smo: SELMODRA
FT_83492 | eukaryotic
translation
initiation factor 60:0004672/ [60:0006464//c 60:0006464//¢
2-alpha kinase .
i - . [BC:2.7. 11. 1] :K0828 /;.notom cllul'c.u cllul'c.u
7197739 775 918 185. 34 205. 87| 0.151559335) 0. 0322838(PHATRDRAFT 44445 203]30- - kinase protein protein
241112 aly: ARALYDRA 485;\2;%(}0 m()dl,fl.(‘id‘.“)n m()dl,fl.(‘id‘.“)n
FT 486408 non- 1003255 process process
specific
serine/threonine
protein kinase
[EC:2.7.11. 1]
K10990 1| 3e~
08/58. 9| sbi:SORBI 0
62014000 | RecQ-
7195518 2049) 2423 102345 113500 0. 14936607| 0.000613896|PHATRDRAFT 49209 |"ediated senome - - -
instability protein
1;K12471|3 | 4e-
06/51. 6/vvi:1002670
12 epsin
G0:0015078/
. - |/hydrogen
i’?igg‘?iﬂ“/'“ ion 60:0044763; 60 60:0044763; 60
7199811 710 838 214.99 237.96( 0. 146449527 0. 0480536 PHATRDRAFT 44889 - component. of transmembra [:0006811//ion :0006811//ion
ne transport transport
membrane
transporter
activity
K15377 |1 4e~
25/115|bhdi: 10982840 60:0031224//in
8|solute carrier L
7200919 1221 1440 468. 69 518.4 0. 145431705 0.0100851(PHATRDRAFT 45782 family 44 (choline trinsic - -
transporter-like component of
- membrane
protein), member
2/4/5

7195008 2675 3144] 624. 93 688. 78| 0. 140348653] 0.000237134[PHATRDRAFT 48753 - - - - -

7204974 886 1041 571 636.5] 0.140214664 0. 0351136/PHATRDRAFT bd1714 |- - - - -

7203797] 1m| 1686 1356. 76| 1493.36[ 0. 138396452] 0. 00820058 PHATRDRAFT 38760 - - - - -




60:0003677/
/DNA
G0:0043231//in|binding;GO0:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7198249 1827 2110 936.53| 1014.43[ 0.115272202( 0. 01331488|PHATRDRAFT 49594 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
60:0012510//tr
ans-Golgi
K04646110. 0/ 1461 |- | "¢tk 60:0015031//p 60:0015031//p
7203043 1986 2293 322,18 348.82 0.114615823 0.01012134|CHC cu:RCOV_ 0838580 cla | 1100 rotein rotein
thrin heavy chain r\nt\r:tl)iag\'(}()’oo transport transport
05905//coated
pit
K13447| 1| 4e- o atoon) )
25/115/ vvi: 10026261 |00 00312247710 66 0003894/
7195281 3085 3557 902.33|  975.66  0.11272333 0.001639988|FRES 4| respiratory burst |2 catalytic [60:0044710 60:0044710
oxidase [EC:1.6.3.~ [COmPORent of | iivity
LiLL-] membrane
G0:0003676/
09 N . ap o 1m e . OOEQR - - /nucleic
7194723 1699) 1946 899.36|  966. 15 0.103348473|  0.0329586|PHATRDRAFT 48554 |- - e -
binding
60:0046914/
7203359 2415 2760 860.49|  922.27 0.100030744| 0.01380242|PHATRDRAFT 48252 |- - ;zfi‘ﬁ:;““ - -
binding
7198417 2998] 3402 1490. 53] _1586.34] 0. 089876604] 0. 01409648|PHATRDRAFT 49722 |~ - - - -
60:0051234//¢ 60:0051234//c
7203738 3456 3892 1136.2| 1199.97|  0.07878153|  0.0211548|PHATRDRAFT 48315 |- - - Zi“bmm“cm Zi“bmm“cm
localization localization
7197940 6098 6740) 2300. 81| _2394. 28] 0.051817695] 0. 0466638| PHATRDRAFT 44259 |~ - - - -
Egﬁfgg iozf]’O]’TR o 60:0010467//g 60:0010467//g
7199082 15.05 0 27.21|  0.001| -14.73184934| 1. 80E-05|PHATRDRAFT 41282 o - - ene ene
0069 | ribosome . .
rL‘CVCli[\g factor expression expression
7205068 21.6 0 25 42| 0.001] ~14.63367641] 2. 316-07|PHATRDRAFT bd1622 |- - - - -
G0:0003676/
/nucleic
acid
K03007 1| 1le— binding;G0:
301120  gn: 10077888 [G0:0016591,//DN 0046914/ /4x | 1 001467/ 60:0010467//
7197863 5 0 o138 0.001] 1457311051 0. 025637|praTRORAFT 10821 |/ DVAdirected RN |Adirected RNAfansition |00 ene
polymerases I, II, |polymerase II, |metal ion et et
and 111 subunit holoenzyme binding;G0: expression expression
RPABCS 0034062/ /RN
A
polymerase
activity
K04427| 1| 9e-
09/56.6/0lu:0STLU_4
2011 |mi togen—
activated protein
kinase kinase
kinase 7
[EC:2. 7. 11. 25] ;K044
24/2|3e-
0855. 1|aly: ARALYDR
AFT 909157  sterile . " . e
alpha motif and 60:0016301/ (;Tigfgf%y/” (;Tigfgf%y/”
7204123 5 0 18.22]  0.001| -14.15323534 0. 025637|PHATR 7763 leucine zipper - /kinase | otein protein
containing kinase activity;GO e . e .
MK 0032550 modification modification
[EC:2. 7. 11. 25] ;K008 process process
70(3|1e-
0752. 8| cme: CHO051C
protein kinase
[EC:2.7.1.37];K1451
0l4[3
07/51. 6| vvi:1002408
56| serine/threonine
~protein kinase
CTRI [EC:2.7.11.1]
7204849 21 0 1561 0.001] ~13.93018209] 2. 316-07|PHATRDRAFT bd1556 |- - - - -
G0:0016891/
/endoribonu
clease
K11145] 1|26~ activity,
16/82. 4 vvi: 1002428 producing  |G0:0010467//¢g 60:0010467//g
7202285 5 0 11,99 0.001| -13.54954404  0.025637|PHATRDRAFT 13944 |91 ribonuclease I1T |~ = ene ene
family protein phosphomono |expression expression
[EC:3.1.26.-] esters;G0:0
003676//nuc
leic acid
binding
o G0:0016482//c G0:0016482//c
7197545 5 0 10.5  0.001| -13.35810171]  0.025637|PHATRORAFT 9684 |- i?dfg?:ﬁfii/'“ - ytoplasmic ytoplasmic
transport transport
60:0044464; 6O:
7202538 7 0 9.44]  0.001| -13.20457114|  0.0059999| PHATRDRAFT 37602 |- 0016020/ /membr |~ - -
ane
K14319] 1| 2e- 60:0043231//in
11167, 4|mtr:MTR 1gl |tracellular
7199170 6.36 0 7.37] 0,001 -12.8474489| 0.01240238|PHATRDRAFT 41374  [05040|Ran GTPase~ |membrane- - - -
activating protein |bounded
1 organelle
7197587 6 0 724 0.001] —12.82177398] 0.01240238|PHATRDRAFT 32792 |- - - - -
7202294 11 0 7.03]___0.001] —12.77930897] 0. 000328626]PHATRDRAFT 37756 |- - - - -
7197704 5 0 6,06 0.001] —12. 565102@ 0.025637| PHATRDRAFT 33921 |~ - - - -
7196781 6 0 604 0.001] ~12.560 0.0124023ﬂPHATRDRAFT 32071 |- - - - -
7197948 6 0 512 0.001] ~12.32192800] 0.01240238[ PHATRDRAFT 33675 |- - - - -




K00943 | 1/ 4e—
11/67.0/ota:0t07g01
210[dTMP kinase
[EC:2.7.4.9];K15450
2|2e-
09/61. 2| ota:0t09g02
370 tRNA
wybutosine—
synthesizing
protein 3
[BC:2. 1. 1.~
7202822 5 0 5.07|  0.001| -12.30777003|  0.025637|PHATRDRAFT 37877  |1;K00476/31c- - - - -
08/58. 9/ ota:0t10g00
170|aspartate beta—
hydroxylase
[EC: 1. 14. 11. 16] ;K07
055[4[1e~
08/58. 9| ven: VOLCADR
AFT 121064 ] tRNA
wybutosine—
synthesizing
protein 2
[BC:2.1.1.-]
K00766/ 1/9e— 60:0016763/
82/301 | vvi: 10025530 /transferas |G0:0006568//t 60:0006568//t
7202846 6 o 5.00 0,001 -12.20847165| 0. 01240238| pHTRORAFT 14230  |° @nthranilate - ¢ activity, |ryptophan ryptophan
phosphoribosyltrans transferrin |metabolic metabolic
ferase g pentosyl [process process
[EC:2.4.2.18] groups
7195944 5. 41 0 402 0.001] -11.97297979]  0.025637|PHATRDRAFT 40189 |- - - - -
60:0031224//in
7195775 5 0 2,61 0.001| -11.34983409|  0.025637|PHATRDRAFT 49384 |- trinsic 60:0044763 60:0044763
component of
membrane
7200495 5 0 233 0.001] -11.18611424]  0.025637|PHATRDRAFT 54396 |- - - - -
K03872/ 1/ 4e— 60:0019941//m 60:0019941//m
17/84. 3| cre: CHLREDR odification— odification—
7196445, 9 1 29.45 3.07| -3.261957073|  0.00865296|PHATRDRAFT 9649 | 199711 [ transeri ) - dependent dependent
ption elongation protein protein
factor B, catabolic catabolic
polvpeptide 1 process process
K02357 1/ 2¢e—
11/68. 6| gmx:1007971
66/ clongation 60:0003676/
7202248 8 1 5.31 0.62) -3.00837174) 0.01638812|PHATRORAFT 47014 | L2C1T (0:0009536//pl | /nucleic -
Ts:K14792[5] le~ astid acid
08/59. 7| 0sa:4342673 binding
rRNA biogenesis
protein RRP5
60:0030529//r1 (;Stfggfiiif 60:0010467//¢ 60:0010467//¢
7196724 8 1 29.92 3.51 -3.09156724| 0.01638812|PHATRDRAFT 9259 |- bonucleoprotei ene ene
n complex mol?cglc expression expression
activity
7200777 15 2 10.17] 3.001419277] 0.000819022|PHATRDRAFT 45752 |- - - - -
7205135 7 1 8.2 . 898120386 0. 0307786|PHATRDRAFT bd1185 |~ - - - -
7198700 9. 08| 178 15. 92 . 446800062 0. 00865206| PHATRDRAFT 40842 |~ - - - -
60:0036094/
- i ) . . . - o . /small
7204252 15 3 11.63 2.18| -2.415451057  0.0028396|PHATR 33118 - - - -
molecule
binding
60:0046872/ [G0:0006259//D 60:0006259//D
7197392 10 2 6.17] 116 —2.411145684| 0. 01648462|PHATRDRAFT 54080 |- - /metal ion |NA metabolic NA metabolic
binding brocess brocess
i, 60:0008152//m 60:0008152//m
7204439 14 3 20.84 4.19) -2.314333129) 0. 00499576(PHATR 13458 - g(:i(i)go%se//pl 60:0016741 [etabolic etabolic
brocess brocess
60:0000989/
/transcript
ion factor
binding
transcripti | N N N
60:0043231//in|on factor |00:0016370//h 60:0016570//h
- istone istone
, ’ el o orrearany aatolo . . tracellularactivity;60 | e o ion; modification;
7199910 9 2 6. 02 1,25 —2.267835392  0.0292342|PHATRDRAFT 44807 |- membrane— 0046914//t | (e £0:0006951 /1
bounded ransition P P
UI'gHHL‘llL‘ metal ion ranscription, ranscription,
binding.o: |PNA-templated DNA-templated
0008080//N—
acetyltrans
ferase
activity
L‘;Otfgé ileARALYDRA 60:0043231//in[G0: 0042578/
FT 488358 | (yrosyl | tracellular  |/phosphoric G0:0006259//D 60:0006259//D
7204011 9 2 8.91 1.86| -2.26012281|  0.0292342|PHATR 2432 A membrane— ester NA metabolic NA metabolic
’ ) bounded hydrolase |process process
phosphodiesterase 1 o
TEC:3.1.4.-] organelle activity
60:0003676/
€0:0043231//in| /"0 ¢1¢
K04683 | 1/96— tracellular z“j .60:
291157 gm;f10080059 membrane- O(‘)glé;‘f;/’m‘l 60:0006351//t 60:0006351//t
7203436 17. 69) 4 30. 45 6.46| -2.236836158 0.00268646(DP2 e bounded ST eanseription, ranscription,
9| transcription cleic acid
factor Dot organel1e:G0:0f .+ € & DNA-templated DNA-templated
043234/ /protei -
n complex transcripti
on factor
activity
K10838/ 1|26~
20/99. 4|ota:0t14g02
7202373 13 3 6. 94 1.5 -2.200973162) 0. 00870992|PHATRORAFT 47291 |S80 | xeroderna - - - -
pigmentosum group
C-complementing
protein
010016787/ | 0:0019638//p 60:0019538//p
= - rotein rotein
7195797 13 3 11.27] 2.44| -2.207534463| 0. 00870992|PHATRDRAFT 40124 |- - /hydrolase ) )
activity metabolic metabolic
brocess brocess
G0:0008135/
K025181/6e~ /translatio
13/70. 5| aly: ARALYDR n factor
7200706 13 3 62.31]  13.53 -2.203006316| 0.00870992|PHATRDRAFT 11931  |AFT 327268 translat 000009930/ /PL\ gy, [00:0006412//¢ G0:0006412//%
. PR astid . ranslation ranslation
ion initiation nucleic
factor TF-1 acid
binding
7202972 17 4 24. 29) 5.35] 2. 178588068] 0. 00268646|PHATRDRAFT 47833 |- - - - -
7204736 12 3 5.01 1. 17| —2.098302074] 0. 01503258[PHATR 46901 - - - - -
7194786 12 3 12,53 2.94] —2.091498354] 0.01503258|PHATRDRAFT 39038 |- - - - -




(072381120 60:0008324/
7203427 23 6 22.28 5.45 ~2.031421098| 0.000771662|PHATRORAFT 22166  [358| zinc - . .
transporter, ZIP ne transport;GO: transport;GO:
famil ’ transporter |0044763 0044763
Y activity
7199770 11 3 8. 18 2.09] ~1.968597901] 0. 0256516|PHATRDRAFT 44822 |- - - - -
7204083 11 3 14.23 3.64] -1.966925306|  0.0256516|PHATR 33523 - £0:0005622//in| _ - -
tracellular
60:0071704; G0 60:0071704; G0
60:0016491/
: :0044710;60:0 :0044710;60:0
7196261, 25 7 32.49)  8.54| -1.927687769| 0.000686068|PHATRDRAFT 5762 |- - {Zzl‘dm“d”c 044237/ /cellu 044237/ /cellu
act;vit lar metabolic lar metabolic
Y process process
60:0005840/ /11
K02956 | 1|3e— bosome ;G0:0043
; . o
13171, 2|mtr:MTR_4g0 |231//intracel ;’2{23323:{ G0:0010467//¢g G0:0010467//¢g
7197707 17 5 69. 92 19. 33| -1. 854863547 0. 0067534| PHATRDRAFT 7893 06090 | small subunit |ular membrane— molecule ene ene
ribosomal protein bounded L . N expression expression
S15 organelle;G0:0 activity
044446
K04567| 1| 7e- 60:0032550; [GO:0006418//t 60:0006418//t
166582 | cme : (M0044C 60:0004812/ [RNA RNA
7196856 10 3 6.09 1.71) -1.832445903|  0.043212|PHATRDRAFT 32202 || 1ysyl-tRNA 60:0044424  |/aminoacyl- |aminoacylatio aminoacylatio
synthetase, class tRNA ligase |n for protein n for protein
1 [EC:6.1.1.6] activity _|translation translation
7199831 20 6 14.48] 407 —1.830960903] 0.00351824]PHATRDRAFT 44927 |- - - - -
o 60:0004601/
Ko0428]1|2e R /peroxidase |G0:0044710;60 60:0044710;G0
811300] ota:0t09g015 activity;G0 |:0006950//res :0006950//res
7204592 10 3 12. 02 3.38| ~1.830341744| 0. 043212[PHATR 13244 70/ cytochrome ¢ - ipoeatactil s : s
eroxidase :0046906//t |ponse to ponse to
IEEC(‘)I 1(1‘51 5] etrapyrrole [stress stress
o binding
7204957 10) 3 4.16 1.17]_-1.830074999] 0. 043212|PHATRDRAFT bd1446 | - - - -
7197897 13 4 36.33 10.5]_~1.790772038] 0. 0217094 PHATRDRAFT 34177 |~ - - - -
60:0016866/
K15452|1|4e- /intramolec
40[163|olu:0STLU_36 uls 60:0009451//R 60:0009451//R
7195930 16 5 14.77) 4.33| -1.770230896| 0.01109322|PHATRDRAFT 15060 |0 KM - transferase |y, NA
pseudouridine activity;GO nodi fication nodi fication
synthase 2 :0003676//n |0 odritea
[EC:5.4.99. -] ucleic acid
binding
60:0016787/
7204206 19 6 14.24 4.22| -1.754634242|  0.00573582[PHATR 44003 - - /hydrolase |- -
activity
7202397 22 7 6. 73| 1. 745088658 0299 1 74| PHATRDRAFT 47337 |~ - - - -
7198753 28] 9 13.17] 1. 728726308] 0. 0008 PHATRDRAFT 50065 |~ - - - -
60:0046872/
K13412/1]2e~ /metal fon 4. 6006464/ /c 60:0006464//c
67/254/ gnx: 10081615 binding;G0: | ) o ellular
7204415] 31 10] 22.8] 6.9 —1.724365557| 0.00043979|PHATR 1864 7|calcium-dependent |- S(L)(}?i“//pr protein protein
protein kinase ki;' o modification modification
[EC:2.7.11.1] 'mLTilL)'GO process process
10032550
G0:0016787/
7196931 27 9.9 26. 27 8.4| ~1.644954967 0.001323924|PHATRDRAFT 9308 |- - /hydrolase |- -
activity
7205043 26 9 10. 26 3.33] 1.6 0.00209752| PHATRDRAFT bd1316 |~ - - - -
7199536 20 7 17. 08 561 1. 606: 5[ PHATRDRAFT 44712 |~ - - - -
G0:0016811/
/hydrolase
activity,
K015221|5e— acting on
37/ 151 ath:ATSGS824 | 0o o000 f?’tb_”“f 60:0008152//n 60:0008152//n
7204365 20| 7 36.62|  12.03| ~1.605995149| 0.00765616|PHATR 10458 0lbis (5 —adenosyl)— |-V M SOV [DALEOSER o apolic etabolic
triphosphatase toplasnic part| (but not | oo process
o m 1o peptide)
[EC:3.6.1.29] bonds, in
linear
amides;G0:0
016819
60:0043231//in 60:0044237//c 60:0044237//¢
tracellular
nembranc— ellular ellular
I;?Z(Zjlo}gzijloowm bounded 60:0004175/ ‘Igi:f:il(tooo ‘Igi:f:il(tooo
7196715] 17 6| 11.73) 3,88 1596074456  0.0148014|PHATRDRAFT 43079  [81/20S proteasome |C7EARCLLe:60:0)/endopeptid |yl Lo 06950/ /respon
subunit alpha 4 | 00002//proteajase se to se to
[EC:3.4.25. 1] fg::;m 0-004 ACLIVILY ¢ ress ;602000 stress;60:000
1GO: 5508/ /prote 5508/ /prote
2444/ Jeytoplas 6508/ /proteol 6508/ /proteol
. ysis ysis
mic part
K14807| 1| 3¢~ s
76284 smo: SELMODRA 60:0032550;
FT 174931 | ATP- 60:0042623/
7202429 14 5 8.06 2.7| ~1.577820431|  0.0289426|PHATRDRAFT 28689 oo - /ATPase - -
dependent RNA i
helicase DDX51/DBP6 activity,
Toces coupled
G0:0016791/
7196892 19 7 14,67 5.07| -1.532811219 0.01207172|GPH - - /phosphatas |~ -
e activity
7202724 19 7 7.46 258 —1.531804565] 0. 01207172|PHATRDRAFT 47734 |- - - - -
7202149 16 6 9.43 3.31] —1.508895843] 0. 0233894| PHATRDRAFT 47059 |- - - - -
K02603| 1| Te-
50 914/
07(57. 4] sbi :SORBI 1 ST 904_??14'
7203483 26| 10 9.02) 3.25| ~1.472687715|  0.0041862|PHATRDRAFT 48135  [0g005910 origin - e -
recognition complex it
subunit 1 naine
103470| 1|30 G0:0016891/
k : ; °
28122 smo: SELMODRA 'j“yd‘f”b"“”
FT 450428 | ribonucle ¢rease
ase HIT activity,
. ) producing
7204731 13 5 20. 87 7.53|  -1.47070883|  0.0458682|PHATR 13470 Eff‘?; 26 41;K1074 ) 5 - 60:0090304 60:0090304
06/51. 2| cme: CHK297C z}:‘:;s}:"?;“g
S:LE:‘:‘CLLE‘“G H2 003676/ /nuc
[EC:3. 1. 26. 4] leic acid
binding
K14847| 1| Te-
7200337 13 5 10.97] 3.96) -1.46999119]  0.0458682|PHATRORAFT 19647 |11 178/vvi: 10025289 | - - -
1|ribosome
production factor 2




tfjgﬁ'jﬁi”" 60:0009987//c 60:0009987//c
nembranc— ellular ) ellular )
7200859 17.47 6.79) 23.13 8.43| -1.45616073  0.0148014|PHATRDRAFT 35858 |- bounded - process;60:00 process; 60:00
organel 1e:G0:0 50896/ /respon 50896/ /respon
044444/ /cytopl se Lo se Lo
asmic part stimulus stimulus
K01718/ 1/ 2~
1272. 0] cme : CMD024C 60:0003676/
pseudouridylate /nucleic
synthase acid
[EC:4. 2. 1. 70] :K1545 binding;G0: |G0:0009451//R 60:0009451//R
7202703 18 7 11. 65 4.25| ~1.454795209| 0.01883276|PHATRDRAFT 47695 |23 |9e- - 0016866//in [NA NA
08/56. 6| rcu:RCOM_12 tramolecula |modification modification
98450 tRNA r
pseudouridine transferase
synthase 2 activity
[EC:5.4.99. -]
k0717911186~ 60:0004672/ [60:0006464//c 60:0006464//c
751278 | osa: 4324901 /protein ellular ellular
7195250 18 7 16. 09) 5.87| ~1.454731918| 0.01883276{PHATRDRAFT 30019 [o* = % 20 kinase protein protein
[BC:2.7.11. 1] activity;GO [modification modification
10032550 process process
K15336/ 1| 7e— o0k
48/ 189/ smo: SELMODRA ?gﬁ?gf‘z%/
- . ; ) ) - . FT 98974/ LRNA ; ) .. . ..
7199045 23] 9 18. 28 6.71( -1 445881399|  0.00793752{PHATRORAFT 16674 | ot |- acid 160:0006305 60:0006305
methyltransferase ESTS;ZE{{GU
[EC:2. 1. 1. 2041
K00995 1|2~
23/ 108 cme: CUN196C
DP-diacylglycerol—
Egayi:iz’lﬁf’“”l 60:0016772/
phosphate 3- /Lran§f?ras
phosphat idyl transfe e acu‘vu)v, GU:OOOGQAI{L//p GU:OOOGQAI{L//p
7198487 34 13.31 15.17 5.57| -1.445471853| 0.00096674|PHATRDRAFT 49826  [rase - transferrin hospholipid hospholipid
[EC:2.7. 8. 5] :K08744 g metabolic metabolic
9)9e- phospk’vlotv"us* process process
211102/ pop: POPTR 85 containing
6644 cardiolipin groups
synthase
[EC:2.7.8.-1
60:0044444//cy
toplasmic
part;60:003122
K15283/ 1/ 26~ 4//intrinsic
721271  cme:CMK114C| [component of
7196797 28 11 18. 38| 6.77) —1.440909028 0.00340242|Tpt3 solute carrier membrane ; G0: 00— - -
family 35, member 43231//intrace
El 1lular
membrane—
bounded
organelle
7198176 15 6 13.71 5.14] —1.415388307]  0.0365106|PHATRDRAFT 40467 |- - - - -
60:0016616/
Joxidoreduc
tase
. activity,
'5‘20%2 ilZT()STLU 5 acting on  |G0:0006007//g 60:0006007//g
774|3- the CH-OH  [lucose lucose
hydrsysobutyrate group of  |catabolic catabolic
dohydrogunase donors, NAD |process;G0:00 process;G0:00
7196388 20| 8 16.8 6.3) ~1.415037499|  0.01513258( PUATRDRAFT 17487  |(n MRS 0 - or NADP as |09081//branch 09081//branch
0l2]2e ’ acceptor;G0 |ed—chain ed-chain
20195, 6| pop: PHYPADR :0036094//s |amino acid amino acid
AFT 139760 [EC: 1. 1 mall metabolic metabolic
3 e molecule  [process process
: binding;G0:
0048037//co
factor
binding
7204198] 15 6 12.12) 4.55] —1.413451248] 0. 0365106|PHATR 43987 - - - - -
60:0003824/
K04564| 1| 4e- /L‘““ly“go 60:0044710; G0 60:0044710; G0
56/215 ] cme : CMNO23C dgéi;;é;ﬁd 10072593/ /rea 10072593/ /rea
7201207 30 12 42.67|  16.02| -1.413347963) 0.00276064|S0D1 superoxide ntioxidant |S1V OXEeR ctive oxygen
dismutase, Fe-Mn Lo species species
. activity;GO . .
family 0043169/ /¢ metabolic metabolic
[EC:1.15.1.1] o process process
ation
binding
60:0003676/
K02863 1| le- /nucleic
26/ 117 cme : CMJ235C z[;:\jlng co. |60:0010467//¢ 60:0010467//¢
7203609) 15 6 23.3) 8.75| ~1.412975033|  0.0365106{PHATRDRAFT 14915  |large subunit 60:0044391 0005198/ /o1 |€Re ene
ribosomal protein octonal - {expression expression
B molecule
activity
7197150 25| 10 24. 13| ~1.412643977 0. 00641502 PHATRDRAFT 32634 |- - - - -
7201347 34. 54 14. 06) 15.04] —1.387559069] 0.001811126|PHATRDRAFT 36006 |- - - - -
K15276/ 1| 2e~
491194 01u: 0STLU 37
524|solute carrier co. p031991//in
family 35 trinsic
7196270 22) 9 22.4) 8.6 ~1.381090167| 0.01214554|PHATRDRAFT 9444 | (adenosine 3’ - © 60:0044763 600044763
phosabe & - component of
phosphosul fate membrane
transporter),
member B2
60:0031224//in
7202345 31 13 14. 94 5.87| -1.34774774| 0.00336506PHATRDRAFT 47253 |- t;;\;::}:m of 60:0044763 60:0044763
membrane
7202593 19 8 11. 74 4.63] -1.34234831]  0.0231106|PHATRDRAFT 47489 |- - - - -
7195638] 19 8 8. 29) 3. 27| -1.342081466] 0. 0231106|PHATRDRAFT 49132 |- - - - -
K00616/ 1|26~ 60:0006007//g 60:0006007//g
31/ 135/ ppp: PHYPADRA ) Tucose Tucose
7198974 38 16 24. 26 9.58| ~1.340481989 0.001184854|TAL FT. 110508 transaldo 60:0016744 | MCO%€ e lie
lase [EC:2.2.1.2] brocess brocess
K08994 1| Te—
7195718 19 8 12. 35 4.88 0.0231106|PHATRORAFT 49488 | o0, 149101us0STLU.2T - - -
908 | putative
membrane protein




K02735 1] 2~
721270/ ppp: PHYPADRA | . o, |60:0004175/
o el 60:0000502//pr 7 ) . .
7195231 33 14 ss.11|  15.17] 1328018523 0. 00271216|pHATRORAFT 30003 |F1 1669161205 | FLCome Jendopeptid |GO:0006508//p 60:0006508//p
proteasome subunit ase roteolysis roteolysis
h complex Lo
beta 3 activity
[EC:3.4.25. 1]
7197277 49] 21 29.01]  11.66] —1.314982507] 0.000277256|PHATRDRAFT 43763 |- - - - -
60:0000785//ch ?2&3?2??76/
romatin;G0:004| id
K11251 /1] Te~ 3231//intracel g?‘d_  |60:0034728//n 60:0034728//n
7201515 21 9 48.72 19.6| ~1.313660479| 0. 01839748|H2A-m2 491192/ 01u:0STLU_13 |lular inding;60: |, 010 ocome ucleosome
e ; 0046983/ /pr Sone SO
304/ histone H2A membrane— . organization organization
bounded otein
organollc dlmcr%zétl()
n activity
00100/ 1/3e— s
19194. 0] olu:0STLU_3 (0:0036094/
6252/ [EC:1. 1. 1. - /small
005 , , I . e |15K00218/ 2] 9e- molecule .
7200512 21 9 21 8.45| ~1.313366081| 0.01839748|PHATRDRAFT 35460 ; [OTURN binding;G0: |G0:0044710 60:0044710
19/92. 4| vvi: 1002556 o
0003824//ca
47 protochlorophyll .
. talytic
ide reductase A
[BC:1.3.1.33] activity
K01875 1/6e— 60:0032550; [GO:0006418//t 60:0006418//t
55/213 | ppp: PHYPADRA 60:0004812/ [RNA RNA
7195071, 16 7 10.72) 4.4 -1.284729477|  0.044246|PHATRDRAFT 15374  |FT 137980|seryl-  [0:0044424  |/aminoacyl- |aminoacylatio aminoacylatio
tRNA synthetase tRNA ligase |n for protein n for protein
[BC:6. 1. 1. 11] activity __|translation translation
7197131] 25 i1 17. 96| 7.41] -1.277241902] 0.01168316|PHATRDRAFT 43396 |- - - - -
60:0030312;60: 60:0009451//R 60:0009451//R
0031981//nucle NA NA
ar modification; modification;
Tumen; G0: 00095 60:0071555//c 60:0071555//c
K02930/ 1/ 2e~ 36//plastid;G0| ell wall ell wall
104|377 |cre:CHLREDR |:0015934//1arg 09'90051%/ organization; organization;
7204929) 18. 89) 8.31 16. 94 6.99| ~1.277069514]  0.0318902|PHATRDRAFT bd977  |AFT 195598|large | ribosomal |/ St*ctrel lGo 0006221//p 60:0006221//p
subunit ribosomal subunit;G0:000 mul? 'glc yrimidine yrimidine
protein Lde 5911/ /cell- activity nucleotide nucleotide
cell biosynthetic biosynthetic
Jjunction;G0:00 process;G0:00 process;G0:00
31090/ /organel 10467/ /gene 10467/ /gene
le membrane expression expression
60:0016682/
/oxidoreduc
tase
activity,
acting on
7198623 16. 47] 7.31 9.03) 3.76| ~1.263993326|  0.044246|PHATRDRAFT 49922 |- - diphenols |G0:0044710 60:0044710
and related
substances
as donors,
oxygen as
acceptor
K13989 1|3~
7201327 18 8 15. 89) 6.63 —1.261038349|  0.0348902(sDer1-2 - - - -
06119 1/9e— 60:0043231//in
99/359 cme: CURO15C| |tracellular  [60:0003824/ |GO:0008152//m 60:0008152//m
7199140 20| 9 10. 52 4.44) -1.244503123|  0.027569|SQD2 sulfoquinovosyltran |membrane— Jcatalytic |etabolic etabolic
sferase [EC:2.4.1.- |bounded activity  |process process
1 organelle
7195411] 20) 9 28.59] _ 12.07] —1.244084944] _ 0.027569|PHATRDRAFT 39652 |- - - - -
k01362111360 (;(3;3004‘1:?; to.ﬁ(jl%s&/@ to.ﬁ(jl%s&/@
7203719 37.28 16.87 20. 52 8.71| -1.236286107| 0.001760068|PHATRDRAFT 48496  [12]72.00lu:0STLU 4 |- endopep oreln oeln
o0a | [Re 5 ase metabolic metabolic
4226/ [EC:3.4.21. -] -
activity process process
K03130/ 1| Te—
35/150| pop: POPTR 56
7199009 46] 21 14. 55| 6.23| —1.223715085| 0.000869812(PHATRDRAFT 50228  [1983] transcription |- - - -
initiation factor
TFIID subunit 5
7199377 24] i1 4632 19.93] ~1.216693543] 0. 01730476PHATRDRAFT 41518 |- - - - -
60:0003824/
7201658 28 13 23.84|  10.38| -1.199577792|  0.0109272|PHATRDRAFT 36356 |- - Jeatalytic |- -
activity
60:0016646/
Joxidoreduc
Koozs7]111e- tase 60:0000096//s 60:0000096//s
146518 ppp: PHYPADR activity, ” ’
AFT 161370 | methylen acting on |U1Tur amino ulfur anino
7202138 30| 14 12.18 5.33| ~1.192306695 0. 00869968|PHATRDRAFT 28431 - " acid acid
etetrahydrofolate the CH-NH ) )
reductase (NADPH) group of metabolic metabolic
[EC: 1. 5. 1. 20] donors, NAD |PFOCeSS process
or NADP as
acceptor
60:0036094/
/small
molecule
binding;G0:
0016616//0x
idoreductas
K00074 1/8e~ e activity, |0 0032787/ 0:0032787/
56215 sno: SELYODRA acting on 2:0?22}3(7)?;“:‘ 2:0?22}3(7)?;“:‘
7195423 30| 14 27.33|  11.97] -1.191062308 0. 00869968|HADZ FT_171538(3- - the CHOH 1 5 acid
hydroxybutyryl-CoA group of ) )
dehydrogenase donors, Nap |metabolic metabolic
[EC:1. 1. 1. 157] or NADP as |PTO0°SS process
acceptor;G0
10048037/ /c
ofactor
binding;G0:
0043168//an
ion binding
Doane ;oo | C0-0005824/
7199221 41 19.32 63.01]  27.86 ~1.177385552| 0.001956004|PHATRDRAFT 16840 |- e Jeatalytic |- -
739/ /mitochond|” ¢t
rion activity
K00729/ 1| Te—
43/ 175/ cre: CHLREDRA
FT 18353/ dolichyl- (0: 0016740/
7201047 19 9 16. 32 7.25| -1.170588157| 0. 0408396|PHATRDRAFT 45980 - /transferas |- -
phosphate beta- -
e activity
glucosyltransferase
[EC:2.4.1.117]




K03453] 1| 4e- 60:0005343/
611233/ ota:0t06g042 Jorganic G0:0030001//m G0:0030001//m
7204730 19 9 17.94 7.97| -1.170528261|  0.0408396|PHATR 4286 80/bile acid:Nat |- acid:sodium |etal ion etal ion
symporter, BASS symporter transport transport
family activity
7197334 19) 9 25,99 11.55] ~1.170063782] 0. 0408396|PHATRDRAFT 32866 |- - - - -
7197996 21 10 22,41 10.01] ~1.162700675] 0. 0321518|PHATRDRAFT 44273 |- - - - -
G0:0003676/
K03437| 1| 2e- ‘/“'_lem 60:0010467//g 60:0010467//g
15/82. 0|ota:0t08g01 g?ld. .Go: |ene ene
7195810 21 10 16.07 7.18|  -1.16231418|  0.0321518|PHATRDRAFT 49451  |510[RNA - 053812;/"‘& expression; G0 expression; G0
methyltransferase, . 1:0009451//RNA 10009451/ /RNA
TrmH family thyltransfe modification modification
rase
activity
60:0046914/
7201177 23.21 11,09 8.66 3.88| ~1.158310373|  0.0253744|PHATRDRAFT 36115 |- - /transition | -
metal ion
binding
K03512| 1| 8e-
281123 aly: ARALYDRA
FT 312091 |DNA
polymerase lambda N g
oabunit [EC:2.7.7.7 60:0003676/| ) ) X
4.2.99. — /nucleic G0:0006259//D G0:0006259//D
7195649 16 22 23.72  10.64] 1156605850 0.00145157|PHATRORAFT 49149 |1 oo o - acid NA metabolic NA metabolic
Zé 115 olu: 0STLU 34 blf‘udirfg;GU: process process
689|DNA polymerase 0034061
beta subunit
) 7
7200220 23 11 39 12| 17.56] —1.155613525] 0. 0253744| PHATRDRAFT 45181 |- - - - -
G0:0008422/
7198276 25 12 11.03 4,96 ~1.153020765|  0.0200684|PHATRORAFT 49610 |- - /bota— 60:0044238 60:0044238
glucosidase
activity
K00991 | 1 Te-
;Tzfginz‘l":"i?gf’“g 60:0006720// 60:0006720//
7202859 27 13 27.78|  12.55| —1.146359235 0.01590158|PHATRDRAFT 21829  [erythritol 4- - - soprenoid soprenoid
phosphate metabolic metabolic
cytidylyltransferas process process
e [BC:2.7.7.60]
G0:0016740/
7194787 27 13 14.52 6.56| ~1.146273733 0.01590158|PHATRORAFT 48556 |- - /transferas |~ -
e activity
00009534/ /ch 60:0044237//c 60:0044237//c
7203638 29 14 23,42 10.6| ~1.143676811| 0.01262054|PHATRDRAFT 48371 |- loroplast - ellular. ellular.
thylakoid metabolic metabolic
process process
7199353 29 14 61.79) 28] ~1. 141946546 0. 01262054 PHATRDRAFT 41541 |~ - - - -
7200199 33 16 14.88] 677 —1.136146788] _ 0.0079834[PHATRDRAFT 45140 |- - - - -
10043411190 G0:0046906/
831305 smo: SELMODRA ﬁ““p’“" 60:0006950/ /1 60:0006950/ /1
7202539 35 17 265 12.11] 1134684912 0. 00636118|PHaTRORAFT 47305  |F1-108251[L- 60:0044424  |binding;Go: [SSPO"Se L0 esponse Lo
ascorbate 0004601/ /pe stress;G0:004 stress;G0:004
peroxidase ’ 4710 4710
[EC: 1. 11. 1. 11] roxidase
activity
60:0005099/ |G0:0032313//r G0:0032313//r
7203660 37 18 16.5 7.53| ~1.131744254]  0.00507398|PHATRDRAFT 54899 |- G0:0044464  |/Res OTPase |egulation of squlation of
activator |Rab GTPase Rab GTPase
activity |activity activity
G0:0003676/
(jnggswmﬁnu /nucleic  |G0:0034728//n 60:0034728//n
K11254/1] 6o~ Lunen;G0:00095|2¢14 - Jucleosone. ueleosone.
7200159 33.61 16. 61 108.72|  50.47| -1.107119369  0.0079834|H4-1a 401160/ o1uz0STLU 44 |36//plastid:60 gg::;;i/(;g! Zégggéég;??, Zgggggég;‘/"/‘!
220lbsione | 00007500 /P O
;"3;;]"“;\"&&"& dimerizatio |stress stress
n activity
G0:0008652//c G0:0008652//c
R 60:0016838/ |ellular amino ellular anino
rlistlsmoising | T e Mosynthetic
7201792 2 12 15. 85 7.43 -1.093048724|  0.0290164|AroB dohydroquinate aetid Smngp lyase process;G0:00 process;G0:00
nthase activity,  [06743//ubiqui 06743/ /ubiqui
g o o acting on  [none none
(BC:4.2.3.4] phosphates |metabolic metabolic
brocess brocess
K12319/ 1| 3¢~
30/132| ven: VOLCADRA
FT_61364] guanylate
cyelase soluble
subunit beta
[gcii;ﬁ.l.z],hll%S 0:0016829/
24/113] cre: CHLREDRA lyase - 1G60:0009165//n 60:0009165//n
FT_171763|ubiquitin dgé(‘);ig/ss ucleotide ucleotide
7204930 48. 47 24.23 20. 32 9.53 -1.092352283| 0.001883532| PHATRORAFT bd1635 |C2Poxyl-terminal | yelic- biosynthetic biosynthetic
hydrolase 48 ) process;G0:00
. 1.2.151;K1375 nucleotide 07165//signal
e phosphodies : ;
5/5|5e— transduction transduction
12/71. 6] ven: VOLCADR terase
AFT 64696 calciun/c activity
almodulin-dependent
3,5 -cyelic
nucleotide
phosphodiesterase
[EC:3.1.4.17]
7198824 22 11 2411 11.31] ~1.092032722] 0. 0368128|PHATRDRAFT 50111 |- - - - -
60:0031224//in
7196777 20| 10 17.2) 8.07| ~1.091767986| 0. 046829|PHATRDRAFT 42946 |- trinsic G0:0006810//% G0:0006810//%
component of ransport ransport
membrane
G0:0016876/
/ligase
activity,
forming
7204891 37.57 19. 14 15.12 7.23| ~1.064390587| 0.00815984|PHATRDRAFT bd1569 |- 00:0044421  |aminoacyl- |00:0006412//t G0:0006412//%
LRNA and ranslation ranslation
related
compounds ;G
0:0032550




k0790111 Te- G0:0035556//1 G0:0035556//1
441177 | 2ma: 10027322 ng’accllular ng’accllular
2|Ras related ii:ziuction' ii:ziuction'

7205095] 36. 75 18. 79| 48. 87 23.45 0. 0072382|PtRabX1 protein ]?a!r' - G0:0032550 60:0045184/ /¢ 60:0045184/ /¢

8A: 079762 2~ stablishment stablishment
441176 | 0sa: 4334590 . . . .
- of protein of protein
Rab family, other o Sk
localization localization

7195480 35| 18] 27.82 13. 42| 0. 01024774 PHATRDRAFT 49308 - - - - -

G0:0030529//ri ?2{233?3}?2{ G0:0010467//g G0:0010467//g

7196824] 39| 20} 248. 39 119.97 0. 0065046 PHATRDRAFT_8802 - bonucleoprotei ene ene

n complex mcl%‘clvllc expression expression
activity

7197755| 31 16| 38.21 18. 5| 0. 01622552[ PHATRDRAFT 33920 - - - - -

7199544] 110} 57 69. 85) 33.95 5. 62E-06[PHATRDRAFT 44821 - - - - -
G0:0000097//s G0:0000097//s
ulfur amino ulfur amino

K01758]1(8e- acid acid

921335 «%moEC [389C 60:0043168/ biosynthf{tic biosynthf{tic
cystathionine Janion process;G0:00 process;G0:00
gamma—lyase binding:6o: 34641//cellul 34641//cellul

7195850 27 14 20. 49 9.97 0. 0238504| PHATRDRAFT 15017 | (£G4 4 1 11:KOL760160:0009532/ /b1 3 07 |24 mitrogen ar mitrogen

2|2e~ astid stroma rbon—sul fur compound compound
701264 |ven: VOLCADRA 1 metabolic metabolic
FT 68235/ cystathion >a§cv process;G0: 19 process;G0: 19
ine beta-lyase activity 01605/ /alpha— 01605/ /alpha—
[EC:4.4.1.8] amino acid amino acid
metabolic metabolic
process process
G0:0009093/ /¢ G0:0009093//c
. N ysteine ysteine
G0-000911/ | catabol ic catabolic
netal ion process;G0: 19 process;G0: 19
binding;GO: . " 0“,353;(;0:1991
0016846/ /ca 576 0:000?63 '576‘;(10:0004963
oo 1 e R I
28/125|0lu:0STLU_28 lyase
3821~ o Naetiviegsco [PetaL metal
7195916 25 13 23 1122 0.0327218| PHATRORAFT 3183 |aminocyclopropane- |00 0009%36//PLL. 5 168107 /p | 10760+ 000600 Lon;60:000600
I-carboxylate astid vdrolase b//gluc(?sc b//glucgsc
deaminase activity, mcLabulu: mcLabulu:
[EC:3. 5.99.7] acting on process;G0:00 process;G0:00
06950/ /respon 06950/ /respon
carbon—
e se to se to
Tour ol [stressico:004 stress;60:004
. 4249//cellula 4249//cellula
peptide)
bonds v . v :
biosynthetic biosynthetic
process process
7194843 25| 13| 21. 48] 10. 48| 0. 0327218 PHATRDRAFT 39159 - - - - -
K15849 |1 4e—
361150 | pop:POPTR_81
9830/ bifunctional
aspartate
aminotransferase G0:0043168/ |1G0:0008152//m G0:0008152//m
7204065| 46| 244 29. 65 14.51 0.00370908|PHATR 10257 and - /anion etabolic etabolic
glutamate/aspartate binding process process
—prephenate
aminotransferase
[EC:2.6.1. 1
2.6.1.78 2.6.1.79]
7195312 38| 20 18. 13| 8.95| —1.018419338| 0.00912264| PHATRDRAFT 49069 - - - - -
G0:0016740/
7200517] 27.48 14. 5 14. 3| 7.07| 0. 0258504 (PHATRDRAFT 45712 - - /transferas |- -
e activity
K08202|1|2e~
21102/ cre:CHLREDRA
FT 103526 MFS
transporter, OCT
family, solute
carrier family 22
(organic cation . e . G0:0051234//e G0:0051234//e
transporter), (fi’_iggimw“‘ 60:0005215/ [stablishment stablishment
7201205] 51 27 23.21 11. 52| 0. 00264538|PHATRDRAFT 46251 member /transporte |of of
4/5:K08150(3|2e- (O™t of o tivity | Tocal ization; localization;
12/72. 4| zma: 1002854 ["°"PTANC 60:0044763 60:0044763
29 MFS transporter,
SP family, solute
carrier family 2
(myo—inositol
transporter),
member 13
7199030 30] 16| 17. 44 8. 72| 0. 0228356 PHATRDRAFT 50263 - - - - -
7200769 56| 30] 111. 06] 55.85] 0. 0. 001884758 PHATRDRAFT 35516 - - - - -
G0:0016861/
/intramolec
ular
Tg;?;g‘;hge 4340677 oxidoreduct [G0:0006007//g G0:0006007//g
7199127 26 14 12.7 6. 41| 0. 0. 0364666{GPT_2 glucos 60:0044424  [*5¢ lucose lucose
. activity, catabolic catabolic
phosphate isomerase .
TEC:5. 3. 1. 9] interconver |process process
ting
aldoses and
ketoses
50:000: /
1 R R
7201158 26 14] 21.69 10. 95 0. 0364666 PHATRDRAFT 36081 109\392\vgmx.10(.)8050 G0:0044424 n release GO'OOOG?IZ" t GO'OOOG?IZ" t
37 peptide chain ranslation ranslation
release factor 1 factor
activity
7200702| 26| 14] 21.84 11. 03] 0. 0364666 PHATRDRAFT 45477 - - - - -
7202819 115] 62] 39.9) 20.17 9. 35E-06| PHATRDRAFT 47612 - - - - -
K14766|1|5e~
7204690 2 13 7 0. 046224|PHATR_46837 571221 [olu:0STLU_16 1G0:0030684//pr| - -
944 |nucleolar eribosome
protein 14
7197366| 61 33 55. 05] 27.94 0. 001342176| PHATRDRAFT 43658 - - - - -
K05643 | 1|6e~
45180 | ppp: PHYPADRA
FT 221752 |ATP- G0:0017111/
/nucleoside [G0:0009154//p G0:0009154//p
subfamily A (ABC1), - urine urine

7194858 48] 26 29.93 15. 2| 0.00456122|PHATRDRAFT 15212 member G0:0044464 triphosphat [ribonucleotid ribonucleotid

3;K05641 5 2e~ ase e catabolic e catabolic
42171 |ota:0t18g014 activity;GO [process process

60 ATP-binding 10032550

cassette, subfamily

A (ABC1). member 1




7199136] 72) 39] 32.15] _ 16.33] —0.977293947] 0.000499152[PHATRDRAFT 50353 |- - 60:0016703 [G0:0044710 60:0044710
K00889 1] Te—
31/133] osa:4331188
1- 60:0008152//m 60:0008152//m
7197694 24| 13 47.27|  24.03) -0.976088216|  0.046224|PHATRDRAFT 10781  [phosphatidylinosito |- - etabolic etabolic
1-4-phosphate 5- process process
kinase
[EC:2.7.1.68]
60:0044248/ /¢ 60:0044248/ /¢
ellular ellular
G0:0070011/ |catabolic catabolic
K083421|7e~ /peptidase [process;G0:00 process;G0:00
29127 ppp: PHYPADRA activity, |19538//protei 19538/ /protei
7199024 35| 19 18. 48 9.41) -0.973698129| 0. 01595004|PHATRDRAFT 50253  [FT 43119 autophagy— |G0:0044424 |acting on |n metabolic n metabolic
related protein 4 L-amino process;G0:00 process;G0:00
[EC:3.4.22.-] acid 45184/ /establ 45184/ /establ
peptides ishment of ishment of
protein protein
localization localization
60:0043168/
/anion
binding;G0:
7198268 35 19) 37.5) 19.1| -0.973317957|  0.01595004| PHATRDRAFT 40382 |- - 0046914//tr |- -
ansition
metal ion
binding
7200797 53] 29| 51.49] —0.961381964] 0. 00322596 PHATRDRAFT 35573 |- - - - -
7196543 38 21 11.04] 0. 948113258 0.0139&4—1[’HATRDRAFT 42913 |- - - - -
7203909 zﬁ 15 8.32] —0.941611975] 0. 0402306|PHATR 44170 - - - - -
7203695 21 15 46. 64| _—0.938061397] 0. 0402306|PHATRDRAFT 38928 |~ - - - -
7204868 36] 20.03 23.47] ~0.937824194 _ 0.0175446PHATRDRAFT bd1125 |- - - - -
7196979 52 29| 21.48] ~0.934739634] 0. 00440562 PHATRDRAFT 43270 |- - - - -
K05692 1| Te—
177/620 | cre: CHLREDR
AFT_24392|actin
7195027 88. 11 19, 16) 64.64|  33.83) -0.934124021| 0.00019891|ACT1 ll":(‘l‘gigg‘"‘z‘ 9o 60:0043232  |G0:0032550 |- -
177]617 |ath:AT3G121
10 actin, other
eukaryote
7203566 34] 19 12.12) 6.35] —0.932561202] _0.022035|PHATRDRAFT 48352 |- - - - -
60:0044248/ /¢ 60:0044248/ /¢
7198994 60. 86 34.03 70.18|  36.82| -0.930570321| 0.00271974|PHATRDRAFT 16669 |- - - ellular. ellular.
catabolic catabolic
process process
100059 1140 60:0036094/
20/98. 2| reu:RCOM_10 /anall
s . . . . e |81890]3-oxoacyl- molecule | .
7201083 32 18 14.77] 7.79] -0.922974593|  0.0277082| PHATRDRAFT 35637 ° - binding;G0: |G0:0044710 60:0044710
Lacyl-carrier 0003824/ /ca
protein] reductase X “
[EC: 1. 1. 1. 100] talytic
activity
60:0005840/ /11
;g;j‘/";rzfng(:gz 60:0019941//m 60:0019941//m
- o core odification— odification—
Zglﬁg isi?4350922 complex;G0:004|60:0004175/ ziﬁt?f;m ziﬁt?f;m
7204650 32 18 38.78|  20.47| -0.921801701|  0.0277082|PHATR 28202 20S proteasome 3231//intracel | /endopeptid | o (oo catabolic
subunit alpha 5 lu}lzrv . 4% |process:60:00 process;60:00
[EC:3.4.25. 1] o VL 10038/ /respon 10038//respon
u;’-;ZnZUC,Go:o 5(. to metal 5(. to metal
016020/ /membra on on
ne
7195749 42 24 4597 24.64] —0.89969041] 0.01331942PHATRDRAFT 49537 |- - - - -
7203531 28] 16 41.9]  22.47] -0.898950119] _0.043997|PHATRDRAFT 38627 |- - - - -
60:0016301/
7198843 54 31 21.74 11.7| -0.893843411|  0.0052188|PHATRDRAFT 50140 |- - /kinase - -
activity
K12319/1/5e—
31/ 134 ven: VOLCADRA
FT 61364 guanylate
cyclase soluble 60:0009165//n 60:0009165//n
subunit beta ucleotide ucleotide
ot e 60:0016829/ | ) ¢ )
7194911 73 12 26.42|  14.25| 0.890668517] 0.001185634|PHATRORAFT age7s  |[EC:% 6 1.21:K11858 | /yase biosynthetic biosynthetic
3 4e- activity |ProcessiGo:00 process;G0:00
271122/ cre: CHLREDRA 07165//signal 07165//signal
FT 171763 |ubiquitin transduction transduction
carboxyl-terminal
hydrolase 48
[EC:3.1.2.15]
K13989 1/ 4e—
7202445 40| 23 43.01 23.2] -0.890547326 0. 0166503|hDer1-2 30/129/ shi:SORBI 09 |- - - -
2005900 | Der1in-2/3
103349 1|30 60:0019941//n 60:0019941//n
941344/ smo: SELMODRA [G0:0000151//ub odification odification
7202316 40| 23 14. 62 7.89| -0.889846106|  0.0166503|APC2 FT_79209|anaphase- |iquitin ligase|G0:0044389 |dePendent dependent
promoting complex |complex protein. protein.
subunit 2 catabolic catabolic
brocess brocess
60:0008152//m 60:0008152//m
7198602 33 19 11.88 6.42| -0.887889634|  0.0301874|PHATRDRAFT 49898 |- - 60:0016741 [etabolic etabolic
brocess brocess
7199001 51 29. 44 36. 85| 0.00598174| PHATRDRAFT 50215 |~ - - - -
7197146| 45 26| 24. 5] . 1157496| PHATRDRAFT 43421 |~ - - - -
7194739 43 25 27.76] __15.14] —0.874642363] 0.01443932| PHATRDRAFT 48579 |- - - - -
7203103 48] 28 14. 24 7.79]_-0.870253913 0.01004728|PHATRDRAFT 47891 |- - - - -
60:0043231//in
K11293/1/5e~
N - |tracellular 60:0006351//t 60:0006351//t
7204380 41 24| 10.02 -0.865378985|  0.01802314[PHATR 33295 52[205]aly:ARALYDRA [ ) ane - ranscription, ranscription,
FT 665139 |protein
HRA/NIRL bounded DNA-templated DNA-templated
organelle
K08869 1/ Te~ 60:0016301/ Z’?ig?gf4ﬁ4/'/“ Z’?ig?gf4ﬁ4/'/“
7197717 41 24| 30.47]  16.73| -0.864952055 0.01802314|PHATRORAFT 10723 o1 31LIcme:QGL61C /kinase protein protein
aarF domain— activity;GO o . o .
containing kinase .0032550  |medification z‘r’ii(‘_id“"“
K14724/1/8e~ 60:0015078/
07154, 7 smo: SELMODR | 0091 995 |/ 4108€0 6 0044763560 60:0044763; G0
AFT_144857 | solute |\ )i ron :0030001//met :0030001//met
7194962 29 17 9.5 5.22| -0.863877707|  0.0477514|PHATRDRAFT 48886 |carrier family 9 transmembra 1o/ Reatean
: component of al ion al ion
(sodium/hydrogen ne
membrane transport transport
exchanger), member transporter
8 activity
7199341 29) 17 11.05] -0.862431194] 0. 0477514|PHATRDRAFT 50535 |- - - - -
7202259 75 1 14. 78] —0.861813035] 0.001380698|PIATRDRAFT 47034 |~ - - - -
7195561 34 20| 18.9] ~0.857717754] _ 0.0326836[PHATRDRAFT 49267 |- - - - -




7195321] 34] 20) 56.71] _ 31.31] —0.856979648] _0.0326836]PHATRDRAFT 49086 |- - - - -
K02137/1/5e—
26/ 115/ ppp: PHYPADRA - .
FT 110216 |F-type ?Si{;izfm/ 60:0006754//A 60:0006754//A
7198101 78 16 101,69 56.27| -0.853730946| 0.00120203|PHATRDRAFT 44603 |l transporting | transportin |1 ) P :
ATPase oligomycin g ATPase biosynthetic biosynthetic
conferral protein activity  |PrOSESS e
[EC:3.6.3. 14]
K14437/ 1] 2~
129460 | cme : CMQ215C G0:0003676/
chromodomain— /nucleic
helicase-DNA- acid
binding protein 7 binding;GO:
7201582 541 32 s2.26 17,03 -0.84737005| 0. 00755212|paTRORAFT 13003 | LECT-6- 4 120KII36 | 00171/ /ou | -
7]2]4e- cleoside-
107386 | gmx: 1007923 triphosphat
98| chromodomain— ase
hel icase-DNA- activity;G0
binding protein 1 10032550
[EC:3.6.4.12]
kog941l1]1e 60:0051540; [G0:0042254/ /v 60:0042254//1
:? f::QESTZEEYI)ﬁziA (G0:0008168/ |ibosome ibosome
7200778 32 19 25.29|  14.09| -0.843895425|  0.040998|PHATRDRAFT 3052 (anninoZBUS*C'IZ)* 60:0044424  |/methyltran |biogenesis;GO biogenesis;G0
” sferase :0009451//RNA :0009451//RNA
methyltransferase L S . S .
[EC:2. 1. 1. 192] activity modification modification
7204299) 37] 22 38.03]  21.21] -0.842393318]  0.0281346|PHATR 43885 - - - - -
K03255 1|2~
7204043 37] 22 14. 27 7.96| -0.842144999|  0.0281346|PHATR 44116 08/59. 7|mtr:MIR 3g0 |- - - -
27610/ protein TIF31
60:0016782/
60:0031221//in|/ trERSLETES
I e activity,
7201742 42 25 26.4|  14.74] -0.840801405| 0.01941782|PHATRDRAFT 54611 |- trinsic oy nsferrin |- -
component of .
membrane € Suuvmji
containing
groups
60:0030119//AP . ]
60:0015031//p 60:0015031//p
7197039 70 42 50.12)  28.21] -0.829179749| 0.00278842|PHATRDRAFT 43760 |- “type menbrane| rotein rotein
coat adaptor
transport transport
complex
7197128] 40) 24 21,78 12.26] —0.829044975] _0.0242106|PHATRDRAFT 43391 |- - - - -
60:0003824/
7204925 107. 06 64.56 45.53|  25.75 -0.822245027| 0.000199987|PHATRDRAFT bd1603 |- - Jeatalytic |- -
activity
7197052 43 26| 34.72] _ 19.69] —0.818303837] _ 0.020831|PHATRDRAFT 43778 |- - - - -
7204991 38 23 18.52]  10.51] -0.817321429]  0.0302022| PHATRDRAFT bd1718 |- - - - -
7196055 Q 23 23.87]  13.55] —0.816905715] 0. 0302022|PHATRDRAFT 42496 |- - - - -
7202011] 33 20| 18.7]  10.63] —0.814896673] _0.0440466|PHATRDRAFT 47095 |- - - - -
K14963 /1|3~
. a- ] . - ) ” o 731273 smo: SELMODRA
7195551, 33 20| 2218 12611 ~0.81469109) 0. 0440466{PHATRORART 23077 | el SO (T |- - - -
component_SWD3
K03178 1|3~ 0000255
108]391 sbi:SORBI 0 (;Sd(jg(fjfff/
7200448 51 31 13. 36) 7.62| -0.810057105|  0.0124441|UBAL 26043880/ ubiqui tin- |- activityGo 000036211 60:0036211
activating enzyme e
El [EC:6.3.2.19] :0032550
K03036/ 1/ 3¢~
80/297 | zma: 10019348 | .
7202310 46] 28 33.81 19.3| -0.808849169  0.0179233|RPNG 5/265 proteasome | 0 0043234//br| - -
. otein complex
regulatory subunit
N6
7203966| 46| 28 30.9]  17.64] -0.808756277] _0.0179233[PHATR 43839 - - - - -
60:0031224//in
7194854 77 47, 48.11|  27.55| -0.804284481| 0.00223714|PHATRDRAFT 48658 |- trinsic - -
component of
membrane
7203699 72) 44 34. 19 19. 6] —0.802720768| _ 0.0031798[PHATRDRAFT 48471 |- - - - -
60:0046872/
K13412/1/2e~ g'j‘;;‘l‘iglzg 6010006464/ /¢ 60:0006464//c
65247 | gmx: 10079744 0004672}/;)1. ellular ellular
7204598 36| 22 27.84|  15.96 -0.80269856  0.0376976|PHATR 1103 9/calciun-dependent |- " protein protein
protein kinase ZI;ZL‘L modification modification
[EC:2.7.11.1] activityco [Process process
:0032550
60:0043169/
/cation
binding;G0:
K08 1 5e- Dot6866//in
132]469| ppp: PHYPADR Craneloonle 60:0006188//1 60:0006188//1
7197412 36| 22 17. 14 9.83| -0.802103788|  0.0376976|PHATRORAFT 56626 | - 09085 [phosphor | r w ) e )
ibosylaminoimidazol transferase biosynthetic biosynthetic
e[F(Cdzb;)x{thIJe activity:60 process process
I :0016831//c
arboxy-
Tyase
activity
K07253 | 1/3e~
241109/ 01u:0STLU_17
653 | phenylpyruvate 60:0048646//a 60:0048646//a
tautomerase natomical natomical
7198303 75 46 17,57 67.67] -0.796931685| 0.00275172|PHATRORAFT 49660 | LTC:% 3 2 11:K15923 1G0:0009536//p1| structure structure
4|3e- astid formation formation
13/73. 2| mtr:MIR 4gl involved in involved in
27370 |alpha-L- morphogenesis morphogenesis
fucosidase 2
[EC:3.2.1.51]
K08907 1/ Te—
06/52. 0| cre: CHLREDR
7202270 44 27 19.47  28.45| -0.796666358  0.0222596|PHATRORAFT 47485 |- 184730 Lt | - - -
harvesting complex
T chlorophyll a/b
binding protein 1
K10570] 1/ 4e~
38/ 157 | ath:ATIG1975
7202032 39) 24 23.85|  13.77| -0.792460707|  0.032278|PHATRDRAFT 47119  [0|DNA excision 60:0044424 |- - -
repair protein
ERCC-8
7204419 52 32 93.43 -0.791728181] 0. 01327372| PHATR 46858 - - - - -
7200967 47] 29| 20. 54 0.0191177|PHATRDRAFT 45867 |- - - - -
7195400 136] zd 239. 37] 6. 49E-05| PHATRDRAFT 54979 |- - - - -




60:0036094/
7196433 55| 34 42.31|  24.53) -0.786451452| 0.01142628|PHATRDRAFT 42835 |- - /snall - -
molecule
binding
7199000 43.4] 26. 87 30.8) 17.9] —0.783907274] 0. 020831[PHATRDRAFT 50214 |- - - - -
K09291 1] 2¢—
08/59. 7|bdi: 1008257
30/ nucleoprotein
TPR;K10696 | 2| 2¢-
08/59. 7| rcu:RCOM_14
55450|E3 ubiquitin-
protein ligase BREL
[EC:6. 3. 2. 19] ;:K0663 |G0:0043229//in
7196198 42 26| 14. 27 8.29| -0.783541328|  0.0276516|PHATRDRAFT 42955 |84 ]3c- tracellular |- - -
07/55. 8| smo: SELMODR |organelle
AFT 439954 mitotic
spindle assembly
checkpoint protein
MAD1;K10400/5] 1e~
06/53. 9] 0sa:4352674
kinesin family
member 15
K146831] 1 ﬁghg‘s’;i;if/
gTsiTjthiéllg?iglba ion 60:0006817//p 60:0006817//p
7198159 134 83 67.28]  39.09| -0.783378121 7. 92E-05| PHATRDRAFT 40433 ot ° - transmembra |hosphate ion hosphate ion
family 34 (sodium—
ne transport transport
dependent phosphate
cotransporter) Lransporter
activity
60:0012505//en
7200431 50) 31 53.17|  30.93| -0.781605633| 0.01642486|PHATRDRAFT 12113 |- domembrane |- 60:0044765 60:0044765
system
60:0097159/
Jorganic
7202263 87] 54 63.20|  36.85| -0.780312948| 0.001543338|PHATRDRAFT 47472 |- - eyelic - -
compound
binding
7204545 219 136) 99.55] _ 57.98] —0.779865983] 4. 93E-07|PHATR 46796 - - - - -
K10276/ 1|3~
37/ 154/ cme : CHBO46C
7196282 90 56 45.54 26,57 -0.777336064 0.001335748|PHATRORAFT 42595 || 0¥ and leucine™ | - - -
rich repeat protein
10/11
[EC:1. 14. 11. 27]
7202597 40) 25 20. 1] 11.78[ 0.770855962]  0.034358|PHATRDRAFT 47494 |- - - - -
K088271/5e— 60:0004672/ [G0:0006464//c 60:0006464//c
591227 vvi:10024738 /protein ellular ellular
7203154 48 30| 20.73|  12.15| -0.770763803|  0.0203248|PHATRDRAFT 47886  |2|serine/threonine— |- kinase protein protein
protein kinase PRP4 activity;GO |modification modification
[EC:2.7.11. 1] :0032550 process process
7198725 40) 25 50.55] _ 34.93] —0.769634865] _0.034358|PHATRDRAFT 16471 |- - - - -
60:0004553/
/hydrolase
7199589 84 53 65.55 38.8| -0.756539128| 0.00245136|PHATRDRAFT 44884 |- - g:si;i‘;mg ?868233?8'[’0 ?868233?8'[’0
0-glycosyl
compounds
K14207|1/5e—
231107 pop: POPTR 58
0719/ solute carrier |G0:0031224//in
7200274 38 24 1717 10,17 -0.75557036|  0.0427008|PHATRORAFT 45260 | L2Mily 38 (sodiumm jtrinsic - -
coupled neutral component of
amino acid membrane
transporter),
member 2
K00864 1|3~
09/62. 0| cre: CHLREDR 60:0016772/
AFT 128764 glycerol /transferas
kinase e activity,
7196077 38 24 19.55|  11.58 -0.755533354|  0.0427008|PHATRDRAFT 42527 52‘2;'1'30“‘1“1 - ;"”"f“““ 60:0044238 60:0044238
06/52. 8| ppp: PHYPADR phosphorus—
AFT 103646  sedohept containing
ulokinase groups
[EC:2.7.1.14]
7198560 93] 59| 28.95] _ 17.29] —0.749478205] _0.00158009| PHATRDRAFT 49976 |- - - - -
7203133 63 40) 31.09]  18.51] —0.748145721] 0.00949826|PHATRDRAFT 47945 |- - - - -
7197105 63 40) 68.34]  40.71] —0.747347026] 0.00949826PHATRDRAFT 43356 |- - - - -
7199751 66| 49) 4814 28.73 744678149] 0. 00816896| PHATRDRAFT 44793 |- - - - -
7198336| 44 28] 52.21]  31.18] —0.743705231] _ 0.031124|PHATRDRAFT 49747 |- - - - -
K08150 1/ 2e—
38 159]vvi: 10026802 | oon s+ |60:0022857/ {G0: 0051234/ /e 60:0051234//e
3|MFS transporter, |G0:0031224//in ’ ’
o N ) | I . o SP family, solute |trinsic /transmembr |stablishment stablishment
7195836 50] 32 26.07|  15.65| -0.736227926|  0.0227692|PHATRDRAFT 23260 ] so-u ane of of
carrier family 2 |component of . -
(myo-inositol nembrane LI"d.r.lS[.)()I'LOY localization; localization;
activity  |G0:0044763 60:0044763
transporter),
member 13
K14510/ 1| Te—
13/76. 3| vvi: 1002408
56/ serine/threonine
-protein kinase (010016301, |00:0006464//¢ 60:0006464//c
CTRI Thinase ellular ellular
7201639 50) 32 3173 19.05| -0.736056524|  0.0227692|PHATRDRAFT 36322  [[EC:2.7.11. 1];K0468 |- Lo o [protein protein
8]4/6e- o ey Inodification nodification
13/73. 9] smo: SELMODR Bt process process
AFT 181752 p70
ribosomal $6 kinase
[BC:2.7.11.1]
Ef§g§7ésgé(\)i:ﬁo§’i‘ 60:0030529//r1 [60: 0036002/
7199573 50) 32 15. 42 9.26| -0.735718667|  0.0227692|PHATRDRAFT 259 e " bonucleoprotei|/pre-mRNA  [0:0000377 600000377
binding protein S
i n complex binding
aguarius
60:0043231//in
K01893 | 1/2e~ tracellular  |G0:0032550; |GO:0006418//t 60:0006418//t
151(533] olu:0STLU 5 |membrane— 60:0004812/ [RNA RNA
7195079 39) 25 24.69|  14.85| -0.733463905  0.0451862|PHATRDRAFT 42247  [1201 asparaginyl- |bounded /aminoacyl- |aminoacylatio aminoacylatio
tRNA synthetase organelle;G0:0|tRNA ligase [n for protein n for protein
[EC:6. 1. 1. 22] 044444/ /cytopl |activity  [translation translation
asmic part
7201048 53 34 45. 72| 27.51] -0.732869264] 0. 01949832|PHATRDRAFT 45982 |- - - - -
7200083 42) 21 9. 44 5.69 —0.730358207] _ 0.0385138|PHATRDRAFT 45161 |- - - - -




G0:0003700/
/sequence—
specific
G0:0043231//in|DNA binding |GO:0006366//t G0:0006366//t
tracellular transcripti |ranscription ranscription
7198740] 56 36 22.08 13.31f -0.730229601 0. 01670944| PHATRDRAFT 50045 - membrane— on factor from RNA from RNA
bounded activity;GO [polymerase I1 polymerase 11
organelle :0046914//t |promoter promoter
ransition
metal ion
binding
7202649 42] 27 9. 47| 5. 71 —0. 72987368 0. 0385138| PHATRDRAFT 37844 - - - - -
G0:0097159/
Jorganic
T196875] 42] 27 49.23 29. 69| -0. 729560646 0. 0385138| PHATRDRAFT 32237 - - cyclic - -
compound
binding
7196954] 59 38| 28.78 17.39] —0. 726808659 0. 01432912[PHATRDRAFT 43233 - - - - -
G0:0016682/
/oxidoreduc
tase
activity,
acting on
diphenols
and related
7204968 44.97 29 14. 13 8.54[ -0. 726453491 0. 0426432| PHATRDRAFT bd1769 (- - substances |G0:0044710 G0:0044710
as donors,
oxygen as
acceptor; G0
:0046914//1
ransition
metal ion
binding
G0:0044710; G0 G0:0044710; G0
K00432|1|5e— 10009628/ /res :0009628//res
27118/ smo: SELMODRA 60:0009507//ch G0:0004601/ |ponse to ponse to
7201893] 48] 31 96. 53| 58. 52| —0. 722047609 0. 0280728(PHATRDRAFT 13005 FT 228619/ glutathio . /peroxidase [abiotic abiotic
. loroplast . . . .
ne peroxidase activity stimulus;GO:0 stimulus;GO:0
[EC:1.11.1.9] 006950/ /respo 006950/ /respo
nse to stress nse to stress
G0:0009521;G0:
0031224//intri G0:0006464//c G0:0006464//c
nsic component [GO:0046906/ [ellular ellular
7198479 926 601 1178. 62 T17.75 0. 715545322 7. 19E-22|Lhcf5 - of /tetrapyrro [protein protein
membrane;G0:00[1le binding [modification modification
09534//chlorop process process
last thyvlakoid
G0:0004930/
/G-protein | . " ) .
60:0031224//in]|coupled (10:00071‘66//(' (10:00071‘66//('
) ] ) . irinsic receptor ell surface ell surface
7204942 123] 80] 38.05 23.21| -0.713149931| 0.000494882|PHATRDRAFT bd1740 |- . S . |receptor receptor
component of activity;GO | . . . .
nenbrane 0004620, /p [$1EN21Ine sienaling
. pathway pathway
hospholipas
e activity
G0:0008652/ /¢ G0:0008652/ /¢
G0:0016838/ |ellular amino ellular amino
KO1736/1|5e— o o /carbon- acid acid
1531539 | cme : CME064C 22[?30353gggﬁé oxygen biosynthetic biosynthetic
7197437] 43] 28 26.93 16. 45| —0. 711126646] 0. 0405834 (PHATRDRAFT 43429 chorismate ;31//nLlclcar yase process;G0:00 process;G0:00
synthase Lumen activity, 43650;G0:0019 43650;G0:0019
[EC:4.2.3.5] acting on 632//shikimat 632//shikimat
phosphates |e metabolic e metabolic
process process
7201685 46 30] 26. 28] 16.07] —0. 709595347 0. 0346042 PHATRDRAFT 46540 - - - - -
7205062 153 103 120. 67 73.79] —0. 709569828 8. 36E-05|PHATRDRAFT bd1737 |- - - - -
K00847|1|1e~
23110/ 0ta:0t07g040
40| fructokinase
[EC:2.7. 1. 4] ;K12586
7203311 46| 30| 16. 58| 10. 14| -0.709386354f 0. 0346042(PHATRDRAFT 48173 3|Te= - - - -
12/71. 2| smo: SELMODR
AFT 176463 | exosome
complex component
RRP43
K16052|1|3e~
11/68. 2| ppp: PHYPADR
7204817] 69 45| 40. 55| 24.8 -0.709361794 0.00952914|PHATRDRAFT bd1691 |AFT 119414 MscS - - (G0:0044763 G0:0044763
family membrane
protein Ynal
K06897 | 1| 1e— G0:0003824/
T197746] 49] 32 27.84 17.05 -0.707387472 0. 0295392(PHATRDRAFT 44454 561219/ cre:CHLREDRA (- /catalytic |- -
FT 187976/ activity
7198885 45. 04 29.45 43] 26. 38| —0. 704892095 0. 0328644 PHATRDRAFT 50213 - - - - -
G0:0042623/ |G0:0019538//p G0:0019538//p
7199019 122 80| 64.62|  39.74| -0.701388878| 0.000628448|PHATRDRAFT 50245 |- - /APase rotein rotein
activity, metabolic metabolic
coupled process process
G0:0046872/
7196217] 61 40] 19. 54| 12.02| -0.700993571| 0. 01583238|PHATRDRAFT 42990 - - /metal ion |- -
binding
7198910 64] 42 —0.699870106| 0. 01357328 PHATRDRAFT 50105 - - - - -
7198497] 64] 42 —0.699626048] 0. 01357328 PHATRDRAFT 16408 - - - - -
K03257|1|8e~ G0:0042623/
631239 | pop:POPTR 71 /ATPase
7202531 105 69 54.21 33.41| -0.698279024| 0. 00158527(PHATRDRAFT 47384 6781 translation G0:0044464 activity, - -
initiation factor coupled;GO:
4A 0032550




K12319] 1| 8e-
29128 ven: VOLCADRA
FT_61364|guanylate
cyclase soluble
subunit beta
[icii;b.l.z],mm&as 60:0016829/
24| 114] cre: CHLREDRA Myase  160:0009165//n 60:0009165//n
FT_171763|ubiquitin &;éé;ii:/(;g ucleotide ucleotide
7205153 40.18 26. 45 9.61 5.93| -0.696504326]  0.0476552| PHATRORAFT bd1g31 | C2rPoxylterminal | yelic- biosynthetic biosynthetic
hydrolase 48 . process;G0:00 process;G0:00
[EC:3. 1. 2. 15]:K1375 nucleotide o765/ enal 07165//signal
Cieln phosphodies ; ;
5(5|2e— § transduction transduction
15/83. 6 ven: VOLCADR Lerase
AFT 60471 calciun/c activity
almodul in-dependent
3,5 —cyclic
nucleotide
phosphodiesterase
[EC:3.1.4.17]
60:0043101//p 60:0043101//p
urine— urine—
containing containing
N p G0:0016763/ | compound compound
520?1)8 i‘cj?RCOM 029 /Lran§1’9ras salve%gc;GO:OU salve%gc;GO:OU
7200916 44 29 60.77|  37.59| -0.693010377|  0.0426432|PHATRDRAFT 35566  |6600|hypoxanthine |G0:0044424 Liﬁ:zi;in Eigi‘jm‘““” Eigi‘jm‘““”
phosphoribosyltrans “ . -
ferase [EC:2. 4.2, 8] g pentosyl [containing containing
groups small small
molecule molecule
metabolic metabolic
process process
G0:0003824/
7195294 47 31 57. 69 35.7| -0.692397189| 0. 0363408|PHATRDRAFT 49040 |- - Jeatalytic |- -
activity
7198937 47 31 64.92]  40.18] 0.692185436] _ 0.0: PHATRDRAFT 50142 |~ - - - -
7195377 59 39] 13.81] 8.56]_~0.690030618] 0.019: PHATRDRAFT 48962 |~ - - - -
7202916 65| 43 63.68] _ 39.52] 0.688257389] 0.01422196|PHATRDRAFT 47746 |~ - - - -
K01792/ 1| Te- .
49196 ppp: PHYPADRA 32123?238%
7196562 96 64] 43. 34 27.1| -0.677406302| 0.00327672|PHATRDRAFT 17895 zfljézfék’lifli’fo“ :0003824//c |G0:0044238 60:0044238
epimerase aLa%yFm
[EC:5.1.3. 15] activity
7204753 96] 64 53.7] _ 33.58] —0.677319858] 0.00327672|PHATR 46926 - - - - -
60:0004175/ |G0:0019538//p 60:0019538//p
7203526 57 38 42.47]  26.56| -0.677188962  0.0237006|PHATRDRAFT 54872 |- - /endopeptid |rotein rotein
ase metabolic metabolic
activity process process
7202790 45 30 66. 08| 0.04469 12| PHATRDRAFT 56446 |~ - - - -
7197321 91 61 32.9 0.00461036| PHATRDRAFT 43598 |~ - - - -
K14521] 1| 26~
52/204] ven: VOLCADRA
FT 98273\~
acetyltransferase
10 [EC:2.3.1.- 60:0016772/
1:K05275 2| 4e- . /transferas
13173, 9 zma: 1002727 ggi?go%sy/pl e activity, |6G0:0006090//p 60:0006090//p
7194985 91 61 77.95|  49.02| ~0.660178539| 0.00461036|PHATRDRAFT 42255 |17 Pyidoxine A7l Gozoopg| transTerrin yruvate. yruvate.
dehydrogenase Con . metabolic metabolic
[EC: 1. 1. 1. 651 :K0006 |28/ /P1astid 1 cphorus— [process process
413|7e- envelope containing
13173, 2|aly: ARALYDR groups
AFT 491313 | D-threo—
aldose 1-
dehydrogenase
[EC:1.1.1.122]
e 60:0043231//in]G0:0015036/
'1‘23%?511?" ALypg |tracellular |/disulfide |G0:0019725//c 60:0019725//c
7204386 61 a1 72.09|  45.46| -0.665201465  0.0211806|GLRX2 AVT 893695, elutared |PeRPTane oxidoreduct |ellular ellular
oxin 3 bounded ase homeostasis homeostasis
organelle activity
7202218 58] 39] 3905 24.63] -0.664905021] 0.0247614|PHATRDRAFT 46970 |- - - - -
K14026] 1| 7e-
7197322 58 39 56.06|  35.36| -0.66485347|  0.0247614|PHATRDRAFT 32841  [06/49.7|0lu:0STLU 2 |- - - -
7845 SELL protein
60:0004519/
/endonuclea
K04799 1| Te— 60:0031981//nu :me @
87(322/ aly: ARALYDRA |clear b S
7194839 55 37 36.18) 2283 -0.664261548  0.0289742|PHATRDRAFT 48638  |FT 489493 flap Lunen: G0: 00444 *0046872//m 160:0006281//D 60:0006281//D
endonuclease-1 44//eytoplasni [St8L 1o |NA repair NA repair
[BC:3. -~ -] ¢ part binding;G0:
0004527/ /ex
onuclease
activity
7198109 46] 31 35.38] 22 37| 0661368792 _ 0.046725|PHATRDRAFT 44612 |- - - - -
K08907| 1| 6e-
13]72. 4| cme: CMN234C
light-harvesting
complex T
chlorophyll a/b
binding protein
naniie
. eneration o eneration o
7197307 163 110 208.08|  131.76| -0.659225844| 0.000178606|Lhcr3 060| 1ight- 60:0009536//p1 _ precursor precursor
harvesting complex |astid . .
IT chlorophyll a/b metabolites metabolites
bindine prorein and energy and energy
7:K08910/5/ le-
11168. 2 zma: 1002840
01/ 1light-harvesting
complex T
chlorophyll a/b
binding protein 4
G0:0097159/
Jorganic  |G0:0006259//D 60:0006259//D
7197908 1809. 1 1227. 58 403.96|  257.05 -0.652163433| 3. 436-35|PHATRDRAFT 33646 |- - eyelic NA metabolic NA metabolic
compound process process
binding
7203050 100 68 43 11] _ 27.49] 0.649115656] 0. 0038597| PUATRDRAFT 38112 |- - - - -
7199095 50 d 36.81] 23 48] —0.648665341] 0. 0415126|PHATRDRAFT 50239 |- - - - -
7200821 47 32] 12,56 8.02 47162322] 0. 0487426[PHATRDRAFT 45814 |- - - - -




60:0004673/
gifi;i:c 60:0007165//s 60:0007165//s
7198991 47] 32 28.26|  18.05| 0.646762629|  0.0487426|PHATRDRAFT 41268 |- - i ignal ignal
activ;ty(}() transduction transduction
:0032550
7201484 85 58] 31.68]  20.27] —0.644226247]  0.0081766|PHATRDRAFT 46282 |- - - - -
K05666/ 1/0. 0/663 /ol
u:0STLU 35503 |ATP- G0:0017111, |00:0009154//p 60:0009154//p
binding cassette, . . urine urine
subfamily C 60:0031224//in inuclwsldc ribonucleotid ribonucleotid
(CFTR/MRP), member L . e catabolic e catabolic
7197570 60 1 13.74 8.8 -0.642806575|  0.0268878|PHATRDRAFT 18197  [2:K05658 2 Lo~ R triphosphat | o cess;60:00 process;G0: 00
54/214 ath:AT3G2834 [ONPONE 0119 144763;60:0051 44763;60: 0051
5/ATP-binding nembrane activilyiet 1934/ /establis 234//establis
- :0032550; G0 ) )
cassette, subfamily £0015405 hment of hment of
B (MDR/TAP), member : localization localization
1
7199464 73] 50) 3151 20.24] —0.638600464]  0.0150383|PHATRDRAFT 41639 |- - - - -
7200528] 108] 74 77.98]  50.12] -0.63771774] 0.00309366|PHATRDRAFT 45403 |- - - - -
K09313/ 1/8e—
7204631, 105 72 22,48 14.46| -0.636574483  0.0035889|PHATR 46726 0652. 0| gmx: L007808 | - - -
63 homeobox protein
cut-like
7202542 51 35| 49.46] _ 31.84] —0.635421904]  0.0432182|PHATRDRAFT 37608 |- - - - -
60:0015077/
f:z‘:zl;i“t 60:0015988//¢ 60:0015988//¢
K02146 | 1|8e— . Anaa TR Aoty nergy coupled nergy coupled
831305 sbi:SORBI 03 |00:0033176//pr |cation bea [Proton proton
026290 | V-type H+- oton transmembra transmembrane transmembrane
7204611 113 78 78.29|  50.69) -0.62712688| 0.00287014|PHATR 21030 fran\ i s | transporting - ne IR IR
bt A3 [\-tpe ATPase |uransportor ‘tgj;:t ’ ‘tgj;:t ’
[EC:3.6.3.14] complex 4856;;:2/50 electrochemic electrochemic
'.twlyLic ¢lal gradient al gradient
activity
7203375 84 58] 51.73 33.5] 0. 626840096] 0. 01025666|PHATRDRAFT 48273 |- - - - -
60:0043231//in]G0:0097159/
tracellular Jorganic G0:0006259//D G0:0006259//D
7196162 461. 18 318.6 732.26| 474.75| -0.62518799|  1.55E-09|PHATRDRAFT 31876 |- membrane— eyelic NA metabolic NA metabolic
bounded compound process process
organelle binding
- o e I
72| 271 ppp: PHYPADRA /dihydrooro |1 L PR /EY imidin
7194975 52 36| 20.31|  19.03) -0.623117406  0.0449124|PHATRDRAFT 48900  [FT 70715|dihydrooro |- tate © ©
nucleobase nucleobase
tate dehydrogenase dehydrogena biosynthetic biosynthetic
[EC:1.3.5.2] se activity | 1OSYItHe synthe
process process
K13099 |1/ 2~
08/58. 9| pop: POPTR 7
7198917 91 63 57.49|  37.33) -0.622975522| 0.00786204|PHATRDRAFT 50115  [12237|CD2 antigen |- - - -
cytoplasmic tail-
binding protein 2
60:0043231//in
- _ tracellular . -
Kisao8|1lle~ | onbrane 60:0004672/" 1. 4009908//¢ 60:0009908//f
105]382] ath:AT36199 /protein
A . bounded A lower lower
80Jserine/threonine | o o11e;60:0[¥IM85¢ development ;G development ;G
7203675 72 50) 37] 24.1| -0.618492124| 0. 01889074|PHATRDRAFT 29561 Er(ft;‘u:‘ » 008287 /aroted ‘tééiéééiio 020000404 /10 020000104 /10
PROSPRATASE By : P |xin metabolic xin metabolic
catalytic subunit . . |hosphatase
[EC:3. 1. 3. 16] serine/threoni activity process process
P ne phosphatase
complex
CUTUUUSSoIT T CUTUUUSSoaT T
mino acid mino acid
transport;GO: transport;GO:
0006261//DNA- 0006261//DNA-
dependent DNA dependent DNA
replication;G replication;G
0:0009639//re 0:0009639//re
sponse to red sponse to red
or far red or far red
60:0016020//me 118t ;60:0000 118t ;60:0000
orane- 600043 338//protein 338//protein
931//intracel ] deneddylation deneddylation
~ //intra - vy - vy
53%’22 imi?SELMODRA ular membrane- ;moom%w ;ﬁﬁcom%w
smo: bounded I U
7197250 92 61 64| 4176 -0.615950193 0.00814476|RPNT Tgf::zg,il%s organel le:G0:0| - expross ioni0 expross ioni0
proteas . 000502/ /protea [t 8 o o8
regulatory subunit some ulation of ulation of
N7 ) . cell cell
ii“ﬁl/e’:v(tz(l)g: growth;G0:000 growth;G0:000
e o plas 9062//fatty 9062//fatty
P acid acid
catabolic catabolic
process;G0:00 process;G0:00
35966/ /respon 35966/ /respon
se to se to
topologically topologically
incorrect incorrect
protein;G0:00 protein;G0:00
16482/ /cytopl 16482/ /cytopl
60:0009059//m 60:0009059//m
acromolecule acromolecule
K01930] 1 de- 60:0032550; b;zz‘;‘thzél(‘;o b;zz‘;‘thzél(‘;o
531208 bdi : 10082880 60:0016881/ 86760/;£01ic 86760/;£01ic
7203666 56| 39| 18.89)  12.34 -0.614280307|  0.0397472|PHATRDRAFT 48414  |5|folylpolyglutamat |- Jacid-amino | 7 i
e synthase acid ligase (conminin (conminin
[EC:6.3.2.17] activity aning aining
compound compound
metabolic metabolic
process process
7196537 53] 37 27.01]  17.68] —0.611375365] 0. 0465938|PHATRDRAFT 42904 |- - - - -
7197169 63 44 31.02] ¢ 0.610298284] _ 0.030076[PHATRDRAFT 43460 |- - - - -




K12319/16e—
311135/ ven: VOLCADRA
FT_61364|guanylate
cyclase soluble
subunit beta N .
[EC:4.6. 1. 2];K11858 (;(5.001‘6819/
3|3e- yase 160:0009165//n 60:0009165//n
24/112 ven: VOLCADRA activityi 60, jootide ucleotide
FT_106794|ubiquitin [0004112//¢ | 5 cynthetic biosynthetic
7202891 60) 42 14. 02| 9.2 -0.607780583 0. 0351768 PHATRDRAFT 47709 - . - yelic— N N
carboxyl-terminal nueleotide process;G0:00 process;G0:00
hydrolase 48 . 07165//signal 07165//signal
[EC:3. 1. 2. 15) ;K012 phosphodies | sduction transduction
0[52e- terase
14180. 1/cre: CHLREDR activity
AFT_101278/3",5 ~
cyclic—nucleotide
phosphodiesterase
[EC:3.1.4.17]
K15450 1| 5e~
12/70. 5| vvi: 1002573
07/ tRNA wybutosine—
synthesizing
protein 3
[EC:2. 1. 1.
1:K14966 2| de—
,. o 0 anen A o gogan | 11/67. 4 ven:VOLCADR | _ _ _
7196435] 80] 56 63. 76 41.87 -0.606734711 0.01491592|PHATRDRAFT 42836 AFT 121332 host
cell
factor;K12116/4|1e—
08159. 3| aly:ARALYDR
AFT 475919 | flavin-
binding kelch
repeat F-box
protein 1
K02879|1|7e~ ~
27118 | ppp:PHYPADRA [GO:0030529//ri (;SL?SSELQET G0:0010467//g G0:0010467//g
7201376 74 52 104. 22 68. 72| —0. 600830218 0. 0202502 PHATRDRAFT 27659 FT 142580 | large bonucleoprotei ene ene
subunit ribosomal |n complex mol?cglc expression expression
protein LI7 activity
GUTUUSTTI07/C GUTUUSTTI07/C
ellular ellular
response to response to
stimulus;GO:0 stimulus;GO:0
018130;G0: 190 018130;G0: 190
1362;G0:00096
28//response 28//response
to abiotic to abiotic
stimulus;GO:0 stimulus;G0:0
046283/ /antho 046283/ /antho
cyanin— cyanin—
containing containing
60:0003824/ compounq compounq
60:0016020/ /me | /catalytic |20l netabolic
7195747 54 38 52.19|  34.45 0599269419  0.0482614| PHATRDRAFT 40261 nbrane;60:0044 | act ivi ty;Go [PXoce55:60:00 process; 60:00
N L 50794/ /regula 50794/ /regula
464 :0005488//b | . . .
inding tion of tion of
cellular cellular
process;G0:00 process;G0:00
06950/ /respon 06950/ /respon
se to se to
stress;G0:190 stress;G0:190
1700;G0:00097 1700;G0:00097
25//response 25//response
to to
hormone ;G0:00 hormone ;G0: 00
19438/ /aromat 19438/ /aromat
ic compound ic compound
biosynthetic biosynthetic
7201278 88| 62 29. 12| 19.24] —0.597901556[ 0.01177642[PHATRDRAFT 36118 - G0:0044464 G0:0016837 {GO:0042120 G0:0042120
G0:0003824/
7200361 61 43 108. 92 72.06] -0.595998331 0. 0364054 PHATRDRAFT_35304 - - /catalytic |- -
activity
7199674 68| 48| 69. 72 46.17) —0. 594616837 0. 0275626 PHATRDRAFT 34584 - - - - -
7194716 72 51 25. 23] 16. 76| —0. 590118057 0. 02@] PHATRDRAFT 48543 - - - - -
G0:0016620/
/oxidoreduc
tase
activity,
acting on  [G0:0006779//p G0:0006779//p
K02492|1|1e~ the orphyrin— orphyrin—
109395 | cme : CMJ054C aldehyde or [containing containing
7197242 55 39 27. 54] 18. 31 -0. 588896768 0. 0499142|HemA glutamyl-tRNA - oxo group  [compound compound
reductase of donors, [biosynthetic biosynthetic
[EC:1.2.1.70] NAD or NADP [process;G0:00 process;G0:00
as 44710 44710
acceptor;G0
:0000166//n
ucleotide
binding
K15030] 1| 3e- GQ:0907126//m GQ:0907126//m
27/121 | aly: ARALYDRA erotic erotic
7202255 55 39| 36.02)  23.95| -0.588772525  0.0499142|PHATRDRAFT 47027 |FT 488406 translati [60:0044424 |- nuclear nuclear
on initiation lelsth ;G0:0 lel?lOﬂ;GUZO
factor 3 subunit M 044260;G0:009 044260;G0:009
0304 0304
7201315 93] 66, 125. 04 83.26] —0.58669422 0.01080122[PHATRDRAFT 46071 - - - - -
G0:0017111/
/nucleoside
K01754|1/2e- - G0:0019752/ /¢ G0:0019752/ /¢
19195.9/0lu:0STLU 3 triphosphat |arboxylic arboxylic
9224/ threonine ase acid acid
dehydratase activity;GO [metabolic metabolic
7204951 73 52 42. 15| 28. 16| -0.581885297 0. 0251928(L-SD [EC:4. 3. 1.19];K1223 [G0:0044464 :0032550; GO0 |process;G0:00 process;G0:00
5(3]4e- :0043168//a |09154//purine 09154/ /purine
18191. 3| gmx: 1007997 nion ribonucleotid ribonucleotid
58| serine racemase binding;G0: [e catabolic e catabolic
[EC:5.1.1.18] 0016841//am [process process
monia-lyase
activity
7200674 146| 104 81. 08 54. 17] 581851998 0152282 PHATRDRAFT 45427 - - - - -
7198817 fj 60) 115. Qj 77. 27| 77161938] 1696618 PHATRDRAFT 50195 - - - - -




G0:0036094/
/small
molecule
binding;GO:
0004774//su
ccinate~CoA
ligase
activity;G0 [G0:0009060//a G0:0009060//a
:0046912//t |erobic erobic
N ransferase [respiration;G respiration;G
Tgé?g:ﬁgzi:womm (0:0043231//in|activity, 0:0006637//ac 0:0006637//ac
84] succinyl-Cod tracellular transferrin |y1-CoA y1-CoA
7201458 81 58] 78.82 52.94| -0.574203555| 0.01974034[SCS-alpha synthetase alpha membrane— g acyl metabolic metabolic
subunit [EC:6.2. 1.4 bounded groups, process;G0:00 process;G0:00
6.2.1.5] T T lorganel le acyl groups [43648//dicarb 43648/ /dicarb
A converted oxylic acid oxylic acid
into alkyl |metabolic metabolic
on process process
transfer;G0
11901363 ;G0
:0097159//0
rganic
cyclic
compound
binding
K14709 /1| le— G0:0008324/
231109/ ota:0t16g025 /cation G0:0006812//c G0:0006812//c
7204537 74 53 45| 27.88 -0.573880775  0.0259798|PHATR 46780 0lsolute carrier | transmenbra |ation . atton .
family 39 (zinc ne transport;GO: transport;G
transporter), transporter (0044763 0044763
member 1/2/3 activity
G0:0036094/
7196320] 74 53 69. 03] 46. 38| —0. 573720664 0. 0259798(PHATRDRAFT 42659 - - /snall - -
molecule
binding
G0:0097159/
/organic G0:0006259//D G0:0006259//D
7195771 1520. 34 1089. 51 311.39 209. 26| —0.573426047| 4. 92E-24|PHATRDRAFT 49379 - - cyclic NA metabolic NA metabolic
compound process process
binding
KO1527 |1 1e—
23107 | ven:VOLCADRA
7197210 138 99 285.54  192.20| -0.570409123| 0.00241875|PHATRORAFT ogo7 ||| 04715 nascent - - -
polypeptide—
associated complex
subunit beta
K15305/|1|4e—
zg4iiioTS:ng'ffl 01 32n232}§047/ G0:0016310//p G0:0016310//p
7196870] 82] 59 18. 57| 12.53[ -0.567587401 0. 020334| PHATRDRAFT 43088 - . hosphorylatio hosphorylatio
morphology and activator
inheritance protein activity n n
14
7203135| 86| 62] 69. 25) 46.83] 0. 564381033 0. 0179995 PHATRDRAFT 47950 - - - - -
7198221 61 44] 26. 59 17. 99| 0. 563688591 0. 0468198 PHATRDRAFT 49551 - - - - -
7196374] 159] 115 266. 23 180. 71| —0.558996807] 0.001392574PHATRDRAFT 42746 - - - - -
K12581 /1 1e~ G0:0043231//in[G0:0097159/
75/280|cre:CHLREDRA [tracellular /organic
7196728 87] 63 104. 54 71.03| -0.557554674| 0. 01851736(PHATRDRAFT 9576 FT 184772|CCR4-NOT |membrane— cyclic - -
transcription bounded compound
complex subunit 7/8 |organelle binding
7199188 98| 71 57.55 39. 11 392] 0.01251048PHATRDRAFT 50364 - - - - -
K14272|1|2e~
121434 | ppp: PHYPADR AN AaT e
AFT_ 226033 | glutamat (;Zr.‘?gijle/ G0:0008152//m G0:0008152//m
7205108 62] 45| 39.52 26.9[ —0.554976774f 0. 0482014(PHATRDRAFT bd475 e—glyoxylate - binding:G0: etabolic etabolic
aminotransferase o |process process
0047635
[EC:2.6.1.4 2.6.1.2
2.6.1.44 2.6.1. -1
7200997} 73] 53 26. 83 18.27| —-0.554370421 0. 0320938 PHATRDRAFT 45908 - - - - -
G0:0003676/
K02981/1| le- /nucleic
86317 zma: 10038298 z?;jm 60: G0:0010467//g G0:0010467//g
7203664] 73] 53 68. 85) 46.89| -0.554176375 0. 0320938(PHATRDRAFT 48411 0/small subunit G0:0044391 0005195)/5". ene ene
ribosomal protein ructural expression expression
sze nolecule
activity
K10582/ 1] le- 60:0016875/
12/73. 2| ppp: PHYPADR ﬁt‘ffi)
7194764 71 56 10.31]  27.51) -0.552254944)  0.0283324|PHATRORAFT 4g512  [ATT 168742 ubiquiti ) forming |- -
n—conjugating sarbon—
enzyme E2 Q ;T’u_:;‘m
[EC:6.3.2.19] bonds
G0:0016671/
/oxidoreduc
K07304|1|2e- tase G0:0044763 ;GO G0:0044763 ;GO
23107 |aly:ARALYDRA activity, :0044710;G0: 0 :0044710;G0: 0
7196315 88| 64 120,96 85.25| -0.551187015  0.0190357|PHATRDRAFT 17362 || 492320 [peptider G0:0044444//ey|acting on a 009628/ /respo 009628/ /respo
methionine (S)-S- toplasmic part|sulfur nse to nse to
oxide reductase group of abiotic abiotic
[EC:1.8.4.11] donors, stimulus stimulus
disulfide
as acceptor
K10589 |1 3e~
10165. 9| smo: SELMODR
AFT 89794 |ubiquitin
—protein ligase E3
C
7202482 81 59 25.37 17.33| -0.549851865 0. 0250254 PHATRDRAFT 37484 [EC:6.3.2.19];K1058 |- - - -
8/2[3e-
10165. 9| smo: SELMODR
AFT 104652 |ubiquiti
n-protein ligase E3
B [EC:6.3.2.19]
7203209 92) 67, 57.53 39. 3] 0. 01684372| PHATRDRAFT 47972 - - - - -
7198179 ﬂ 51 83. 07| 56. 78| —0. 548944705 0. 0374092[PHATRDRAFT 40470 - - - - -




60:0046914/
/transition
metal ion
binding;GO:
0016705//0x
idoreductas
e activity,
K00472| 1] 1e- actine on
17/90. 1] smo: SELMODR Ecnm
7195855 74 54 35.96|  24.61) -0.547148363  0.0329908|PHATRDRAFT 49523  [AFT 431327 prolyl |- e 60:0044710 60:0044710
e
o on or
reduction
of
molecular
oxygen;G0:0
019842//vit
amin
binding
7195770 85 62 114.28]  78.29]  —0.5469635] _ 0.022116|PHATRDRAFT 49377 |- - - - -
e (1 G0: 0015036/ 51 001890460 60:0018904; GO
03671 13~ Jdisulfide 5010795/ /cel :0019725//cel
7201261, 133 97, 257.83|  176.5| —0.546751956|  0.0041595|Trx-hl 19192. 4] 0lu:08TLU 2 |- oxidoreduct |} ¢ : ¢
N . . lular lular
6095 thioredoxin 1 ase . .
activity homeostasis homeostasis
60:0017111/ [G0:0009154//p 60:0009154//p
K03650 | 1| 6e— /nucleoside [urine urine
581223 ota:0t03g053 - ribonucleotid ribonucleotid
7204947 82) 60) 38.41|  26.36| -0.543131594|  0.0257054|PHATRDRAFT bd1812 [10]tRNA 60:0044464  |triphosphat |e catabolic e catabolic
modification GTPase ase process;G0:00 process;G0:00
[EC:3.6.-.-] activity;G0 |08033//tRNA 08033//tRNA
10032550 |processin, processin
7197014 324 237 451.86] _ 310. 15| —0.542909726] 8. 77E-06|PHATRDRAFT 43725 |- - - - -
K09458 | 1/ 9e—
58|222| gnx: 10079001 60:0016740/ [G0:0008152//m 60:0008152//m
7198787 187] 137 120.88|  89.25| -0.541255215| 0.000770568|FABB 9/3-0xoacyl-[acyl= | /transferas |etabolic etabolic
carrier-protein] S
e activity [process process
synthase 1T
[EC:2.3.1.179]
K09571 /1| Te— 60:0044267//c 60:0044267//c
17/89. 4 |pop:POPTR_8 ellular ellular
7204672 102 75 62.46|  43.08| -0.535914319| 0.01390086|PHATR 46808 24273 |FK506-binding |- - protein protein
protein 4/5 metabolic metabolic
[EC:5.2.1.8] process process
60:0003677/
7204192 72 53 36.78|  25.39| -0.534661085  0.0394578|PHATR 43976 - - /DNA - -
binding
60:0016798/
/hydrolase
7198055 110) 81 55.43|  38.28| -0.534076178| 0.01090324|PHATRDRAFT 44391 |- - zti;;%n 60:0044238 60:0044238
glycosyl
bonds
60:0016829/
7204584 148 109) 102.22|  70.61| -0.533733075| 0.00314564|PHATR 46663 - - /lyase - -
activity
7197583 91 67, 79.94]  55.29] —0.533726685] _0.0205916|PHATRDRAFT 54105 |- - - - -
7196402 96| 71 47.7] 3309 -0.527593975] 0.01865986|PHATRDRAFT 42781 |- - - - -
60:0043231//in
tracellular
7196405 146) 108 240.25|  166.79| -0.526503637| 0.00371346|PHATRDRAFT 42790 |- membrane— - - -
bounded
organelle
7196291 89) 66 84.68] _ 58.91] —0.523508716] _0.0244848[PHATRDRAFT 42608 |- - - - -
60:0005840/ /11
bosome; G0: 0043
0905 _ 231//intracell
Ko2a25]1]7e ular membrane-[G0:0005198/ | X . X
136]481 | ppp: PHYPADR |} ' "¢ eiruotura |60:0010467/ /g 60:0010467//¢
7204713 74 55 56.62|  39.47 -0.52055523  0.0414798|PHATR 13361 AFT 190959 large ounde Struetirat fone ene
cubunit ribosomal organelle;G0:0|molecule xpressi xpressi
subunit ribosonal | 0160n0, penbralactivity | PSSO expression
protetn Loe ne;G0: 0044446 ;
60:0071944//ce
11 periphery
G0:0050896//+ G0:0050896//r
K14497|1/2e~ 60:0032550; [esponse to esponse to
13/76. 6| bdi : 1008389 60:0004672/ [stimulus;G0:0 stimulus;G0:0
7197968 142 106) 46.02)  32.21| -0.514752323| 0.00516126|PHATRDRAFT 44306 |98/ protein - /protein  |006464//cellu 006464/ /cellu
phosphatase 2C kinase lar protein lar protein
[EC:3. 1. 3. 16] activity  |modification modification
brocess brocess
K04507 | 1/6e—
7196853 71 53 74.21|  51.97| -0.513934548  0.048277|CacyBP 12/69. 7] gmx: 1005272 | - - -
28| caleyclin
binding protein
50:0002 /
60:0000785//ch io 9?0?976'
romatin;60:004|/ Mt
K11252/1/3e~ 3231//intracel [*¢}¢. . [60:0034728//n 60:0034728//n
7200223 119) 89) 180.93|  126.99| -0.510716747| 0.01085872|H2B~1b 38/ 156 ota:0t12g010 | lular NENEIY: lucTeosome ucleosome
° 0046983/ /pr some. wome.
70 histone H2B membrane— otein organization organization
bounded dimerizatio
organelle -
n activity
7195192 72) 54 28. 13| 19.78] -0.508067127] __0.049413|PHATRDRAFT 48724 |- - - - -
k14686 1 56- 60:0022890/
5 R,
06/51. 6/vvi: 1002455 [G0:0031224//in |/ MO 0:0006825//c
7203049 212 159) 90.84]  63.89| -0.507737566 0.000730686|PHATRDRAFT 47805 |00 S°lute carrier |trinsic transmembra [opper ion opper ion
family 31 (copper component of
ne transport transport
transporter), membrane
ber 1 transporter
mem activity
7204656 96| 72 61.87]  43.53] ~0.507230014] _ 0.0231764|PHATR 46783 - - - - -
7199929 80) 60) 86.24] _ 60.68] ~0.507136093| _0.0382788[PHATRDRAFT 45053 |- - - - -
G0:0015988//e 60:0015988//e
52233 1L§?6L0, 010 |60:0016471//va|G0:0019829/ “e”fy coupled “e”fy coupled
0 otroe e O |euolar proton-|/cation- [P0 o bee
7196829 129) 97, 72.31|  51.02| -0.508730699| 0.00890204(PHATRDRAFT 43023 |\ WPR " o transporting |transportin [/ MOTSHOTTANe ransmembrane
[EC:3. 6. 3. 14] complex activity o lectrochenic electrochemic
al gradient al gradient
7199556 140. 82 105.91 44.15] _ 31.14] ~0.503644493]  0.0060763[PHATRDRAFT 44839 |- - - - -




60:0012510//tr
ans-Golgi
?;;x:;gn 60:0015031//p 60:0015031//p
7201731, 109) 82) 125.2]  88.37| -0.502605973 0.01635766|CLC - e rotein rotein
membrane : GO: 00 transport transport
05905//coated
pit
60:0043648//d 60:0043648//d
icarboxylic icarboxylic
acid acid
metabolic metabolic
ooy [ | s
G0:0043231//in|/malate P R
K00026|1|3e- tracellular dehydrogena se Lo ablcrtlc se to ablcrtlc
app - stimulus;G0:0 stimulus;G0:0
1011366 pop: POPTR § | menbrane= se 005975//carbo 005975//carbo
7199385 190) 143 143.2] 101,09 -0.502391202| 0.001532748|VDH 22907 |malate bounded activity;G0
N . hydrate hydrate
dehydrogenase organelle;G0:0(:0036094//s . .
o . s metabolic metabolic
[EC:1.1.1.37] 044444/ /cytopl |mall N
asmic part molecule proc.css;(JO:O(? prOC.CSS:(JO:O(.J
R 09060/ /aerobi 09060/ /aerobi
binding
c c
respiration;G respiration;G
0:0006950//re 0:0006950//re
sponse to sponse to
stress stress
32&??2?2’76/ 60:0006259//D 60:0006259//D
7201365 89) 67, 45. 46 32.1| -0.502024387|  0.030411|PHATRDRAFT 46148 |- - L NA metabolic NA metabolic
blnding process process
7203119 91 69 20.97]  21.31] -0.491988491]  0.031732|PHATRDRAFT 47924 |- - - - -
K14445| 1| Te—
07/54. 3| gmx: 1007903 60:0015075/
49/solute carrier |G0:0031224//in|/ion G0:0030001//m G0:0030001//m
7203628 86. 96 65. 95 3005 28.42| -0.491288049]  0.035242|PUATRDRAFT 22453 |TAMILY 13 (sodiun~ jirinsic o transmembra |etal fon etal fon
dependent component of ne transport;GO: transport;GO:
dicarboxylate membrane transporter |0044763 0044763
transporter), activity
member 2/3/5
K01133/1/4e— 60:0016788/
13175, 1|zma: 1001920 /hydrolase
7202979 87] 66 36.09|  25.68) -0.490953941|  0.0359908|PHATRDRAFT 47845  [08|choline— - activity, |- -
sulfatase acting on
[EC:3.1.6.6] ester bonds
60:0036094/
/small
molecule
60:0031224//in|binding;G0: |G0:0044763;G0 60:0044763; G0
7200130 87 66| 48.16|  34.27|  -0.4908892  0.0359908|PHATRDRAFT 11843 |- trinsic 10015078/ /hy | :0030001//met 0030001/ /met
component of [drogen ion |al ion al ion
membrane transmembra transport transport
ne
transporter
activity
60:0043169/
/cation
o 12 g
74|275 | ppp: PHYPADRA
FT_165114 | NADH 60:0005746//mi | O SU1 U
dehydrogenase tochondrial | USter
7202688 153 16| 295.27|  210.13| -0.490752635 0. 00530428| PHATRDRAFT 14260 /e . ° binding;G0: |G0:0044710 60:0044710
(ubiquinone) Fe-S respiratory N
N " 0050136//NA
protein 8 chain DH
[EC:1.6.5.3 dehydrogen:
1.6.99.3] varosena
se
(quinone)
activity
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu |GO:0006351//t 60:0006351//t
7196689 87] 66 85.04]  60.52| -0.490729609|  0.0359908|PHATRDRAFT 42514 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7198686 141 107 73.82]  52.54] —0.490595537] _0.00759546| PHATRDRAFT 50090 |- - - - -
K14437/1/9e— G0:0046872/
126448 cme : CMQ215C /metal ion
chromodomain— binding;G0:
helicase DNA- 60:0043231//in| 2003676/ /nu
binding protein 7 tracel lular cleic acid
7198463 79) 60| 18.83 3178 -0.480500815  0.0464034|PHATRORAFT 16262 | LEC:3 64 12LKIISG | e binding;C0: | -
71260~ 0017111//nu
1201429 i : 1002618 |P0unded cleoside-
98 chromodonain- | °TEACIe triphosphat
helicase-DNA- ase
binding protein 1 activity;G0
[EC:3.6.4.12] :0032550
K01362! 1] 36- ?0.300413?,; SOLO?IQBB&//D SOLO?IQBB&//D
7205033 79.33 60. 32 36.56|  26.07| -0.487875488|  0.0464034|PHATRDRAFT bd1554 [12/72.0/0lu:0STLU 4 |- /endopep orein orein
ase metabolic metabolic
4226/ [EC:3.4.21. -] -
activity process process
60:0070011/
/peptidase 1o, 0019538/ /p 60:0019538//p
activity, . .
7201705 105. 69 80. 46 19.29|  13.77| -0.486324584|  0.022731|PHATRDRAFT 46565 |- - acting on |"OeI0 rotein
L-amino metabolic metabolic
i process process
acid
peptides
7197189 100. 24 76. 33 44.3]  31.64] -0.485557099] 0.0252254| PHATRDRAFT 43493 |- - - - -
60:0043231//in]G0: 0097159/
tracellular  |/organic  |G0:0006259//D 60:0006259//D
7203723 534. 11 406. 9 277.93|  198.59| -0.484928591| 2. 29E-07|PHATRDRAFT 38713 |- membrane— eyelic NA metabolic NA metabolic
bounded compound  |process process
organelle binding
600097159/
Jorganic  |G0:0006259//D 60:0006259//D
7202701 21110. 3 4521.03 3232.00| -0.484184119  5.86E-229|PHATRDRAFT 47693 |- - eyelic NA metabolic NA metabolic
compound process process
binding
K03495 1| Te—
991362/ cme : CHB092C
tRNA uridine 5- 0:0000166/
7200170 114 87, 36. 61 26.2| -0.482670962| 0.01811442|PHATRDRAFT 19579 - /nucleotide |G0:0002097 6010002097
carboxymethylaminom binding
ethyl modification
enzvme




G0:0009534//ch ,
7199607] 164] 125 496. 98 355.79 -0.482161832| 0.00443114|PHATRDRAFT 11235 - loroplast (/13122(1)2588/ - -
thylakoid
7200412 119] 91 60. 24] 43.21] —0.479356539] 0. 01633546| PHATRDRAFT 45653 - - - - -
G0:0046914/
/transition |G0:0009058//b G0:0009058//b
7201867| 99| 76 96. 11 69. 22| —0. 473497606 0. 030294 PHATRDRAFT_46593 - - metal ion iosynthetic iosynthetic
binding;G0: [process process
0051540
KO7735/1|3e~
18/91. 7/ota: 0t13g00
7194967| 105 81 63. 13 45. 68 —0. 4667631 0. 0277492| PHATRDRAFT 39471 420 |putative - - - -
transcriptional
regulator
7197315 193] 149| 49. 59 35.9] 0. 466065381 0. 0028862 PHATRDRAFT 43585 - - - - -
7196462 613] 473 900. 18 651.8] —0.46578416 1. 03E-07|PHATRDRAFT 42882 - - - - -
KO7195/ 1 4e— G0:0016192//v G0:0016192//v
7202493 101 78 35.01| 2538 0.465310706 0. 0314268|PHATRORAFT 47327  |14/79- Olamaz1002814160:0043234//pr esicle- esicle
24| exocyst complex [otein complex mediated mediated
omponent 7 transport transport
U U0U00557 7 T U U0U00557 7 T
atty acid atty acid
biosynthetic biosynthetic
process;G0:00 process;G0:00
10042 44093;60:0042
254//ribosome 254//ribosome
biogenesis;G0O biogenesis;G0O
10006470/ /pro 10006470/ /pro
- tein tein
ggi?:()%%//m dephosphoryla dephosphoryla
envelope:G0:00 tion;G0:00069 tion;G0:00069
331 78//‘];“0" 96//organelle 96//organelle
K02115/1/3e ermsp’orting 600019829/ organization; organization;
981357 | cme : CMQO87C two-sector //C:%\i()l’\ G0:0009694// j G0:0009694// j
. N F-type H+ . |asmonic acid asmonic acid
7201470 132 102| 96.27 69. 78| -0.464272693 0. 01402186[AtpC . ATPase transportin . .
transporting ATPase . metabolic metabolic
subunit gamma “O:‘p:e:’. N tT.Pfte process;G0:00 process;G0:00
[EC:3.6.3. 14] e oro00e| Y |09767//photos 09767/ /photos
535//&”0"_0‘]]“ ynthetic ynthetic
st thylakoid electron electron
nembrane transport transport
chain;G0:0006 chain;G0:0006
351//transcri 351//transcri
ption, DNA- ption, DNA-
templated;GO: templated;G
0006754/ /ATP 0006754/ /ATP
biosynthetic biosynthetic
process;G0:00 process;G0:00
06090/ /pyruva 06090/ /pyruva
G0:0003676/
K03086/1/1e /nucleic
64/244/ 0lu:0STLU_41 acid.
331|RNA polymerase binding;G0: p p
o 0000996;G0: |G0:0006351//t G0:0006351//t
7199402 110) 85, 100.22|  72.65| -0.46413574|  0.0249582[PHATRDRAFT 17029 T:T;:YKS;ZQQHM 0001071//nu |ranscription, ranscription,
33 142‘;5111;;:1()080252 Qei? acid [DNA-templated DNA-templated
2|RNA polymerase blndlng» .
sigma factor trarfscrlptl
on factor
activity
K112941/1e-
7200371 97 75 44.4 32.19 -0. 4639471 0. 0356132 PHATRDRAFT 45589 [05/50. 4|bdi:1008366 |- - - -
65 nucleolin
7198142 235/ 182 158.73]  115.31) -0.461057191) 0.001118742|PHATRDRAFT 49648 |- - - - -
K15631/1] 1e- 60:0015168/
, /anion
i??‘ig:;mo‘lgtg/e\ﬁ binding;G0: |60:0006950//r 60:0006950//x
7204570 90 70 23.61 17.22| -0.455312899 0. 0466294 PHATR 46641 n cofactor - 0046914//tr [esponse to esponse to
sulfurtransferase ansi;it‘m stress stress
metal ion
[EC:2.8.1.9] binding
G0:0003006//d G0:0003006//d
evelopmental evelopmental
process process
involved in involved in
reproduction; reproduction;
G0:0006418//t G0:0006418//t
RNA RN/
aminoacylatio aminoacylatio
60:0032550 n for prtftein n for prtftein
60: 0052689/ translatlon’:G translatlon’:G
Jcarbosylic 0:0006605//pr 0:0006605//pr
K01873/1/0.0/1003|p ester otein otein
pp:PHYPADRAFT 12852 60:0009532//p1 |hydrolase targeting;GO: targeting;GO:
7202384] 167] 130 44.01 32.12| -0.454359479| 0. 00681124(PHATRDRAFT 21513 8|valyl-tRNA - S 0009668 ;G0: 00 0009668 ;G0: 00
astid stroma |activity;GO . .
synthetase .0004812/ /a 09886/ /post— 09886/ /post—
[EC:6.1.1.9] . "% |embryonic embryonic
T:?;Zd;yli morphogenesis morphogenesis
am\,iij‘“e :60:0009451// :60:0009451//
RNA RN
modification; modification;
G0:0042254//r G0:0042254//r
ibosome ibosome
biogenesis; GO biogenesis;G0O
10006448/ /reg 10006448/ /reg
ulation of ulation of
translational translational
elongation elongation
G0:0017111/
K06184 |1/ 1e~ /nucleoside [G0:0009154//p G0:0009154//p
142504 |pop: POPTR 6 - urine urine
7195359 122] 95 57.43 41. 94 —0. 4534777 0. 0208996(PHATRDRAFT 51174 55628 |ATP-binding - triphosphat [ribonucleotid ribonucleotid
cassette, subfamily ase e catabolic e catabolic
F, member 1 activity;GO [process process
10032550
K03671 } 3e- (/;21(38}?_?3(3/ GO:OO]SQ(/)%;GO GO:OO]SQO%;GO
- - 0856. 6| cre:CHLREDR e :0019725//cel /e
7197415] 95 744 125. 18 91.49| -0.452318113 0. 0418066(PHATRDRAFT 43384 AFT 136383 thioredo | oxidoreduct Tular
xin 1 ase homeostasis homeostasis
activity
7204205| 793) 618 852. 73 623. 48| —0.451745731 4. 05E-09|PHATR 44000 - - - - -




K03386 1| 4e-
27/119] ath:ATIG6074
0|peroxiredoxin
(alkyl
hydroperoxide
reductase subunit G0:0016491/
0026 - om0l pra S ) 5 N /oxidoreduc |, y
7203681 100 78 109.17|  79.89| -0.450489623|  0.037502|PHATRDRAFT 56578 |7 . R 60:0044464 60:0044710 60:0044710
[EC:1.11. 1. 15] ;K111 tase
87(2|de- activity
25113 cre: CHLREDRA
FT_196639 | peroxired
oxin 5, atypical 2—
Cys peroxiredoxin
[EC:1.11. 1. 15]
o anl /) 60:0006140; GO 60:0006140; GO
t?jgﬁiﬁi”" 60:0030234/ |:0044092//neg 0044092/ /neg
7197761 669 522 1265.52|  926.84| -0.449338094|  7.32E-08|PHATRDRAFT 44484 |- membrane— /enzyme ative ative
bounded regulator regulation of regulation of
organelle activity molecular molecular
function function
7197784 106] 83 51.48] 3781 -0.445244204] 0. 0342064|PHATRDRAFT 44525 |- - - - -
7197015 1670) 1309) 1952. 14| 1435.65] -0.443352447| 4. 785-17| PHATRDRAFT 43726 |~ - - - -
K09584] 1| Te-
15/83. 2|bdi : 1008276
73 protein
:ém“d“ isomerase (;gl(:gﬁ?j?/ 60:0018904; G0 60:0018904; G0
7196882 121 95 56.77)  41.81| -0.441280698|  0.024778|PHATRDRAFT 43106 [ [EC:5.3.4.1];K01829 |- oxidoreduct | 0019728/ /eel 0019725/ /cel
3 50 ase lular v lular v
15/81. 3] zma: 606413 activity homeostasis homeostasis
protein disulfide—
isomerase
[EC:5.3.4.1]
600016846/
K01759] 1| 5e- (Cl‘i.b‘f“
32136 ppp: PHYPADRA o
7201368 121 95, 117.34]  86.43| -0.441090831 0.024778|GLXT FT 107013 |lactoylgl |- wiﬁim-uo - -
utathione lyase IPeeee
[EC:4.4.1.5] 0013169/ /¢
ation
binding
7200390 408] 321 596.09] _440.09] —0.437731581] 4. 136-05|PHATRDRAFT 45617 |- - - - -
7204184 132 104 49.76] __36.77] -0.436457309] _0.0203292[PHATR 43964 - - - - -
K01610/ 1| Te-
. 39/163| smo: SELMODRA 60:0003824/
7199645 142 112 54.31)  40.18| -0.434740299| 0.01645002(PHATRDRAFT 44968 [ %7 ¢ - Jeatalytic |- -
FT_ 94922 |apyrase -
[EC:3.6.1.5] activity
60:0046914/
/transition
metal ion
7200713 341 269) 378.53|  280.15| -0.434208151| 0.000200804|PHATRDRAFT 19954 |- - binding;G0: |G0:0015669 60:0015669
0046906/ te
trapyrrole
binding
7195143 182 144 100.43] 7452 -0.43049071] 0.00713808|PHATRDRAFT 48851 |- - - - -
K03453| 1| 9e- G0:0005343/
10163. 9 ppp: PHYPADR Jorganic  |G0:0030001//m 60:0030001//m
7198561 157 125 71.21|  53.18| -0.421196075 0.01428824|PHATRDRAFT 49978  [AFT 142102|bile - acid:sodium |etal ion etal ion
acid:Na+ symporter, symporter |transport transport
BASS family activity
w11 e
13174, 7| ota: 006g03 o
360| succinate o ° 60:0009060//a 60:0009060//a
7204353 163 130) 248.71|  186. 14| -0.418076403| 0.01303384|PHATR 18516 dehydrogenase 00:0043234/fprjactivity, s erobic
T otein complex |acting on . . . .
(ubiquinone) the Cli-ci |respiration respiration
cytochrome b560
subunit group of
donors
CUTTIUTSOZTST CUTTIUTSOZTST
£1901135;60:0 £1901135;60:0
008610//1ipid 008610//1ipid
biosynthetic biosynthetic
process;G0:00 process;G0:00
19438//aromat 19438/ /aromat
ic compound ic compound
biosynthetic biosynthetic
process;G0:00 process;G0:00
06796/ /phosph 06796/ /phosph
ate— ate—
. , [containing containing
K00218| 1|8e- ?21;12(1)?6091/ uompounq uompounq
611233 zma: 10028353 [60:0009534//ch[molecule  |"eta0lic netabolic
7201545 213 218 13589 10177 ~0.417126951| 0.001365875|PHATRDRAFT 56588 |1/ protochlorophylli |loroplast  |binding;0: |Pr0ce5:60:09 processi60:00
de reductase thylakoid 0016491 /ox [19637//organo 19631//organo
[EC:1.3. 1. 33] idoreductas |P1OSPhate phosphate
e activity metabolic metabolic
process;G0:00
/) 09416//respon
se to light se to light
stimulus;G0:0 stimulus;G0:0
044255//cellu 044255//cellu
lar lipid lar lipid
metabolic metabolic
process;G0:00 process;G0:00
16070//RNA 16070//RNA
metabolic metabolic
60:0016798/
/hydrolase
7202246 125 100 34.43|  25.83| -0.414618537|  0.0313702(PHATRDRAFT 54681 |- - :zm;tzn 60:0044238 60:0044238
glycosyl
bonds
7200405] 216 174 277. 8] 209. 98] ~0.403794677] 0.00564682|FtrB - - 60:0016731_]G0:0044710 60:0044710
60:0044424;60: [G0: 0016491/
7194869 197 159 108.63| 8223 -0.401685849| 0.00863708|PHATRDRAFT 48600 |- :Sfizfim;;:;i izz;d‘“educ 60:0044238 60:0044238
of membrane _|activity
60:0017111/
/nucleoside [G0:0009154//p G0:0009154//p
- urine urine
7202403 244 197 106.35|  80.53| -0.401221795  0.0035027|PHATRDRAFT 54726 |- - triphosphat |ribonucleotid ribonucleotid
ase e catabolic e catabolic
activity;G0 [process process
10032550




60:0015077/
G0:0005753//mi [ /monovalent
tochondrial  |inorganic  |G0:0006754//A 60:0006754//A
7195302 174 141 74| 56.24 -0.395928676| 0.01489792| PHATRDRAFT 49053 |- proton= cation v ) P )
transporting |transmembra [biosynthetic biosynthetic
ATP synthase |ne process process
complex transporter
activity
7202045 169) 137 55.43]  42.14] —0.395476693] 0.01655306|PHATRDRAFT 47142 |- - - - -
K06694 1/5e—
10165. 1] ath:AT26034
30126S proteasome
non-ATPase
regulatory subunit . N
10:K14423| 3| 6e~ to.voo4§9}4/
7204852 148 120 50.33|  38.27| -0.395204697|  0.0250338|PHATRDRAFT bd1578 [09/61.6/aly:ARALYDR |- transition | -
AFT 3293524, 4~ netal ion
dinethyl-9beta, 19~ binding
cyclopropylsterol—
4alpha—methyl
oxidase
[EC: 1. 14. 13. 72]
60:0046914/
7202399 387 314 84.57|  64.34| -0.394430043| 0.000297592|PHATRDRAFT 37523 |- - /transition | -
metal ion
binding
Madezl|ze” 60:0005083/" 51 0032011//4 60:0032011//A
25/117 | rcu:RCOM_070 /small RF protein RF protein
7197024 252 205 41,83 31.91| -0.390529389| 0.00382188|PHATRDRAFT 54143  [8240| guanine - GTPase - -
nucleotide-exchange regulator signal . signal .
N - transduction transduction
factor activity
K00791 1| Te—
41/169] cme: CHS4T5C 60:0006399//t 60:0006399//t
7196929 242 197 117.53|  89.73| -0.389366741| 0. 00468704|PHATRDRAFT 43183 [ tRNA - 60:0032550 [RNA metabolic RNA metabolic
dimethylallyltransf process process
erase [EC:2.5.1.75]
7204169 184 225.79] 172, 46| —0.388719807] 0.00630798|PHATR 43939 - - - - -
7201495 111 71.9] 5504 -0.385511301]  0.035743[PHATRDRAFT 46301 |- - - - -
7203360 129) 74.01] _ 56.67] —0.385135014] 0. 0237622|PHATRDRAFT 38668 |- - - - -
7195988 1:ﬁ 30.4]  23.34] 0.381266763] _ 0.013292| PHATRDRAFT 42624 |- - - - -
K00620 1| Te—
17/90. 5| ota:0108g02
650 glutamate N—
7195597 127 104 39.27|  30.16| ~0.380791169  0.0449082{PHATRORAFT 49335 |Acctyltranslerase /1 - - -
amino—acid N-
acetyltransferase
60:0003824/
/catalytic
activity;GO
7198454 144 118 124.72|  95.87| -0.379541496|  0.0331074|PHATRDRAFT 49782 |- - :0046914//t |- -
ransition
metal ion
binding
60:0016790/
/thiolester
hydrolase
activity;G0
:0046914//t
ransition
metal ion
binding;G0:
K00121/1/7e~ 0016616//0x
128456/ ven: VOLCADR idoreductas
T 82410 S— s activity
e e
croxy ; " :0006067//eth :0006067//eth
7196347 339) 278 130.3)  100.21| -0.378810601| 0.00110446|PHATRORAFT 17427  |tPione N the CHOH | oy anol
dehydrogenase / group of ) )
alcohol donors, NAD metabolic metabolic
dehydrogenase or NADP as |PT09¢S° process
[EC:1.1.1. 284 acceptor;G0
LLL1] 10052689/ /c
arboxylic
ester
hydrolase
activity;G0
10036094/ /s
mall
molecule
binding
60:0036094/
7204508 135 111 52.36|  40.37| -0.37518151  0.0415208|PHATR 46729 - - /small - -
molecule
binding
700095367/
7200156 208 171 134.87 104] -0.374985948| 0.01133678|PHATRDRAFT 45297 |- ggé(i)gog‘;z.s//pl - - -
7196660 135] 111 80.38]  61.99] —0.374801073]  0.0415208[PHATRDRAFT 42457 |- - - - -
60:0051536/
/iron-
sulfur
7201798 478 393 4278 329.96| -0.374645341| 0.000123534|PHATRDRAFT 46444 |- - cluster -
binding;G0:
0043169//ca
tion
binding
7197546] 215 177 136.63]  105.5] —0.373031204] 0.01041728|PHATRDRAFT 43494 |- - - - -
60:0015103/
K07240/1/6e- /InoTEANic 6o 0015698//i 60:0015698//1
N . e ) ) 531207 olu:0STLU_89 amion norganic norganic
7194763 453 373 219.26|  169.32 -0.372890249| 0.000201394|PHATRDRAFT 48511 | - transmembra | :
366 | chromate e anion anion
transporter transport transport
transporter
activity
60:0004930, |00:0007166//c 60:0007166//c
A ell surface ell surface
/G-protein |~ y
60:0031224//in|coupled receptor receptor
; - . . . . trinsic receptor s1gna11n$ slgnallns
7203884 217 179) 55.2) 42.7] -0.370432197| 0. 01061204|PHATR 44131 - ) o pathway ;60: 00 pathway ;60: 00
component of [activity;GO
nenbrane 10003824/ /¢ 09117//nuc1e0 09117//nuc1e0
atalytic tide . tide .
L metabolic metabolic
activity
process process




K01834] 1| 26~ G0: 0016868/
;T;ii’ zna: 10027334 ﬁz;mm"lcc 60:0006007//¢ 60:0006007//¢
7196967 143 118 44.11)  34.13| -0.370065346  0.0383624|PGAM 2 bisphosphoglycerate |~ transferase | U°0SC lucose
- catabolic catabolic
—dependent activity,
phosphoglycerate phosphotran process process
mutase [EC:5.4.2.1] sferases
K04345] 1| 3¢~
291127 smo: SELMODRA 60:0003824/
FT_440463 |protein /catalytic
kinase A activity;G0 |G0:0006468//p 60:0006468//p
7201485, 172 142 200.79|  155.53 -0.368494533|  0.0233562| PHATRDRAFT 12655 327 1L 111;K04T |0:0043234/ /br | :0019887//p |rotein ) roteln :
3912 2e~ otein complex [rotein phosphorylati phosphorylati
241110/ ven: VOLCADRA kinase on on
FT_31307 | cAMP- regulator
dependent protein activity
kinase regulator
(01623 |1 40 To.oo(feoo?//g To.oo(feoo?//g
106383 | cme: CM1049C 60:0016832/ | 19O%¢ ueose
" . N . ACE fructose— y - /aldehyde- catabcllq catabcllq
7199266 138 114 78.78|  61.04| -0.368074455  0.0427454|FbaCs ] 60:0044434 process;G0:00 process;G0:00
bisphosphate lyase N N
. 50896/ /respon 50896/ /respon
aldolase, class [ activity
[BC:4. 1.2.13] se Lo se Lo
stimulus stimulus
G0: 0036094/
/small
KO1711/1] Te~ ‘2913?“1%0_ 60:0009225//n 60:0009225//n
105|381 ath:AT56662 06285{3‘5)@ ucleotide- ucleotide-
7197497 167 138 116.94)  90.64] -0.36754873|  0.025964|GMD1 80/CDPnannose 4,6~ [G0:0044464 | P sugar sugar
dehydratase R N metabolic metabolic
[EC:4.2.1.47] binding;G0: process process
0016836/ /hy
dro-lyase
activity
7197714 151 125 5121  39.76] -0.365107802]  0.035425|PHATRDRAFT 44485 |- - - - -
7195968 151 125 124,03 96.31] -0.36493161] __0.035425|PHATRDRAFT 42600 |~ - - - -
T )
136485 | ppp: PHYPADR . 60:0019538//p 60:0019538//p
7201661 227 188 1225 95.16| 0.364354572| 0.01001102|PHATRORAFT 20787 | A1~ 185217 mitochon | activity;co |°HCI" roteln
drial processing o1 metabolic metabolic
. 10043169/ /¢
peptidase . process process
[EC:3. 4. 24. 64] ation
binding
G0:0032550;
60:0016876/
/ligase 60:0006412//t 60:0006412//t
activity, ranslation;G0O ranslation;G0
7197844 4083 3383 2169.34| 1685.82 -0.36380568  1.02E-27|PHATRDRAFT 18911 |- 0:0044424 | TOTMIng 10006528/ /asp 10006528/ /asp
aminoacyl- [|aragine aragine
tRNA and metabolic metabolic
related process process
compounds; G
0:0016211
K08902| 1| 3¢~
7196392 544 451 575.61|  447.71) -0.362527114) 7. 09E-05|PHATRDRAFT 42765 |- 103 cme:CUKLTC - - -
photosystem 1T
Psb27 protein
7197797 2436 2024 17928 139.67] ~0.360192379] 7. 405 17|PHATRDRAFT 44551 |- - - - -
7200382 154 128] 54.9 42.84] ~0.359423524] 0. 036385 PHATRDRAFT 45604 |~ - - - -
60:0043169/
/cation
binding;G0:
?géﬁig} ICT[’H\’]‘ADR 60:0031224//1 gggéiig/ (;S“
e 1zgoggpéd2+/in2 crineio /A0 on 60:0006812//c 60:0006812//c
7205158 218. 19 1814 85.2|  66.43| -0.359018516| 0.01240542|PHATRDRAFT bd387 i transmembra [ation ation
+-exporting ATPase [component of
; ne transport transport
3.3 membrane
transporter
activity;Go
:0016787//h
ydrolase
activity
KOSTIO 1 de- Seransition |otiater e
163573 |aly: ARALYDR : . .
i ) . i - . . AFT 491378 puromyci HI(..‘L'd% mrf pr(?uc : 0:00 pn?ccss:,(JU:OO
7194860 202) 168 60.32|  47.04| -0.358748368 0.01677762|PHATRDRAFT 29758 ot V¢ 160:0044424  [binding;G0: |44699;60:0019 44699;G0:0019
nosensitive 0008238/ /ex |538//protein 538//protein
aminopeptidase . . .
[BC:3. 4. 11.-] opu;.)L%daso metabolic metabolic
activity brocess brocess
KO1880/ 1| 7e- 60:0004812/ [G0:0006418//t 60:0006418//t
56/217 | cme: CMCO37C /aminoacyl~ [RNA RNA
7200500 137 114 59.14|  46.16| -0.357491019|  0.0494048|PHATRDRAFT 50885  [glycyl-tRNA 60:0044424  [tRNA ligase |aminoacylatio aminoacylatio
synthetase activity;GO [n for protein n for protein
[EC:6. 1. 1. 14] 10032550 |translation translation
60:0003824/ |G0:0009987//c G0:0009987//c
7204036 310) 258 187. 43| 146.31| -0.357323511| 0.00312036|PHATR 44101 - - Jcatalytic |ellular ellular
activity _|process brocess
G0:0016646/
Joxidoreduc
tase
activity,
K00286 1/ 2e- acting on
59228 ven: VOLCADRA the CH-NH  [G0:0006561//p 60:0006561//p
7197473 173 144 145.3|  113.45| 0356978004  0.0273754|PHATRORAFT 25379 || 50899 pyrroline= growp of roline = roline
5-carboxylate donors, NAD [biosynthetic biosynthetic
reductase or NADP as |process process
[EC:1.5.1.2] acceptor; G0
:0036094//s
mall
molecule
binding
G0:0008152//m G0:0008152//m
7199311 149 124 219,55 171.46| -0.356677486  0.040503|PHATRDRAFT 16962 |- - - etabolic etabolic
brocess brocess
G0:0043169/
/cation
binding;G0:
60:0043231//in[0016861//in |G0:0006007//g 60:0006007//g
K01805 1/9e- tracellular  |tramolecula |lucose Tucose
1241442 |aly: ARALYDR |membrane- v catabolic catabolic
7198789 673 561 242,21 189.35| -0.355203009|  1.49E-05|PHATRDRAFT 30786  |AFT 918943|xylose |bounded oxidoreduct |process;G0:00 process;G0:00
isomerase organelle;G0:0ase 19321//pentos 19321//pentos
[EC:5.3.1.5] 031090//organe |activity, |e metabolic e metabolic
lle membrane |interconver |process process
ting
aldoses and
ketoses




60:0044444//cy
K11098 /1] Te~ ‘0”}?23?30301 60:0097159/ [G0:0010467//g 60:0010467//¢
25115/ ven: VOLCADRA pa,l,tf o ” Jorganic ene ene
7200761 1028 857, 119195 932.3| -0.354457547) 8. 81E-08|PHATRDRAFT 20167  |FT_109863| small 8//ribonucleop(. 1, expression;G0 expression;G0
nuclear ““01'3 G0-003compound | :0000451//RNA :0009451//RNA
ribonucleoprotein F iggul)/;:gmléar binding modification modification
lumen
60:0009314//1 60:0009314//1
esponse to esponse to
radiation;GO: radiation;Gl
0006468/ /prot 0006468/ /prot
. ein ein
Tg;lTj?ZLtl)E:SURBI 0 60:0032550; [Phosphorylati phosphorylati
3g008670 | ataxia 60:0004672/ ?%kg,oooezw ?%kg,oooezw
7201972 253 211 113.5  88.78 -0.354385684 0.00807582|PHATRDRAFT 51040 |telangiectasia - Jprotein  |10N abolic
mulal%\d family klnz?s%‘ process;G0:00 process;G0:00
‘EEZ‘“T " ACLVIL 07569/ /cell 07569//cell
ST aging;G0:0006 aging;G0:0006
974//cellular 974//cellular
response to response to
DNA damage DNA damage
stimulus stimulus
K01624/ 1] Te—
116/419|01u:0STLU_9 G0:0046914/
4831 | fructose- /transition
bisphosphate metal ion  [G0:0006007//g 60:0006007//¢
. . ; o e . oEne N SO R aldolase, class II binding;G0: [lucose lucose
7204792 590. 93 494. 23 272.94|  214.1| -0.350299045| 6. 74E-05|FbaCl (BG4 1213 ko012 | 00168321 |catobalic e e
0[3]2e— dehyde— process process
16/86. 3| aly: ARALYDR lyase
AFT_472044] [EC: 1. 1. activity
60:0046906/
7202394 1809 1514 1318.27|  1034.9| -0.349154514| 2. 73B-12|PHATRDRAFT 47332 |- - /tetrapyrro |- -
le binding
7196060 160) 134 68.59]  53.87] —0.34851619]  0.0382442[PHATRDRAFT 42507 |- - - - -
K15283/ 1/ Te— oo )
37/152| cme: CMK114C (:?_iggf‘i“ﬁw“‘
7197026 253 212 214.37)  168.51| -0.347268813 0.00929118|TPT2 solute carrier ) - -
. e component of
family 35, member
Bl membrane
7199284 1901 1593 2532. 08| _1990. 97| 0. 346851504] 9. 90E-13|PHATRDRAFT 50499 |- - - - -
60:0016646/
/oxidoreduc
tas
activity,
acting on
7195042 149) 125 128.79|  101.36| -0.345532149 0. 046986|PHATRDRAFT 48766 |- - the CH-NH |G0:0044710 60:0044710
group of
donors, NAD
or NADP as
acceptor; G0
:0032553
7197033 188] 158] 36.54]  28.79] —0.343908845 __0.026684|PHATRDRAFT 43751 |- - - - -
60:0016668/
Joxidoreduc
tase
K00382/ 1| 2¢- activity,
163574 ppp: PHYPADR ‘::t;;‘f O™ 8160:0044710;60 60:0044710; G0
7199894 157] 132 85.86]  67.71| —0.342617254]  0.0432066(DLDH AFT_106783 dihydrol |6 6040494 [group or | 0019720//cel 0019725/ /cel
ipoamide donors lular lular
dehydrogenase NAD(I’)’as homeostasis homeostasis
[EC:1.8.1.4]
acceptor;G0
:0000166//n
ucleotide
binding
60:0015077/
60:0005753//mi | /monovalent
tochondrial  |inorganic |G0:0006754//A 60:0006754//A
7204273 278 234 214.22|  169. 14| -0.340875295| 0.00738462|PHATR 43841 - proton® cation I ) I )
transporting transmembra |biosynthetic biosynthetic
ATP synthase |ne process process
complex transporter
activity
7198311] 152 128] 228.28]  180.4] 0.33960513] __0.048075|PHATRDRAFT 49673 |- - - - -
60:0051748/
K12447 /1] Te~ JUTP- . ’ 000
137488 | ppp: PHYPADR nonosacchar |00 0009225//n 60:0009225//n
) AFT 196551 UDP— ido-1- ucleotide- ucleotide-
7200985 367 310 143.44  113.63) -0.336103615 0.00240128|PHATRDRAFT 54493 sugar sugar
sugar phosphate . .
pyrophosphorylase uridylyltra metabolic metabolic
[EC:2.7.7. 64] nsferase  |PTO0%S process
activity
7197883 355| 300 354.67] 281, 18] -0.334983323( 0. 0028827 PHATRDRAFT 44428 |- - - - -
K13412/1|Te~ G0:0046872/
85313 vvi: 10026565 /metal fon o, 6006464/ 0:0006464//c
0| calcium-dependent binding;G0: ollular ollular
7196961 163 138 60.91|  55.51) -0.332751142  0.0451222|PHATRDRAFT 25067  |Protein kinase - 0004672//bx | tein protein
[EC:2. 7. 11. 1];K0092 otein o o
4]2]30- Kinase modification modification
84/311 | ath:AT5G1218 activity;Go |PTO°5S process
017FC:2.7.1.-] :0032550
60:0016616/
/oxidoreduc
:‘Zﬁv“% 60:0008610//1 60:0008610//1
acting on | Pid ) ipid )
k000211 36— the CH-OH biosynthetic biosynthetic
971353 |mtr:MIR 5g02 |G0:0031224//in|group of gg‘;;;lignes gg‘;;;lignes
7199217 241 204 195.9) -0.332739003| 0. 01474826|PHATRDRAFT 16870  |O470/hydroxymethylg ftrinsic donors, NAD | " s tabolic me metabolic
Tutaryl-CoA component of |or NADP as "
reductase (NADPH)  [membrane acceptor;G0 02‘7’;3
[EC:1.1. 1. 34] :0000166//n | 0=
ucleotide |"°Md )
binding:G0: metabolic metabolic
0048037,/00 |PTOCESS process
factor
binding




G0:0003676/

K11407|1/2e- (0:0043231//in|/nucleic
201100 | ppp: PHYPADRA |tracellular acid
7200676 203 172 49.74|  39.52| -0.331823561|  0.0258118|PHATRDRAFT 45431  [FT 138277 |histone |membrane— binding;G0: |- -
deacetylase 6/10 bounded 0003824/ /ca
[EC:3.5.1.98] organelle talytic
activity
K01868/1/0.0/811pp 600004812/ [G0:0006418//t 60:0006418//t
p:PHYPADRAFT 130801 /aminoacyl- |RNA RNA
7203883 203 172 86.85|  69.01| -0.331720416]  0.0258118|PHATR 33493 threonyl-tRNA (0:0044424  |tRNA ligase |aminoacylatio aminoacylatio
synthetase activity;G0 |n for protein n for protein
[EC:6.1.1.3] :0032550 | translation translation
€0:0043234/ /or ?S?ggio?z{ 60:0007010//c 60:0007010//c
7201525 357. 86 303. 47 47.19|  37.52| -0.330821344| 0.00332428|PHATRDRAFT 54510 |- I Pr|/CYLOSKECL |0y skeleton ytoskeleton
otein complex |al protein . . . .
binding organization organization
e A
K04043/110.0/802|cm [tracellular . 028 . - .
€:CML205C [molecular |membrane— (0:0032550; protein protein
; G0:0005515/ [metabolic metabolic
chaperone bounded /protein rocess;G0:00 rocess;G0:00
7196473 217 184 87.28 69.4| -0.330715439| 0. 0215826(Hsp70 1 Dnak:;K0328312(0. 0|7 |organel le;Go:0|/Protern - Process;bu: process:vu:
1 o s binding;G0: [09628//respon 09628/ /respon
91/0lu:0STLU 31330/ |071944//cell P ospa oape
. N 0043167//i0 [se to abiotic se to abiotic
heat shock 70kDa periphery;G0:0 L . N . N
rotein 1/8 044444/ /ey topl n binding stimulus;GO:0 stimulus;GO:0
P / [/ /evtop 006950/ /respo 006950/ /respo
asmic part
nse to stress nse to stress
K13862/ 1| le—
O O
7205100 401, 340 172.08|  136.83| -0.330694854| 0.001779252|PHATRDRAFT bd714  |family 4 (sodium  |2PSI€ 1y 60:0006811//1 60:0006811//1
component of . on transport on transport
borate antiporter
membrane -
transporter), activity
member 11
60:0016620/
/oxidoreduc
K00294 1/9e~ tase
175/611 | ppp: PHYPADR activity,
AFT 207743 1- acting on
7196480 218 185 116.4)  92.65) -0.329228177|  0.0217236|PHATRDRAFT 31906  |pyrroline—5- - the 60:0044710 60:0044710
carboxylate aldehyde or
dehydrogenase 0X0 group
[BC:1.5. 1. 12] of donors,
NAD or NADP
as_acceptor
60:0046872/
/metal ion
binding;G0:
0016717//0x
idoreductas
e activity,
acting on
paired
k03921 1| 4e~ donors,
98/355| vvi: 10085371 with 60:0006631//1 60:0006631//1
7196866 502 126) 19013 390.2| -0.328050676| 0. 000493638\ pHATRORAFT 316 |0 2¢¥I~Laeyl— €0:0000536//pljoxidation atty acid atty acid
carrier-protein] astid of a pair metabolic metabolic
desaturase of donors process process
[EC:1. 14. 19. 2] resulting
in the
reduction
of
molecular
oxygen to
two
molecules
of water
K15275 /1| Te—
20198, 6|ath:ATIGI3 | . 031994/,
60/solute carrier trinsic
7198614 386 328 337.73|  269.21 0.00237992| PHATRDRAFT 16401 | family 35 (UDP- L of 60:0044763 60:0044763
enlacton component o
membrane
transporter),
member Bl
K10592/ 1/ Te—
32/ 140/ ppp: PHYPADRA
7201366 3234 2754 23768 189.70| -0.324616531] 2. s1p-1s|puaTRORAFT 36043 | 1PTO06/E - - -
ubiquitin—protein
ligase HUWEL
[EC:6.3. 2. 19]
60:0006007//¢ 60:0006007//¢
60:0016832/ lucose . lucose .
catabolic catabolic
/aldehyde- . 5
K006401 1] 76 o process;G0:00 process;G0:00
e iAo ) vase. 00097//sul fur 00097//sul fur
35/ 146 cne: CMADOTC | o 000 factivity:Go | o anine, woid
7196652 1999 1704 1207.76|  965.64| -0.322776454) 8. 78E-12|Fbad serine 0- SORTSIZEN . 0016412/ |20 BOE amine asid.
toplasm . biosynthetic biosynthetic
acetyltransferase erine 0—
[hei23. 1 30) oy transfo |Process 60:00 process;G0:00
e L 1€ 106563//1- 06563//1-
rase ; ;
activity serine serine
ac metabolic metabolic
brocess brocess
G0:0043234//pr
otein 60:0044237//¢ 60:0044237//c
complex;G0:003 totae ot
7203170 633 540 800.94|  641.1| -0.321144763 0.000129276|Lhcf10 - 4357;60:000950 |~ e e
metabolic metabolic
7//chloroplast o o
:G0:0044425/ /m process process
embrane part
60:0035251/ [G0:0006074// ( 60:0006074// (
/uDp- 1->3) -beta-D- 1->3)-beta-D-
) glucosyltra |glucan glucan
K11000/1/0. 0/ 740/ gm S?é?g“%“/pr nsferase  |metabolic metabolic
- . x:100806685 |callose | o activity; 6o [process;60:00 process;G0:00
7196891 753 644 96.81|  77.61| -0.318913524]  3.62E-05[BGS1 nthase ;;n:i}jx‘c(z.?m 0035251770 0607477 (1 0607407 1
[EC:2.4.1.-] 223/ /PYOLERT | pp >3)-beta-D- >3)-beta-D-
complex
glucosyltra |glucan glucan
nsferase  |metabolic metabolic
activity__|process brocess




G0:0016209/
/antioxidan
K02927| 1] Te- t
35147 cme : CMC045C activity;Go
large subunit . 030509, /01 | 00169/ /U 6o 0010467/ /6 60:0010467//¢
7195416 330 282 364,44 202, 18| ~0.318823887 0.00608098|PHATRDRAFT 49037  |FLbosomal protein 1, b ) oprotei|Fansition o ene
L40e;K08770 2| 2e~ metal ion . )
35/ 147 | ppp: PHYPADRA n complex binding:G0: expression expression
FT_208425|ubiquitin 0005198//st
C ructural
molecule
activity
K10406] 1| 2¢-
7203388 272) 233 ss.6| 3893 -0.31591206| 0. 01370776|PHATRORAFT 4sps3 0963 9 emx: 1008000 | - - -
16 'kinesin family
member C2/C3
K08907| 1| 2¢- . ) ) )
07 5.7/ cne N3 1C aeration of aeration of
7194998 182 156 21809 175.39| -0.314357126]  0.0443742|Lhef13 Ci;i}l’ixh‘f"“\“”‘g 22{?309536”“1 - precursor precursor
. p metabolites metabolites
chlorophyll a/b
binding protein 1 and energy and energy
G0:0006796//p G0:0006796//p
hosphate— hosphate—
KO00873 11 3e— . nna1gon. |CONtaining containing
126450 | cre: CHLREDR tgggféié?/ compound compound
7195448 200) 172 97.63|  78.74| -0.310227818|  0.0377598|PK3 AFT_136854| pyruvate |- : metabolic metabolic
X /kinase .
ki 3 oo process;G0:00 process;G0:00
[EC:2.7. 1. 0] actvILY  06007//glucos 06007//glucos
e catabolic e catabolic
process process
7202035 243 209) 92.62] _ 74.71] -0.310022395] 0. 0220706|PHATRDRAFT 47129 |- - - - -
7199098 201 173 121.27 97.9|_-0.308841933] 0. 037963|PHATRDRAFT 55162 |- - - - -
7201082 196] 169] 113.78] 9202 ~0.306227625] 0. 0420482| PHATRDRAFT 45833 |~ - - - -
s 20| |60:0043232;G0: [G0:0032550;
Eliiﬁb;(\)t?aﬁfti 0044446;G0:000|G0: 0016462/
7201729 309) 267, 82.64|  66.96| -0.303540726| 0.01143706(sCdc48 : ! 5737//cytoplas | /pyrophosph |G0:0044763 60:0044763
nal endoplasmic . o
e TPace  [mi60:0008631//|atase.
nucleus activity
7202002 280) 249) 190.77|__154. 66| ~0.302734197] 0.01618232| PHATRDRAFT 47079 |~ - - - -
b PINEADAT s0050 [(0-0030529/ /11
7200601 1082 936 13114 106.38) -0.301880855 2. 495-06|PUATRORAFT 19982 |3P 7 o bonucleoprotei [~ 60:0000377 60:0000377
. . n complex
processing factor 8
K06269 1| 2e-
152536 | ppp: PHYPADR
AFT‘9555‘>I4;\);1~omn 60:0016791/
7196666 238) 206 168.3|  136.64| -0.300655297|  0.0276338| PHATRDRAFT 50645 /phosphatas |- -
phosphatase 1, L
; . e activity
catalytic subunit
[EC:3.1.3. 16]
K13420| 1| 26~
21/102| aly: ARALYDRA
FT_356368 |LRR
7198310 269) 233 162.64) 132, 13| -0.299724054| 0.01959836|PHATRDRAFT 49670  |receptor-like - - - -
serine/threonine—
protein kinase FLS2
[EC:2.7.11.1]
7203437 354 307, 53.75] 4371 -0.298301377] _0.00775058|PHATRDRAFT 48121 |- - - - -
7197960 483 419) 381,07 310.09] ~0.297369034] 0.001895162[PHATRDRAFT 44297 |~ - - - -
G0:0016746/
/transferas
. . ’ s . . e activity,
7199502 478 415 265.20|  216.03| -0.296338622| 0.00208012|PHATRDRAFT 44980 |- - - -
transferrin
g acyl
groups
7195333 387] 336 556,89 453.71] —0.295621929] 0.00561092| PHATRDRAFT 49109 |~ - - - -
G0:0017111/
/nucleoside
triphosphat |60:0006007//z 60:0006007//g
e lucose lucose
K01689 1|5~ :Ztmuy co |catabolic catabolic
7199375 465 404 87.17 7102 -0.205606349| 0.00247426|PHATRORAFT 50ma7 | L43]914/01u:0STLU 21600043284/ /e 05, |process;G0:00 process; 60:00
8765 enolase otein complex |1 o S 109154/ /purine 09154/ /purine
[EC:4.2. 1. 11] [t ribonucleotid ribonucleotid
etal ion . -
binding:60: e catabolic e catabolic
0016836,y |ProCeSS process
dro-lyase
activity
G0: 0046872/
K01689 1/ 6e- /metal ion |G0:0006007//g 60:0006007//g
- ) s . ) - R e |1481522]01 60:0043234//pr [binding;G0: |lucose lucose
7204815 314, 48 273. 37 165. 14| 134.64) -0.204582520| 0. 01318532 PUATRDRAFT bd1572 [ o .25 0 1° ctein vonples. |0016836//hy |oatebelic e
[EC:4.2. 1. 11] dro-lyase |process process
activity
K14007| 1| 7e-
10/64. 3| sbi :SORBI_0
7199203 228) 199 98.08|  80.29| -0.288738666|  0.0380804|PHATRDRAFT 50390  |6g001240 |protein |- - - -
transport protein
SEC24
7202185 246| 215 78 18] 64.08| —0.286925437] 0. 0323028|PHATRDRAFT 47193 |- - - - -
G0:0015075/
60:0031224//in|/ion
N - trinsic transmembra [GO:0044765;G0 60:0044765; GO
7195545 311 279) 71,83 58.92| -0.285829085 0.01643958|PHATRDRAFT 49250 comonent of |ne 0014763 0014763
membrane transporter
activity
60:0043231//in1 o 0081410/ |60: 0044248/ /c 60:0044248/ /¢
tracellular o0, ellular ellular
7198263 256 224 133.38]  109.46| -0.285138593|  0.0298806|SKT1 - membrane- / ) )
bounded Lrar.lsferase catabolic catabolic
activity process process
organelle
K10592| 1| 3e- G0:0019787/ |G0:0032446//p G0:0032446//p
1191426 |aly: ARALYDR /small rotein rotein
7201241 337 295 261,32 21458 -0.284301920 0.01289028[PHATRORART 12562 | -0OMB3IES 6 6044969 |condusating modification modification
ubiquitin—protein protein by small by small
ligase HUWEL ligase protein protein
[EC:6.3.2.19] activity _|coniugation con jugation
K08770/ 1| 6e-
N N - ) 13173, 6aly: ARALYDR
7199832 241 211 192.44]  158.04| -0.284118953| 0. 0356348|sUbi AT 915730 ubiquiti
nC




gi“jié ;l)pz?I’H‘rl’ADRr‘\ 60:0032550; |60:0006259//D 60:0006259//D
. . . FT 122688 | ATP- G0:0042623/ |NA metabolic NA metabolic
7195586 995 872 168.05|  138.1) -0.283177223| 2. 14E-05|MER3 - - /ATPase process;G0:00 process;G0:00
dependent DNA activity, |07129//synaps 07129//synaps
helicase HPMI/MER3 R :
[EC:3.6.4.12] coupled i i
k1059211136~ G0:0019787/ [60:0032446//p 60:0032446//p
17/85.9 mtr:MIR 5g0 fsmall rotein roteln
7199388 294 258 556. 15| 458.09] -0.279842977|  0.0217384|UPL1 66710/ E3 ubiquitin- [G0:0044464  |COMJusating odification modification
. . protein by small by small
protein ligase ligase rotein rotein
HUWEL [EC:6. 3. 2. 19] gase protein protetn
activity conjugation conjugation
7198329) 229) 195 47.19]  38.87] —0.279824064] _ 0.047156|PHATRDRAFT 49706 |- - - - -
G0:0036094/
K12842| 1| le— /small
491196/ smo: SELMODRA molecule  [G0:0010467//5 60:0010467//g
7199056 235 207 89.69|  74.09| -0.275668307|  0.0439932|PHATRDRAFT 50310  |FT 85327|U2- - binding;G0: |ene ene
associated protein 0003676/ /nu |expression expression
SR140 cleic acid
binding
K08176/ 1/5e—
25/ 114 0sa:4331542| |G0:0031224//in
- - MFS transporter. trinsic 7 60: 0005215/
7196256 1114 982 453.78|  375.15| -0.274525467|  1.24E-05|PHATRDRAFT 17265 > ’ _ | /transporte [60:0044763 60:0044763
PHS family, component of A
. . T activity
inorganic phosphate |membrane
transporter
60:0016772/
K08874|1|6e- /transferas
811303 aly:ARALYDRA e activity,
7196470 1996] 1761 11006 115,87 ~0.273537007| 5. 726-09| PHATRORAFT g2892 | 80091 transforn | transferrin_ -
ation/transcription g
domain-associated phosphorus—
protein containing
groups
K14606/ 1/5e—
7198037 310 274 243.68)  202.04]  -0.2703469] 0. 0220548|PHATRDRAFT 3296 |20 226 aly:ARALYDRA ] - - -
FT_482188 | lycopene
cyvclase CruP
7198474 398. 641 352.9 37.19]  30.87] —0.268709265 _0.0102043|PHATRDRAFT 40606 |- - - - -
7204835 1249 1105] _ 2394.27] 1988.25] —0.268086682] 5.53E-06|PHATRDRAFT bd719 |- - - - -
60:0046914/
K00327|1|2e- /transition
29/130/ shi:SORBI 07 metal ion
7200783 420 373 92.63  77.14| -0.264000368|  0.0007853|PUATRDRAFT 45758  [2007640 | NADPH- - binding;C0: 165 6044710 60:0044710
ferrihemoprotein 0032553;G0:
reductase 0003824/ /ca
[EC:1.6. 2. 4] talytic
activity
60:0015077/ [G0:0015988/ /¢ 60:0015988//¢
K(,)%lﬂ,l Be— ) 60:0016471//va (monova%cnt nergy coupled nergy coupled
137486 | ppp: PHYPADR inorganic |proton proton
. AFT 113417 [V-type  |CUOLAT PrOON oion transnenbrane transnenbrane
7202589) 398 354 134.56|  112.24| -0.261662697| 0. 01260084|PHATRDRAFT 28794 o transporting
H+—transporting o 5. |transmembra [transport, transport,
e subunit T V-type ATPase n against against
complex . .
transporter |electrochemic electrochemic
activity _|al gradient al gradient
60:0016859/ [G0:0018208//p 60:0018208//p
7197684 334 297, 272.26|  227.11| -0.261593808|  0.022111|PHATRDRAFT 11022 |- €0:0000536//pl /eis-trans Jeptidyl- eptidyl-
astid isomerase proline proline
activity__|modification modification
7203220 2978 2650) 187.62]  156.55] —0.261190117] 9. 85E-12|PHATRDRAFT 47968 |- - - - -
60:0036094/
/small
molecule
7195464 637. 55, 567. 95 152.85  127.69| —0.259471007| 0.001665926PHATRDRAFT 49287 |- - binding;G0: |G0:0044710 60:0044710
0003824//ca
talytic
activity
7198707 824 734 946. 47| 791, 02 —0.258842606( 0. 000368152| PHATRDRAFT 50007 |~ - - - -
7200638 317 283 311.99]  261.29] -0.255847877]  0.0290162| PHATRDRAFT 45582 |- - - - -
7204 j 525 469) 85.3] _ 71.45] —0.25561173] 0.00511128|PHATR 46779 - - - - -
7197 2213 197_7| 1222. 68| _1024. 48] —0.255155051] 9. 02609 PHATRDRAFT 43716 |~ - - - -
7198 55%| 197] 71.47] _ 59.91] —0.254540955] 0. 00408056|PHATRDRAFT 40677 |- - - - -
7204323 368 329 250 73] __210. 26| _-0.253960209] 0. 01957568|PHATR 33260 - - - - -
K12604 | 1/9e—
124|442 ath:ATIG020 | o000y e 60:0007010//c 60:0007010//c
7204086 325 291 146,03 122.63| -0.251952822|  0.0295794|PHATR 10354 80/ CCRA-NOT coplasnic part|” ytoskeleton ytoskeleton
transcription organization organization
complex subunit 1
7202897 3637] 3250]  5242.38] 4408.08] 0. 250071526 PHATRDRAFT 47715 |- - - - -
7203234 1643 1474 1081.6j 910. 23] 0. 248970719 PHATRDRAFT 47994 |- - - - -
7200719 2297 2061 1565. 03] _1317. 15| 0. 24877066) PHATRDRAFT 45514 |- - - - -
60:0016462/
. 1| /pyrophosph
7196122 312 280 163.15|  137.32| -0.248657225  0.0352812|PHATRDRAFT 42728 |- (0:0009536//p1 e - -
astid activity;60
:0032550
7204463 1135] 1020 1136.57] _958.24] -0.246227598] 6. 75E-05|PHATR 46937 - - - - -
60:0005099/ [G0:0032313//r 60:0032313//r
7203599) 317 285 75.68|  63.81| -0.246129555  0.035658|PHATRDRAFT 48415 |- C0:0044461  |/Ras CTPase Jegulation of egulation of
activator |Rab GTPase Rab GTPase
activity |activity activity
7200102 630 567 158. 24 133.55] 0. 244734355 0. 00323602|PHATRDRAFT 45221 |- - - 60:0044763 60:0044763
7203859 2468| 2222 19645 165.84] —0.244370146] 6. 02E-09|PHATR 44084 - - - - -
60:0012510//tr
ans-Golgi
i‘i:ﬁtrir[ 60:0015031//p 60:0015031//p
7201122 1694 1529 163.51  138.39] -0.240639173| 2. 03E-06|PHATRDRAFT 45889 |- e - rotein rotein
nembrane: GO: 00 transport transport
05905//coated
bit
7204214 2093 1890 1591.38] 1347. 97| -0.239489984] 1. 39E-07|PHATR 44015 - - - - -
7202755 447 404 272.18]_ 230. 73| -0.238355462 0.01546786|PHATRDRAFT 47528 |- - - - -
7199661 407 368] 457.71]_388.98] -0.237336415] 0. 021175_§1PHATRDRAFT 44987 |- - - - -
60:0031224//in
7204137 1146 1040 941.32|  801.34| -0.232270755 0.000153439|PHATR 44234 - trinsic - -
component of
membrane
60:0004175/ [G0:0019538//p 60:0019538//p
7201330 515 168 165.26|  140.84| -0.230680441| ~0.01183132|PHATRDRAFT 46087 |- - fendopeptid jrotein rotein
ase metabolic metabolic
activity _ |process brocess
7199921 987 897 1819. 229362066| 0. 000495854| PHATRDRAFT 45040 |- - - - -
7195512 422 384 258. 0. 0238] PHATRDRAFT 49200 |- - - - -




K08333/ 1/3e~ ?Eiggiiwl/

130/ 465 ppp: PHYPADR nase  [60:0006464//c 60:0006464//c

o= . activity;GO
AFT_144257 | phosphoi £0042623)/A ellular ellular

7195587 1242 1132 199.9|  170.85 -0.226548224| 0.000123112|PHATRDRAFT 49312  |nositide-3-kinase, |- ase " |protein protein
regulatory subunit L. modification modification
4, pl50 actlvlt),‘ process process
o o coupled;GO:
[BC:2.7.11. 1] 0032550
7195681 17966] 16374 9192. 97| 7858. 06| —0.226357849] 2. 476-48[PHATRDRAFT 49211 |- - - - -
60:0036094/
7197776 1085 989 639.79)  546.99| -0.226083985| 0.000334704|PHATRDRAFT 44510 |- - ; ZTE:LLAL - -
binding
K13076/ 1] Te—
06/52.8/0lu:0STLU 1 60:0046906/
7195399 1300 1186 763.42|  653.25) -0.224841763) 9. 40E-05|PHATRDRAFT 49003  |5110/delta8—fatty- |- /tetrapyrro |- -
acid desaturase le binding
[EC: 1. 14.19. 4]
7194773 999] 913 1152 1| 987.89] —0.221843631] 0.000707392|PHATRDRAFT 48527 |- - - - -
60:0048731; G0 60:0048731; G0
60:0046914/ |:0006351//tra :0006351//tra
/transition [nscription, nscription,
metal ion DNA- DNA-
binding;G0: [templated;GO: templated;GO:
0000989//tr |0016570//hist 0016570/ /hist
K04498 1| e 0:0043231//in|21SCTIPLION one one
165582 | ppp: PHYPADR | tracel lular [écL(?t" xr\lodlhlcau.on: IY‘IUdl[llC'dLl.OI\;
7201038 403 369) 105 90.16| -0.219829907|  0.0335106|PHATRDRAFT 54505  |AFT 10108|E1A/CREB- [membranc— binding  60:0003006//d 60:0003006//d
binding protein bounded ::‘Ml‘szfliu [c:iiopmcnwl [c:iiopmcnwl
acto: process process
(EC:2.3.1.48] organelle activity;GO [involved in involved in
:0008080//N |reproduction; reproduction;
- 60:0009791//p 60:0009791//p
acetyltrans [ost-embryonic ost-embryonic
ferase development ;G development ;G
activity  |0:0044767;G0: 0:0044767;60:
0043543 0043543
60:0036094/
/small
molecule
binding;G0:
0016620//0x
idoreductas
e activity,
acting on
K13356/ 1|4~ the
12/73. 2| bdi : 1008420 aldehyde or
7204105 402 369 7211 62.07) -0.216303196  0.0366068|PHATR 44189 81/fatty acyl-Cod |- oxo growp |- -
reductase of donors,
[EC:1.2.1.-] NAD or NADP
as
acceptor; G0
10043168/ /a
nion
binding;G0:
0016740/t
ansferase
activity
60:0070011/
/peptidase ¢, 0019538/ /p 60:0019538//p
activity, . .
7198299 463 425 143.17|  123.25] -0.216141574|  0.0249062(PHATRDRAFT 49652 [ - acting on  |"O'CI0 rotein
L—amino metabolic metabolic
] process process
acid
peptides
K09835 1| Te—
1271, 6] reu:RCOM 04 60:0003824/
7202950 10843 9974 3276.34| 2826.29| -0.213175574| 9. 32E-27|PHATRDRAFT 54800  [22660 |prolycopene |- Jeatalytic |- -
isomerase activity
[EC:5.2.1.13]
K09489 1/ 2e—
104|378 smo: SELMODR 60:0050896/ /1 60:0050896//r
7199263 491 452 170. 15 146.89| -0.212070968| 0. 0233778|HSPTOF AFT 124091 heat - 60:0032550 [esponse to esponse to
shock 70kDa protein stimulus stimulus
4
60:0006354//D 60:0006354//D
T o I
K11292/1/ 2~ /nucleic
75283 smo: SELMODRA acid  lonation GO  lonation GO
7203094 736 678 105.98|  91.55| -0.211160241| 0.00571838|PHATRDRAFT 47879  |FT 164675 | transcrip |- binding;G0: | O18aL o0 ¢ onsaion:

5 ’ . :0006366//tra :0006366//tra
tion elongation 0016787/ /hy | nserintion
factor SPT6 drolase from RNA from RNA

activity o lymerase 11 polynerase 11
promoter promoter
7197986 654 603 364.62]  315.31] -0.209622772] 0. 0096037| PHATRDRAFT 44260 |- - - - -
600016903/
/oxidoreduc
tase
K00134/1| Te- activity,
115/414/ ppp: PHYPADR ‘L‘;:‘“g O 1600044710360 60:0044710;60
7203381 4620. 89 4268. 61 3188.84| 2763.07|  -0.2067596) 1. 08E-11|GapC2b AFT_109421 |glyceral |_ aldehyde or | 0019318//hex 0019318/ /hex
dehyde 3-phosphate ose metabolic ose metabolic
dehydrogenase z?" BrOUP | process process

(BC:1.2.1.12] donors;60:0

000166/ /nuc

Teotide

binding

60:0003677/

/DNA

binding;G0:

0001071//nu |G0:0006351//t 60:0006351//t
7196272 711 657 267.78|  232.06| -0.206550345| 0.00778948|PHATRDRAFT 42577 |- - cleic acid |ranscription, ranscription,

binding DNA-templated DNA-templated

transcripti

on factor

activity




G0:0019842/
/vitamin
binding;G0:
0043169/ /ca
tion
7200158 512 474 208.17|  180.74| -0.203846345  0.0257564|PHATRDRAFT 51830 |- - binding;G0: |~ -
0016866//in
tramolecula
N
transferase
activity
7199835 596] 554 847. 71| 739.41] ~0.197196251] 0.01929594[ PHATRDRAFT 44934 |~ - - - -
60:0044424;G0: [60: 0016491/
7199988 1812 1686 896.21|  782.1| -0.196483741| 5. 10E-05|PHATRDRAFT 45361 |- 0031224/ /intri | foxidoreduc |, 44935 60:0044238
nsic component|tase
of membrane activity
K16055] 1| 8e-
égégj:é(‘;f;;?fiizo 60:0005991//t 60:0005991//t
7194914 651, 607, 149.84] 131,02 -0.193635751| 0.01674076|TPS2 6-phosphate - - rehalose rehalose
synthase/phosphatas metabolic metabolic
e [EC:2.4.1.15 process process
3.1.3.12]
K10405] 1|5e-
7201574 682 636 286,64 250.7| 01032779052 0. 01444432|PraTRORAFT 4g4ss | 0/L 6/smo:SELUODR | - - -
AFT 84710/ kinesin
family member C1
7204619 48] 418 13028 113.99] —0.192708358] 0. 0482526]PHATR 46709 - - - - -
G0:0016705/
/oxidoreduc
tase
activity,
K06694 | 1| 6e— acting on
06/50. 8|ath:AT2G034 paired
7204536 718 670 412,34 360.89| -0.192275252 0. 01248124|PHATR 54643 ggnfizpziz‘“”"’" \‘\'T‘C:“ 60:0044710 60:0044710
regulatory subunit incorporati
10 on or
reduction
of
molecular
oxvgen
K03235] 1| 3¢~
7198435 1301 1215 128,56 112.50| -0.191363138| 0.000827744|PHATRORAFT 40748 |10 167/ 01uzOSTLUS6 | - - -
160| elongation
factor 3
K02365 1/ 3¢~ (:?dgfﬁ'jfii/“‘ (0:0016787, |00:0019538//p 60:0019538//p
7203627 690 648 97.59|  85.94| -0.183403546 0.01948588|Pt-separase 261120101usOSTLULL | e /hydrolase |"°'C1T rotein
9551 | separase bounded activity metabolic metabolic
[EC:3. 4. 22. 49] organel le process process
G0:0003824/
K03885/ 1| 2¢- Jcatalytic
. _ - . N . iy 67254 cme : CMF056C activity;GO |... .
7198808 818 768 508.9| 44815 -0.183400495| 0. 0L0SL004|PIATRORAFT 16430 |10 *0 Wi o7 0000166,/ |00:0044710 60:0044710
[EC:1.6.99.3] ucleotide
binding
K03695/ 1/0. 0/846 | bd . o
1100825913 ATP- (;Syfgéﬁigég 60:0006950//r 60:0006950//r
7203656 4137] 3886) 134976 1189.01| -0.182942057| 1. 126-08|PHATRDRAFT 51134  |dePendent Clp - atase esponse Lo esponse Lo
protease ATP- e iby.go [stressico:004 stress;G0:004
binding subunit “SS;;;;(’) 3170 3170
CloB :
60:0043161//p 60:0043161//p
roteasome— roteasome—
mediated mediated
ubiquitin— ubiquitin—
dependent dependent
o nne protein protein
o0 opaao0 |eatabolic catabolic
60:0030312;60: | /oxidoreduc |PFoces8:60:00 process; 60:00
0031951/ /rasc o] toee 10038//respon 10038//respon
K09490/110.0/867 | ve | 7 ortvity, | LZUHISSZ;H se LZUHISSZ;H
’ - JPURPON RN . . n:VOLCADRAFT 100722 [*5 ACLIVIEY 4 0n:60: ion;G0:
7197722 907 852 36292  319.72| -0.18284257| 0.00750968|Bil Leat shock 70kDa ig;/n;;:l(i(:t?gogg Tifﬁfﬂ 0:60-0000741/ 0:60-0000741/
protein 5 10010020, /o |sroup of |/Karyosany:Go /karyogany ;G0
oo Sonars. NAD i0(1)33554//c(:1 i0(1)33554//c(:1
R . |lular ular
stress;G0:000 stress;G0:000
0904//cell 0904//cell
morphogenesis morphogenesis
involved in involved in
differentiati differentiati
on on
7199425 1483] 1394 631,65 556.84] 0. 181862527] 0.000671308|PHATRDRAFT 50604 |- - - - -
7194897 526 495, 149.47]__131.91] —0.180302013] 0. 0446532| PHATRDRAFT 48652 |~ - - - -
7197557 Q 6£ 91.79] 81 14| 0.177923686] 0. 022482|PHATRDRAFT 32738 |- - - - -
K03695/ 110.0/707 | sm
0:SELMODRAFT 159833 60:0032550;
ATP-dependent Clp (0:0016462/
7197727 544 513 201.87|  178.53| -0.177260003|  0.0444962|PHATRDRAFT 26173 - /pyrophosph |~ -
protease ATP-
binding subunit atase.
ClDB activity
K13211] 1| 9e-
10/64. 7| smo: SELMODR
7204535 2732 2579 732.94|  648.84| -0.175832339| 7. 98E-06|PHATR 46775 AFT 161477 GC-rich |- - - -
sequence DNA-
binding factor
K00615/ 1| Te-
7197646 713 675 209.33|  185.84| -0.171718026]  0.0257546|Tk1 130]466/ 05a:4340025 | 60:0016744 |- -
transketolase
[BC:2.2.1.1]
mad oo
N N urine urine
Zdy“e‘" heavy chain ey 6005875//ni |60:0032550; |ribonucleotid ribonucleotid
7199205 3006 2850 211,51 188.04| -0.169686289] 6. 08E-06|DHCI cytosolic;K10413]3] [CFOtUbuLe 60:0003774/ e catabolic e catabolic
0.0/1164 eresqiLyEp |2Ssociated  |/motor process;G0:00 process;G0:00
RAFT 6043 dypefn | COPLeX activity — |06928//cellul 06928/ /cellul
heavy chain 1 ar component ar component
cvtosolic ’ movement movement
K03260| 1| 5e-
11167. 8 ppp: PHYPADR
7198801 1095 1039) 577.85|  514.26 -0.168197099) 0.00667998|PHATRDRAFT 50049  |AFT 20993 | translati |- - 60:0044260 60:0044260
on initiation
factor 4G




7203862 2311, 2194 1991. 55 1773. 65 —0. 167170354 8. 76E*0ﬂl’HATR 44092 - - - - -
K12309 /1| 8e—
45/181|aly:ARALYDRA
FT_485655 |beta—
galactosidase
7200457] 871 828 2417.59 220. 73| 0. 165670323 0. 0172279| PHATRDRAFT_45673 [EC:3.2.1.23];K0119 |- G0:0015925 G0:0044238 G0:0044238
0[3]5e—
291128/ cme:CMPO78C
beta—galactosidase
[EC:3.2. 1. 23]
7202590] 924] 879 436. 64 389. 58| —0.164524685] 0.01473918|PHATRDRAFT 47483 - - — - -
TUTUUT0IU0/
/tetrapyrro
le
binding;G0:
0046914//tr
ansition
metal ion
binding;GO:
0016741;G0:
0016712//0x
idoreductas
e activity,
K05917 |1/ 1e~ acting on
113/409 | cme paired
7199362 1792 1708 398,48 356. 16| 0.161981818| 0.000834902|PHATRORAFT 31339 | <¥tochrome P450. ~go 50440y |donors: 60:0044710 60:0044710
family 51 (sterol with
14-demethylase) incorporati
[EC:1. 14.13.70] on or
reduction
of
molecular
oxygen,
reduced
flavin or
flavoprotei
n as one
donor, and
incorporati
on of one
7195918 1763 1681 1842. 76| 1648.42[ ~0.160784315| 0.000956744|PHATRDRAFT 49431
7198717] 2000 1908] 526. 37 470.91f -0.160625907| 0.000462408| PHATRDRAFT 50019
G0:0036094/
7202471 9205 8779 7525 6732.19] -0.160615688| 5. 03E-14|PHATRDRAFT 37667 Jsmall
molecule
binding
G0:0016772/
/transferas » X »
K07203/1/0.0/1245 v e activity, [(0/000796/7 bocptater "
cn: VOLCADRAFT 65073 transferrin |0 0 SR
7202587 643 614 62.96|  56.38| -0.159252063|  0.0489024|PHATRDRAFT 21660  ||FKBP12-rapamycin g containing containing
complex-associated phosphorus comuoum.i comuoum.i
s A metabolic metabolic
protein conaining | ocess brocess
032550
7199925 1494 1426 2100.63| 1881.43] -0.158992458| 0.00258552[PHATRDRAFT 45046 - - - - -
K05666 |1 |5e~
135[481 0lu:0STLU_3 ” ”
5503/ ATP-binding Go:0017111/ |00:0009151//0 £0:0009154//p
cassette, subfamily /nucleoside g;gzucleotid g;gzucleotid
¢ (CFTR’/MRP)’ ('QEOO$1224’/’/IH . e catabolic e catabolic
7204038 667 638 137.73|  123.54] -0.156864602|  0.0481506PHATR 18693 menber trinsic Lriphosphat | cess:60:00 process;G0:00
2;K05658 2 le~ component of |ase 44763:G0: 0051 44763:G0: 0051
46187 smo: SELMODRA |membrane activity;G0 [ ,, " an
FT_181079ATP- :0032550;Go | 24/ /establis 234/ festablis
S hment of hment of
binding cassette, 10015405 . . . .
subfamily B localization localization
(MDR/TAP) . member 1
60:0017111/ (}050009154//17 (}050009154//17
K05658 1| 5e- /nucleoside |*1"° ) urine )
82130 rou: RCOM_159 |60:0081224/,/in| ribonucleotid ribonucleotid
. ) UV o A 8590/ ATP-binding  |trinsic triphosphat |° c2tabolic ¢ catabolic
7205140} 1273 1218 301.75 270. 74 -0. 156445719 0. 00647396/ PHATRDRAFT_bd1613 . process;G0:00 process;G0:00
cassette, subfamily |component of [ase 44763:G0: 0051 14763:G0: 0051
B (MDR/TAP), member |membrane activity;G0 [,,, " an
1 £0032550: GO 23’1//essah115 23’1//essah115
:0015405' hment of hment of
localization localization
7201728 7383 7066 7969. 06| 7155.51] -0.155354963, 6. 14E-11[PHATRDRAFT 46597 - - - - -
N ol g— 60:0050896//x 60:0050896//x
7200555 1883 1802 3633. 91|  3264.23| -0.154779975( 0.000947888[HSP20A AFT 489869 | [ISP20 - - esponse to esponse to
family protein stimulus stimulus
G0:0048731;G0 G0:0048731;6G0
10032446/ /pro 10032446/ /pro
G0:0046914/ |tein tein
/transition [modification modification
K10691|1|2e~ metal ion by small by small
25/117 | ppp: PHYPADRA binding;GO: |protein protein
. . . N FT_206047|E3 0019787//sm [conjugation;G conjugation;G
7198446 2100 2016 224. 44 202. 04 -0.151688871| 0.000692334|PHATRDRAFT_49767 ubiquitin-protein | all 0:0009791//po 0:0009791//po
ligase UBR4 conjugating [st-embryonic st-embryonic
[EC:6.3.2.19] protein development ; G development ; G
ligase 0:0009653//an 0:0009653//an
activity atomical atomical
structure structure
morphogenesis morphogenesis
7197752 1151 1106} 166. 75 150.25] —0.15032177] 0.01277358| PHATRDRAFT 44467 - - - - -
N G0:0036094/
ggoig}G}pEZ:POPTR . /small 60:0019752//c G0:0019752//c
-~ 28764 | glutamate - mgle?ule arl‘mxyllc arl‘mxyllc
7200113] 3574 3440 888. 87 802. 3| —0. 147830639 1. 56E-05|PHATRDRAFT_45239 binding;G0: |acid acid
dehydrogenase . .
(NAD (P)+) 000382/1//% metabolic metabolic
[EC:1.4.1.3] tal:{t%c process process
activity
7195554] 1404 1354 160. 99 145. 58| —0. 145158908 0.00787212|PHATRDRAFT 49264 - - - - -
7196924] 2373 2288| 2393.02] 2164.62] —0.144718673] 0.000536298|PHATRDRAFT 43175 - - - - -




K05681 1| 3¢~
77/288 | cme: CMS467C
ATP-binding
cassette, subfamily
G (WHITE), member G0:0017111/
2:K12843|2| 2e~ /nucleoside [G0:0009154//p G0:0009154//p
571221 |vvi:10024840 - urine urine
7200165 1491 1439) 726.98|  658.05| -0.143718468|  0.0065589|PHATRDRAFT 34685  |3|U4/U6 small - triphosphat |ribonucleotid ribonucleotid
nuclear ase e catabolic e catabolic
ribonucleoprotein activity;G0 |process process
PRP3;K02065 |4 |8e~ 10032550
15/80. 5| pop: POPTR 2
75971 |putative ABC
transport system
ATP-binding protein
7204993 1732. 1 1678. 15 1049.46] _953.67] 0. 13808514 0. 00478714[PHATRDRAFT bd1770 |- - - - -
K146831] 1 tghg‘s’;i;tf/
) ) iﬁleimidi??zgm ion 60:0006817//p 60:0006817//p
7202857 11335 11016 5009. 21| 4565. 74| -0. 133734388 2. T9E-12|PHATRDRAFT 47667 family 34 (sodium- - transmembra |hosphate ion hosphate ion
dependent phosphate ne transport transport
cotransporter) Lransporter
activity
7204518 1734] 1691 1769.4] _1618.82] -0.12831765] _0.00840832[PHATR 46743 - - - - -
7203517 2087 2035 2993. 15| _2738. 73] 0. 128157537] 0. 00379428 PHATRDRAFT 48195 |~ - - - -
7199280 4840 4741 02| 2146. 1] -0.122335324] 2. 796-05|PHATRDRAFT 50491 |- - - - -
7196230 1895 1858 1534.54] 1411.37] —0.120710003] _0.0095047| PHATRDRAFT 43020 |- - - - -
60:0016298/
7203991 1676 1646 628.46|  578.84| 0. 118656303 0. 01674726|PHATR 44028 - - /lipase 60:0044238 60:0044238
activity
60:0016903/
/oxidoreduc
tase
K00134/1| Te- activity,
115414 | ppp: PHYPADR ‘E;i*"g o 160:0044710;60 60:0044710; G0
7203376 4418. 11 4344. 39) 3058. 73 2821, 19| -0.116628932| 0.000128152|GapC2a AFT_106421|glyceral | aldehyde or |'0019918//hex 0019318/ /hex
dehyde 3-phosphate : ose metabolic ose metabolic
dehydrogenase Z?O group process process
[BC:1.2.1.12] donors:60:0
000166/ /nuc
leotide
binding
7205031 2045 2011 1640. 55| _1513.33] 0. 116452945 0. 00926882|PHATRDRAFT bd1693 |~ - - - -
60:0008233/
7201200 3231 3187 1324.29  1225.07| 0. 112354899 0.001629364|PHATRDRAFT 46243 |- - /peptidase |- -
activity
7195574 2289. 45 2258. 05 1814. 62 1678.85] 0. 112194129 0. 008063 14| PHATRDRAFT 49286 |~ - - - -
7202922 2060.9 1169. 48] _1089. 41] 0.102320174] 0. 0214864 PHATRDRAFT 47758 |~ - - - -
7200210 4692 4675 3625. 233388, 27| 0. 097523686] 0. 000905842]Fru3 - - - - -
60:0036094/
7199411 5909 5916 2267.22  2128.8| -0.090883975| 0.000527298|PHATRDRAFT 50525 |- - ;z‘fiiu - -
binding
60:0004611/
/phosphoeno
lpyruvate
carboxykina
:me <o |c0:0006796//p 60:0006796//p
K01610/ 1| Te- :0032550: o [osPhate hosphate-
125448 | ven: VOLCADR 10016772/t tz:;::;“g tz:;::;“g
7195549 6627] 6635 2882. 65 2706.79| -0.090812717| 0.000242778|PEPCK1 :ﬂpi?ﬁfzecph””h”" - :Z“L‘Tfi’:’“ metabolic metabolic
carboxykinase (ATP) transferrin [P0°088:00:00 process;60:00
[Bea 11490 . 06006//gLucos 06006//gLucos
phosphorus— e metabolic e metabolic
toniaining |Process process
groups;G0:0
000166//nuc
leotide
binding
G0:0051540;
60:0016491/
7200902 4090 4095 2183.86 2050.77| -0.090714675  0.0039466|PHATRDRAFT 12416 |- 60:0044424 | /oxidoreduc |G0:0044710 60:0044710
tase
activity
7197211 6069 6113 2398. 24 _2265. 48| 0. 082159287] 0. 001447086|PHATRDRAFT 43531 |~ - - - -
G0:0046914/
/transition
K10590/ 1| 2¢- metal ion  [G0:0032446//p 60:0032446//p
18168. 9 ppp: PHYPADR binding;G0: |rotein rotein
7200932 3269 3301 35057 340.47| -0.078744975 0. 0252732|puaTRORAFT 4ssoz | MT-ISSZTIES oo go4gqy  [0019787//sm modification modification
ubiquitin-protein all by small by small
ligase TRIP12 conjugating |protein protein
[EC:6. 3. 2. 19] protein conjugation conjugation
ligase
activity
K14510/ 1| 8e-
221103 sbi:SORBI_02 60:0016301/ 2?{8?2?464/'/“ 2?{8?2?464/'/“
7196502 3480) 3515 160219 151777 -0.07809206  0.0216024|PHATRORAFT 42850  |¢0110%0|serine/thre | fdnase | otein protein
onine-protein activity;GO s . e .
Kinase CTRI 0032550 modification modification
Toeez 7.11. 1] process process
G0: 0006796/ /p G0:0006796//p
60:0032550; |MosPhate hosphate~
K01006/1/0. 0/857 | vy 60:0016781/ | 0N 1NINE containing
1100247690 | pyruvat /phosphotra | OmPOUnd compound
7203153 11643 11769) 2292.82 2173.35| -0.077202572| 3. 41E-05[PPdK e, orthophosphate |- nsferase  |Petabolic metabolic
i aetivisy, [processico:oo process;G0:00
(5627 9.11 e 52787/ /monoca 52787/ /monoca
acceptors rboxylic acid rboxylic acid
metabolic metabolic
process process
K11498/ 1| Te-
7199146 4788 4885 3262.23| 3121.92| -0.063424933| 0. 027301|PraTRORAFT 50366 | 0/7% Blaly:ARALYDR | - - -
AFT_478343] centrome
ric protein E
control? vs grazing?
- log2
genep |FLeontrol=2 Procontrol= | ing- RO b alue Symbol KEGG Orthology G0 Component |60 Function [GO Process 60 Process
Expression 2-FPRM grazing-2/Pt-
2-FPRM
control-2)
7205113 0 8.72 0.001] __19.85] 0.000247672| PHATRDRAFT bd1537 |~ - - - -
7203694 0 4 0001l 17.01 0.01350174] PHATRDRAFT 7656 |~ - - - -




K00766/ 1/9e— 60:0016763/
82/301 | vvi: 10025530 /transferas |G0:0006568//t 60:0006568//t
7202846 0 § 0.001 6.6 1268525031 0.001828664|PUATIORAFT 14230 |7 /@nthranilate - ¢ activity, ryptophan ryptophan
phosphoribosyltrans transferrin |metabolic metabolic
ferase g pentosyl [process process
[EC:2.4.2.18] groups
7199078 0 4.91 0.001 4.18]  12.02928723] 0.01350174|PHATRDRAFT 50342 |- - - - -
K05302/ 1] Te—
10/66. 2| rcu:RCOM_11
7194928 0 3 0.001 3| 11.55074679  0.0366874|PHATRDRAFT 48703  |76880[SET domain— |- - - -
containing protein
6
7201063 0 3 0.001 2.9] 11.50183718]  0.0366874[PHATRDRAFT 46000 |- - - - -
60:0016740/ [G0:0006464//c 60:0006464//c
/transferas [ellular ellular
7204962 0 7.53 0.001 2.46)  11.2644426| 0.000672986|PHATRDRAFT bd1200 |- - e protein protein
activity;GO [modification modification
10032550 Drocess process
7201615 0 3 0.001 1.95] 10.92925841]  0.0366874[PHATRDRAFT 46345 |- - - - -
K02999 1/ 2¢—
18192. 4| bdi : 1008214
44|DNA-directed RNA
polymerase [
subunit RPAL
[E .6]:K15450
3 Te-
13/74. 3| ppp: PHYPADR
7197584 0 3 0.001 L75|  10.77313921]  0.0366874|PHATRDRAFT 32786 | F 19695 tRNA - - -
wybutosine—
synthesizing
protein 3
[BC:2. 1. 1.~
1:K12115/4] 2e~
11/69. 7|pop:POPTR_8
09263 clock-
associated PAS
protein ZTL
s 60:0016788/
E;OS‘; ilnifSEthobRA /hydrolase |G0:0006259//D 60:0006259//D
7203522 0 3 0.001 145 10.50183718|  0.0366874|PHATRDRAFT 48206 |0 o0 SN0 - activity, |NA metabolic NA metabolic
FT_138122] exonuclea .
N acting on process process
se 1 [EC:3.1.-.-]
ester bonds
k03595 196— G0:0003676/
50/196] bdi : 10083908 /nuclefc
7203044 1 5 0. 55| 4.72]  3.101283336|  0.0238104|PHATRDRAFT 21922 [ ©° P94 60:0044464  |acid - -
7|GTP-binding S
protein Era binding;G0:
0032550
7197001] 1 5 0.71 6.09] 3.100551298]  0.0238104|PHATRDRAFT 32976 |- - - - -
K01597 1] 2~ 60:0016831/ | . o . o
821304 bdi : 10083050 Jearboxy-  |00:0006720//1 60:0006720//1
7204805 1 5 0.55 4.7 3.095157233]  0.0238104|MPDC 1| diphosphomevalona |- lyase soprenoid soprenoid
te decarboxylase activity;GO metabolic metabolic
[EC:4.1.1.33] 10032550 |PrO°CsS process
7202298 1467 6951 3448, 47] 28291.75] 3. 036353097 0| PHATRDRAFT 37403 |- - - - -
60:0046914/
/transition
metal ion
binding;G0:
0016705//0x
idoreductas
e activity,
acting on
paired
7195575 2 8 1.02 7.05| 2.789054105| 0.00610778|PHATRDRAFT 49288 |- - :TYL‘:“ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxygen;G0:0
019842//vit
amin
binding
7200139 9 7 2,15 12.96] 2.591657153 PHATRDRAFT 34931 |- - - - -
7195759 3.7 12. 14 1. 25 7.&1 2. 493647334 772| PHATRDRAFT 49354 |- - - - -
7199059 2 6 13j 6.88] 2. 370982319 PHATRDRAFT 41234 |- - - - -
7202058 9 6 1.25] _ 6.45] 2.367371066) PHATRDRAFT 47163 |- - - - -
K00889 | 1/3e—
29/ 128 aly: ARALYDRA 60:0046488//p 60:0046488//p
FT 4783171~ 60:0016301/ [hosphatidylin hosphatidylin
7202436 2 6 0. 76) 3.92| 2.366782331|  0.0303686|PHATRDRAFT 47389  [phosphatidylinosito |~ /kinase ositol ositol
1-4-phosphate 5- activity  |metabolic metabolic
kinase process process
[EC:2.7.1.68]
K00599 1/ 4e—
7197666 2 6 1.48 7.62| 2.364193822|  0.0303686|PHATRDRAFT 33853 281123 /01u:0STLU 50 |- - - -
535/ [EC:2.1.1.-]
G0:0003824/
7204966 11. 74 33.43 4.4 21.72| 2.290392521| 2. 76E-07|PHATRDRAFT bd1252 |- - Jeatalytic |- -
activity
7200006] 1.7 5 0.88]  4.27] 2.278660641] 0.0238104| PHATRDRAFT 45386 |- - - - -
K14994 1/ 2e~
06/52. 4| ppp: PHYPADR
AFT 168793 solute  [60:0031224//in
7205041 4 11 1.68 7.95| 2242493627 0.00431284|PHATRDRAFT 165 [C2rTier family 38 ferinsic - -
(sodium-coupled component of
neutral amino acid |membrane
transporter),
member 7/8
K02980/ 1/ 2e~
10162. 4| ven: VOLCADR |G0:0030529//r1 39'0095195'/ 60:0010467//g 60:0010467//g
7204609) 5 13 16.11) 7273 2.174504082 0.00240192|PHATR 28147 AFT 74966 small bonucleoprotei |/ SETUCtTal | o ene
subunit ribosomal |n complex molecule | @ ression expression
. activity
brotein S29e
G0:0046914/
/transition
metal ion
K01255 1| 4e~ binding;G0:
231105 cme: CMI185C 0008238/ /ex |C0:0019538//p 60:0019538//p
7203429 2.7 6.92) 4.29| 1883 2.133983447|  0.0303686|PHATRDRAFT 38448  |leucyl 60:0044424 opeptidase |"°CI" rotein
aminopeptidase activity;co |metabolic metabolic
[EC:3.4.11. 1] :0008237//m |PTOCCSS process
etallopepti
dase
activity




K08741/1/8e— 60:0032550;
58/222/ smo: SELMODRA 60:0003690/ | . y ) y
7202038 4 10 2.42]  10.42) 2.106276325) 0.00892888|VSH5 FT 88713/ DNA - Jdouble— 00300062817/ 60:0006281//D
. . NA repair NA repair
mismatch repair stranded
protein MSH5 DNA binding
7201737 4 10 1 4.28] 2.097610797] 0. 00892888|PHATRDRAFT 36611 |- - - - -
K129001/8e—
10160. 1] aly:ARALYDR
ART_892527 [FUS~ 60:0036094/
interacting serine—
. N /small
arginine-rich
protein m(v)lc(‘:lllc‘
- ) 4. e ars ool pratenearr 11 1:K13091 3|3~ binding;G0:
7199579 3 7 8.85 5.8 2016613158 00341362 PRATRDRAFT 11308 | R0 B e |- 0097159/ /or |- -
AFT 198566 | RNA- gante
L . cyclic
binding protein J
39:K13095 4] 1e~ compoun
0855. 8| ppp: PHYPADR binding
AFT 189930 | splicing
factor 1
7204387 3 7 547 22.07] 2.012473891]  0.0341362[PHATR 7544 - - - - -
60:0034062/
K03015/ 1| e~ /RNA
32/ 137/ 0lu: 0STLU_37 polymerase |G0:0010467//g 60:0010467//¢
7200966 3 7 3.93|  15.84] 2.010971118)  0.0341362|RNAP-T1 3 948 |DNA-directed |- activity;G0 |ene ene
RNA polymerase I :0003676//n |expression expression
subunit RPB7 ucleic acid
binding
7201384 3 7 1.33 5.34] 2.005413496] _ 0.0341362|PHATRDRAFT 46315 |- - - - -
7195841] 5.2) 11.78 1.23 4.78] 1.958352303] 0. 009749|PHATRDRAFT 40219 |- - - - -
60:0016863/
K01823|1|1e- /intramolec
72/270/ ven: VOLCADRA ular 60:0006720// 60:0006720//
7201899 4 9 3.78) 1465 1.954442525)  0.018127|PHATRDRART 12972  |I1-54296 isopenteny | ouldoreduct soprenoid soprenoid
1-diphosphate ase metabolic metabolic
delta-isomerase activity, process process
transposing
C=C bonds
K02935 1|3~ ]
06/50. 4| ppp: PHYPADR [60:0030529//r1 {00 0%3198/ 1660010467/ /¢ 60:0010467//¢
7200767 5 11 4.98]  18.88| 1.922641117|  0.009749|PHATRDRAFT 35513  [AFT 27419 large bonucleoprotei |/ HUCtural g ene
subunit ribosomal n complex mol?cglc expression expression
brotein L7/LI2 activity
7203488 6 13 489 18.24] 1.899199350] 0.00529218|PHATRDRAFT 48144 |- - - - -
'ﬁii%tz" SORBI 0 (0:0016301, |00:0006464//c 60:0006464//c
2g011690| serine/thr /kinase ellular ellular
7196302 5 10 10.94)  37.85| 1.790680562 0.01908418|PHATRDRAFT 8877 v : - nase |protein protein
eonine—protein activity;GO Ce . e .
Kinase CTRL 0032550 modification modification
““(/2 711 11 process process
7204557 4 8 8¢ 1.789782293( 0. 0359794|PHATR 13534 - - - - -
7197117 10 20| 4. . 0. 000922654| PHATRDRAFT 43372 |- - - - -
7196916 4 8 164 5.64] 1.781999348]  0.0359794|PHATRDRAFT 43163 |- - - - -
7199001 14. 75 29.33 8. 14| 27.86] 1.775094558] 4. 73E-05|PHATRDRAFT 50215 |- - - - -
60:0017111/
/nucleoside
K1132011]9e- triphosphat
52/199 | reu:RCOM 034 o
7201108 10 19 19.71)  64.77| 1.716397968| 0.001724286|PHATRDRAFT 12368 2920 |El1A-binding |- :ZLmuy wl -
protein p400 v
[EC:3.6.4. -] £0003676/ /1
ucleic acid
binding;G0:
0032550
K13862/ 1|3~
5. a: 3 . |6O: 301/
o0 cature e, |00zo0st220//anl GOSN B
7204946 75.93 144, 3 31.22| 10205  1.70873374| 4. 13E-18|PHATRDRAFT bd1806 |family 4 (sodium |5 PSi¢ n (0:0006811// (0:0006811//
borate component of antiporter on transport on transport
membrane .
transporter), activity
member 11
60:0016740/
7203372 6 11 3.23|  10.19| 1.657547981| 0.01948302| PHATRDRAFT 1484 - /transferas |~ -
domain-containing e activity
kinase
60:0016881/
7202894 5 9 1.67 5.17| 1.630316178|  0.0365232(PHATRDRAFT 47712 [ - facid-anino | o, ga601 | 60:0036211
acid ligase
activity
(01083 | 1]66- ] 60:0044267//c 60:0044267//c
491199 oo CHRIGEC 60:0005515/ [ellular ellular
7204084 9 16 5.64  17.25| 1.612829294 0.00577844|PHATR 33525 (0:0044424  |/protein  |protein protein
molecular chaperone L . .
Hsp33 binding metabolic metabolic
brocess brocess
7204409 7.36| 12. 88| 8.76] _ 26.45] 1.594264947] 0.01947298|PHATR 36690 - - - - -
60:0036094/
7200336 8 14 5.28|  15.91| 1.591324001| 0.01057066|PHATRDRAFT 34775 |- - /small - -
molecule
binding
7197256 11 19 7.96] _ 23.66] 1.571609738] 0. 0031818|PHATRDRAFT 43729 |- - - - -
7195616 7 12 17| 50.47]  1.56989134] 0.01947298|PHATRDRAFT 39807 |- - - - -
K09602 | 1/5e—
311132/ aly: ARALYDRA
7194791 13 22 1,77 3432 1.543035232] 0.001756455| PHATRDRAFT 15230 |1 473019 ubauitin | - - -
thioesterase
protein OTUBI
[EC:3.4.-. -]
60:0036094/
K08679/ 1/ 4e~ /small
13170. 9] cme : CMRO75C molecule  |G0:0008152//m 60:0008152//m
7201807 6 10 16,18 46.74] 1.530446126|  0.0361986|PHATRDRAFT 12984 | |UDP-glucuronate 4- |- binding;G0: |etabolic etabolic
epimerase 0048037//co |process process
[EC:5.1.3.6] factor
binding
K02183/1/3e~ G0:0046872/
7204166 6 10 1116 32.15|  1.52648171|  0.0361986|CBP 32/ 134 zma: 10028191 |- /metal ion |- -
9lcalmodulin binding
7197681 6 10 3.09) 8.86] 1.519699861]  0.0361986|PHATRDRAFT 44440 |- - - - -
K09835 1| Te~
36/ 150/ shi:SORBI 05
7196241 9 15 3.83|  10.98] 1.519461757| 0.01048036|CRTIS05 022240 | prolycopene |- - - -
isomerase
[EC:5.2.1.13]




K02111/1]2e~
18192. 8| olu:0STLU_3 60:0032550;

7196038 9 15 2.97] 8.5  1.51699991) 0.01048036|PHATRDRAFT 31465 |0%41/F-tvpe H - 60:0003824/160:0006810//¢ 60:0006810//¢
transporting ATPase /catalytic |ransport ransport
subunit alpha activity
[EC:3.6.3. 14]

K02979 16— 160:0080312:60: [0 o [60:0012254//r 60:0042254//r
15177. 0| cme:CM0024C |0015935//smal | Jstructural ibosome ibosome

7198687 50) 82 152. 21 433. 17|  1.508870185 3. T8E-09|PHATRDRAFT 23748 small subunit ribosomal biogenesis;GO biogenesis;GO
ribosomal protein subunit;G0:001 mOl%‘Cl}lc :0010467//gen :0010467//gen
» S on activity g g
S28e. 6020/ /membrane e_expression e_expression

720075 1] 11 18 9.67]  27.95] 1.494668435] 0. 0056847|PHATRDRAFT 45716 |- - - - -

60:0046488//p 60:0046488//p

hosphatidylin hosphatidylin

ositol ositol

metabolic metabolic
Ko0g8 1 1e- 8017 inosi 8017 inosi
35/ 146/ cme: CM1125C ol Livim ol Livim

7199415 8 13 11. 09) 31.1| 1.487655215| 0.01916876PHATRDRAFT 17109  [phosphatidylinosito |- 60:0052742 P P
1 4-kinase m%‘dlal?d y m%‘dlal?d y
[BC:2.7. 1. 67 slgrfalmg;h(): slgrfalmg;h():

0046474//glyc 0046474//glyc
erophospholip erophospholip
id id
biosynthetic biosynthetic
process process
60:0046914/
7201923 16 26 8.85|  24.76] 1.484261954 0.000957832|PHATRDRAFT 37253 |- - /transition | -
metal ion
binding
K03217/ 1/ 2~ a0 )
521205 vvi : 10026043 | °0: 0031224//in
7201777 8 13 3.6|  10.06| 1.482561493 0.01916876[Albino3 1|preprotein trinsic - -
.. |component of
translocase subunit membrane
VidC
7201275 8 13 1.41] 3.94] 1.482500467] 0.01916876|PHATRDRAFT 46203 |- - - - -
K14767 /1] 4~
12/71. 6| cre:CHLREDR

7196720 8 13 2.71 7.56| 1.480093383| 0.01916876|SAS1 AFT_48918 U3 small | - - -
nucleolar RNA-
associated protein
3

7199858 10 16 14.54]  40.15] 1.465372718] 0.01027748|PHATRDRAFT 44724 |- - - - -

60:0031224//in

7200604 10 16 4.27|  11.76] 1.461580085| 0.01027748|PHATRDRAFT 35250 |- trinsic 60:0044763 60:0044763

component of
membrane

7196791 21 33 12,93 34.97] 1.435395521] 0.000287868|PHATRDRAFT 42971 |- - - - -

7197452 7 i1 4.15] 1121 1.433603037] _ 0.0353016|PHATRDRAFT 43683 |- - - - -

7204070 7 i1 1.3 3.55] _1.427281095] _ 0.0353016|PHATR 44239 - - - - -

7195812 11 17 6.61]  17.58] 1.411212894] 0.00999198|PHATRDRAFT 49454 |- - - - -

60:0044248/ /¢ 60:0044248/ /¢
7198994 31.69 47.94) 27.89|  72.69) 1.382008971| 2. 63E-05|PHATRDRAFT 16669 |- - - ellular. ellular.

catabolic catabolic

process process

7201837 10 15 28.23]  73.44]  1.37933693] 0.01800342|PHATRDRAFT 46545 |- - - - -

K02921 1| 4e— ]
32/ 134/ smo: SELMODRA |G0:0015934//1a (;9qu95:19§1 60:0010467//g 60:0010467//¢

7203048 31 46 64.58|  165.79| 1.360197644| 4. 39FE-05|PHATRDRAFT 47804  |FT 146258 large rge ribosomal |/STTUCTUTAN Y n, ene
subunit ribosomal |subunit molecule | pression expression
brotein L37Ae activity

60:0043231//in 60:0044237//c 60:0044237//¢
tracellular
K027311 1] 6e membrane= Liiﬁih Liiﬁih
11167, 01 gmx: 1007904 |0unded - |G0:0004175/ 1 60:00 process;G0:00
7196715] 15 22 7.91 19.96| 1.335362121| 0.00501736| PHATRDRAFT 43079  |81/208 proteasome |Cr&anelle:60:0|/endopeptid | oz, /0o o 06950/ /respon
’ 000502/ /protealase
subunit alpha 4 . vty se to se to
(EC:3. 4.25. 1] S escoooa T {stress;Go:000 stress;G0:000
i /;:;wi‘) s 6508/ /proteol 6508/ /proteol
. ysis ysis
mic part
G0:0016705/
Joxidoreduc
ta:
activity,
acting on
paired
7199052 11 16 6.29|  15.74] 1.323303619|  0.0172565|PHATRDRAFT 50302 |- - :T‘L‘:“ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxvgen
G0:0003824/

7200189 9 13 3.76 9.35 1.314233703  0.0325436|PHATRDRAFT 45124 |- - Jeatalytic |G0:0044710 60:0044710

activity

7197492 9 13 5.77] _ 14.34 1.3134018] 0. 0325436|PHATRDRAFT 43623 |- - - - -

K10684 /1] Te~ 3’9'9??6094/
19195. 1| ppp: PHYPADR /sma
AFT 160897 | ubiqui ti molecule
7195791 21 30| 15.65  38.51| 1.299070466| 0.00137863|PHATRDRAFT 40111 - orau binding;G0: |G0:0036211 60:0036211
n-like l-activating
0003824//ca
enzyme E1 A walytic
[EC:6.3.2.19] -
activity

7199888 15 21 28.06 67.9) 1.274896566| 0.00842876PHATRDRAFT 11313 |- S?Aﬁg?z«%m/hh - - -
K11407 /1| Te~
25114/ ppp: PHYPADRA 60:0003824/

7194744 10 14 8.15|  19.64| 1.268922965|  0.0309224|PHATRDRAFT 4423  |FT 71876 histone |- Jeatalytic |- -
deacetylase 6/10 activity
[EC:3.5.1. 98]

60:0016787/

7196933 11. 46] 16 8.51  20.47| 1.266280065|  0.0172565|PHATRDRAFT 9211 |- - /hydrolase |- -

activity

7195085 13 18 31.92|  76.56| 1.262130178 0.01561986PHATRDRAFT 15286 |- 60:0044444//cy) - -

toplasmic part

7201271 17. 45 24. 04 8.5] _ 20.16] 1.245960892 0.00458348[PHATRDRAFT 46198 |- - - - -

7196515 11 15 7.46] _ 17.52] 1.231755230]  0.0292412PHATRDRAFT 31968 |- - - - -

K09874 /1| Te— 60:0031224//in 60:0051234//e 60:0051234//e

7199798 11 15 0.31|  2186| 1231440328)  0.0202412| PUaTRORAFT 44g71  |17/83 6 aly:ARALYDR ferinsic stablishment stablishment
AFT 911337 aquapori |component of of of
n NIP membrane localization localization




60:0031224//in]G0: 0015297/ [G0: 0051234/ /e 60:0051234//¢
7197453 14 19) 5.08] 1186 1223203608 0.01477744|NTT5 - trinsic /antiporter |stablishnent stablishnent
component of [activity;G0 |of of
membrane 10032550 localization localization
60:0015698//1 60:0015698//1
7194691 17, 23 7.1 16,51 1.217449191  0.0075707|Sit4 - - - noreamie noreamie
anion anion
transport transport
G0:0006399//1 60:0006399//t
7199070 15 20 16.03|  36.85| 1.200890194|  0.0139404|PHATRDRAFT 4708 |- - 60:0032550 [RNA metabolic RNA metabolic
process process
K14683 1| 6e- go};omim/
cnle e s phosphate
;Tgﬁzlzmi;g?zgm ion 60:0006817//p 60:0006817//p
7204164 12 16 4. 6] 10. 54  1.196169101 0. 02754 78| PHATR 33266 family 34 (sodium- - transmembra |hosphate ion hosphate ion
dependent phosphate ne transport transport
cotransporter) Lransporter
activity
K03004| 1| 2¢-
07/55. 5/ ota:0t14g01
850 DNA-directed | oo
R\r‘\‘polymoraso o [00:0043231//in X
. tracellular G0:0003677/
7204516 19 2 1115 25.26( 1.179810920|  0.0067367|PHATR 46740 subunit | brane- /DNA - -
RPA43;K03506 2|20~ (17 binding
06/52.0/0lu:08TLU 1 |2°
9031 /DNA polymerase organelle
epsilon subunit 4
[EC:2.7.7.7]
7204223 16] 21 4.13 9.32] 1174188173 0.01311944|PHATR 54178 - - - - -
G0:0097159/
Jorganic
7204905 83 108 17.05| 3813 1.161154792| 3. 026-08|PHATRDRAFT bd1548 |- - eyelic - -
compound
binding
7199628 25] 32 54.14]  119.91] 1.147185186] _0.00290626|PHATRDRAFT 11401 |~ - - - -
K15015] 1| 5e-
551213 smo:SELMODRA | .
FT 152799 solute | 0:0031224//in
7196569 14 18 81| 1791 1.144771524]  0.024247|PHATRDRAFT 9355  |carrier family 32 |"°S1¢ - -
(vesicular component of
inhibitory amino menbrane
acid transporter)
G0: 0046906/
7195723 25 32 16.49|  36.33| 1.139569967| 0.00290626|PHATRDRAFT 49495 |- - /tetrapyrro |- -
le binding
K15382| 1| 4e- 002100/ /s
19193, 2 cre:CHLREDR | 003 0031224//in
7195983 11 14 9.72]  21.31) 1.132502374]  0.048539|PHATRDRAFT 31649  |AFT 134242|solute |-°S1¢ 60:0044765 60:0044765
carrier family 50 component. of
(sugar transporter) membrane
7201103 11 14 10.56|  23.15 1.132402359)  0.048539|RAD14 - - 60:0005488/ | _ -
/binding
7200167 11 14 902 19.77] 1.132113539] 0. 048539 PHATRDRAFT 45080 |- - - - -
60:0009521; G0:
0031224//intri 60:0006464//c 60:0006464//c
nsic component [G0:0046906/ |e1lular ellular
7203256 30. 66 39 20.64]  64.96| 1.132006185| 0.000850656(Lhct6 - of /tetrapyrro [protein protein
membrane;G0:00|le binding [modification modification
09534//chlorop process process
last_thvlakoid
60:0031224//in
7205034 32.1 10.87 12.75| 2792 1.130801694| 0.001180594|PHATRDRAFT bd1571 |- trinsic 60:0044763 60:0044763
component of
membrane
7198002 11 14 5.58]  12.21] 1.120726173] 0. 048539| PHATRDRAFT 44285 |- - - - -
K14306] 1| 26~
10166. 2| rcu:RCOM_16
7204620 16 57 15.9)  33.88] 1.091407109| 0.000128175[PHATR 46710 09340 nuclear pore |- - - -
complex protein
Nup62
G0:0032553;
7201370 17, 21 15.27] 3249 1.089295682| 0.01974576|PHATRDRAFT 4413 |- 60:0009536//p160: 0003824/ 1. 544710 60:0044710
astid /catalytic
activity
60:0046914/
/transition
metal ion
binding;G0:
0016705/ /0x
idoreductas
e activity,
acting on
paired
7203895 2 29 14.03|  29.17| 1.055970377| 0.00766398|PHATR 33511 - - :T‘L‘:“ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxygen;G0:0
019842//vit
amin
binding
60:0016020//me
mbrune'GO:géOB (0:0005824/
7199224 26.5 31.68 31.04)  64.01] 1.044168751 0.00664386|PHATRORAFT 24069 |- ; Jeatalytic |- -
739//mi tochond |/ €%
. activity
rion
G0: 0016682/
Joxidoreduc
ta:
activity,
acting on
diphenols
and related |G0:0006259//D 60:0006259//D
7198659 25.85 30.89 6| 12.31| 1.036796356 0.00713762|PHATRDRAFT 49830 |- - substances |NA metabolic NA metabolic
as donors, |process;G0:00 process;G0:00
oxygen as 44710 44710
acceptor; G0
:0097159//0
rganic
eyelic
compound
binding




K13427 /1] 7e—
35/ 147 vvi: 10026560
7195833 16 19 504/  10.29| 1.029747343|  0.033597|PHATRDRAFT 40200 |5|nitric-oxide - 60:0032550 |- -
synthase, plant
[EC: 1. 14. 13. 39]
60:0009987//c 60:0009987//c
7197355 27 32 9.48)  19.32]  1.02713613| 0.00618134|PHATRDRAFT 43641 |- - - ellular ellular
process;G0:00 process;G0:00
44699 44699
7199377 17 20| 24.99]  50.75] 1.022056921]  0.0311248|PHATRDRAFT 41518 |- - - - -
7203414 24] 28 12.73]  25.55] 1.005090872] 0.01183818|PHATRDRAFT 48055 |- - - - -
7195068 18 21 8.38]  16.81] 1.004297576] 0.0288192] PHATRDRAFT 39360 |- - - - -
60:0016670/
/oxidoreduc
K12604/ 1] 2¢- Lase
21199. 0| ven:VOLCADR ot
7204605 19 22 4114 82.44] 1002802711  0.026673|PHATR 13254 AFT_108387| CCRA-NOT |- T 60:0044710 60:0044710
transcription .
complex subunit 1 group of
donors,
oxygen as
acceptor
7198615 19 22 13.91]  27.73] 0.995325196]  0.026673[PHATRDRAFT 49917 |- - - - -
7196291 51 59 37. 05| 73.8] _0.994147274] 0.000318002] PHATRDRAFT 42608 |~ - - - -
60:0043231//in 60:0050896/ /1 60:0050896/ /1
k036711 26— tracellular GUEOOlSQSG/ cs[?unsc LU, cs[?unsc LU,
) ) ) 15179, 0| ven: VOLCADR membrane— /d%sulhdc stimulus;G0:0 stimulus;G0:0
7196019 21 24 38.62 76.3| 0.982334893|  0.0228266|Trx—o et bounded oxidoreduct |019725//cellu 019725/ /cellu
AFT_85222] thioredox .
in1 organelle;G0:0|ase lar lar
044444/ /cytopl |activity homeostasis;G homeostasis;G
asmic part 0:0018904 0:0018904
7201072 49) 56) 10. 69) 21]0.974127475] 0. 000548066|PHATRDRAFT 46017 |- - - - -
60:0032550;
60:0042623/
JOVS /ATPase 60:0006412//1 60:0006412//1
K13025/1|2e— . activity, . ) . )
o lear . . (G0:0043234//pr . ranslation;GO ranslation;G0O
152[536 | cre: CHLREDR . coupled;GO0: oo a0n
. . . - ) i AFT 608 | ATb- otein 0005155,/1r. |:0006396//RXA 0006396/ /R\A
7204376 36| 41 22. 16| 43.44] 0.971066222| 0. 00318388|PHATR 41785 dependent RNA complex;G0:001 anslation processing;G0 processing;G0
: : 6604//nuclear | 10006950/ /res 10006950/ /res
helicase body factor ponse to ponse to
[EC:3.6.4.13] activity,
nucleic stress stress
acid
binding
7200401 29) 33 24.07] _ 47.18] 0.970939277] 0.00811312|PHATRDRAFT 45638 |- - - - -
7202653 43 49) 22.23] 0.969815651] 0. 00126723[PHATRDRAFT 47597 |- 60:0044464 __G0:0016837 [G0:0042120 60:0042120
7196686 22) zj 24.01] 0.967324843] _ 0.0211094PHATRDRAFT 42506 |- - - - -
60:0060089;
60:0016682/
/oxidoreduc
tase
activity,
acting on e 0006259//D 60:0006259//D
diphenols . .
NA metabolic NA metabolic
7205104 76.15 86. 11 15.31]  29.76] 0.958900244| 2. 41E-05|PHATRDRAFT bd1762 |- - %ng onmee [processico:oo process;60:00
) : : : -9 . ° :: Z:::iib 44710;60:0007 44710;60:0007
» [154//cell 154//cell
OXVBEN A8 | ommunication communication
acceptor;G0
10097159/ /0
rganic
eyelic
compound
binding
G0:0003676/
K03086/ 1| 4e- g‘:‘i’zl“”
20/96. 3|ota:0t06g01 TR
190\R\é\‘pulynmra§c binding;G0:
: ° 000099660 |G0:0006351//t 60:0006351//t
7199881, 26| 29| 28.2]  54.23| 0.943396008| 0.01541814|PHATRDRAFT 5537 ~ |PFIMArY sisma 0001071//nu |ranscription, ranscription,
factor;K030933| 3e~ cleic acid |DNA-templated DNA-templated
14]76. 6] 0sa: 4339759 b P P
RNA polymerase maing
sigma factor transcripti
on factor
activity
7199530 18 20| 819  15.65] _ 0.9342273[ 0. 0444002 PHATRDRAFT 45021 |- - - - -
(;Sy?ffi??fi 60:0007010//c 60:0007010//c
7197841 27] 30) 2.71 5.17| 0.931871429|  0.0142508|PHATRDRAFT 54229 |- - ol protein |vtoskeleton ytoskeleton
L organization organization
binding
60:0016811/
/hydrolase
activity,
acting on
carbon- 60:0008152//m 60:0008152//m
7195224 19 21 11.85  22.55| 0.928240374|  0.040891|PHATRDRAFT 54969 |- - nitrogen  |etabolic etabolic
(but not process process
peptide)
bonds, in
Tinear
ami des
60:0097159/
Jorganic
eyelic
. - compound
7195339 27.87 30.8 6.57|  12.48| 0.925652659|  0.0142508|PHATRDRAFT 49118 |- - bindingsco: |00:0014238 60:0044238
0016298//11
pase
activity
K06897 1| Te— 60:0003824/
7197746 31 34 13. 46] 25.4] 0.916150087| 0. 01039876PHATRDRAFT 44454  [56/219] cre:CHLREDRA |- Jeatalytic |- -
FT 187976 activity
K15332/1/9e~ ] 60:0010467//g 60:0010467//g
43/ 173 smo: SELMODRA ?0'?Eo?l6§'/ ene ene
7196498 21 23 6.68|  12.59| 0.914358275|  0.0346894|PHATRDRAFT 42844  |FT 440228 tRNA - MMETRYALEAN o xpression; 60 expression;G0
(uracil-5-)- sferase :0009451//RNA :0009451//RNA
methyl transferase activity  lnodification nodification
K12394 1/ 4e~
34/ 142 pop: POPTR 73
18,1;?? li;;f:p]“ 60:0015031//p 60:0015031//p
7201294 34 37 39.62|  74.36]  0.90829789| 0.00821066(AP1sigma S/2eR11897 2] 1o 60:0022892 [rotein rotein
981124 bdi : 10083547 transport transport
4]AP-2 complex
subunit sigma-1
7195691 78 85| 21. 46 40.2] 0.905545425] 6. 44E-05|PHATRDRAFT 49225 |- - - - -




60:0070011/
/peptidase
activity,
7201917 34 37 18.88]  35.36]  0.90525951| 0.00821066|PHATRDRAFT 47115 |- - acting on |- -
L-amino
acid
peptides
(10589 1|20 60:0019787/ |G0:0032446//p G0:0032446//p
781290 | ath: AT361720 Jsmall ~rotein rotein
7202383 25 27 16.65| 3096 0.894883204|  0.0249952|PHATRDRAFT 42123  |5|ubiquitin-protein [G0:0044464  |COMIUEating modification modification
ligase E3 C ;frotcln by im{all by im{all
IS igase protein protein
LEc:6. 3. 2. 19] activity _|coniugation conjugation
7201452 25.19 27.17 2182 40.54] 0.893694987] 0. 0249952| PHATRDRAFT 36008 |- - - - -
K03403/110.0]1 (;Sdggﬁiﬁi/m 60:0006779//p 60:0006779//p
pp:PHYPADRAFT membrane— orphyrin- orphyrin-
7204596 69 74 1138 20.97] 0.881826304| 0.00026311|CHLH 5| nagnesium bounded 60:0051003 |COMtAIMINE containing
chelatase subunit H |organelle;GO:0 C‘?mpmmd . cgmpound .
[EC:6.6. 1. 1] 044444/ /cytopl biosynthetic biosynthetic
asmic part process process
G0:0016903/
k00130 1/9e- /oxidoreduc
64/243 | mtr:MIR 4g10 if?vm
7201320 30 32 12.12) 2223 0.87511825| 0.01663994|PHATRDRAFT 20445 2?52;;3&“"” - acting on  |G0:0044710 60:0044710
dehydrogenase the
[EC:1.2.1.8] aldehyde or
0X0 group
of donors
60:0015988//¢ 60:0015988//¢
K02151 |1 |4e~ 60:0033176//pr |G0: 0019829/ nergy coupled nergy coupled
%7 }18 pEp:]’HY[’ADR:—\ oton— Jeation— proton proton
7199151 67 7 14| 203,03 o0.872324792] 0. 000430602 paTromAFT 31133 |F1203227 1V tve L ting | transport in | ORSenbrane transnenbrane
Ht—transporting V-type ATPase |g ATPase transport, transport,
ase subunit F - against against
complex activity . .
electrochemic electrochemic
al gradient al gradient
K11723] 1| 3¢~
06/52. 4| ath:AT56550
7205003 32 34 10.69|  19.52]  0.8686912| 0.01415352|PHATRDRAFT bd1633 |40 bromodomain- |- - - -
containing protein
7/9
G0:0016638/
/oxidoreduc
e . tase
52034; ;l)pi’j]’HY[’ADR&\ activity, [60:0019752//c 60:0019752//c
FT 179243 | glutamate acting on arboxylic arboxylic
7202332 1815 1926 912.82 166572 0.868534061| L SE-TA|PIATRORAFT 13951 |y o & 0 - the CH-NHZ [acid acid
(NADP+) group of metabolic metabolic
[EC:1.4. 1. 4] donors;G0:0 [process process
I 036094//sna
11 molecule
binding
K05275/ 1| Te-
231108 zma: 10027274
7|pyridoxine 4-
dehydrogenase N §
. LEC¥1.1%1.65J K0006 60:0003824/
7198073 39 a1 24.77|  44.83| 0.855870631| 0. 0080639|PHATRDRAFT 44546 ; - Jcatalytic [60:0044710 60:0044710
5|ath:AT46336 activity
70/D-threo-aldose
1-dehydrogenase
[EC:1.1.1.122]
G0:0017111/
/nucleoside
K15192| 1|26~ -
101367 | ppp: PHYPADR triphosphat
7197628 42 4] 17.7] 319 0.849807064| 0.00634716|PHATRDRAFT 11009 |1 184534 TATA= ase |- -
binding protein— activity;GO
associated factor 100325503 G0
[EC:3.6.4.] :0003676//n
ucleic acid
binding
G0: 0046872/
7204478 23 24 1783 32.04| 0.845567445  0.0437436|PHATR 46636 - - /metal ion |- -
binding
7195698 25] 26 6,80 12.32] 0.838426368] 0.0369316|PHATRDRAFT 49233 |- - - - -
7198097 27 2] 29.14 52.1|_0.838282495] 0. 0312178|PHATRDRAFT 6052 |- - - - -
K03341] 1| 6e-
103373 | cre: CHLREDR 60:0043168/
N O ] I P
7199666 26 27 10,510 18.77| 0.836665981|  0.0339498(PHATRORAFT 26649 |01 7 - 00167171 [RNA metabolic RNA metabolic
selenocysteinyl- ansferase | PT09*%% process
tRNA synthase activity
[EC:2.9.1.2]
K10902| 1| 6e-
72269 smo: SELMODRA
FT 41328/ ATP-
sZT?:dGZLQg\A 60:0042623/
[8C:3. 6. 4. 12]:K1089 /ATPase 60:0006259//D 60:0006259//D
7196825 27 28 17.77 3172  0.83594900|  0.0312175{PHATRDRAFT 9529 |V, ; - activity, |NA metabolic NA metabolic
481256 | cro: CHLREDRA coupled;GO: |process process
FT 128016 ATP- 0032550
dependent DNA
helicase Q1
[EC:3.6.4.12]
G0:0032550; |GO:0006779//p G0:0006779//p
53333 imifcmzmc (0:0051003; |orphyrin- orphyrin-
7197023 26 27 6.71] 1197 0.835038481|  0.0339498|PHATRDRAFT 50740  |magnesium chelatase |- ?0:0016462'/ containing containing
subunit D /pyrophosph |compound compound
The:6.6.1.11 atase biosynthetic biosynthetic
activity _|process brocess
G0:0046914/
7197558 29) 30| 5. 03] 8.95| 0.831320282|  0.0264168|PHATRDRAFT 43517 |- - /transition -
metal ion
binding
7197956 37 38 15.03] _ 26.54] 0.820323361] 0.01367028|PHATRDRAFT 44288 |- - - - -
7198346 11 12 1373 24.18] 0.816482619] 0.00987876|PHATRDRAFT 49763 |- - - - -
G0:0008152//m G0:0008152//m
7201335 15 16 11.95| 21,01 0.814065544|  0.0071565|PHATRDRAFT 46093 |- - 60:0016741 |etabolic etabolic
brocess brocess




K02213/ 1| Te-
7196275 19 50 8.43|  14.79] 0.811017516 0.00519558CDC6 15/81. 7| reu: ROOM 06 | - - -
11750 cell division
control protein 6
G0:0097159/
Jorganic
cyclic
7199456 63.99 64. 67 41.49) 72,19 0.799035347| 0.001717016|PHATRORAFT 41628 |- - g‘l”:z‘l’:;dw 60:0044238 60:0044238
0016298//11
pase
activity
7196617 28] 28] 31 14]  53.69]  0.78588446] 0. 0415594|PHATRDRAFT 31409 |- - - - -
K12948 1| 7e- Egp?gg;fg/ en
:? gg;ﬁ:gﬁ?”m reticulum 60:0016787/ [G0:0016485//p 60:0016485//p
7204322 60 60| 49.12|  84.61| 0.784517624]  0.0030537|PHATR 18533 peptidase complox  [nenbranei60:00|/hydrolase |rotein rotein
subunit 3 [EC:3.4. - 31224//intrins|activity processing processing
_ ic component
of membrane
7200541 27 21 18.9]  32.55] 0.784271309] __ 0.045268|PHATRDRAFT 45429 |- - - - -
7201048 34 34 22.4] _ 38.56] _0.783606319] 0.0250608|PHATRDRAFT 45982 |- - - - -
G0:0097159/
Jorganic
cyclic
compound
7200732 44 m 26.18|  45.06| 0.783382216 0.01100776|PHATRDRAFT 45542 |- 60:0044464  |binding;G0: |- -
0046914//tr
ansition
metal ion
binding
60:0046914/
/transition
metal ion
binding;G0:
0016705/ /0x
idoreductas
e activity,
K00472/ 1] e acting on
13176.3|0lu:0STLU_3 paired
7199826 47 47 23.59|  40.59| 0.782948921| 0. 0086322|PHATRDRAFT 44920  [7102|prolyl 4- - donors, 60:0044710 60:0044710
hydroxylase \.“Lh .
[BC:1. 14.11.2] incorporatt
on or
reduction
of
molecular
oxygen;G0:0
019842//vit
amin
binding
7195519 28 28 8.77] 1500 0.782944058] _0.0415504| PHATRDRAFT 49212 |~ - - - -
7198464 2j zj 9.76] 1679 _0.782649177] _0.0415504| PHATRDRAFT 49802 |~ - - - -
7201638 32 32 13.65] __ 23.48] 0.782531457] 0. 029627| PHATRDRAFT 46377 |- - - - -
60:0044763; GO 60:0044763; GO
:0003006//dev :0003006//dev
K00432| 1] 26— elopmental elopmental
13/75. 9] ath:AT26481 60:0004601/ [PTO°SSS process -
7204546 36| 36| 16.85|  28.98| 0.782309003|  0.021221|PHATR 46798 50/glutathione 0:0044464 | /peroxidase | PYOLVed IP involved in
N idase activity reproduction; reproduction;
‘[;gf’;‘ll - Y 60:0044710;60 60:0044710; G0
B 10006950/ /res 10006950/ /res
ponse to ponse to
stress stress
K12823/ 1| Te- o
156551 | cre: CHLREDR 60:0032550;
AFT 136376 ATP- (0:0042623/
7196907 32 32 13.17|  22.65| 0.7822655705|  0.029627|PHATRDRAFT 17862 - /APase - -
dependent RNA e
helicase DDX5/DBP2 activity,
[EC:3.6.4.13] coupled
G0:0097159/
/organic
eyelic
7200487 42.13 42.9) 7.81  13.43] 0.782064851| 0.01295542| PHATRDRAFT 45390 |- - ZT?ETSQL{(JU 60:0044238 60:0044238
0016298//11
pase
activity
K05692| 1| Te-
1771620 | cre: CHLREDR
AFT 24392 actin
7195027 66. 15 65. 81 37.08|  63.48| 0.775660884|  0.0026476[ACT1 beta/gamma 60:0043232  |G0:0032550 |- -
1:K10355/29e-
1771617 |ath: AT3G121
10/actin, other
eukarvote
K12479/ 1| Te-
24/113] gy : 10078278
6|vacuolar protein
sorting-associated
7196570 64 63 22| 3588 0.759115625 0.00310108|SLY1 protein - - G0:0006887//¢ G0:0006887//¢
15:K15292] 2|20 xocytosis xocytosis
24/112 smo: SELMODRA
FT 234736 | syntaxin-
binding protein 1
K00791 /1| Te-
41/169 | cme: CHS475C 60:0006399//t 60:0006399//t
7196929 155 152 57.54)  97.05| 0.754162092| 5. 41E-06|PHATRDRAFT 43183  [tRNA - 60:0032550 [RNA metabolic RNA metabolic
dimethylallyltransf process process
erase [EC:2.5.1.75]
7203650 43 42 24.69] _ 41.51] 0.749532095] _0.01679898|PHATRDRAFT 48389 |- - - - -
7197685 79 77 12.72] 21,31 0.744431929] 0.001317464[PHATRDRAFT 44446 |~ - - - -
7198074 36 35 20.56] 3441 0.742987628] 0. 0300184|PHATRDRAFT 44547 |~ - - - -
7204743 3% 37 11 76| 19.68] 0.742842161]  0.0253994[PHATR 46912 - - - - -
7201987 36 35] 18. 05 30.2] 0742549712 0. 0300184|PHATRDRAFT 47229 |- - - - -
K01619] 1| 3e-
09/52. 0 cre:CHLREDR
AFT 179(‘)25 inosine (0:0016740/
7202554 36 35 1114 18.63 0741878442 0.0300184/PIATRORAFT 47420 [( . "0 | /transferas |- -
pyrophosphatase e activity
[EC:3.6.1.19]
K09553 1| 8e-
16/82. 8| cre: CHLREDR
7204923 33 32 22.89|  38.21| 0.739232795| 0. 0386526|PHATRDRAFT bd1626 [AFT 136069 stress— |- - - -
induced-
phosphoprotein 1
7195451 34 33 1.7 19.52] 0.738444523] 0.0355178| PHATRDRAFT 49097 |- - - - -




33 32' 13. 97' 23.3] 0. 737997934 0. 038 PHATRDRAFT 46968 - - - - -
30] Zﬁ| 0. 736397492 0. 0499204 PHATRDRAFT 47178 - - - - -
153] 147 0. 725859992 1. 57E*0ﬂ PHATRDRAFT 42600 - - - - -
60. 43 57.95 0.721424743] 0. 00810476|PHATRDRAFT 49474 - - - - -
7198598 47] 45 21.27 35.03] 0.719770955] 0. 01684434 PHATRDRAFT 49887 - - - - -
K10365/1|le— G0:0043234//pr| . ;
25/114|vvi:10024253 [otein ?Sy?ggig?ii G0:0007010/ /¢ G0:0007010//c
7196417 41 39 45. 14 74.03 0. 71370361 0. 0276148 PHATRDRAFT 9601 9|capping protein complex;G0:001| L ytoskeleton ytoskeleton
(actin filament) 5629//actin 4 p%otcln organization organization
s binding
muscle Z-line, beta [cvtoskeleton
G0:0046914/
/transition
metal ion
binding;GO:
KO1809|1|9e— ?Siﬁi(f(léﬁz G0:0009226//n G0:0009226//n
721269 0sa:4325991 N ucleotide— ucleotide—
7197943 64] 61 25. 88 42,42 0.712907004f 0. 0058913|PMI1 mannose—6-phosphate |- ' . sugar sugar
. oxidoreduct |/ . . .
1§ojncrf¢sc ase biosynthetic biosynthetic
[EC:5.3.1.8] activity, process process
interconver
ting
aldoses and
ketoses
7203210] 36| 344 95. 9| 156. 98] 0. 710978044 0. 0419708| PHATRDRAFT 14645 - - - - -
G0:0016627/
/oxidoreduc
tase G0:0044710; G0 G0:0044710; G0
K10960 | 1| 2e~ (0:0009526//pl|activity, :0006779//por :0006779//por
152/537 | cme: CMJ154C |astid acting on  [phyrin- phyrin-
7196312] 62] 59 26. 82 43.9[  0.710911703| 0. 00690838| PHATRDRAFT 50650 geranylgeranyl envelope;G0:00[the CH-CH containing containing
reductase 09534//chlorop|group of compound compound
[EC:1.3.1.83] last thylakoid|donors;G0:0 [biosynthetic biosynthetic
036094//sma |process process
11 molecule
binding
7200540} 97] 92 38. 77 63.24] 0.705896633| 0.000825138| PHATRDRAFT 45426 - - - - -
7202597] 38| 36 14. 59 23. 78] 0.704768832] 0. 0354702[PHATRDRAFT 47494 - - - - -
G0:0009579//th
7200820 63 59 43.88]  70.75| 0.689166622| 0.00869864|PHATRDRAFT 45813 |- ylakoid;60:000| - -
9507//chloropl
ast
7203797] 1372 12844 989. 05 1593. 81| 0. 688364293) 6. 90E-34| PHATRDRAFT 38760 - - - - -
7195430] 47] 44] 17. 97| 28.93] 0.686975914 0. 023202| PHATRDRAFT 49067 - - - - -
KO1061 /1| 2e~
12/74. 3| pop: POPTR 1
7204187] 390 365 62. 45| 100. 43| 0. 685416812, 9. 41E-11|PHATR 43970 108355 carboxymethy |- - - -
lenebutenolidase
[EC:3.1.1.45]
7194739 45) 42 22. 2| 35. 64 0. 68293766 0. 0273474 PHATRDRAFT 48579 - - - - -
G0:0044237/ /¢ G0:0044237/ /¢
60:0009523//ph | 00 016872/ |,y ' .
7200830] 87] 81 71.18 123. 81|  0.681828895 0. 00241088(0EE3 - /metal ion . .
otosystem IT R metabolic metabolic
binding
process process
7196374] 124 115 158. 23 253. 16| 0.678026316] 0.000339864|PHATRDRAFT 42746 - - - - -
K06639 |1 4e— G0:0004721/ |, N N N
75/279) smo: SELMODRA /phosphopro |20:0006470//p 60:0006470//»
7194718 11 38 3175 50.68| 0.674650933  0.0380928|cdcl4 FT 91859 cell - tein rotetn rotetn
R dephosphoryla dephosphoryla
division cycle 14 phosphatase tion tion
[EC:3.1.3.48] activity
7203091 53] 49| 65. 97| 105.2] 0.673252695] 0. 01941312|PHATRDRAFT 47876 - - - - -
7198726| 38| E 70.48] 112.21] 0.670915423 0. 0489702 PHATRDRAFT 50029 - - - - -
G0:0019866//or
ganelle ir‘mcr 60:0043169/ GUZOO%}5184//L‘ GUZOO%}5184//L‘
7203182 63 58 11587 184.38| 0.670175087 0.01177296|PHATRDRAFT 22027 |- menbrane; 60:001 /5o stablishnent stablishnent
05740//mitochol, . . of protein of protein
h binding - . A s
ndrial localization localization
envelope
7199043 103} 95| 107. 29 170.59] 0.669017463] 0.001259918|PHATRDRAFT 50289 - - - - -
G0:0009521;G0:
0031224//intri G0:0006464//c G0:0006464//c
nsic component [GO:0046906/ [ellular ellular
7197087] 86 79 80. 99 128.21]  0.662693101 0.00349116(Lhcf2 - of /tetrapyrro |protein protein
membrane;G0:00|le binding |modification modification
09534//chlorop process process
last thvlakoid
7203676 136] 125] 28. 96/ 45. 76| 0. 66002545] 0. 000242646|PHATRDRAFT 48434 - - - - -
28 88;;228/ GO: 000?448//1 GO: 000?448//1
. legulation of egulation of
/earboxylic | nslational translational
K01869/1/0.0/883 ot ester . N s -
2 9 56 y 26 29 o I . a:0t0600560 | Leucyl | . i hydrolase L‘l‘)“%ﬁ‘-mﬂvu) clon%atmn,b()
7203299 72] 66 16. 7] 26.32] 0.656311386| 0.00777042(PHATRDRAFT 56599 G0:0044424 o -, |:0006418//tRN :0006418//tRN
—tRNA synthetase activity;GO A
[EC:6.1.1.4] :0004812//a . . . .
minoacyl- ammoaaylago amlnoauylat%o
. n for protein n for protein
tRNA ligase . .
o translation translation
activity
7195637] 141 129] 98. 62| 0. 70084 0.000220622| PHATRDRAFT 49131 - - - - -
7201276 51.94 47.45 46. 77, 0. 514321 0. 0228332 PHATRDRAFT 46204 - - - - -
G0:0003824/
7199112 90| 82| 31.32 49.08|  0.648051036| 0. 0034168[PHATRDRAFT 50268 - - /catalytic |- -
activity
7204115 344 312 439. 8| 688. 16| 0. 645896432 1. TTE-O8|PHATR 44202 - - - - -
7203724] 44 40] 21.95] 34.33] 0.645248918 0. 0405186PHATRDRAFT 48292 - - - - -
G0:0003700/
/sequence~
specific
G0:0043231//in|DNA binding |GO:0006366//t G0:0006366//t
tracellular transcripti [ranscription ranscription
7198740] 544 49| 16. 28| 25.4 0.641727797] 0. 0242096 PHATRDRAFT 50045 - membrane— on factor from RNA from RNA
bounded activity;GO [polymerase IT polymerase TI
organelle :0046914//t |promoter promoter
ransition
metal ion
binding




7198100]

63

Lherl

KO8910 |1 4e—
25113 | cme:CMQ142C
light-harvesting
complex I
chlorophyll a/b
binding protein
4;K08907 |2/ 4e—
21199. 8] cme: CMN234C
light-harvesting

G0:0009536//pl|_

G0:0006091//g
eneration of

G0:0006091//g
eneration of

binding

57| 55. 52| 86.54] 0.640359553] 0.01581282] complex 1 astid precursor precursor
chlorophyll a/b metabolites metabolites
binding ;)rotcin and energy and energy
1;K08908 |4 | le—
14/78. 2| ppp: PHYPADR
AFT_151155|light—
harvesting complex
1 chlorophyll a/b
binding protein 2
G0:0016705/
/oxidoreduc
tase
activity,
K06694 | 1| 6e— acting on
06/50. 8|ath:AT2G034 paired
7204536 194 147 216.82| 337.48 0.638304166|  1.97E-L1[PHATR 54643 ignﬂipiz‘“so'“c f‘f‘zg” 60:0044710 60:0044710
regulatory subunit incorporati
10 on or
reduction
of
molecular
oxvgen
K02575| 1| 2e~
il et N N R N
7198685 91 82 46,71 72.42)  0.632656732) 0.00419614{PHATRDRAFT 2032 |transporter, NP [VSIC (0:0014765;60 (0:0014765;60
family, component of 10044763 10044763
. A membrane
nitrate/nitrite
transporter
G0:0043168/
/anion
binding;G0:
0046872/ /me
tal ion
binding;G0:
9016616//0% 1o 0009081/ 60:0009081//b
e activity rar.\ched (.‘,ha\'n rar.\ched (.‘,ha\'n
acting on ’ |amino a?|d amino ‘“?'d
the CH-OH metabolic metabolic
K00053/1/0.0/636 | ve § N process;G0:00 process;G0:00
n: VOLCADRAFT 74529 group of 08659/ /cellul 08652//cellul
7204948 54. 48 49.07 23. 55 36.49| 0.631774091 0. 0242096| PHATRDRAFT_bd348  |ketol-acid G0:0044435 (h).nurs’) D [ or amino acid ar amino acid
reductoi somerase or MDPas 1 osynthetic biosynthetic
[EC: 1. 1. 1. 86] ‘852‘2’;82/30 process;60:19 process;60:19
c‘ior\Llual * 01605/ /al1pha 01605//alpha
S amino acid amino acid
Ei:;i:‘ 60 metabolic metabolic
0036094/ /sm [P0 process
all
molecule
binding;GO:
0048037//co
factor
binding
K11373|1/4e-
7 P . . . . . 871322 | ppp: PHYPADRA
7197496 313 282 49.37 76. 44| 0.630693133) 1. 26E-07|PHATRDRAFT 43627 FT 206869 elongator |~ - - -
complex protein 1
K018741/2e- G0:0043231//in{G0:0032550; |GO:0006418//t G0:0006418//t
113[408 |aly:ARALYDR |tracellular  [G0:0004812/ |RNA RN/
7202934 80 72 27.39) 42.4)  0.630414999| 0. 00739788[PHATRDRAFT 29029  |AFT 906959 methiony [membrane- /aminoacyl- |aminoacylatio aminoacylatio
1-tRNA synthetase bounded tRNA ligase |n for protein n for protein
[EC:6.1.1.10] organelle activity translation translation
G0:0035556//1 G0:0035556//1
?27?2; im§?10027322 n?racellular n?racellular
2|Ras-related i;f::éuction' i;f::éuction'
7204873 101. 41 91. 08 69.45(  107.39| 0.628813059| 0.00258274|PHATRDRAFT bd853  |protein Rab- - G0:0032550 : ) : )
8A:K07976 2| de— GO:OME]?M//e GO:OME]?M//e
141176  osa: 4334590 ssahllshwent ssahllshwent
Rab family, other of prt?telg of prt?telg
= localization localization
7194955 155) 139] 43.22 66. 63| 0.624472821[ 0.000231946|LLAL - - - - -
60:0030120//ve G0:0048193//G G0:0048193//G
7197812 75 67 56. 42| 86.79 0.621322158 0. 01090686|COPIepsilon - siele coat - olgi vesicle olgi vesicle
transport transport
7199409 261.31 233. 23 81.58 125.2 0.61794715! 2. 43E-06|PHATRDRAFT 50589 |- - - - -
G0:0046914/
/transition
metal ion
binding;G0:
0016705/ /0x
idoreductas
e activity,
acting on
paired
7202214 128 114 58. 69 89.92[ 0.615527327[  0.00100561| PHATRDRAFT 46965 (- - :?ltlﬁrs_ G0:0044710 G0:0044710
incorporati
on or
reduction
of
molecular
oxygen;G0:0
019842/ /vit
amin




K08910/ 1/9e—
20/95. 5| cme: CMQ142C
light-harvesting
complex I
chlorophyll a/b
binding protein
4:K08907 2| 3~
19194. 0] cme : CMN234C
7196236 53 47 44.9|  68.59| 0.611282811|  0.0351656|Lhcrd Light-harvesting - - -
complex I
chlorophyll a/b
binding protein
1;K0891155e-
09/59. 7| rcu:RCOM_15
90680/ 1ight~
harvesting complex
1 chlorophyll a/b
binding protein 5
7197277 53 47 23.98]  36.59] 0.609617757] _0.0351656|PHATRDRAFT 43763 |- - - - -
60:0016763/
y —ran . |/transferas
K01663| 1|5e- (;2)?32;72;/631 e activity,
161566 osa: 4332296 3231/,/,1;1”?;601 transferrin |G0:0006547//h 60:0006547//h
7199911 69 61 o7.26] 4145  0.60458654]  0.0174127|PHATRORAFT 19324 | Elutamine , | lular § pentosyl Jistidine Istidine
amidotransferase / I groups;G0:0 [metabolic metabolic
cyclase [EC:2.4.2.- nenbrane 016830/ /car |process process
41.3.-] bounded bon-carbon
organelle
lyase
activity
KO7185|1/9e—
330139/ 0lu:0STLU 83
261 tryptophan-rich ¢, 0031994//in
sensory . .
7198048 58 51 0.7) 6161 0.598135741|  0.031326|PHATRDRAFT 44370 |protein;K05770/2/6e |“1251¢ - -
= component of
10163, 2] ere:CHLREDR | "™ "C
AFT 143874 | benzodia
zapine receptor
7195273 49) 43 15.23] 22,98 0.593462856] 0. 0485886 PHATRDRAFT 49011 |- - - - -
7197189 94. 05 82. 33 31.78]  47.83] 0.589796667] 0.00754622|PHATRDRAFT 43493 |- - - - -
7199627 87] 76| 70.87] _ 106.64] 0.589501731] 0.0098367|PHATRDRAFT 1800 |- - - - -
K14510/1/8e— . i ] "
221103 sbi:SORBI 02 G0:0016301/ |00:000664//¢ 60:0006464//c
. - . . 2011690/ serine/thre /kinase ellular ellular
7196502 3384 2960) 1191.05| 1791.59|  0.58900654| 6. 46E-58|PHATRDRAFT 42850 : : - nase |protein protein
onine-protein activity;GO Ce . e .
Kinase CTRL 0032550 modification modification
711 l-‘ process process
7197907 55| 48] 33.24]  49.92] 0.586697552]  0.0397848|PHATRDRAFT 44711 |- - - - -
60:0043169/
/cation
binding;G0:
0004721//ph |G0: 0006796/ /p 60:0006796//p
osphoprotei [hosphate— hosphate—
n containing containing
K04345/1|2e~ phosphatase |compound compound
. N e . . o o aage |741277 rcu:RCOM 105 activity;G0 |metabolic metabolic
7201218 179) 156) 12493 187.46]  0.58562828|  0.00024702 PRATRDRAFT 3843 | g o PO B P O - {0016772//1 | process 60:00 Droeees 60:00
A [EC:2.7.11.11] ransferase |06464//cellul 06464//cellul
activity, ar protein ar protein
transferrin [modification modification
g process process
phosphorus—
containing
groups
K02365 1| 30~ C0:004323L/7in)  60:0019538//p 60:0019538//p
26/120 oluz0sTLY 11 | tracetlutar 600016787/ & o rotein
7203627 686 598 7424 111.19) 0.582758428]  8.01E-13|Pt-separase . membrane— /hydrolase ) )
9551 | separase bounded activity metabolic metabolic
[EC:3. 4. 22.49] process process
organelle
K10838/ 1|3~
231109/ ota:0t14g028
80| xeroderma
pigmentosum group
C-complementing
proteinsK00388 2|9 60:0005158/
09/61. 6/pop:POPTR 8 /géﬁgiiﬁifﬂ
7198950 643 560 113 169.14] 0.581895111|  4.65E-12|PHATRDRAFT 50174 05093 caffeoyl-CoA |- : - -
ethyltransf
O-methyltransferase
[EC:2. 1. 1. 104] ;K130 erase.
671330 activity
07/56. 6|ath:ATIG6T9
90/ putative
caffeoyl-CoA 3-0-
methyltransferase
[EC:2.1.1.-]
K07152|1/5e~
7203371 90| 78 125.55 187.79| 0.580858212  0.0102059|PHATRDRAFT 14770 |37/ 151 smo:SELMODRA |- - - -
FT 187412
7203749 130) 113 55.43]  82.88] 0.580356995] 0.00189942|PHATRDRAFT 48461 |- - - - -
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |GO:0006351//t 60:0006351//t
7194727 130) 113 50.82|  75.97| 0.580033446| 0.00189942|PHATRDRAFT 48558 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
K01527 1| Te—
23/ 107 ven: VOLCADRA
7197270 121 104 190.6|  282.92 0.569846047] 0.00367408|PHATRDRAFT 9607 | 'L 104715 nascent - - -
polypeptide—
associated complex
subunit beta
7197211 5948 5124 1797 15| _2661. 91| 0. 566750965] 2. 27E-92| PHATRDRAFT 43531 |- - - - -
7201756 S(j 260 122.72] _181.72] 0.566346823] 4. 33F-06|PHATRDRAFT 46370 |- - - - -
600016298/
7203991 1577 1357 452.17)  668.95| 0.565033105|  1.23E-25|PHATR 44028 - - /lipase 60:0044238 60:0044238
activity
7194771 120 103 109. 65 _0.563025906] 0. 0039532| PHATRDRAFT 48524 |- - - - -
7198947 99) 85, 38.77 _0.561524535] 0. 00871738|PHATRDRAFT 50168 |- - - - -
7199104 63 54 33.68] 0.559697973| _ 0.0365502| PHATRDRAFT 50254 |- - - - -
7199389 285] 244] 154.82]  0.558143004] 1. 11E-05[PHATRDRAFT 50561 |- - - - -




60:0051536/
/iron-
sulfur 600006544/ /¢ 60:0006544/ /¢
K06980 | 1|2e~ cluster lycine lycine
7200208 75| 64 23.56|  34.57| 0.553181064|  0.0245344|PHATRDRAFT 45164  [16/85.9]aly:ARALYDR |G0:0044424  [binding;GO: |metabolic metabolic
AFT_490030 0008168/ /me [process;G0:00 process;G0:00

thyltransfe |43170 43170

rase

activity

60:0004175/ [G0:0019538//p 60:0019538//p

7201330 546 466 133.99|  196.59| 0.553064605| 1. 73E-09|PHATRDRAFT 46087 |- - /endopeptid Jrotein rotein

ase metabolic metabolic

activity process process
G0:0043231//in 0 1ooare
tracellular .

7203253 225. 45 192. 26] 27.9|  40.88] 0.551130074| 0.000108618|PHATRDRAFT 48038 |- membrane— /“'_le““c -
bounded g?;ding
organelle

7199026 200 170) 162.73]  238.25] 0.549995971] 0. 00030674|PHATRDRAFT 50256 |- - - - -

K00390/ 1/ 7e—

621235 ppp: PHYPADRA

FT_123215phosphoad

enosine - 60:0008152//m 60:0008152//m
phosphosulfate . .
reductase G0:0003824/ |Ste0LIC etabolic.

7204140 73 62 49.48|  72.35| 0.548147516]  0.028579|PHATR 25956 [EC: 1. 8. 4.8 ;K05907 |- Jeatalytic |Process:60:00 process;G0:00

. ' L 19725/ /cellul 19725/ /cellul
413e~ activity o o
11/67. 8 vvi: 1002330 :f)mcostasis :f)mcostasis
45|adenylyl-sulfate
reductase
(glutathione)
[EC:1.8.4.9]
60:0048608/ /1 60:0048608//1
eproductive eproductive
G0:0043231//in|G0:0003676/ |structure structure
K09250 |1 |4e— tracellular /nucleic development ;G development ;G
14/77. 0| sbi:SORBI_0 |membrane— acid 0:0006351//tr 0:0006351//tr
7203169 66| 56| 49.36|  72.13| 0.547257029|  0.0377148|PHATRDRAFT 47905  [4g001720 cellular  [bounded binding;G0: |anscription, anscription,
nucleic acid- organelle;G0:0[0046872//me [DNA- DNA-
binding protein 044444/ /cytopl|tal ion templated;GO: templated;GO:
asmic part binding 0006950/ /resp 0006950/ /resp
onse to onse to
stress stress

60:0003824/

7199737 113 96 42.09 61.5 0.547108901| ~0.00659608|PHATRDRAFT 44770 |- - Jeatalytic |G0:0044710 60:0044710

activity

60:0016859/ [G0:0018208//p 60:0018208//p

7204479 113 96| 16. 51 24.1|  0.545693026 0. 00659608|PHATR 46639 - - Jelstrans - feptidyl= eptidyl-

isomerase proline proline

activity modification modification

60:0016616/

/oxidoreduc

tase
60:0043231//in| ¢ TVILY
tracellular M"Uig on

K00012/ 11~ menbrane— the CH-O
170/598 | mtr:MTR 7g0 [bounded group of

7203905 66| 56| 25.6|  37.36] 0.545350645|  0.0377148|UGDHI 12950 |UDPglucose 6- |organelle;60:0|°"0FS YD |60.0044710 60:0044710

or NADP as

dehydrogenase 044444/ /eytopl [ B0 2

[EC:1. 1. 1.22] asmic Coatont e
part;60:003031|° ¢
9 ofactor

binding;G0:

0000166//nu

cleotide

binding
60:0030312;60:

o o0rn 0015935//smal 1 60:0009451//R 60:0009451//R
ko966 111e- | ibosomal 60:0005198/ [NA NA
i . e OV ! _|P61150/ath:ATSGO208 |\ it:60:003] /structural |modification; modification;
7202478 84 7 99.65 14526 0.543695775|  0.0207296( PHATRDRAFT 51066 [0/ small subunit |t 0 ) o E O e $0:0010467/ /s
ribosomal protein . L
S19 lumen;G0:00059 [activity ene ene
11//cell—cell expression expression
function
K03702/ 1/ 7e—
134]476 olu:0STLU 4 60:0032550;
3765 excinuclease 60:0017111/
ABC subunit /nucleoside
B:K11594/2| e~ -
07/56. 6| smo: SELMODR triphosphat
AFT 105510 ATP— ase
a1 , . oe ol aq a0 [ el . dependent RNA activity;G0 |G0:0006281//D 60:0006281//D

7201312 72 61 26.3|  38.32| 0.543034762|  0.0308456|PHATRDRAFT 12605 10003676,/ /1 |NA repai N ropair

4.13];K1481 ucleic acid

binding;G0:

07/55. 1| cre: CHLREDR 0004520/ /en
AFT 129561 ATP- dodeoxyribo
dependent RNA nuclease
helicase DBP3 activity
[EC:3.6.4.13]

7199337 538] 454 231.64]  336.25] 0.537649866] 7. 36E-09| PHATRDRAFT 50531 |- - - - -

G0 5 // G0 5 //
T R N
7197633 75 63 83.60] 121.22| 0531500595  0.0316996|PHATRDRAFT 26203 |21 101/ cme:CMI218C! 1G0:0009523//ph photosynthesi photosynthesi
photosystem TT PsbU |otosystem TT ° ’
protein s, llg.;hl s, llg.;hl
reaction reaction

60:0001071/

/nucleic  |G0:0006351//t 60:0006351//t
60:0043231//in|acid ranscription, ranscription,
tracellular  |binding DNA- DNA-

7198250 1306 1097 546.92  790.19| 0.530869769| 6. 77E-19|HSF2 - membrane— transcripti |templated;G0: templated:; G
bounded on factor |0050896//resp 0050896/ /resp
organelle activity;GO [onse to onse to

:0003677//D |stimulus stimulus

NA binding

7200382 150 126) 4094 59.12] 0.530135167] 0. 00250466 PHATRDRAFT 45604 |- - - - -

G0:0046872/

K01689/ 1| Te~ /metal ion |G0:0006007//g 60:0006007//g
R 134]478] o1u:0STLU 2 [60:0043234//pr |binding;G0: |lucose Tucose
7205056 82. 6] 69. 34 35.57|  51.36| 0.529984228  0.0240802{PHATRDRAFT bd1874 [oo % 0 atein complen 0016856/ /hy |catebol ic e lie
[EC:4.2.1.11] dro-lyase |process process
activity




K05857| 1| 4e- oo
20/99. 8|ath: AT5G586 tggggggig/ 60:0007165//s 60:0007165//s
7198350 131 110 19.45|  28.06| 0.528744854]  0.0047449|PHATRDRAFT 49771 |(0 Phosphatidylinos | /phospholip | 8131 lgnal
itol phospholipase . transduction; transduction;
¢, delta ase C 60:0044238 60:0044238
[BC:3.1.4.11] activity
K05681 1| 6e-
531208 cme: CMS467C
ATP-binding 60:0017111/
cassette, subfamily /nucleoside [G0:0009154//p G0:0009154//p
G (WHITE), member - urine urine
7196094 229) 192 43.68)  62.94] 0.527004322| 0.000209276(PHATRDRAFT 83 2:K12843 3| 5e- - triphosphat |ribonucleotid ribonucleotid
411168/ vvi: 10024840 ase e catabolic e catabolic
3|U4/U6 small activity;GO [process process
nuclear 10032550
ribonucleoprotein
PRP3
7194722 80 67 17.09 24.6]_0.525505919] 0. 027971|PHATRDRAFT 48553 |- - - - -
7197247 523 437 282, OEI 405,59 _0.523917703] 3. 116-08[PHATRDRAFT 43715 |~ - - - -
7198104 170 142 81.47] _117.07] _0.523030609 0.001565382[PHATRDRAFT 44607 |~ - - - -
7196930 513 428 301,68 433.19] 0.521980884] 4. 845-08[PHATRDRAFT 43184 |~ - - - -
TSSZELLLEE:SELMODR co;ooogom/fg GO:OUO(?’OSI/fg
06 : n g /) eneration o eneration o
7203558 100 83 119.06|  170.43 0.517490500| 0.01700472| PHATRORAFT 6062 |\ 1-149722  Light G0:0009536//pl | precursor precursor
harvesting complex |astid . .
11 chlorophyll a/b metabolites metabolites
binding protein 4 and energy and energy
K13862( 1] Te- 30;00036?/
o e ; phospholip
o g |
7200682 448 372. 58 108.53  155.15| 0515560807  4.98E-O7|PHATRDRAFT 54405 |family 4 (sodium | U11PSIC - Jactivity;G0/160:0006811//1 60:0006811//1
borate component of [:0015301//a |on transport on transport
transporter) membrane nion:anion
member 11 ' anL%p{)rLcr
activity
60:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7200452 81 67 36.83)  52.41| 0.508960712|  0.0332156|PHATRDRAFT 35419 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7196297 92 76 75.79] __107.85] _0.508946765] 0. 0239646|LHLL - - - - -
7198759 69 57 55.66  79.2] 0.508859522] 0. 0498846|PHATRDRAFT 50078 |- - - - -
K08333 1| 3¢~ 60:0016301/
1301465 | ppp: PHYPADR /kinase o |60:0006461//¢ 60:0006464//c
AFT 144257 | phosphoi ‘85222:3/“ ellular ellular
7195587 1241 1026 152.81) 21709 0.506554314|  1.65E-16|PHATRDRAFT 49312  [nositide-3-kinase, |- Pose protein protein
regulatory subunit L modification modification
4, pl50 activity, process process
[EC:2.7.11.1] coupled;G0:
0032550
K14648| 1| 3¢~
731273 ven: VOLCADRA . X
) . } 4 ] B . FT 62485 | puly (0~ 60:0016787/
7198967 74 61 63.59  90.31) 0.506085837|  0.0438208|PUATRDRAFT 2819 | ¥ /hydrolase |- -
endoribonuclease activity
[EC:3.1.-.-]
7195554 1608] 1328 141 08| 200 18] 0.504784361] 8. 55E-21|PHATRDRAFT 49264 |- - - - -
G0:0003676/
/nucleic
acid
K02999/1/0.0/926] ol woar /- |binding;G0:
- 720 90 160:0043231//in| 1"
:ﬁzztgfﬁ;ibm“ tracellular ggi??ii:/” 60:0010467//g 60:0010467//g
7204977 246 203 31.81)  45.11| 0.503966914| 0.000253006|PHATRDRAFT bd955 membrane— ° ene ene
polynerase I bounded metal fon | ression expression
subunit RPAL binding;G0:
[EC:2.7.7.6] organelle 0034062/ /RN
A
polymerase
activity
60:0003677/
/DNA
binding;G0:
0001071//nu |G0:0006351//t 60:0006351//t
7202879 114 94 31.77)  45.04] 0.503541737| 0.01261194|PHATRDRAFT 47686 |- - cleic acid |ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
60:0004672/ |G0:0006464//c 60:0006464//c
/protein  [ellular ellular
7204830 108 89) 38.05  53.93]  0.50319158 0.01532012|PHATRDRAFT bd1374 |- - kinase protein protein
activity;G0 |modification modification
10032550 |process brocess
60:0016702/
Joxidoreduc
tase
activity,
acting on
K10712|1|3e- single
20198. 2| ppp: PHYPADR donors with
7198749 413 340 217.06|  307.47| 0.502351763| 2. 61E-06|PHATRDRAFT 50059  |AFT 196607 cysteami |- incorporati |G0:0044710 60:0044710
ne dioxygenase on of
[EC:1.13.11. 19] molecular
oxygen,
incorporati
on of two
atoms of
oxvgen
K14951| 1| 6e-
75280 smo: SELMODRA ggggg:z;g/
FT 439526 | cation- Jention
;;“‘;;i;g“"g ATPase |60.0031224//in| transmenbra
7198349 179 147 77.53|  109.52| 0.498367782 0.00208226|PHATRDRAFT 16222 [ [EC:3.6.3. trinsic ne 0:0006811//1 0:0006811//1
1.K14950| 3| 26— c()ms()nenl. of Lret?s?trt(?; on transport on transport
38158 pop: POPTR 26 | "¢ activity: o
9210/ cation- 1000824/ /¢
transporting ATPase atalytic
13A1 [EC:3.6.3.-1 activity




K08176 1|5e-
25/114] 0sa:4331542| [60:0031224//in
MFS transporter trinsic Y 60:0005215/
7196256| 942 769) 293.38]  411.81] 0.489208339) 5. 14E-12| PHATRDRAFT 17265 o ’ . |/transporte |G0:0044763 60:0044763
PHS family, component of A
. . r activity
inorganic phosphate |membrane
transporter
K14007 | 1|7e-
10/64. 3| sbi:SORBI_O
7199203] 283 231 93.08|  130.64]  0.48905358| 0.000150878|PHATRDRAFT 50390  [6001240protein |- - - -
transport protein
SEC24
K07204 /1| le-
138493 01u:0STLU_4
7204174 112 91 19.29]  26.94| 0.481896707| 0. 01828314|PHATR 18549 1144 regulatory - - - -
associated protein
of mTOR
7193686| 143 116 57.22]  79.84] 0.480592223] 0.00809634|PHATRDRAFT 50090 |- - - - -
7199340 147 119 84.78] 118 11] 0.478335247] 0.00766738|PHATRDRAFT 41508 |- - - - -
7202400) 140 113 57.56]  79.92] 0.473489991]  0.0099434|PHATRDRAFT 37524 |- - - - -
60:0046872/
7200866 537, 432) 206.47|  285.67| 0.468417364) 6. 73E-07| PHATRDRAFT 46009 |- - /metal ion |- -
binding
60:0046914/
7202868 132 106 45.72|  63.14| 0.465728857| 0.01382268|PHATRDRAFT 47669 |- - /transition | -
metal ion
binding
60:0003676/
0 0 q . 17090 Py . - /nucleic
7194723 1923 1543 778.04 1073.78| 0. 464782206 1. 28E-20| PHATRDRAFT 48554 |- - feid -
binding
60:0036094/
/small
K00010/1|5e~ molecule
641243 cme: CMFO86C binding;G0:
7204481 166 133 109.58] 151,14 0.463901019| 0.00622424|PHATR 3639 myo—inositol 2- - 0004022/ /a1 [60:0044710 60:0044710
dehydrogenase cohol
[EC:1. 1. 1. 18] dehydrogena
se (NAD)
activity
7194749 151 121 32.35]  44.55]  0.46165972] 0.00900194|PHATRDRAFT 39092 |- - - - -
7197702] 94 75 13. 83 18.97]  0.455918522) 0. 041487|PHATRDRAFT 44469 |- - - - -
7197450) 228 182 34. 21 46. 92 0.455784909] 0. 001571392|PHATRDRAFT 43680 |- - - - -
7202333 23151/ 184. 12 56. 84 7.7 0.451008044] 0.001586416[PHATRDRAFT 54708 |- - - - -
7199848] 97 77 64. 61 88.3]  0.450655963] 0. 0419106{PHATRDRAFT 11472 |- - - - -
60:0003824/
7197537 195 155 35.29|  48.21 0.450073| 0. 00393648|PHATRDRAFT 43482 |- - /catalytic |- -
activity
K11294 /1] le-
7200371 92 73 32.19|  43.93| 0.448593923|  0.0477638|PHATRDRAFT 45589  |05/50. 4|bdi: 1008366 |~ - - -
65 nucleolin
K12818| 1 |4e-
07/53.9/ota:0104g02
270[ ATP-dependent
RNA helicase
DHX8/PRP22 60:0003676/
[EC:3. 6. 4. 13] ;K1479 /nucleic
2[3]2e- acid
7194796| 9 76 67.65)  92.21| 0.446833282[  0.0449424|PHATRDRAFT 39066  [06]51. 2| gmx:1007977 |- binding;60: |- -
45/ rRNA biogenesis 0003824/ /ca
protein talytic
RRP5;K02945 4 | de— activity
06150. 4| ppp: PHYPADR
AFT 122522 small
subunit ribosomal
protein S1
60:0051540;
60:0016491/
7200902| 3107] 2456) 1268. 01| 1724.02| 0. 443210388 2. T9E-29|PHATRDRAFT 12416 |- 60:0044424 /oxidoreduc |60:0044710 60:0044710
tase
activity
60:0016790/
/thiolester
hydrolase
activity;60
:0046914//t
ransition
metal ion
binding;G0:
K00121/1/7e- 0016616/ /0x
128456 | ven: VOLCADR idoreductas
AFT_82410(S- e activity,
(hyaroxvmlthyl)glut acting on) GO:OOMZR,Z,;GO GO:OOMZR,Z,;GO
o ¢ . :0006067//eth :0006067//eth
7196347 351 277 103. 16| 139.97 0.440233967| 0.000167631|PHATRORAFT 17427  |2tione N the CH-OR 101 anol
dehydrogenase / group of . .
alcohol donors, NAD metabolic metabolic
dehydrogenase or NADP as process process
[EC:1. 1. 1. 284 acceptor;G0
L11.1] :0052689//c
arboxylic
ester
hydrolase
activity;60
:0036094//s
mall
molecule
binding
K09667 | 1|26~
18/93. 2|bdi : 1008463
7201709 1141 899) 306.81)  415.6] 0.437850148)  1.66E-11[PHATRDRAFT 54602 |10 Polvpeptide N© - - -
acetylglucosaminylt
ransferase
[EC:2.4.1. -]
eI e e
771287 ppp: PHYPADRA
A ) - i ) FT 150377| (5)-2-  |nembrane” hydroxy= R ) R
7194878| 206] 162 50.82|  80.88| 0.435155087| 0.00432974|GOX - ) bounded acid 60:0044710 60:0044710
hydroxy-acid .
oxidase organelle;G0:0 ox1§a§e
[EC:1. 1. 3. 15] 044444/ /cytopl |activity;GO
. asmic part 10032553
7199977 233 183 129. 06| 6| PHATRDRAFT 45341 |- - - - -
7199214] 126/ 99| 27. 75 PHATRDRAFT 41359 |- - - - -
7204186) 124 97 81.61 PHATR 43966 - - - - -
K02991 | 1/6e- .
721268 zma:542640 s |60:0030520//r1 | °: 01987 6o 0010467/ 60:0010467//g
7204185 128 100 108.16|  145.56]  0.4284469|  0.0275924|PHATR 18559 mall subunit bonucleoprotei |/ Structural | o ene
ribosomal protein n complex mOl?Cl:\l? expression expression
S6e activity




7200033 267 209] 41.56]  55.9] 0.427652629] 0.001419484]PHATRDRAFT 45342 |- - - - -
7204549 1028] 802 585. 18] 785.68] 0.425061374] 6. 99E-10[PHATR 36843 - - - - -
60:0003676/
/nucleic
K10777/1/3e~ acid . y ) y
- - . e |321140/01u0STLU 26 binding;Go: |00:0006259//D 60:0006259//D
7200566 324 253 3732 5008 0.424285576 0.000199184|PHATRORAFT 45463 [0 o\ 00 = |- 0003906,y N4 metabolic NA metabolic
[EC:6.5. 1. 1] A ligase |PTO°ess process
activity;G0
:0032550
7198547 185] 144 152.41]  204.34] 0.423014078]  0.0091517|PHATRDRAFT 40791 |- - - - -
7197752 1091] 851 120.93]  162.08]  0.42253389] 2. 18E-10|PHATRDRAFT 44467 |- - - - -
60:0036094/
K12842/1|1e— /small
491196/ smo: SELMODRA molecule  [G0:0010467//g 60:0010467//¢
7199056 243 189) 70.91|  94.83  0.41935444| 0.00293548|PHATRDRAFT 50310  [FT 85327 U2~ - binding;G0: |ene ene
associated protein 0003676/ /nu |expression expression
SR140 cleic acid
binding
0:0017111, |00:0009154//p 60:0009154//p
K05658 1| 5e- /nucleoside |"T 1 ) urine )
821305 reu:RCOM 159 [G0:0031224//in|~ il}c’:‘z‘;giiféld il}c’:‘z‘;giiféld
7205140 1397 1085 253.29)  338.1 0.416659896| 1. 58E-12{PHATRDRAFT ba1g1z |Ooo0 ATP-binding jtrinsic o triphosphat | oo cC 0.0 process;G0:00
cassette, subfamily [component of [ase 44763:G0: 0051
B (MDR/TAP), member [membrane activity:GO |,. 934/ /e LL‘tbllS
! ggféiggw hment of hment of
localization localization
. . 1]60:0000166/
7198640 151 117 50.99|  67.94|  0.41404688|  0.0204384|PHATRDRAFT 40783 |- 60:0009526//p11 /oot ide |- -
astid envelopel|, . .
binding
600016769/
/transferas |, . . N
K00818| 1/ 4e— 60:0043231//ine activity, (IS'LSE?:SM//E{ (IS'LSE?:SM//E{
115413 | cme:CMQOBAC |tracellular  [transferrin family ami family ami
7199361 186 144 76.82|  102.29) 0.413111243 0.01042554|PHATRDRAFT 50577 | |acetylornithine  |membrane— g anily amino anily amino
aminotransferase bounded nitrogenous acid . acid .
[EC:2.6. 1. 11] organelle groups;60:0 | "¢t metabolic
043168//4[\1 process process
on binding
7197079 651. 35| 503. 77 248.69]  330.8] 0.411610738] 2. 18E-06|PHATRDRAFT 43313 |- - - - -
o [60:0009699/ /0 60:0009699//p
(;?n(jgif;isz henylpropanoi henylpropanoi
7203685 145 112 101.96|  135.6|  0.4113539]  0.024715PHATRDRAFT 48449 |- - d d
ular lyase . . . .
activity biosynthetic biosynthetic
process process
60:0008135/
s 2 e
7197777 110 85 55| 7312 0.410834452  0.0495434|PHATRDRAFT 26176 || 20 PPP:PHYPADRA GO 0043254/ /pr, i gy o |60:0006412//¢ 60:0006412//¢
FT 206386 elongatio |otein complex nucleic ranslation ranslation
n factor l-gamma .
acid
binding
K09313/1/8e—
7204631, 114 88 18.67)  24.77| 0.407871941|  0.0465016|PHATR 46726 0652.0 gmx: 1007808 | - - -
63 homeobox protein
cut—like
7196879 162 125 20.57] _ 27.27] 0.406772906] _0.01815082|PHATRDRAFT 43103 |- - - - -
60:0009165//n 60:0009165//n
600016829/ uQcoLidu ) uQcoLidu )
7197411 223 172) 25.46|  33.74| 0.406227554| 0.00573712|PHATRDRAFT 43378 |- - /lyase biosynthetic biosynthetic
activiey |processiGo:00 process;60:00
07165//signal 07165//signal
transduction transduction
7201225 117.54 90. 45 44.26] __ 58.58] 0.404404742]  0.0466218[PHATRDRAFT 36221 |- - - - -
7197033 174 134 25.87]  34.24] 0.404402648] 0.01512548|PHATRDRAFT 43751 |- - - - -
7200668 529 407 168.59]  223.03] 0.403718817 2. 65E-05|PHATRDRAFT 45632 |- - - - -
7198383 161. 43 124.02 17.3]  22.83] 0.400158822] 0.01934018|PHATRDRAFT 49814 |- - - - -
7202922 1900. 27] 1455. 52 824.13] 1085.84] 0.397867702] 5. 84E—15|PHATRDRAFT 47758 |- - - - -
60:0016705/
Joxidoreduc
tase
activity,
acting on
paired
7198746 297 227 110.01|  144.6|  0.39443288| 0.00211382|PHATRDRAFT 50055 |- - :TYL‘:“ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxvgen
60:0015988//e 60:0015988//e
K02150 1/ 2e~ 018460 e |0 o, |nerey coupled nergy coupled
35147  ppp: PHYPADRA 3(3(.)2?15459/ /pr ?2:3?(1):?19/ proton proton
7194833 173 132 130.76| 17708 0.304008945| 0. 0194426 PHATRDRAFT 20711 || 223V tme L porting | cransportin | FOTSTETbrane transmenbrane
Ht-transporting tw ector g ATPase transport, transport,
Apase subunit £ | a0 oo o iy |eeinst against
[EC:3.6.3. 14] A electrochemic electrochemic
al gradient al gradient
60:0016772/
K06640/ 1/9e~ /transferas
931340/ smo: SELMODRA e activity,
7197932 420 321 102,42 13457 0.393859358| 0.000261726|PHATRDRAFT 44708 || 128398 [serine/th | transferrin | _ -
reonine-protein g
kinase ATR phosphorus—
[EC:2.7.11.1] containing
groups
7197986 749 571 319. 15| 418.51] 0.391027448] 1. 43E-06|PHATRDRAFT 44260 |- - - - -
7196717 888 677 190.04]  249.04]  0.39007437] 1. 54E-07|PHATRDRAFT 43085 |- - - - -
7200578 163 124 113.04]  148.06] 0.389348563  0.0249116|PHATRDRAFT 45483 |- - - - -
60:0044238; G0 60:0044238; G0
:0006796//pho :0006796//pho
o1 SO0, |
7203879 133 101 68.1|  88.99] 0.385988428|  0.0438906|Prk 117 ]421 [ 7ma: 1002798 | ) e 6o:00[ 0030016301/ | onoung compound
20/ phosphoribulokin | /kinase ‘ ‘
ase [EC:2.7.1.19] (_)9079//Lhy1uko activity metabolic metabolic
id;60:0044434 process;G0:00 process;G0:00
06950/ /respon 06950/ /respon
se to stress se to stress




G0:0003677/
/DNA
G0:0043231//in|binding;GO0:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7198226 1044 792 497. 39| 649. 17) 0. 384218828 2. 44E-08[PHATRDRAFT 49557 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
gfjié ;pzfmymbm 60:0032550; [GO:0006259//D 60:0006259//D
FT 122688 | ATP- G0:0042623/ |NA metabolic NA metabolic
7195586 1053 798 136. 06 177.18] 0. 380972768 2. 43E-08|MER3 - - /ATPase process;G0:00 process;G0:00
dependent DNA activity, |07129//synaps 07129//synaps
helicase HFMI/MER3 ’ . .
[EC:3.6.4.12] coupled ° °
7197954] 724 546 543. 36| 705. 66| 0. 37706487, 5. 73E-06[PHATRDRAFT 44281 - - - - -
K14445/1|6e—
06/52. 0| pop:POPTR 7
17389 solute G0:0031224//in
7199747 989) 746) 213,26 276.49|  0.37461391) 1. 145-07|PHATRDRAFT 447gg  |Crrier family 13 jerinsic o 60:0044763 60:0044763
(sodium—dependent component of
dicarboxylate membrane
transporter),
member 2/3/5
G0:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu {G0:0006351//t G0:0006351//t
7198249 2196 16544 860. 44 1114.62[ 0. 373405446 4. 19E-15|PHATRDRAFT 49594 - membrane— cleic acid |[ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
13/77. 4|cre:CHLREDR
AFT_189789 | solute G0:0031224//in
7197513 190) 143 5338 69.08| 0.371968777|  0.0205572| PHATRORAFT 2929 |CrTicr family 41 trinsic o - -
(choline component of
transporter—like membrane
protein), member
2/4/5
KO1966 | 1| 2e~
65248 | cme
propionyl-Co!
carboxylase beta
chain G0:0016421/ |G0:0006631//f G0:0006631//1
7204809) 185. 5 139. 35 119.22 15417 0.37089578|  0.0232266|PHATRDRAFT boze | LLC:0 4 1. 31:K01969 |60: 0043254/ /pr| /CoA atty acid atty acid
AR otein complex [carboxylase |metabolic metabolic
271122 ath:AT4G3403 activity process process
0/3-methylerotonyl—
CoA carboxylase
beta subunit
[EC:6.4.1.4]
G0:0046914/
/transition
K14297 |1 4e— metal ion
08/59. 3|ath:AT16103 60:0005635//nu binding;GO0: [G0:0006406//m G0:0006406//m
7196438] 153] 115 33.65 43.48|  0.369745436| 0. 0384216(PHATRDRAFT 42841 90|nuclear pore . 0097159//or [RNA export RNA export
. clear envelope .
complex protein ganic from nucleus from nucleus
Nup98-Nup96 cyclic
compound
binding
7201876 165} 1244 25. 3] 0. 031773| PHATRDRAFT 46608 - - - - -
7197930] 168 126 25. 58 0. 0316942[PHATRDRAFT 44703 - - - - -
K09272|1|2e~
06/51. 6/pop:POPTR 5
77589 | structure—
specific
recognition protein
7200446 147] 110 99. 43| 128.09| 0. 365404736 0. 0462968(PHATRDRAFT 45662 1;K09273 |2 6e— - - - -
06/50. 1|ppp: PHYPADR
AFT 210318 |upstream
—binding
transcription
factor
G0:0016616/
/oxidoreduc
tase
:Zﬁ:‘:(’m 60:0044763;60 60:0044763;60
the CH-OH :0032787/((!«)“ :0032787/((!«)“
7204585 147 110 39.26 50.5( 0.363223215]  0.0462068[PHATR 46664 - - group of [0carbowylic ocarboxylic
donors, NAD [2€14 aeld
or NADP as metabolic metabolic
acceptor:G0 |PTOCeSS process
:0000166//n
ucleotide
binding
G0:0046872/
7199598 155 116 22.95 29.52| 0.363198568 0. 0407326 PHATRDRAFT 44896 - - /metal ion |- -
binding
K12874 |1 5e~
08/58. 9| sbi:SORBI 0
1g033760 | intron—
binding protein
7198619 151 113 32.06 41.23]  0.362920036 0. 043421|PHATRDRAFT 49919 aquarius;K10706|5[1 |- - - -
o
06/54. 3|pop:POPTR 7
16529 | senataxin
[EC:3.6.4. -1
G0:0003677/
/DNA
G0:0043231//in|binding;G0:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7198840] 340 2544 181.89 233.82[ 0.362332109 0. 0027549 PHATRDRAFT 50136 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity




60:0036094/
/small
molecule
K00323|1|2e- binding;GO: |, N N N
84/311| cre: CHLREDRA 0016652/ /ox |00:0006818//h (0:0006818//h
7204023 1096] 817, 462.81|  593.42| 0.358633513)  1.09E-07|PHATR 10581 FT_139758|NAD(P) |- idoreductas | V9705 ydrogen
transhydrogenase e activity, égj;;‘l’g“;w: égj;;‘l’g“;w:
[EC:1.6.1.2] acting on
NAD (P) H,
NAD(P) as
acceptor
K01624/ 1] Te—
116/419/0lu:0STLU_9 G0:0046914/
4831 fructose— /transition
bisphosphate metal ion |GO:0006007//g G0:0006007//g
. - N - e . 0an an = NP SN aldolase, class 11 binding;GO: [lucose lucose
7204792 649. 85| 484.11 229.46|  293.96| 0.357377175| 4. 17B-05|FbaCl (BG4 12,13 Koo12 | 00168331 |cntobalic e lie
0[3]2e— dehyde— process process
16/86. 3| aly: ARALYDR lyase
AFT 472044] [EC:1. 1. activity
-]

7202870 159] 118 166.69]  213.25] 0.355378184] 0. 0456068|PHATRDRAFT 47672 |- - - - -
60:0015988//¢ 60:0015988//¢
nergy coupled nergy coupled
proton proton
transmembrane transmembrane

KO2145/110.0/772/pD | . nraar e |G0:0032550; |transport, transport,
p:PHYPADRAFT 114420 2?{'}2953“6//"’ 60:0019829/ |against against

7201668, 245 182 81.15|  103.66) 0.353196200| 0.01298144PHATRDRAFT 27023 ||\ LPe M transporting |/c2tion” |electrochemic electrochente

transporting ATPase V-type ATPase transportin |al al
subunit A g ATPase gradient;G0:0 gradient;G0:0
[EC:3. 6. 3. 14] complex activity  |009150//purin 009150//purin
e e
ribonucleotid ribonucleotid
e metabolic e metabolic
process process
K10268| 1/ 6c—
13/73. 9] smo: SELMODR
7202278 1079 801 502.06| 641.19| 0.352802138)  2.28E-O7|PHATRDRAFT 1199  |AFT 410553|F-box |- - - -
and leucine-rich
repeat protein 2/20
60:0043169/
/cation
binding;G0:
Il(gsﬁi“ loj[’H\']"-\DR 60:0031224//1 gggéiig/gg‘
e 122055"@2#‘2“2 trinsio i o 60:0006812//c 60:0006812//c
7205158 304. 99) 226. 13 91.06| 116.08|  0.35023006 0.00554762|PHATRDRAFT bd387 ’ | transmembra |ation ation
+-exporting ATPase [component of
3.3 membrane ne transport transport
transporter
activity;GO
:0016787//h
ydrolase
activity
7203220 3362 2492 162. 1] 206.4]  0.34855888] 1.23E-19| PHATRDRAFT 47968 |- - - - -
K02716/ 1|2~ 60:0042548/ /1 60:0042548/ /1
75281 [eno:OMIZ90C | |0 oaco ) [60:0046872/ |egulation of egulation of
7201024 610 451 395.9|  503.89| 0.347972758| 0.000130272|Psh0 photosystem T1 : /metal ion |photosynthesi photosynthesi
. otosystem IT L . .
oxygen—evolving binding s, light s, light
enhancer protein 1 reaction reaction

7197971] 208] 154 42. 72| 54.37] 0.347899181 PHATRDRAFT 44310 |- - - 60:0044763 60:0044763

7195440 1845 1365] 434.92]  553. 12 0.346842455 PHATRDRAFT 49084 |- - - - -

7202003 343 253 196.61]  249.58] 0.344165627] 0. 00445208| PHATRDRAFT 47080 |- - - - -

K05681| 1| 7e—
47/188| cme: CHS467C
ATP-binding 60:0017111/
cassette, subfamily /nucleoside |G0:0009154//p 60:0009154//p
G (WHITE), member - urine urine
7194859 241, 178 37.32|  47.37| 0.344024686| 0.01628268|PHATRDRAFT 22629  |2:K12843|3|4e— - triphosphat |ribonucleotid ribonucleotid
43/176/ vvi: 10024840 ase e catabolic e catabolic
3|U4/U6 small activity;G0 |process process
nuclear 10032550
ribonucleoprotein
PRP3
60:0009583//d 60:0009583//d
etection of etection of
o (et light
(;2123(311?173/ stimulus;GO:0 stimulus;GO:0
K12122/1/3e~ e |oo6796/ /phosp 006796/ /phosp
39/ 162/ ath:ATAG1625 : hate- hate-
kinase - -
0| phytochrome - containing containing
7195765 364 268 73.57 93.1|  0.339663576| 0. 00366868|SKP3 D:K12121/3| e~ - activity:G0 | pound compound
anl 18 o :0032550; G0 ‘ ‘
38/ 160/ smo: SELMODRA 0001871 s |metabolic metabolic
FT 161430 | phytochro Lol process;G0:00 process;G0:00
me B tena 07165//signal 07165//signal
transducer ; ;
activity transduction; transduction;
60:0006351//t 60:0006351//t
ranscription, ranscription,
DNA-templated DNA-templated
60:0033124//r 60:0033124//r

7197464 208 153 30.57|  38.64| 0.337978542|  0.0282654|PHATRDRAFT 43586 |- - - egulation of egulation of
GTP catabolic GTP catabolic
brocess brocess

7203006] 517 379 313.28] 39529 0.335458788| 0.000697298|PHATRDRAFT 48011 |- - - - -

7199440 470 345 76.77] __ 96.84] 0.335060431] 0.001140358|PHATRDRAFT 50602 |- - - - -

K07393 | 1|26~
82/304/ cre: CHLREDRA
7204405 314 230 220.56| 278.16|  0.3347438| 0.00835032|PHATR 4227 FT 102428 |putative |- - - -
glutathione S—
transferase
60:0016772/
/transferas
K07203/1/0.0/ 1245 v e activity, gz;gggfg‘i/'/p gz;gggfg‘i/'/p
cn:VOLCADRAFT 65073 transferrin [ oP At Sphate
7202587 863 632 64.66|  81.35| 0.331268838|  1.33E-05|PHATRDRAFT 21660 || FKBP12-rapamycin |- g containing containing
complex-associated phosphorus~ |227Pound compound
’ HOTUST e tabol ic metabolic
protein containing
arouns.G0-0 |Process process
032550




60:0016682/
/oxidoreduc
tase
activity,
K00540 1 |9e— - non /- |acting on N . N .
7205026 869 633 937.9| 1177.84) 032863756 2. 02E-05|PHATRDRAFT bd176  |43|171|ath:AT3G2762 |00 0016020//me | 4y onors  |60:0044710:60 £0:0044710;60
0| [EC:1.—. -] mbhrane and related 10044707 10044707
substances
as donors,
oxygen as
acceptor
7195529) 207 151 25.88]  32.44] 0.325936202]  0.0351848|PHATRDRAFT 49228 |- - - - -
60:0016646/
/oxidoreduc
tase
activity,
K00286 1/ 2e— acting on
59/228 | ven: VOLCADRA the CH-NH |G0:0006561//p 60:0006561//p
7197473 228 166 146.25| 18329 0.325691452 0. 0285834| PHATRDRAF' FT_80899 [pyrroline= | group of  froline roline =~
5-carboxylate donors, NAD [biosynthetic biosynthetic
reductase or NADP as |process process
[EC:1.5.1.2] acceptor;GO
10036094/ /s
mall
molecule
binding
7204835 1193 866 1741, 74| 2182, 58] 0.325505255] 9. 125 07| PHATRDRAFT bd719 |~ - - - -
K13211/1/9e—
10/64. 7| smo: SELMODR
7204535 2456] 1790 503.96| 631.31| 0.325039374| 7. 19E-13|PHATR 46775 AFT 161477 GC-rich |- - - -
sequence DNA—
binding factor
K12115/ 1|2~
7197142 800 582 132.72)  165.93 0.322188956 4. 79-05|PUATRDRAFT 43416  |00|53: 9l0sar4341923 ] 60:0005488/ | -
clock-associated /binding
PAS protein ZTL
60:0016620/
/oxidoreduc
K00294 1/9e~ tase
175/611 | ppp: PHYPADR activity,
AFT 207743 1- acting on
7196480 288 209 117.54|  146.71| 0.319815407| 0.01555926PHATRDRAFT 31906  [pyrroline-5- - the 60:0044710 60:0044710
carboxylate aldehyde or
dehydrogenase 0X0 group
[BC:1.5. 1. 12] of donors,
NAD or NADP
as_acceptor
—— [ s I
7199325 1295 940 310.05|  386.87| 0.319347969) 3. 16E-07|PHATRDRAFT 504gg  |°5 109/zma:10019129 1 kinase protein protein
1|aurora kinase, RN S S
other [EC:2.7.11.1] activity;GO |modification modification
10032550 process process
K14674| 1] 4e—
52/205 | ota: 01065034
steryl ester 600003824/
7195107 433 314 92.4)  115.17] 0.317800209] 0. 0031723{PHATRORAFT 48799 |drolase /o ) Jcatalytic |G0:0044238 60:0044238
phospholipase A2 / -
LPA acyltransferase activity
[EC:3.1.1.3
31113 3. 1. 1.4
2.3.1.51]
7201323 283 205] 130.02]  162.03] 0.317527395] 0. 0174314|PHATRDRAFT 46079 |- - - - -
7199386 264 191 208.86] _ 260.25] 0.317361944] 0. 0223998| PHATRDRAFT 50556 |~ - - - -
K13412/1|Te~ G0:0046872/
85313 vvi: 10026565 /metal fon o 0006461/ /c 60:0006464//c
0| calcium-dependent binding;GO0: ollular ollular
7196961 196 142 64.27)  80.07| 0.317116334|  0.047148|PHATRDRAFT 25067 ‘[gz‘“; Ilﬁinﬁckoosaz - 0004672//pt | tein protein
saize e modification modification
84311 ath:AT561218 activity;60 |P70°°5* process
017BC:2.7.1.-] :0032550
7195793 203 147 5151  64.12] 0.315921885]  0.043923|PHATRDRAFT 49415 |- - - - -
60:0036094/
/small
molecule
binding;G0:
0016620//0x
idoreductas
e activity,
acting on
K13356/ 1/ 4~ the
12/73. 2| bdi : 1008420 aldehyde or
7204105 428 310 58.73 73.1|  0.315773768|  0.0035391|PHATR 44189 81/fatty acyl-Cod |- oxo group |- -
reductase of donors,
[EC:1.2.1.-] NAD or NADP
acceptor;G0
10043168/ /a
nion
binding;G0:
0016740//tr
ansferase
activity
K07034| 1/6e~
7202232 195 141 87.45|  108.78| 0.314883042|  0.0498282|PHATRDRAFT 46995  |06]50.8|cme:CMMO79C |- - - -
G0:0008746/
/NAD(P)+
K00323/1/0.0/815cr )
o CHLREDRAFT 139758 ?Siggizzw/m ::m:hydr()g ggégggisl&//h ggégggisl&//h
7204049 1623 1173 289.56|  359.67| 0.312811508) 2. 09E-08|PHATR 25840 NAD (P) ‘ e
transhydrogenase component of [|activity;GO [transport;GO: transport;GO:
[BC1. 6.1 9] membrane :0000166//n |0044710 0044710
ucleotide
binding
7199804 221 164 26.23]  32.56] 0.311882892]  0.0352786|PHATRDRAFT 44878 |- - - - -
G0:0008374/
/0~
7202301 229) 160) 65.45 81.1) 0.309308722|  0.0396218|GPT1 - - acyltransfe |- -
rase
activity
7196946( 354 255 28. 85 35.7]_0.307352755] _0.00975508| PHATRDRAFT 43220 |- - - - -




60:0003676/
K11654/110. 0760/ pp ‘/“'.lem
p:PHYPADRAFT 216086 g?;ding’GO'
SWI/SNF-related  [60:0043231//in oot
matrix-associated [tracellular 3 . G0:0006338//c¢ G0:0006338//c¢
7202107 250 180) 37.94|  46.94| 0.307098163  0.0299294|PHATRDRAFT 47011 |actin-dependent membrane— ;‘?mj@“,, _ |hromatin hromatin
regulator of bounded 1n‘ 1ng(;0 remodeling remodeling
chromatin subfamily |organelle 0042623//A1
Pase
activity,
coupled;GO:
0032550
60:0043169/
/cation
binding;G0:
60:0043231//in|0016861//in |G0:0006007//¢ 60:0006007//¢
K01805/19e- tracellular tramolecula |lucose lucose
124442 |aly:ARALYDR |membrane— T catabolic catabolic
7198789 810 582) 222,91 275.36| 0.304857663 0.000118093|PHATRDRAFT 30786  |AFT 918943|xylose |bounded oxidoreduct |process;G0:00 process;G0:00
isomerase organelle;G0:0|ase 19321/ /pentos 19321/ /pentos
[EC:5.3.1.5] 031090/ /organe [activity, e metabolic e metabolic
I1e membrane |interconver [process process
ting
aldoses and
ketoses
7197075 8669. 23] 58] 0.303746058] 1. 38E-35|PHATRDRAFT 43305 - - - -
7203735 263 .27]_0.301152426] 0. 031807 PHATRDRAFT 48309 - - - -
60:0016830/
K01634/ 1| 3¢~
95347 | smo: SELMODRA carbon
7195699 257 184 1316 16211 0.300813599 0. 0323806|PuATRORAFT 15730 |- 4L1607|sphingani | lyase - 160.0043436 60:0043436
ne-l-phosphate activity;GO
aldolase 10043168/ /a
[BC:4.1.2.27] nion
binding
60:0015075/
G0:0031224//in|/ion
7195545 353 253 62.37]  76.82| 0.300629705 0.01185354(PHATRDRAFT 49250 iz:ﬂgz;im of ;z“”“‘“"‘bm (‘802%:?’5[’0 (‘802%:?’5[’0
membrane transporter
activity
7202348 218 156 94.3] 11607 _0.299665459] 0. 0490756] PHATRDRAFT 47257 - - - -
60:0046906/
7202394 1429) 1022 795.53|  979.12| 0.299569349| 6. 04E-07|PHATRDRAFT 47332 - /tetrapyrro |- -
le binding
K13420/ 1| 3¢~
21/105| ath: AT5G4633
7197737 3412 2444 16667 205.09] 0.290262701| . 07E-15{pHarRoRAFT ga441 |0 LR receptorlike | - - -
SL‘TlnL‘/LhI'CUﬂlﬂL"
protein kinase FLS2
[BC:2.7.11.1]
K14327| 1| 4e- 0
81/302| reu:RCOM_107 (;gﬁfgfg%/
7198839 337 241 49.66|  61.03| 0.297434329| 0.01501918|PHATRDRAFT 50132  |0440| regulator of |- e 60:0044260 60:0044260
nonsense . .
transcripts 2 binding
K13462| 1| 7e- G0:0005083/ | o
B4 145 £ RO 070 el el I S
7199432 312 223 37.19| 4568 0.296647903 0.01957352[Sec7C 8240/ guanine - GTPase - -
. signal signal
nucleotide—exchange regulator . .
. transduction transduction
factor activity
60:0044444//cy
K11098/1/le- toplasmic 1. 6007150/ [60:0010467//¢ 60:0010467//g
) . part;G0:003052 :
25115 | ven: VOLCADRA |50 ® V0 forganic ene ene
7200761 888 633 785.69|  964.93| 0.296464089 0.000108745|PHATRDRAFT 20167  |FT 109863 | small ! eyelic expression; G0 expression; G0
nuclear rotein compound | :0009451//RNA :0009451//RNA
ribonucleoprotein | COMPIEX 001003} foii g modification modification
1981/ /nuclear
lumen
- e
g‘sulu[z‘"zuﬂl_ ° ion 60:0006817//p 60:0006817//p
7202857 18857 13428 6370.96( 7801.33| 0.20220321 3. 9LE-7O[PHATRDRAFT 47667 |\ o0\ 160 €Vt |- transmembra [hosphate ion hosphate ion
ne transport transport
dependent phosphate
cotransporter) Lmrv‘s?o“m
activity
K09533| 1| 6e-
0858. 2 smo: SELMODR
7201331 354 259) 98.58|  120.65| 0.291461029| 0.01494848|PHATRDRAFT 35971  |AFT 165973 DnaJ - - - -
homolog subfamily C
member 13
G0:0097159/
Jorganic  |G0:0006259//D 60:0006259//D
7195771 1505. 45 1071. 95 235.88|  288.63| 0.291168161) 6. 05E-07|PHATRDRAFT 49379 - eyelic NA metabolic NA metabolic
compound process process
binding
7199125] 676 481 242. 21| 296.37] _0.291140988| 0. 000817374| PHATRDRAFT 50288 - - - -
7204210 3896 2772 1428.62] 1748.07] _0.291140734] 1. 10E-15[PHATR 44009 - - - -
K05681| 1| Te-
37/156 | cme: CS467C
ATP-binding
cassette, subfamily
G (WHITE), member
2:K12843/2| 2~
34/146 | vvi : 10024840
3|U4/U6 small 60:0017111/
/nucleoside |60:0009154//p 60:0009154//p
nuclear : .
N N - urine urine
7199877 244 173 701]  90.33  0.285731666] 0. 0473842|PHATRDRAFT 44756  |Fibonucleoprotein triphosphat |ribonucleotid ribonucleotid
PRP3;K05643 |4 2¢- ° °
13/76. 6| 01u:0STLU 4 ase. . e catabolic e catabolic
2103 ATP-binding activity;GO |process process
) 10032550
cassette, subfamily
A (ABCD), member
3;K05641/5 e~
12173.6ota: 01801
460/ ATP-binding
cassette, subfamily
A_(ABCD). member 1




G0:0044763 ;GO G0:0044763 ;GO
10006796/ /pho 10006796/ /pho
sphate— sphate—
K02206 |1 |5e— (G0:0004672/ |containing containing
105/381|0sa:4331415 /protein compound compound
7200964 567] 402] 103. 06} 125. 58] 0.28512222| 0.00261924[CDKAL cyclin-dependent - kinase metabolic metabolic
kinase 2 activity;GO [process;G0:00 process;G0:00
[EC:2.7.11.22] :0032550 06464/ /cellul 06464/ /cellul
ar protein ar protein
modification modification
process process
G0:0001071/
/nucleic
G0:0043231//inacid
tracellular binding G0:0006351//t G0:0006351//t
7198208 2055 1455 1072. 31 1306. 39| 0. 28486361 1. 40E-08| PHATRDRAFT 49596 - membrane— transcripti [ranscription, ranscription,
bounded on factor DNA-templated DNA-templated
organelle activity;GO
:0003677//D
NA binding
G0:0008233/
7201200 3509 2484 1099. 64 1338.47 0.283553512] 1. 33E-13|PHATRDRAFT_46243 - - /peptidase |- -
activity
G0:0008746/
/NAD (P) +
K00323|1|9e~ . 2199 .
881322 | ven: VOLCADRA 09500§1224//1r\ transhydrog
7203858 900 636 438.32|  532.91| 0.281907397| 0.000199027|PHATR 10260 FT 80229 NAD (P) trinsic - jenase 60:0044710 60:0044710
{ranshydrogenase component of acuvut{;(;()
1 A1 membrane :0000166//n
[EC:1.6.1.2] -
ucleotide
binding
G0:0008028/
) e . |/monocarbox
igéggibom/“‘ ylic acid  [60:0015727//1 60:0015727//1
7195398 575 406 165. 81 201.29  0.279744483| 0. 00303766(PHATRDRAFT 48999 - component of transmembra |actate actate
ne transport transport
membrane
transporter
activity
7197434] 865] 611 100. 31 121.75] 0.279456336] 0.000273838[PHATRDRAFT 43423 - - - - -
7199096 364 257, 89. 7 108. 87| 0.279426572] 0. 01818072[PHATRDRAFT 50241 - - - - -
7204574] 476 336 117. 3] 142. 33|  0.279036769] 0. 007053(5%[’1‘11\"“{ 46648 - - - - -
7197557] 819 578 82. 4 99. 92, 0.27812914] 0.000424548|PHATRDRAFT 32738 - - - - -
7204993 1646. 73 1158. 48 762.45] 922.77 0. 27532837, 9. 35E-07[PHATRDRAFT bd1770 |- - - - -
K05681 | 1|3e~
771288 cme:CMS467C
ATP-binding
cassette, subfamily
G (WHITE), member G0:0017111/
2:;K1284312]2e- /nucleoside [G0:0009154//p G0:0009154//p
571221 |vvi:10024840 - urine urine
7200165| 1345 944 501.3 605. 1] 0.271499351 1. 21E-05|PHATRDRAFT 34685 3|U4/U6 small - triphosphat |ribonucleotid ribonucleotid
nuclear ase e catabolic e catabolic
ribonucleoprotein activity;GO [process process
PRP3;K02065 | 4|8e~ 10032550
15/80. 5|pop: POPTR 2
75971 |putative ABC
transport system
ATP-binding protein
G0:0046872/
K01689 |1 6e— /metal ion |GO:0006007//g G0:0006007//g
- 4 N e 14 P P . - - 148522 |01u:0STLU_2 |G0:0043234//pr [binding;GO: |lucose lucose
7204815| 411. 4 288. 66| 165. 13 199. 28 0.271194681 0. 0161484 (PHATRDRAFT bd1572 8765 | enolase otein complex |0016836//hy |catabolic catabolic
[EC:4.2.1.11] dro-lyase process process
activity
G0:0016772/
Jeransteras |, 6006796/ 60:0006796//p
K00849|1/5¢- e activity, 1} ophate- hosphate—
06/53. 1] cme: CUN198C transferrin | o taining containing
7198061 372 261 46. 11 55.59| 0.269745716) 0. 021111|PHATRDRAFT 44406 . G0:0044424 g
galactokinase compound compound
[EC:2.7.1.6] phosphOTus™ |, bl ic metabol ic
containing
aroups:G0:0 |PTOCess process
032550
G0:0003677/
/DNA
(0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7199724] 438 307 144. 13 173.71]  0.269310151 0. 0129106 PHATRDRAFT 44750 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
5\142?7 ! 107,_ G0:0051234//e G0:0051234//e
2911311 smo:SELODRA |4 005635,/ /nu stablishment stablishment
7200960 499 350 63. 9 77.01]  0.269229865| 0.00775194(PHATRDRAFT 45854 FT 139717 |nuclear . -
clear envelope of of
pore complex localization localization
protein Nup98-Nup96
7203517] 2494 1742 2727.54] 3284.64] 0.268134904 6. 87E-09| PHATRDRAFT 48195 - - - - -
G0:0031224//in
7204137 1124 785 705.14|  847.7| 0.265644065| 9. 98E-05|PHATR 44234 - trinsic - -
component of
membrane
7197797] 2651 1855 149. 3| 179. 47| 0. 265528539| 1. 59E-09| PHATRDRAFT 44551 - - - - -
7200105] 1248| 871 229.12 274.83] 0.262436097] 4. 44E-05|PHATRDRAFT 45225 - - - G0:0044763 G0:0044763
7202897} 3690, 2567 4055. 76| 4864. 57| 0. 262340001 5. 90E-12|PHATRDRAFT 47715 - - - - -
G0:0036094/
7199411 5901 4114 1731.23[ 2075. 16 0.261425172| 1. 23E-18|PHATRDRAFT 50525 - - /small - -
molecule
binding
G0:0016740/
7201567] 472 329 48.31 57.86 0.26024447| 0. 01243852(PHATRDRAFT 46476 - - /transferas |~ -
e activity
G0:0070011/
Jpeptidase |66 0019538//p 60:0019538//p
activity, . .
7197898 25346. 62 17661. 55 5068. 14| 6069.79| 0.260190226] 5. 07E-T4[SMP1 - - acting on |"OreIN rotein
L-amino metabolic metabolic
X process process
acid
peptides
G0:0036094/
/small
molecule
7196901 322 224 144. 61 173. 05|  0.259021621 0. 0408654 PHATRDRAFT 32292 - - binding;GO: [GO:0044710 G0:0044710
0003824//ca
talytic
activity
7199707] 2030) 1408| 1615.72] 1930. 14 0. 256528291 5. 24E-07|PHATRDRAFT 44725 - - - - -




7195918 1701 1176 1357. 14] _1616.03] _0.251884426] 6. 636-06[PHATRDRAFT 49431 |~ - - - -
G0:0006007//g G0:0006007//g
60:0016832/ lucose ) lucose )
catabolic catabolic
/aldehyde- N N
K00640| 1| 7e- lyase proccss;(;O:»OU proccss;(;O:»OU
. N . . . ., [00097//sul fur 00097//sul fur
351146 emes WAOOTCT | 6005737 /0y |2V I B0 | i acia amino acid
7196652 2071 1432 956.2| 1137.43| 0.250393451) 6. 56E-07|Fbad serine 0- : :0016412//s |1 ) ! :
acetyltransferase toplasm erine 0- bwsynthf{uc bwsynthf{uc
[EC:2. 3. 1. 30 acyl transfe |Process:60:00 process;60:00
e 06563/ /L 06563/ /L
‘dC[iVi[) serine . serine .
metabolic metabolic
process process
G0:0016209/
K00128 119e” Jantioxidan 16, 6044710:60 60:0044710; 60
831304 cre: CHLREDRA t PoRe , PIhes !
7205121, 465 321 404.36|  480.89| 0.250066636] 0.01917664|PHATRDRAFT bd1023 |FT 192806 cytochrom |~ activity;co |}0006950//res 20006950/ /xes
. o ponse to ponse to
e ¢ peroxidase :0046906//t 3 3
[EC:1. 11. 1.5 etrapyrrole | 5175 stress
binding
60:0046914/
7198774 775 536 114.45) 13602 0.249101334| 0.00227008|PHATRDRAFT 49989 |- - ;ﬁ:‘;sig:’“ - -
binding
7204031 1910) 1320) 409. 43| 486.36] _0.248407765] 1. 91E-06|PHATR 44098 - - - - -
G0:0016903/
/oxidoreduc
tase
K00134/1| Te- activity,
115414 ppp: PHYPADR ‘E;i*"g " 160:0044710;60 60:0044710; G0
7203376 4639. 11 3199. 31 2453.81|  2911.9 0.246937267|  2.52E-13|GapC2a AFT_106421|glyceral | aldehyde or |'0019918//hex 0019318/ /hex
dehyde 3-phosphate ose metabolic ose metabolic
0X0 group
dehydrogenase of process process
[BC:1.2.1.12] donors:60:0
000166//nuc
leotide
binding
K10592| 1| 3¢~ 60:0019787/ |G0:0032446//p G0:0032446//p
119/426 |aly: ARALYDR /small rotein rotein
7201241 409 282) 202,26 287.48] 0.246905373  0.0291326[PHATRORART 12562 | -OSMB3IES 6 6044969 |cOndusating modification modification
ubiquitin-protein protein by small by small
ligase HUWEL ligase protein protein
1C:6.3.2.19] activity _|coniugation conjugation
7204214 1771 1217] 1028.6] __1216.5] _0.242054261] 9. 54E-06|PHATR 44015 - - - - -
7196626] 551 379) 53.74]  63.52] 0.241214591] 0. 0127218|PHATRDRAFT 42441 |- - - - -
60:0043231//in[G0: 0097159/
tracellular Jorganic G0:0006259//D G0:0006259//D
7203723 608. 17 417,91 241.9| 28589 0.241049388 0.01020122|PHATRDRAFT 38713 |- membrane— eyelic NA metabolic NA metabolic
bounded compound process process
organelle binding
K15275] 1| Te-
20/98.61ath:ATIGM3 | 501501/ /1
60/solute carrier R
7198614 405 278 270.6|  319.77| 0.240872756|  0.0347174|PHATRORAFT 16401  |family 35 (UDP- trinsic 60:0044763 60:0044763
galactose component of
membrane
transporter),
member Bl
7204014 627 431 5126 60.54] 0.240055197] 0.00815008|PHATR 44065 - - - - -
'l‘ilggéoulzz 1002806 60:0006901//v 60:0006901//v
7195310 977, 671 94.04|  110.97| 0.238823262| 0.001037452|PHATRDRAFT 49065 | . ’ - - esicle esicle
68 polyglutamine— . .
binding protein 1 coating coating
7196998 1063 730) 83.61] _ 98.65] 0.238643548| 0. 000628678|PHATRDRAFT 32970 |~ - - - -
7197940 6168| 4231 1786. 44| _2106.88] _0.238020686] 3. 305-16{PHATRDRAFT 44259 |~ - - - -
G0:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |G0:0006351//t 60:0006351//t
7197429 793 543 402,61  474.34| 0.236538526] 0.00372048|PHATRDRAFT 43413 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
G0:0003677/
/DNA
binding;G0:
0001071//nu |G0:0006351//t 60:0006351//t
7196272 870 596 250.54|  295.00| 0.236114076| 0.00231352|PHATRDRAFT 42577 |- - cleic acid |ranscription, ranseription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
7196230 2028 1385 1254.32] 1474.48] _0.233300801] 5. 31E-06|PHATRDRAFT 43020 | - - - -
7200345 677 z@' 129.54] 152 26] _0.233139334] 0. 007800731[’HATRDRAFT 45171 |- - - - -
7203859 2917 199§| 17768 208.76] 0. 232564009] 3.61E*0‘§IPHATR 44084 - - - - -
7203187 1167] 798 90.83] _ 106.7]_0.232319391] 0.000492398|PHATRDRAFT 47936 |- - - - -
G0:0009165//n 60:0009165//n
c0:0016820, [1e1e0tide ueleotide
7204522 473 323 58.25|  68.36| 0.230894347|  0.0274042[PHATR 46752 - - /lyase biosynthetic };‘rzzzzthe“go
activity 07165//signal
transduction transduction
7201614 604 411 492,05 _576.71] _0.229041115] _0.01499964|PHATRDRAFT 46343 |- - - - -
G0: 0048731360 G0: 0048731360
10032446/ /pro 10032446/ /pro
60:0046914/ |tein tein
/transition |modification modification
K10691 1/ 2e- metal ion by small by small
25117 | ppp: PHYPADRA binding;G0: |protein protein
" FT 206047 |E3 0019787//sm |conjugation;G conjugation;G
7198446 2639 1800) 215.81 2529 0.22880532) 2 G2E-O7|PIATRORAFT do767 | o P Ll oLl 0:000375LFoe, 0:000375L/ e,
ligase UBR4 conjugating |st-embryonic st-embryonic
[EC:6. 3. 2. 19] protein development ;G development ;G
ligase 0:0009653//an 0:0009653//an
activity  |atomical atomical
structure structure
morot sis morot sis
G0:0042623/
K01629/1/0.0/1399 | r /ATPase
7196786 515 351 717 83.98| 0.228072669)  0.023112|PHATRDRAFT 25 cu:RCOM._1469910] [EC |- activity, |- -
:3.6.1.-] coupled;GO:
0032550
K03235| 1| 3e-
7198435 1488| 1014 112.52] 13173 0.227402483| 0.000120318|PHATRDRAFT dg74g |10/ 167 01uzOSTLU.36 | - - -
160/ elongation
factor 3




7196467 644 437 721.08] _ 843.69] 0.226553674] 0. 01372246[PHATRDRAFT 42882 |- - - - -
60:0003677/
/DNA
G0:0043231//in|binding;GO0:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7205005 2839 1930 1474. 38| 1724.65[ 0.226195205 1. 76E-07| PHATRDRAFT _bd1650 |- membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
60:0036094/
7195651, 6960) 4718 3177.79| 3705.78| 0.221753447|  1.09E-15PHATRDRAFT 49151 |- - /small - -
molecule
binding
03695 110. 01707 sm 60:0032550;
0:SELMODRAFT 159833 ; e
ATP-dependent Clp (0:0016462/
7197727 621 421 176.21  205.39| 0.221070141| 0.01616832|PHATRDRAFT 26173 p /pyrophosph |- -
protease ATP— atase
binding subunit L.
CloB activity
720365 1] 425] 288 51.52]  59.99] 0.219589438]  0.0468572|PHATRDRAFT 48390 |- - - - -
7200037 2589) 1751 1601.29] 1864. 12 0.219260125] 1. 47E-06|PHATRDRAFT 45349 |- - - - -
60:0097159/
Jorganic  |G0:0006259//D 60:0006259//D
7202701, 22947. 04 15526. 5 3759.34| 4371.41| 0.217619296| 8. 57E-47|PHATRDRAFT 47693 |- - eyelic NA metabolic NA metabolic
compound process process
binding
7204107 1856] 1254 276.75| _321.33] 0.215472363] 5. 11E-05|PHATR 44192 - - - - -
60:0008092/ |~ .. )
S ) . . N e 60:0043231//pr | /ey toskelet |C0:0007010//¢ 60:0007010//c
7201520 478.97] 323. 49) 44.37] 5149 0.214707717|  0.0388452|PHATRDRAFT 46029 |- ’ " |ytoskeleton ytoskeleton
otein complex |al protein . . . .
binding organization organization
7199280 5153 3471 1901.21] 2206.21] 0.214652227] 2. 38E-11|PHATRDRAFT 50491 |- - - - -
60:0043169/
/cation
K01958/1/0.0/1176 0 g(‘)‘fgéf;g/ﬁfl
ta:0108g00930| pyruv )
ate carboxylase ‘g:U it
[EC:6. 4. 1. 1];K01968 ACHIVIRY160:0006006/ /g 60:0006006//g
forming
- 5/5e— lucose lucose
) . ) - " ; ) |y B o
7198165 4737] 3177 752.06  866.8| 0.204851387|  8.66E-10|PYCL 01395 | amx: 5480043 carbon e e e e
—methylcrotonyl-CoA nitrogen process process
carboxylase al ha‘ bonds ;G0:00
:‘u‘bunﬁ seawp 03676/ /nucl
IR eic acid
[BC:6.4.1.4] binding:G0:
0016885;60:
0032550
60:0016903/
/oxidoreduc
tase
K00134/ 1 e~ et
115/ 414 ppp: PHYPADR he 8O0 160:0044710;60 60:0044710;G0
7203381 4851.89 3245. 69| 2558. 13| 2044.63 0.202996786| 1. 15E-09|GapC2h zti jgggflhgl\y;?le - aldehyde or 0001238{)/}1'?* 0001238{)/}1'?*
yde 3-phospha oo group|os¢ metabolic se metabolic
dehydrogenase of process process
[BC:1.2.1.12] donors;G0:0
000166/ /nuc
leotide
binding
K10592/ 1/ Te—
32/ 140/ ppp: PHYPADRA
7201366 3584 2399) 20157 23178 0.201475147]  1.456-07|patRoRAFT 36043 | 1PT606/E - - -
ubiquitin—protein
ligase HUWEL
[EC:6.3. 2. 19]
7197960 542) 361 326.62]  374.44] 0.197121426] 0. 0478632 PHATRDRAFT 44297 |- - - - -
00062070 000620 e
K135 1] 1o~ eliulas smine eliutas smine
. X T ., S . 981358 ath:ATI61205 . o | AT amne o nar anne
7199039 668 445 335.52|  384.57| 0.196847457)  0.0280036|PHATRDRAFT 50281 - 60:0016823 [acid acid
0/ fumarylacetoaceta tabolic tabolic
so (O3, 71.2) metabolic metabolic
brocess brocess
60:0016772/
K08874 1|6~ /transferas
811303 aly: ARALYDRA e activity,
7196470 2244 1497, 120.49| 13809 0.196695433 4. 94E-05|PHATRDRAFT 42802 ||| *80091 transform | transferrin -
ation/transcription g
domain-associated phosphorus—
protein containing
groups
60:0000989/
/transcript
ion factor
binding
transcripti
G0 570/ /1 G0 570/ /1
K04498 | 1/3e~ 60:0043231//in|on factor TLOOIGWO'“ TLOOIGWO'“
80/300/vvi: 10025124 |tracellular  |activity;G0 mzd‘i"ﬁwmm_ mzd‘i"ﬁwmm_
- - - S I " Y ; ;
7200474 1209 806 107.93  123.63)  0.19593294| 0.00300506|PHATRDRAFT 45703 |3|ELA/CREB-binding ~[nembrane 0046914//1 |0 e e 501000635174
protein bounded ransition ranscription ranscription
[FC:2.3.1.48] organelle :T;Zln;);o DNA-templated DNA-templated
0008080//N~
acetyltrans
ferase
activity
7198717 2595] 1727 522.37]  597.52] 0.193914959] 1.84E-05|PHATRDRAFT 50019 |- - - - -
7201728] 7522 4994 6196.89] 7086. 78] 0.193585904] 8. 526 13|PHATRDRAFT 46597 |- - - - -
60:0036094/
e
7202471 9559) 6344 5068.37| 6818.13| 0.192039131| 9. 12E-16|PHATRDRAFT 37667 |- - /small - -
molecule
binding
60:0004470/
/malic
K00029/ 1/ 2e- /malic
141[501 | reu:RCOM 14 Z:’Lf:"iym 60:0043648//d 60:0043648//d
89870 malate o licarboxylic icarboxylic
B //
7201046 864 573 350 399.25| 0.189937486| 0.01591936|PHATRDRAFT 51970  |dehydrogenase - ‘;g?ggfl’“ acid acid
C(Imffﬂrgace;?tgf - binding:G0: meLb.Lb(?l‘lc meLb.Lb(?l‘lc
D}E’i; [;é)vlldlllllg4oj 0043168/ca |PrOCESS process
i tion
binding
7203234 1757 1163 883.84]  1006.6] 0. 187633373 0.000726616|PHATRDRAFT 47994 |- - - - -
7204205( 624 412 512,15 582.46] 0. 185592564] 0. 0477582 PHATR 44000 - - - - -




K160551/8e—
égéij:é(‘;f;;?fiizo 60:0005991//t 60:0005991//t
7194914 757] 500 133.28) 1513 0.182951682]  0.0288912|TPS2 6-phosphate - - rehalose rehalose
synthase/phosphatas metabolic metabolic
e [EC:2.4.1.15 process process
3.1.3.12]
K05643| 1/5e—
91/335/ ppp: PHYPADRA
FT 221752 |ATP- 60:0017111/
binding cassette, /nucleoside [G0:0009154//p G0:0009154//p
subfamily A (ABCI), - urine urine

7195317 1829 1204 214.45|  242.57| 0. 177759819| 0.000985714|PHATRDRAFT 39708  |member - triphosphat |ribonucleotid ribonucleotid

3;K05641 5 6e— ase e catabolic e catabolic

66/252| ota:0t18g014 activity;G0 |process process

60/ATP-binding 10032550

cassette, subfamily

A (ABC1). member 1

K03695 1/0. 0/846/ bd . "

1:100825913| ATP- tzyggégggzg 60:0006950/ /1 60:0006950/ /1
7203656 1030 2650) 100552 113664 0.176833614]  1.20E-06|PHATRDRAFT 51134  |dcPendent Clp - atase esbonse Lo esbonse Lo

protease ATP— activity:;Go stress;G0:004 stress;G0:004

b}ndmg subunit 0032550 3170 3170

ClpB

K09835 1] 7e—

1271, 6] reu:RCOM 04 60:0003824/

7202950 10445 6843 2413.74 2718.27| 0.171418481| 4. 51E-14|PHATRDRAFT 54800  [22660 |prolycopene |- Jeatalytic |- -

isomerase activity
[EC:5.2.1.13]
K08907 | 1/9e—
09/59. 3| cre:CHLREDR
AFT 184730 | 1ight—
T“i;izt:gﬁ\f‘f"’z};x co:ooogogl/;g co:ooogogl/;g
L Co . an eneration o. eneration o
7195163 6068 3961 4121.32| 4631.66| 0.168422866|  2.556-08|Lhef15 T‘Eg;gfopz";in 22{?30%36//1)1 - precursor precursor
0'7 54,3 cm 1Q142C metabolites metabolites
light-harvesting and energy and energy
complex I
chlorophyll a/b
binding protein 4
K12309|1/8e—
45/181aly: ARALYDRA
FT_485655|beta~
galactosidase
7200457 1019 666 221.54)  248.88 0.167883093|  0.0206296|PHATRDRAFT 45673  |[EC:3.2.1.23];K0119 |- 60:0015925 [G0:0044238 60:0044238
0[3[5e~
29/ 128 cme : CHPOTSC
beta—galactosidase
[EC:3.2.1.23]

7197444 868 566 337.88]  378.94 0. 165458479 0. 0362856|PHATRDRAFT 43441 |- - - - -

7199090 2500) 1627 2344. 41| 2629.13] 0. 165360583] 0. 000500278|PHATRDRAFT 50224 |- - - - -

60:0003824/

7204391 1407 917 473.66|  530.84| 0.164425242) 0.00807118|PHATR 43978 - - Jeatalytic |- -

activity

7204333 1005] 655 30351 340. 12| 0.164299792] 0. 0250136|PHATR 43872 - - - - -

gé3gg_37u$:AkAL\,DR 60:0050896/ /1 60:0050896/ /1

7200555 1902 1232 2795.45 3125.91| 0.161195701| 0.00367152|HSP20A AFT 459860 1P |- - esponse to esponse to

fanily protein stimulus stimulus

60:0036094/

/small

molecule

binding;G0:

K00218 1|2~ 0016628//0x
81/301shi:SORBI 06 idoreductas

7200644 1536 997 642.01| 71679 0.158954741| 0.00771386|PHATRDRAFT 56608  |g033030|protochloro |~ e activity, |G0:0044710 60:0044710

phyllide reductase acting on
[EC:1.3.1.33] the CH-CH

group of

donors, NAD

or NADP as

acceptor

60:0004175/ [G0:0019538//p 60:0019538//p

7204427 2369 1537 700.64  781.57 0.157701737 0.000995088|PHATR 46872 - - /endopeptid |rotein roteln

ase metabolic metabolic

activity___|process brocess

o 60:0036094/

ggoéz_le}pi;;mpm s /small 60:0019752//c 60:0019752//c

28764] elutomate molecule  |arboxylic arboxylic
7200113 3635] 2344 691.5|  766.38 0.148330661| 0.000123661|PHATRDRAFT 45239 binding;G0: |acid acid

dehydrogenase o ) )

(P 0003824//ca [metabolic metabolic

[BC:1.4. 1. 3] Lal)vvt%c process process

activity

7197071] 3543. 77 2281, 41 957.62] 1059.87] 0. 146362131 0. 000192553[ PHATRDRAFT 43297 |~ - - - -

60:0003677/

/DNA 60:0006351//t 60:0006351//t
60:0043231//in|binding;G0: |ranscription, ranscription,
tracellular  |0001071//nu |DNA- DNA-

7203865 3962 2543 1770.85| 1955.25)  0.14291107| 0.000133564|HSF1 - membrane— cleic acid |templated;GO: templated;GO:
bounded binding 0050896/ /resp 0050896/ /resp
organelle transcripti [onse to onse to

on factor stimulus stimulus

activity
60:0012510//tr
ans-Golgi
:i:ﬁt;irt 60:0015031//p 60:0015031//p

7201122 2036] 1308 150.38|  165.97| 0.142309783| 0. 00564878|PHATRDRAFT 45889 |- e - rotein rotein
nembrane: GO: 00 transport transport
05905//coated
bit
60:0043231//in
tracellular

K01507|1/0.0/655/ 01 |membrane— 60:0016462/
u:0STLU 48479 | inorg |bounded /pyrophosph |G0:0006818//h 60:0006818//h
7195544 7146] 4582 2489.81| 2745.37| 0.140964945|  3.92E-O7|PHATRDRAFT 15815 |anic organelle;G0:0|atase ydrogen ydrogen
pyrophosphatase 044444/ /cytopl [activity;G0 |transport transport
[FC:3.6.1. 1] asmic :0015405
part;G0:001602
0//membrane

7197249 2175) 1393 918.44] 1011.8[ 0.139666763] 0. 0056367| PHATRDRAFT 43716 |- - - - -

7196924 2474 1582 1904.56] _2097.39] 0. 139137411 0. 0037133[PHATRDRAFT 43175 |- - - - -

7200373 2951 1883 3108.5] 3419.29] 0. 137478208 0.001973622] PHATRDRAFT 45591 |- - - - -




60:0044424;G0: [60: 0016491/
7199988 1636 1046 618.53  680.14| 0.136988171| 0.01836218|PHATRDRAFT 45361 |- 0031224/ /intri | foxidoreduc |, 44935 60:0044238
nsic component|tase
of membrane activity
K03254] 1| Te- 60:0097159/
10169, 7|rcu:RCOM_14 Jorganic
7194909 1531 969) 68.77]  74.77| 0.120680187|  0.0424018|PHATRDRAFT 48676  |34190|translation |- eyelic - -
initiation factor 3 compound
subunit A binding
G0: 0004888/
K12385/1|6e- G0:0031224//in|/transmembr
7201088 10623 6714 150385 163331 0.110137964 1. 62E-07|PUATRORAFT 45835 | 18/9%-4/enx: 1007955 | irinsic — ane -
51 |Niemann-Pick Cl [component of |signaling
protein membrane receptor
activity
60:0016421/
/CoA
carboxylase
activity;Go
K11262(1/0.0/2003 |0 :L)?gjlbw/c
1a:0t01g03240  acety binding:Go: |C0:000663L// 60:0006631//1
7194806 5037 3153 522.06) 561.49 0. 105044705 0.001489138|ACCL 17CoA carboxylase /| 0016879//17 |11 acid atty acid
biotin carboxylase se metabolic metabolic
[EC:6.4.1.2 & L . process process
6.9.4. 14] activity,
I forming
carbon—
nitrogen
bonds;G0:00
32550
60:0046914/
/transition
K10590| 1| 2e- metal ion  [G0:0032446//p 60:0032446//p
18/68. 9| ppp: PHYPADR binding;G0: [rotein rotein
7200932 4264 2669 358,85 385.94 0.104875051] 0. 0034s2s6|puaTRORART 4ssoz  |MT-ISSZTIES ey go4gqy  [0019787//sm modification modification
ubiquitin-protein all by small by small
ligase TRIP12 conjugating |protein protein
[EC:6.3.2.19] protein conjugation conjugation
ligase
activity
7199425 2031 1269] 661.37]  710.57] 0.103519174] 0. 049017|PHATRDRAFT 50604 |- - - - -
60:0012510//tr
ans—Golgi
K04646/1/0. 0/ 1461 | ‘l‘:f‘;”l;“ 60:0015031//p 60:0015031//p
7203043 3061 1904 379.91|  406.06| 0.096035231|  0.0239512]CHC cu:RCOM_ 0838580 cla | T1°0 - rotein rotein
thrin heavy chain | °51¢¢ transport transport
05905//coated
bit
G0:0032550;
60:0016876/
/ligase 60:0006412//t 60:0006412//t
activity, ranslation;G0 ranslation;G0
7197844 4165 2578 1691.4| 1800.71| 0.090347974| ~0.01497256|PHATRDRAFT 18911 |- 0:0044424 | TOTMIng 10006528/ /asp 10006528/ /asp
aminoacyl- [|aragine aragine
tRNA and  [metabolic metabolic
related process process
compounds ;G
0:0016211
K11498/ 1| Te-
7199146 5515 3384 2870.91] 303115 0.078357143 0. 0166706|PHATRORAFT 503g6 | 0|72 8 aly: ARALYDR | - - -
AFT 478343 centrome
ric protein E
G0:0006796//p G0:0006796//p
cosoomass: | e contatnin
K010061/0.0/857 | vv 60:0016781/ | " “m‘d e con “m‘d e
1100247690 pyruvat /phosphotra |COMPPHE o hlic
7203153 12966 7889 1953.32| 2042.36| 0.064308872 0. 00215236|PPdK e, orthophosphate |- nsferase Mo o0 t® metane 1o
bt vl |process;G0:00 process;G0:00
Lhase ACLIVILY, 139787/ /monoca 32787//monoca
[BC:2.7.9.1] paired monoc monoc
rboxylic acid rboxylic acid
acceptors X X
metabolic metabolic
brocess brocess
G0:0046914/
K00327| 1/ 6e- /transition
08/53. 9 mtr:MTR 4gl metal ion
7199668 9 0 26,9 0.001] -14.71531856 00203264 PUATRORAFT 7755|2520 NADPH- - binding;C0: ¢, 5044710 60:0044710
ferrihemoprotein 0003824/ /ca
reductase talytic
[EC:1.6.2. 4] activity;Go
10032553
CUTOTUTSS T T CUTOTUTSS T T
ranscription, ranscription,
DNA- DNA-
templated;GO: templated;G
0006261//DNA- 0006261//DNA-
dependent DNA dependent DNA
replication;G replication;G
0:0006461//pr 0:0006461//pr
60:0003712/ [otein complex otein complex
/transcript [assembly;G0:0 assembly;G0:0
K09420| 1| 5e- ion 034285;60: 004 034285;60: 004
30/127/0lu:0STLU_34 cofactor 8446/ /petal 8446/ /petal
891[myb proto- o eont /s |activity;GO [morphogenesis morphogenesis
oncogene ffi:ﬁ'if:r 1™M:0001071//n | :60:0048868// 1G0:0048868//
7195292 10 o 20.83  0.001] -14.59979664 0. 01284586|PHATRORAFT 15516  [PrOCInKONM2ZIZI0e oo |ucleic acid fpollen tube pollen tube
- bounded binding development ;G development ;G
30/126/aly:ARALYDRA | 7700 transcripti [0:0010564//re 0:0010564//re
FT_914801 |myb § on factor gulation of gulation of
proto-oncogene activity;G0 |cell cycle cell cycle
protein, plant 10003676/ /n 50:00 process;G0:00
ucleic acid 0009 48447;G0:0009
binding 004828 746;60: 004828
5:G0:0009563 ; 5:G0:0009563 ;
G0:0000086//G G0:0000086//G
2/M 2/M
transition of transition of
mitotic cell mitotic cell
eyele;G0:0015 eyele;G0:0015
851//nucleoba 851//nucleoba




K09503 | 1| 5e~
12/67. 4| cme: CMLO30C
DnaJ homolog
subfamily A member
2;K09531 2 8e-
12/66. 6| ven: VOLCADR
7200623] 8 0) 24.58 0.001 -14.5851973 0. 032163 PHATRDRAFT 12221 AFT_95730] Dn‘a_l . |- - - -
homolog subfamily C
member
11;K09506 3| e~
11165. 9| rcu:RCOM 14
69860|DnaJ homolog
subfamily A member
5
7205068 25.24 0) 22. 67 0.001] —14. 46849677 1. 32E-05[PHATRDRAFT bd1622 |- - - - -
G0:0016747/
/transferas
K03801|19e— (0:0043231//infe activity, |G0:0006633//f G0:0006633//1
441173/ cre:CHLREDRA |tracellular transferrin |atty acid atty acid
T196734] 12] 0) 18. 46| 0.001| —14. 17211493 0.00513062PHATRDRAFT 51454 FT 50452/ lipoyl (oct |membrane— g acyl biosynthetic biosynthetic
anoyl) transferase [bounded groups process;G0:00 process;G0:00
[EC:2.3.1.181] organelle other than [36211 36211
amino—acyl
groups
7195757] 28. 46/ 0) 17. 93] 0.001] —14. 13008787 3. 32E-06[PHATRDRAFT 49351 - - - - -
G0:0016298/
7200485| 9 0] 13. 69 0.001| -13.74083483 0. 0203264 (PHATRDRAFT 35081 - - /lipase G0:0044238 (G0:0044238
activity
7201891 10} 0) 12. 96| 0.001] —13.6617781f 0.01284586|PHATRDRAFT 36647 - - - - -
7196521 10} 0) 11. 97| 0.001] —13.54713553] 0.0128. PHATRDRAET 31979 - - - - -
G0:0016833/
/oxo—acid—
lyase
activity;GO
:0016831//¢
arboxy— G0:0006568//t G0:0006568//t
01609 1] 4e— bd#, ) ry [)Lopllén ry [)Lopllén
25/ 112 zna: 10038267 ‘géiggéi/go ’"Otdbméo 0 ’"Otdbméo 0
. § X o Adr o1 o . . . . : i |process;G0: process;G0:
7200193] 8 0] 11. 16| 0.001| —13.44604941 0. 032163| PHATRDRAFT 11527 4|indole-3-glycerol |- ntranolecul |08652//cellul 08652//cellul
phosphate synthase . . . .
[EC:4. 1. 1. 48] ar‘ 41 amino d%’ld 41 amino d%’ld
oxidoreduct [biosynthetic biosynthetic
ase process process
activity,
interconver
ting
aldoses and
ketoses
7201059 17} 0) 10. 29| 0.001] —13. 32895536 0.00051723| PHATRDRAFT 35856 - - - - -
G0:0016787/
7196931 11. 54 0] 8. 57| 0.001] -13.06507949 0.00811832|PHATRDRAFT 9308 - - /hydrolase |- -
activity
KO3110/1|1e~ G0:0016462/ |G0:0006613//c G0:0006613//c
471187 | smo: SELMODRA /pyrophosph |otranslationa otranslationa
7203244] 11 0] 8. 52| 0.001| -13.05663772[ 0.00811832|PHATRDRAFT 14412 FT_77470| fused - atase 1 protein 1 protein
signal recognition activity;GO [targeting to targeting to
particle receptor 10032550 membrane membrane
G0:0003677/
/DNA
(0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7200184] 14. 19 0) 8. 47| 0.001| -13.04814625( 0.00204916|PHATRDRAFT 34724 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
G0:0016620/
/oxidoreduc
tase
activity,
acting on
the
aldehyde or |, a0 . a0
| N P 57079 o P T 2707 G0:0018130;G0 G0:0018130;G0
7202849 15] 0) 6. 95| 0.001| -12.76279726( 0.001295026|PHATRDRAFT 37927 - - 0X0 group 0044710 0044710
of donors,
NAD or NADP
as
acceptor;G0
:0000166//n
ucleotide
binding
K00766 /1| 1e— G0:0016763/
811301 |vvi:10025530 /transferas |GO:0006568//t G0:0006568//t
7202848 13 o 6.62  0.001| -12.6026155| 0.00324244|PHATRORAFT 28037  |°|2thranilate - ¢ activity, ryptophan £yptophan
phosphoribosyltrans transferrin [metabolic metabolic
ferase g pentosyl |process process
[EC:2.4.2. 18] grouns
7196588 8 0) 6. 46| 0.001] —12.65731845 0. 032163| PHATRDRAFT 43229 - - - - -
G0:0005515/
7200863 8. 25| 0) 6. 13| 0.001| -12. 58167136 0. 032163| PHATRDRAFT 46003 - - /protein - -
binding
k009241 Te- (/}0.(30041:?,; GO‘..O(iJI%B&/,/p GO‘..O(iJI%B&/,/p
7201845 11.37] 0 5.37]  0.001| -12.39070637| 0.00811832(PHATRDRAFT 46561 |14]79.3|ath:AT56228 |- Jendopeptidroretn rotein
ase metabolic metabolic
activity process process
7201308 12} 0) 4. 93| 0.001] —12.26737193] 0.00513062| PHATRDRAFT 46060 - - - - -
7199317] 10} 0) 4. 83| 0.001] —12.23780747] 0.01284586|PHATRDRAFT 50473 - - - - -
7199417] 9 0) 4. 82| 0.001] —12.23481743 0. 0203264[PHATRDRAFT 50593 - - - - -
7201256 8 0) 4. 69| 0.001] —12. 19537221 0. 032163| PHATRDRAFT 36077 - - - - -
K00995 /1| 2e~
231108/ cme:CMN196C
CDP-diacylglycerol— 60:0016772/
~glycerol-3- R
/transferas
phosphate 3- e activity, |G0:0006644//p 60:0006644//p
phosphatidyl transfe transferrin [hospholipid hospholipid
7198487| 13. 57| 0) 4. 63| 0.001| -12.17679648| 0. 00324244|PHATRDRAFT 49826 rase - . .
[EC:2.7.8.5] :K08744 g metabolic metabolic
9] 26— ph()sp}.mrus* process process
211102 pop: POPTR 85 containing
6644/ cardiolipin sroups
synthase
[EC:2.7.8.-1
G0:0043169/
7199782 11. 48] 0) 3. 06 0.001| -11.57931594 0.00811832|PHATRDRAFT 34367 - - /cation - -
binding
7197264 8 0) 2. 75| 0.001) —11. 4252159 0. 032163| PHATRDRAFT 43742 - - - - -
7203085 8 0) 2. 62| 0.001] —11. 35535ﬂ 0. 032163| PHATRDRAFT 38186 - - - - -




7200126] [ 0 2.01]__0.001] ~10.97297979] 0. 032163[PHATRDRAFT 45254 |- - - - -
7198604 22 1 31.09 2. 44| _-3.671497564] _0.00049351|PHATRDRAFT 40725 |~ - - - -
K09272/ 1 Te- 60:0043231//in| .
36/149 | cme:CMS034C| [tracellular (10:000‘.3676/
7199505 21 1 3171 2.61| -3.602816166| 0.00075053|PHATRDRAFT 11409  [structure-specific |membrane— /mucleic -
recognition protein |bounded a?ld.
binding
1 organelle
7196066] 19) 1 17. 3] 1.57]_-3.461935574| 0.001727 02| PHATRDRAFT 42518 | - - - -
K00100/ 1| 3e- 0
19194.0/0lu:0STLU 3 (0:0036094/
6252/ [EC:1. 1. 1.~ /snall
. - el e asgen |1:K00218/2]9e= molecule .
7200512 17, 1 12.98 1.31| ~3.308651666] 0. 00394356|PHATRDRAFT 35460 ; e |- binding;G0: |G0:0044710 60:0044710
19/92. 4| vvi: 1002556 ae
0003824/ /ca
47 | protochlorophyll talytic
ide reductase A
[BC:1.3.1.33] activity
7201145] 17] 1 12,46 1.26] -3.30580843] 0.00394356|PHATRDRAFT 35771 |- - - - -
K11426] 1| Te-
07/57. 4| ota:0t04g04
7204867 16 1 4.76 0.51| -3.222392421  0.0059388|PHATRDRAFT bd1647 [600[SET and MYND |- - - -
domain—containing
protein
K01488| 1| Te-
52205 smo: SELMODRA
7203014 15 1 8.12 0.93| -3.126177106 0. 00892056|PHATRORAFT 22117  [FT 138763 |adenosine |- - - -
deaminase
[EC:3.5.4.4]
7199057 15 1 10.85] _ 1.25] 3. 117695043 PHATRDRAFT 41231 |- - - - -
7197499 15 1 2592 2.99| 3. 115848329 PHATRDRAFT 43635 |~ - - - -
7200786 14] 1 4.76 0.58]_—3. 0361 PHATRDRAFT 45765 |~ - - - -
7201079 14] 1 12.13 1.49] -3.025195315] 0. 013361 14[PHATRDRAFT 45827 |~ - - - -
K03809 | 1| Te- 60:0032553; |G0:0044710;G0 60:0044710; GO
7195004 14 1 16.76] 2,06\ -3.024305907|  0.01336114|PHATRORAFT 15393 |02 204 0sa: 4327039 | (0:00038214/:0006351//tra :0006351//tra
Trp repressor /catalytic [nscription, nscription,
binding protein activity DNA-templated DNA-templated
K05863 1| 5e-
98 156[encONOBACT) 60:0051234//e 60:0051234//e
solute carrier G0:0031224//in . .
) ) . » o family 25 irinsic sL‘dbllshman sL‘dbllshman
7195592 14 1 10. 62 1.31| ~3.019145049| 0. 01336114|PHATRDRAFT 15797 " ) ) of of
(mitochondrial component of . . . .
adenine nucleotide |membrane localization; localization;
60:0044763 60:0044763
translocator),
member 4/5/6/31
K11723] 1|26
0855. 1| reu:RCOM 13 60:0016740/
7201766 14 1 44, 89) 5.57| -3.010644864| 0.01336114|PHATRORAFT 13205  [02750|bromodomain- |- /transferas |~ -
containing protein e activity
7/9
K00326 1| 8e-
51/198] olu:0STLU_60 60:0003824/
7198727 13 1 10.67 1.41| -2.919793108 0. 01994842|PHATRDRAFT 16490  |09]cytochrome-bs |- Jeatalytic |G0:0044710 60:0044710
reductase activity
[EC:1.6.2.2]
7194786 13 1 1.37]_—2.918776205 0. 01994842|PHATRDRAFT 39038 |- - - - -
7201603 13 1 0.99]_-2.91753784] _0.01994842| PHATRDRAFT 36499 |- - - - -
Ko3081|1]2e- 60:0036094/
07/54. 7| gnx: 1007808 :
06/ tropine /small
dehydrogenase molecule
7204618 13 1 10.1 1.34| -2.914050387| 0. 01994842|PHATR 46707 - s - binding;G0: |G0:0044710 60:0044710
[EC:1. 1. 1. 206] ;K071 e
; 0003824/ /ca
1912]de~ °
07/53. 5|ath:AT1G496 talytic
70 activity
60:0042802/
k03687 |11 To ;ﬁii‘:“‘l 60:0044267//c 60:0044267//c
: ) . e AN . 221100 smo:SELVODRA | 007 044429/ /i 4 i go. [eLIutar ellular
7200458 13 1 33.03 4.4f -2.908201541| ~0.01994842| PUATRORAFT 12188 [ o, 202 00 ftochondrial | dono 7 Jprotein protein.
N part metabolic metabolic
chaperone GrpE enyl
 |process process
nucleotide
binding
7198738 19 1 6 0.86]_—2.802553936] 0. 0296768|PHATRDRAFT 50043 |- - - - -
G0:0003676/
K147751] e~ ‘/‘fl.’zlm
41/168] 0lu:0STLU 15 D ine.o. |60:0010467// 60:0010467//g
7198047 12 1 9.97 1.43| -2.801578358|  0.0296768|PHATRDRAFT 26035 606 ribosome 60:0044391 |0l 8 fene ene
biogenesis protein expression expression
UTP30 ructural
molecule
activity
K15109] 1| 26~
0858. 5|bdi : 1008385
76/solute carrier |G0:0031224//in 60:0051234//e 60:0051234//e
7201509) 12 1 7.85) 113 2. 796369881 0. 0206768|PHATRDRAFT 36259 | ML 25 trinsic stablishnent stablishnent
(mitochondrial component of of of
carnitine/acylcarni |membrane localization localization
tine transporter),
member 20/29
7199972 19 1 7.64 11| -2.796069115] 0. 0296768|PHATRORAFT 45334 |- - - - -
K01872/ 1| Te- G0:0032550; |GO:0006418//t G0:0006418//t
15/81. 6 cme: CMG111C 60:0004812/ |RNA RNA
7201034 12 1 10 1.44| -2.795859283|  0.0296768|PHATRDRAFT 35813 | |alanyl-tRNA 60:0044424 | /aminoacyl- |aminoacylatio aminoacylatio
synthetase tRNA ligase [n for protein n for protein
[EC:6.1.1.7] activity |translation translation
7200735 19 1 4.65] __0.67] —2.794997716] 0. 0296768|PHATRDRAFT 45547 |- - - - -
G0:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |G0:0006351//t 60:0006351//t
7200092 1 1 4.12 0.64| -2.686500527|  0.0439708|PHATRDRAFT 45206 |- membrane- cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity




K05275 1] 4e—
11/67. 8|zma: 1002727
47 |pyridoxine 4-
dehydrogenase
[EC:1. 1. 1. 65] ; K0824
3]2[2e~
07/55. 8 |mtr:MIR 5g0
979006’
deoxychalcone G0:0043231//in
synthase tracellular (G0:0003824/
7202612 11 1 5. 52) 0.86| -2.682259702|  0.0439708|PHATRDRAFT 47510 [ [EC:2. 3. 1. 170 ;K000 |membrane— Jeatalytic |G0:0044710 60:0044710
02/4/2¢e- bounded activity
06/52. 4] 0sa:4338987 |organelle
alcohol
dehydrogenase
(NADP+)
[EC:1. 1. 1. 2] ;K15303
5/4e-
06/51. 2| zma: 1002744
78 aflatoxin Bl
aldehvde reductase
7201620 11 1 7.15) 1 12| -2.67444451]  0.0439708[PHATRDRAFT 36287 |- - - - -
7197985 11 1 8.8 1.38] —2.672835257]  0.0439708[PHATRDRAFT 44523 |- - - - -
K130951/9e— o
08/54. 7| sbi:SORBI_O (/’Slﬁfwm/
ll_igfiiﬁ)o splicing molecule
0 . , e ar Ao ane - 1:K13154/2]2e- binding; G0:
7203463 22) 2 28.35 445 2671471194 00024427\ PHATRORAT 38474 | 7002 90 o | 0097159/ /or |- -
92/U11/U12 small gane
nuclear eyelic
. . compound
ribonucleoprotein binding
31 kDa protein
K09591 | 1/5e— 60:0031224//in
38/ 155 vvi: 10026129 |trinsic " G0:0016491/} » .. "
7199349 11 1 10.57 1.66| -2.67072023|  0.0439708|DET2 4lprobable steroid |component of |/ 0¥idoreduc |60:0044710;60 60:0044710;G0
1 tase 10044238 10044238
reductase DET2 membrane; G0: 00 -
[EC:1.3.99. -] 44424 activity
60:0003824/
7197501, 11 1 10. 76 1.69| —2.670582926|  0.0439708|PHATRDRAFT 32902 |- - Jeatalytic |G0:0044238 60:0044238
activity
7200694 26.75 2.47 9. 35| 1.48] —2.659369189] 0. 00051681 PHATRDRAFT 56583 | - - - -
K04382/ 1/ 3¢~
139/493 |pop: POPTR_5 60:0043169/
e . G0:0016020//me [/cation
47629 |protein o
7205163 41.43 4. 36) 22.48 4.07| -2.465541336| 3. 01E-05|PHATRDRAFT bd800  |phosphatase 2 mbrane;60: 0031 binding;G0: | -
. . 981//nuclear [0016791//ph
(formerly 2A),
. . lumen osphatase
catalytic subunit L
[EC:3.1.3. 16] activity
60:0003676/
onon P o ape . oo oo /nucleic
7202034 19 2 4.08 0.74| -2.462971976| 0. 00760272|PHATRDRAFT 37257 |- - L -
binding
7194688 18 2 12.4 2.37] —2.387381156] _0.01102426|PHATRDRAFT 39235 |- - - - -
7201357 18 2 12.21 2.34] —2.383482765] _0.01102426|PHATRDRAFT 36026 |- - - - -
K13420] 1] 4e—
47/186/ shi:SORBI 06
028760 |LRR
7201666 43 5 32,61 6.53 -2.320159544| 5. 36E-05|PHATRDRAFT 1196  |receptor—like - - - -
serine/threonine—
protein kinase FLS2
[BC:2.7.11.1]
K13206/ 1] 4e—
13/73. 6/ bdi : 1008445
7201141 17 2 12.5 2.53| —2.304718805| 0. 01592266|PHATRDRAFT 35763 |21 coiled—coil - - - -
domain-containing
brotein 55
7195683 17 2 21.65] _ 4.39] -2.30207418] 0.01592266|PHATRDRAFT 39869 |- - - - -
7203460 17 2 16. 41 3.33] —2.300981156] 0. 01592266|PHATRDRAFT 48093 |- - - - -
60:0000166/
/nucleotide
binding;G0:
K00058 1/2e~ 0016616//0x
95348 0lu: 0STLU 39 idoreductas
7200374 17 2 7.63) 1,55 —2.299414842| 0. 01592266|PHATRDRAFT 27166 - :Lﬁ:‘::‘) 60:0044710 60:0044710
dehydrogenase the CH-OH
[EC:1.1.1.95] group of
donors, NAD
or NADP as
acceptor
60:0046914/
7198125 17, 2 4.13 0.84| -2.297680549| 0.01592266(PHATRORAFT 44641 |- - /transition -
metal ion
binding
60:0016876/
/ligase
activity,
forming
7196985 16. 76 1.99 8. 35 1.71| -2.287779872|  0.0059388|PHATRDRAFT 43278 |- 00:0044421  |aminoacyl- |00:0006412//t G0:0006412//%
ranslation ranslation
tRNA and
related
compounds ;G
0:0032550
7197091 25| 3 13.8 2.85| —2.275634443] 0. 00291394|PHATRDRAFT 43339 |- - - - -
60:0009165//n G0:0009165//n
ucleotide ucleotide
60:0016829/ [biosynthetic biosynthetic
7195129 16 2 2.68 0.57| -2.233199176|  0.0228984|PHATRDRAFT 39392 |- - /lyase
activity
60:0044764 60:0044764
7203045( 24] 3 8. 63 1.86] —2.214057938] 0. 00416546 PHATRDRAFT 47802 |- - - - -
G0:0016811/
/hydrolase
K12251/1] 3¢~ activity,
90/329/ vvi: 10026044 ‘:;;3?"“ 60:0006596//p 60:0006596//p
7203754 16 2 11.97] 2.58 -2.213080182| 0. 022808a|prarroRAFT 38930 |V e nitrogen |0Lyamine olyamine
carbamoylputrescine (but not biosynthetic biosynthetic
amidase ) process process
peptide)
bonds, in
Tinear
amides
7200316 23] 3 19. 26 4.33] 2. 153168773 0. PHATRDRAFT 45123 |- - - - -
7203646 38 5 22. 67 5.13] -2.14375366] 0.000: PHATRDRAFT 48383 |- - - - -
7203315 d 2 1103 2.53] -2.124223501] 0. 0327746[PHATRDRAFT 48182 |- - - - -




K10400/1/8e— e, ]G0:0003774/ [60: 0006928/ /¢ 60:0006928//c
- 10164. 7| cme: CMOO70C (0:0015630//m /motor ellular ellular
7203482 15 2 3.53 0.81) -2.12367437  0.0327746|PHATRDRAFT 48134 on penet crotubule o
kinesin family activity:GO |component component
nember 15 cvtoskeleton | 0039550 |novement novement
60:0097159/
Jorganic
cyclic
compound
7199958 15 2 10.5 2.41| -2.123284276|  0.0327746|PHATRDRAFT 34984 |- - binding;G0: |- -
0046914//tr
ansition
metal ion
binding
K15446/ 1] Te—
:’i 123582“’&:‘: ADRA 60:0006399//t 60:0006399//t
7202584 15 2 6. 27] 14| ~2.1223966311  0.0327746 PRATRORAFT 47468 || - 00 TR0 - 60:0016741 [RNA metabolic RNA metabolic
methyltransferase process process
TRMI3 [EC:2.1.1.-1
K14505 | 1/5e—
7196499 15 2 13.31 3.06| -2.120907013|  0.0327746PHATRDRAFT 31939  [06/49. 7|vvi: 1002678 |- - - -
97 cyclin D3, plant
60:0048037/
/cofactor
binding;G0: [GO:0008152//m G0:0008152//m
7200940 15 2 9. 96] 2.29| -2.120798144|  0.0327746|PHATRDRAFT 35627 |- - 0036094//sm |etabolic etabolic
all process process
molecule
binding
K05766/ 1/ 9e—
18/89.0|ath:AT36236
10]slingshot:K14819 60:0004721/" . 6006470/ /p 60:0006470//p
3| Te- /phosphopro . .
7201825 22 3 16.92 3.97| ~2.091518656 0. 00842052|PHATRDRAFT 46490  [0856. 2| zma: 1001911 |- tein rotein rotein
N Ce dephosphoryla dephosphoryla
64|dual specificity phosphatase |, . .
B S tion tion
phosphatase 12 activity
[EC:3.1.3.16
3.1.3.48]
7195406] 22) 3 11.93) 2.8] —2.091095311] 0. 00842052 PHATRDRAFT 49022 |- - - - -
60:0046914/
/transition
metal ion
binding;G0:
0016491//0x
7204760 22) 3 35.68 8.4| —2.086654382 0. 00842052|PHATR 37006 - - idoreductas |G0:0044710 60:0044710
e
activity;GO
10046906/ /t
etrapyrrole
binding
7200052 14 2 6. 33 1.55] —2.029937284] _ 0.0466654 PHATRDRAFT 35067 | - - - -
60:0031224//in
7195600 14 2 6. 18 1.52| —2.023535514|  0.0466654|PHATRDRAFT 49343 |- trinsic 60:0044763 60:0044763
component of
membrane
7197235 14 2 8. 05| 1.98] —2.023488353| _ 0.0466654 PHATRDRAFT 43688 |- - - - -
K14709 |1/ 4e—
07/53. 1| ven: VOLCADR
AFT 104214 solute
carrier family 39
7199443 21 3 19. 92 4.9 -2.023363993 0.01190158|PHATRDRAFT 41604 Iflz;lgzl_“““sp”“”r)‘ - - -
1/2/3;K011155 60~
07/52. 8| ven: VOLCADR
AFT 99471 phosphol i
pase D [EC:3. 1.4.4]
60:0016765/
/transferas
K09833 /1| Te- 60:0031224//in|® 2L IVILY
42/172| cme: CUN202C | |trinsic transferrin
7202657 21 3 10.4 2.56| -2.022367813| 0. 01190158|PHATRDRAFT 47601 e g alkyl or |- -
homogenitisate component of
phytyltransferase membrane aryl (other
than
methyl)
groups
K00011 /1| Te—
26/ 118 ath:AT263779
0laldehyde
reductase
[EC: 1. 1. 1. 21];K0000
2122e-
jiill‘ilusa.usssaw 0:0003824/
7204237 21 3 214 5.27| -2.02173593 0.01190158|PHATR 51608 dehydrogenase - Jeatalytic |G0:0044710 60:0044710
(NADP+) activity
[EC:1. 1. 1. 2] ;K08243
3/3e-
24/ 110/ gmx:547911 6
* ~deoxychal cone
synthase
[EC:2.3.1.170]
7195081 2262. 71 323. 86) 1257.57]__309. 74| -2.021509096] 3. 16E-170| PHATRDRAFT 48827 |- - - - -
7195780 14 2 10.19) 2.51] —2.021394782] 0. 0466654| PHATRDRAFT 40088 |- - - - -
K02357 |1/ 2e~
1168. 6] gmx: 1007971
66/ elongation 60:0003676/
7202248 14 2 7.1 1.75 ~2.020464103| 0. 0466654 PHATRDRAFT 47014 ;:‘;';(1)2792‘5“87 ZSL?SO%BG//DI i:‘i’;]e‘“ -
08/59. 7| 0sa: 4342673 binding
FRNA biogenesis
brotein RRP5
7195618 28] 4 34. 08| 8.4 —2.020464103| _0.00317024PHATRDRAFT 42274 |- - - - -
60:0005737//cy
toplasm;G0:000
k02731111 66- 5839/ /proteaso 60:0019941//n 60:0019941//n
me core G0:0004175/ |odification— odification—
27 118 eme: QUTSTOC] (70 O ot |donendant o
7196015 14 2 18. 58 4.58| -2.020330998|  0.0466654|PHATRDRAFT 5889  [20S proteasome comp xR | endopen ependen ependen
. 3231//intracel |ase protein protein
subunit alpha 4 ) o activity  |catabolic catabolic
[EC:3.4.25.1]
membrane— process process
bounded
organelle
7196380 14 2 34.38]  8.51] —2.014338508]  0.0466654|PHATRDRAFT 31810 |- - - - -




60:0044763; GO 60:0044763; GO
:0006259//DNA :0006259//DNA
K10771/1|4e- metabolic metabolic
531207 ota:0t03g026 . opqp s |PrOcess;GO:00 process;G0:00
10/AP endonuclease t:ug[jgfg%/ 50896/ /respon 50896/ /respon
1 se to se to
Ao . . nnneroo /s |acid . .
7202513 27] 4 12. 09) 3.08) 1.972811989 0. 00444638| PHATRORAFT 47361 | [EC:%: 299 18 ;KOLL |60:0005622//in oo, [Stimulus:GO:0 stimulus:60:0
42]2|2e~ tracellular 070647/ /prote 070647/ /prote
50/198| aly: ARALYDRA 0004518/ /nu ;| in
FT_483223 | exodeoxyr Zit?ji‘t modification modification
ibonuclease I11 Y by small by small
[BC:3.1.11.2] protein protein
conjugation conjugation
or removal or removal
60:0017111/
/nucleoside [G0:0009154//p G0:0009154//p
). . ). - [V R K06207]110.016661bd |6 5009536//p1 |~ urine ) urine )
7198423 59 9| 16. 13| 4.23]  -1.93101687| 2. 05E-05PHATRDRAFT 23444 1:100827491 | GTP- astid triphosphat |ribonucleotid ribonucleotid
binding protein & ase e catabolic e catabolic
activity;GO |process process
:0032550
7201347 35. 85 5.5 31. 18 8. 24] —1.919904686] 0.000866234|PHATRDRAFT 36006 |- - - - -
7194756] 26] 4 42.8]  11.37] -1.912378542] 0.00621322] PHATRDRAFT 6697 |- - - - -
K08500/ 1/9e—
13172, 4|osa: 4324558 60:0016192//v 60:0016192//v
syntaxin of plants csicle— csicle—
7196090 19 3 14.71 4| -1.878725341 0. 02346|PHATRDRAFT 31559  [SYP6;K08498|2|20— |- - esie esie
L . mediated mediated
10/64. 3al LYDR transport transport
AFT 473066 syntaxin ansp ansp
6
K14840/ 1|3~
7204698 24| 4 11. 48 3.29| ~1.802963153| 0.01198746|PHATR 46846 18175. 1] 01:0103¢05 | - - -
300 |nucleolar
protein 53
7200840 24] 4 10.71 3.07]_—1.802647919] _0.01198746|PHATRDRAFT 45966 |- - - - -
60:0016740/
7194926 24| 4 13. 04 3.74| ~1.801833694| 0.01198746|PHATRDRAFT 48697 |- - /transferas |~ -
e activity
7203790 18 3 6. 38| 1.83] —1.801712775] 0. 032694 PHATRDRAFT 48319 |- - - - -
7197566] 18 3 9. 76) 2.8 ~1.801454321] _0.032694|PHATRDRAFT 43528 |- - - - -
K02069 1/5e—
241109/ cme: CHS400C
7194913 18 3 17 4.88) ~1.800581693|  0.032694|PHATRDRAFT 15102  [putative ABC - - - -
transport system
permease protein
7196863 18 3 4.84] —1.800525584] PHATRDRAFT 32219 |- - - - -
7197423 18 3 2 6.43] 1. 798029546 PHATRDRAFT 43398 |- - - - -
7201018 2992. 23 504. 14 1826.64]  529. 72| -1. 785800446 5. PHATRDRAFT 45944 |- - - - -
7204683 94] 16 25. 87 7.57| -1.772914849] 2. 99B-07|PHATR 46827 - - - - -
7198200 88| 15 80. 01 23.5] —1.767519569] 7. 44E-07|PHATRDRAFT 40322 |- - - - -
koogsslllle = 60:0016491/
8813251 vvi: 10025786 1, 4009536/ /p1 | /oxi doreduc
7198121, 23 4 10.89 3.26 -1.740060084| 0. 01654242(VDE 5|violaxanthin de- |7 P 7OXLAOTEAUe |60 0044710 60:0044710
epoxidase astid Las? .
[EC:1.10.99. 31 activity
7203317 23] 4 .96 —1.739109272] _0.01654242| PHATRDRAFT 48184 |- - - - -
7197383 40) 7 39. 66, 1. 729467288 0.001244148|PHATRDRAFT 43323 |- - - - -
7196458 17 3 . 0: ~1.720367324] __0.045313|PHATRDRAFT 31982 |- - - - -
7195609) 17 3 12. 85 ~1.72022233] __0.045313[PHATRDRAFT 49141 |- - - - -
7201998 17 3 10. 08 3.06] —1.719892081]  0.045313|PHATRDRAFT 47076 |- - - - -
7198214 17 3 5.6 17| —1.719892081]  0.045313|PHATRDRAFT 49604 |- - - - -
60:0004175/
K01411] 1|26~ g:‘:d”p"p“d 60:0019538//p 60:0019538//p
7203122 17, 3 2.8 0.85| ~1.719892081|  0.045313|PHATRDRAFT 47029 | 0 932 smx: 10079704 | activity;6o |11 rotein
9|nardilysin 0043169/ /¢ metabolic metabolic
[EC:3. 4. 24. 61] tio € |process process
binding
7204937 17 3 10.37] 3.15] _-1.71899216] __0.045313|PHATRDRAFT bd1618 |- - - - -
7204090 17 3 10. 86| 3.3 —1.718486174] _ 0.045313[PHATR 33535 - - - - -
7203489 17 3 25. 67 7.82] —1.714842783]  0.045313[PHATRDRAFT 38535 |- - - - -
7198945 28] 5 29. 21 . 700069337 0849306| PHATRDRAFT 5132 |- - - - -
7203642 50) 9 16. 16] 5| —1.692427198| 0.000350048|PHATRDRAFT 48378 | 60:0044424 |- - -
7203050 61 i1 20. 1 6.23] —1.689891433 7. 38E-05| PHATRDRAFT 38112 |- - - - -
7194829 22) 4 1011 3.16] —1.677786534] _0.0227202|PHATRDRAFT 48622 |- - - - -
K01802/ 1/ 2e~
55/213 | osa: 4342022
peptidylprolyl 60:0043231//in
isomerase tracellular
50:0016859/ [G0:0018208//1 50:0018208//
[EC:5. 2. 1. 8] ;K03767 |membrane— (;01025859 (jot?g{?fos P (jot?g{?fos P
7196116 22 4 26.77 8.4 —1.672155906  0.0227202|PHATRDRAFT 9011 4/5e- bounded e s o e o ine
521201 0sa:4347920| [organelle;G0:0[* S {PE TR ittt
Deptidyloproly] 014414/ /ey topl [2€1 VLY [modification modification
cis—trans isomerase |asmic part
A (cyclophilin A)
[EC:5.2.1.8]
7200643 38| 7 18. 34 5.81] -1.65838357] 0.00230382|PHATRDRAFT 35332 |- - - - -
K09518 1/6e—
10/63. 9] aly: ARALYDR
7195960 27] 5 13.3 4.24] ~1.649290076| 0. 01159268|PHATRDRAFT 31605  [AFT 494970  DnaJ - - - -
homolog subfamily B
member 12
7200015 21] 5 21. 28 6.79] —1.648014671] 0.01159268|PHATRDRAFT 34985 |- - - - -
7200568 48. 25 8.98] 28. 58 9.16] —1.641586413] 0.000258476|PHATRDRAFT 45465 |- - - - -
G0:0008252/
/nuc ida
;Z”“e““d“ 60:0009117//n 60:0009117//n
7204097 75 14 24,98 8.02 -1.639099335|  1.54E-05|PHATR 44177 - - activity;Go |Ucleotide ucleotide
0046872/ /m metabolic metabolic
ol ton " |process process
binding
50 9//, 50 9//,
k015991 1] 10— 60:0006779//p 60:0006779//p
e 60:0016831/ [orphyrin- orphyrin-
1091396 cme: CWELAC | 00 000636,/ /51| /carboxy-  |containi containi
7197643 101 19 2111 6.82| -1.630082934| 5. 30E-07|HenE 2 uroporphyrinogen |00 0o0P0/ [P/ CATDOXYT - contatning contatning
astid lyase compound compound
decarboxylase L . . - .
[EC:4. 1. 1. 37] activity biosynthetic biosynthetic
e process process
G0:0003824/
7198429 428 81 307.86|  100.32 -1.617665178|  2.75E-25|PHATRDRAFT 49735 |- - Jeatalytic |- -
activity
7203856 37] 7 58.28]  19.04] —1.613967399]  0.0031196|PHATR 33436 - - - - -
7203178 21 4 8. 23] 2.7 ~1.607933023] _ 0.0310474[PHATRDRAFT 47923 |- - - - -
7204027 26| 5 9.26] _ 3.06] -1.597480541] 0. 0157542 PHATR 44088 - - - - -
60:0031224//in
7196061 26| 5 16. 23] 5.37| ~1.595669007|  0.0157542|PHATRDRAFT 1598 |- trinsic 60:0044763 60:0044763
component of
membrane




7197565] 26] 5 32. 67 10.84] —1.591601698] 0. 0157542 PHATRDRAFT 43526 |- - - - -
K08214| 1|9e-
10/63. 9 cre:CHLREDR
AFT_150489 | MFS
transporter, OCT
family, solute
carrier family 22
(organic cation
transporter), 60:0031224//in
member P
7198544 31 6| 10. 12| 3.37| —1.586388794|  0.0081036|PHATRDRAFT 40779  |18;K08145/3|6e— trinsic 60:0044763 60:0044763
- - component of
07/54. 7| smo: SELMODR nembrane
AFT 437958 | MFS
transporter, SP
family, solute
carrier family 2
(facilitated
glucose
transporter),
member 8
7197560) 36 7 18.8 6.29] —1.57960074] _0.00420966{PHATRDRAFT 43519 |- - - - -
7201690) 3587 698 1191. 08| 398.55] —1.579437683] 5. 62E-193|PHATRDRAFT 46547 |- - - - -
60:0016772/
Jrransteras 6, 6006796/ /p 60:0006796//p
e activity,
. ." |hosphate— hosphate—
transferrin A A
7205037 a1 8 29.17 9.8| -1.573631732| 0. 00220332|PHATRDRAFT bd1463 |- - g containing containing
compound compound
phosphorus— . .
- metabolic metabolic
containing
groups;G0:0 process process
032550
7196078 25. 62 5. 04 23. 53 7.97| —1.561849691]  0.0213102[PHATRDRAFT 42528 |- - - - -
KooB3a|1lde- 60:0016491/
11/68. 6| ppp:PHYPADR | 000 o 1oxidoreduc
7200954 20 4 7.02 2.41| -1.542437884|  0.0421966(VDL2 AFT 139915 | violaxan | ° //pl)/oxidoreduc |5 5044710 60:0044710
thin de-epoxidase astid Las? .
[EC:1.10.99. 31 activity
K00249 | 1|3e-
561217 | pop: POPTR 72 60:0016740/
7199912] 40 8 21,77 7.49| -1.539303784| 0. 00295642 PHATRDRAFT 44815  [5647|acyl-CoA - /transferas |- -
dehydrogenase e activity
[EC:1.3.99. 3]
7204515] 20 4 11. 33 3.9] —1.538601832]  0.0421966|PHATR 36770 - - - - -
7202261 25] 5 13.71] 4.74] —1.538569595] 0. 0213102[PHATRDRAFT 37136 |- - - - -
G0:0003676/
K14835/1|2e~ /nucleic G0:0042254//r G0:0042254//r
116418 | smo: SELMODR acid ibosome ibosome
. . . 00 PN S AFT 437511/ ribosoma binding;GO: [biogenesis;GO biogenesis;G0O
7197483 20 4 8. 13| 2.8 1537828525 0.0421966|PHATRDRAFT 25394 || - 0008168, /ne | :0008152/ /et -0008152/ /mot
methyltransferase thyltransfe |abolic abolic
Nop2 [EC:2.1.1.-] rase process process
activity
60:0032550;
K11338/1/9e- 60:0000790//nu|GO: 0004003/
162568 | smo:SELMODR |clear /ATP- 60:0032392//D 60:0032392//D
7197901 25 5 10.77] 3.71| -1.537527158|  0.0213102|PHATRDRAFT 50825  |AFT 80930|RuvB-like |chromatin;GO:0|dependent  [NA geometric NA geometric
protein 2 009536/ /plasti [DNA change change
[EC:3.6.4.12] d helicase
activity
7197983] 20 4 19. 56| 6.74] —1.537085874]  0.0421966|PHATRDRAFT 44320 |- - - - -
7201123] 20 4 27. 72 9.57| —1.534336428] 0. 0421966|PHATRDRAFT 35721 |- - - - -
7201524 17. 4] 3.5 8.71 3.01] —1.532909232 0. 045313[PHATRDRAFT 46037 |- - - - -
53\29?2; itjt £02¢055 (0:0019900/
7198881 45.94 9.32) 24.9) 8.69] -1.51871766| 0.001553976(PHATRDRAFT 30977 | S - /kinase - -
50/ cell division binding
cvele protein 37
7196279 54 11 12.91 4.52] —1.514094323| 0.000580462|PHATRDRAFT 42591 |- - - - -
7203266 1241] 254] 513. 16| 180.66] —1. 506131605 1. 27E-63| PHATRDRAFT 48096 |- - - - -
34 7 16. 34] 5.79] —1.49677273] 0.00758152|PHATRDRAFT 47439 |- - - - -
K13412/1/5e-
511199/ pop:POPTR 25 60:0006796//p 60:0006796//p
6143/ calciun- 60:0004674/ |osphate- hosphate=
dependent protein . containing containing
kinase /py(v)Lcm compound compound
. | CEc:2.7.11. 11 k0090 serine/thre | 4 obolic metabolic
7198258 53 11 46. 64 16.68  —1.4834485| 0.000771584|PHATRDRAFT 16067 - onine - N
8[4|7e- Linnce process;G0:00 process;G0:00
491192 cme: CMFO51C o |06464//cellul 06464/ /cellul
. . activity;GO . .
Ca2+/calmodulin— e ar protein ar protein
) 10032550 PO PR
dependent protein modification modification
kinase process process
[EC:2.7.11.17]
60:0003676/
/nucleic
acid
binding;G0:
K10755/ 1/ le- 0016779//nu
108/391 |ven: VOLCADR cleotidyltr [60:0006259//D 60:0006259//D
7195768| 24 5 14.6 5.23| —1.481085518| 0. 0286836|RFC2 AFT 84109 |replicati |- ansferase  [NA metabolic NA metabolic
on factor C subunit activity;60 [process process
2/4 10016462/ /p
yrophosphat
ase
activity;60
10032550
60:0070011/
/peptidase
activity,
7200504 38 8 15.63] 5.66| —1.46544382| 0.00526832|PHATRDRAFT 45412 |- - acting on |- -
L-amino
acid
peptides
7198863] 80 17 44.39 16.23] —1.451571709] 4. 18E-05|PHATRDRAFT 50170 |- - - - -
7203801 61 13 19.71 7.22| —1.448857034 0. 00038295[PHATRDRAFT 48340 |- - - - -
K13412|1/4e- 60:0004672/ |G0:0006464//c 60:0006464//c
411166 zma: 10028069 /protein  [ellular ellular
7196662| 79 17 62.73|  23.25 -1.431924846 5. 50E-05| PHATRDRAFT 8760 3|calcium-dependent |- kinase protein protein
protein kinase activity;60 [modification modification
[EC:2.7.11.1] 10032550 |orocess brocess
7201250) 306] 66| 115.82 1. 00E-15|PHATRDRAFT 36063 |- - - - -
37 8 32. 96 0. 00699464|PHATR 33421 - - - - -
23 5 10. 73] 419975934 0.0384064|PHATRDRAFT 48145 |- - - - -
7204497] 23 5 15.61 5.84] —1.418430263] 0. 0384064|PHATR 46702 - - - - -
K10140| 1 |4e-
7204484 23 5 8. 92] 3.34| -1.417195607| 0. 0384064|PHATR 36668 ;ggg"é\‘?;ﬁ:z;go - - - -
binding protein 2




60:0016881/
7202291 23] 5 29.29|  10.99| -1.414216807  0.0384064|PHATRDRAFT 37751 |- - Jacid-anino 1o, 03691 60:0036211
acid ligase
activity
60:0016772/
/transferas | . NN . NN
K00876 1/9e- e activity, ;gégggfz?e//p ;gégggfz?e//p
10/62. 4| pop:POPTR_8 60:0009536//p1 transferrin A ining A ining
7197279 59 13 47,771 18.13) -1.397725952| 0.000663774|PHATRDRAFT 43766  [15577|uridine o /P containing containing
. astid compound compound
kinase phosphorus— . .
[EC:2. 7. 1. 48] containing |"¢tAPOliC metabolic
grol]pS;GO:U process process
032550
K15102/ 1] Te—
42/ 169 cme: CHT361C
solute carrier G0:0031224//in G0:0051234//e G0:0051234//e
7200213 27 § 21.83 8.36| -1.384737283)  0.0260576|PUATRORAFT 11866 | LY 25 trinsic stablishnent stablishnent
(mitochondrial component of of of
phosphate membrane localization localization
transporter),
member 3
K00861 1/ 26—
28/ 123 cme:: CMJ134C
riboflavin kinase
60:0017169/
60:0031224//in|/CDP~ 60:0006644//p 60:0006644//p
7196318 27 6 30.19|  13.11| 1382006737 0.0260576|PHATRORAFT sge3  |-o| L12/emx:10078488 Jurinsic - aleohol - fhospholipid hospholipid
1/cpp- component of [phosphatidy |metabolic metabolic
diacylglycerol— membrane ltransferas |process process
glycerol-3— e activity
phosphate 3-
phosphatidyltransfe
rase [EC:2.7.8.5]
K016691/6e— 0000301
4]77. 4] cme : CMHI70C 38&20039“/ 60:0006259//D 60:0006259//D
7195658 76] 17 3155 12.14| -1.377871584| 0.00012371|PHATRDRAFT 49165 ||deoxyribodipyrimid |~ NA metabolic NA metabolic
ine photo-lyase pho@%yasc process process
[BC:4.1.99. 3] activity
60:0000166/
/nucleotide
binding;G0:
K00058| 1/6e— 0016616//0x
871319/ 0lu:0STLU_39 idoreductas
7200642 76] 17 38,00 1464 1377222385 0. 00012371 paTRORAFT 45502 |000/073 - e activity, 464 0044710 60:0044710
phosphoglycerate acting on
dehydrogenase the CH-OH
[EC:1.1.1.95] group of
donors, NAD
or NADP as
acceptor
60:0046872/
K05389 1/ 2e- y 2100 . |/metal ion |, ... . 1 A .
231108 | pop: POPTR. 75 (Cgiggﬁizz«t//lrx binding:0: 22.0034210//1 22.0034210//1
7196767 58 13 27.28]  10.52| -1.37470894| 0.000870506|PHATRDRAFT 43171  [5721potassium 0005261/ /ca
N component of . transmembrane transmembrane
channel SUbLamlly membrane tion transport transport
K, other eukaryote channel
activity
7195823 40) 9 14. 73] 5.7 —1.369723606 0. 00638724 PHATRDRAFT 49471 |- - - - -
60:0051536/
/iron—
K03644]1]2e- sulfur 60:0006633//f 60:0006633//1
102]370| pop: POPTR 7 | - o)1 |cluster ’ ’
7202486 31 7 20.08 7.81| ~1.362364816  0.01777966|PHATRDRAFT 28652  [83924 Lipoic acid | 0 0009936/ /PLly i ing;go. [241Y acid atty acid
astid o biosynthetic biosynthetic
synthetase 0016783//su
[EC:2.8.1.8] Ifurtransfe |PF0°¢5S process
rase
activity
7195571] 53] 12 47. 73] 18.62] —1.358043263| 0.001631638[PHATRDRAFT 49282 |- - - - -
K03834| 1|2~
19/95. 9] cre: CHLREDR
7200959 119) 27 47.08|  18.37| -1.357762694|  1.75E-06|PHATRDRAFT 45852  |AFT 205979 tyrosine |- - - -
—specific transport
protein
K14011/1/2e~
07/55. 8|0sa: 4347001
7201573 44 10 21.65 8.47| -1.35393315|  0.0044214|PHATRDRAFT 46483 | |UBX domain— - - - -
containing protein
6
60:0031224//in
7204059 74 17 36.34|  14.36] -1.33950267| 0.000210272|PHATR 44224 - trinsic - -
component of
membrane
7201132 9 16. 08 6.38] —1.333639077] _ 0.0083851|PHATRDRAFT 45917 |- - - - -
7203073 6 17.88) 7.1] -1.332455807] _0.034481|PHATRDRAFT 47844 |- - - - -
7197449 6 7.95) 3.16] —1.331030302] _ 0.034481|PHATRDRAFT 43679 |- - - - -
7198093 6 21. 66 8.61]  —1.3309481]  0.034481|PHATRDRAFT 34059 |- - - - -
7196081 22 62.21 24.8] —1.326806386] 2. 80E-05|PHATRDRAFT 42531 |- - - - -
60:0016407/
7202380 43 10 25.00|  10.04| -1.321353201| 0.00578758|PHATRDRAFT 54721 |- - i‘;:i:fl”d“ - -
activity
KI5111/1/3e~
17/88. 2| gmx: 1008000
51/solute carrier [G0:0031224//in 60:0051234//e 60:0051234//e
7199345, 13 10 21.24 8.5 -1.32124902) 0. 00578758|PHATRORART 50542 | Lmi1Y 25 trinsic stablishnent stablishnent
(mitochondrial S- |component of of of
adenosylmethionine |membrane Tocalization Tocalization
transporter),
member 26
K10632/ 1| Te—
221105 pop: POPTR 91 i?rggﬁ?{ig
7200575 30| 7 20.94 8.41| -1.316083737|  0.0234144|PHATRDRAFT 35196  |1570 BRCAI- - Lo - -
associated protein metal fon
[EC:6.3. 2. 19] binding
K08081/1/6e—
10163. 5| ath:AT26306
70/ tropine 60:0036094/
dehydrogenase /small
[EC: 1. 1. 1. 206] ;K000 molecule
7201855 30| 7 18. 35 7.37| -1.316043539|  0.0234144|PHATRDRAFT 46579 5933~ - binding;G0: |G0:0044710 60:0044710
09/61. 2| reu:RCOM 11 0003824//ca
21800 |3-oxoacyl- talytic
[acyl-carrier activity
protein] reductase
[EC:1.1.1.100]




G0:0004518/
/nuclease
dzé;xég/gg 60:0006259//D 60:0006259//D
7196348 30) 7 22.36 8.99 -1.314527167 0. 0234144| PHATRDRAFT_9277 - - rganic NA metabolic NA metabolic
. process process
cyclic
compound
binding
K05531 |1 4e—
26/117|bdi: 10084669
9[mannan polymerase 60:0016757/
11 complex MNN1O G0:0031224//in|/transferas
; . . - . e ; - A g subunit [EC:2.4.1.- |trinsic e activity,
7198030] 34 8| 20.99 8.5| —1.30416742| 0.01598782|PHATRDRAFT 44338 oaq | . IR -
1;K08238/2|5e- component of transferrin
07/53.9|bdi: 1008428 |membrane g glycosyl
81/ xyloglucan 6- groups
xylosyltransferase
[EC:2.4.2.39]
K15336 /1| 5e—
10/65. 1|vvi:1002593
90299 P x P - . . . 91 tRNA
7203230] 38 9| 11. 7 4.76 —1.297475051 0. 01096576| PHATRDRAFT 47986 Caa - - -
(cytosine38-C5) -
methyltransferase
[EC:2. 1. 1.204]
G0:0016020//me
mbranc'(}():g(/)r(;l; 60:0003824/
7199221 26. 5| 6. 32 31.05 12.76| —1. 282964939 0. 034481|PHATRDRAFT 16840 - - : Jeatalytic |- -
739//mi tochond -
. activity
rion
7197788 121 29| 50. 13 20.67| —1.278135845) 4. 0TE-06| PHATRDRAFT 44536 - - - - -
7202715 25| 6) 8. 75| 3.61] —1.27728418 0. 0453862[PHATRDRAFT 47722 - - - - -
K12179/1|le~
14/79. 3| smo: SELMODR
7201349] 25 6) 15.79) 6.52 —1.276067302 0. 0453862(PHATRDRAFT 46122 AFT 230963 | COP9 - - - -
signalosome complex
subunit 6
K14405/1|8e~
07152. 4| cme : CMR160C
7202580 25 6) 21.68 8.96( —1.274794119] 0. 0453862(PHATRDRAFT 47463 pre-mRNA 3’ -end- |- - - -
processing factor
FIP1
7199225 25| 6) 16. 35| 6. 76| —1.274195484] 0. 0453862 PHATRDRAFT 50419 - - - - -
7201749 29] 7] 14. 57| 6.05| —1.26799383 0. 0306878 PHATRDRAFT 46625 - - - - -
72051@ 29] 7] 12, Oﬂ 5.01] —1.267347399] 0. 0306878| PHATRDRAFT bd1481 |- - - - -
G0:0042578/
/phosphoric
7197515] 128 31 58.89 24. 54| —1.262887425| 2. 61E-06| PHATRDRAFT 43665 - - ester G0:0044238 G0:0044238
hydrolase
activity
K00565 /1| 1e—
30/133|ath:AT3G2065
7196859 45 11 13.31 5.59 —1.251590383 0. 0067613(PHATRDRAFT 43071 0/mRNA (guanine-N7- [~ - - -
)-methyltransferase
[EC:2.1.1.56]
7203144] 61 15| 29.77 12. 6 240435488| 0. 001564882| PHATRDRAFT 47959 - - - - -
7200567 600} 148 259. 36 110. 05 . 236796851 5. TIE-24| PHATRDRAFT 45464 - - - - -
G0:0046914/
/transition
metal ion
binding;G0: | .~ . . .
0070011/ /pe (;2 ‘..(z(i)rl‘9538//p (;2 ‘..(z(i)rl‘9538//p
7201053] 1133 281 308. 96 131. 74| —1.229726614 1. 88E-43|PHATRDRAFT 45988 - - ptidase . .
activity, metabolic metabolic
acting on  |PrOcess process
L-amino
acid
peptides
7198224] 36 9) 13. 03] 5.6 —1.218338352] 0.01852808|PHATRDRAFT 49553 - - - - -
7194740] 4% 12| 22.77 9. 79| —1.217753527| 0. 00603148|PHATRDRAFT 48580 - - - - -
7195355 28] 7] 11 4. 73] —1.217591435 0. 0400194[PHATRDRAFT 39534 - - - - -
G0:0003677/
/DNA
binding;GO:
0001071//nu {GO:0006351//t G0:0006351//t
7195452 76| 19 32.18 13.84| -1.217320383| 0.000477546|PHATRDRAFT 49099 - - cleic acid [ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
7204394] 52 13| 16.08] —1.216227049] 0.00417434|PHATR 33327 - - - - -
7204482 72 18] 23. 67| —1.215847201] 0.000682842[PHATR 36662 - - - - -
G0:0016663/
/oxidoreduc
ta:
s 10 e
= 46/185/bdi:10084598 [GO:0042579//mi G0:0009112;G0 G0:0009112;G0
7194847] 40) 10 30.12 12.97|  -1.21554329] 0. 0127003(PHATRDRAFT 29736 0|urate oxidase crobody ()vjher 0044282 0044282
[EC: 1. 7. 3. 3] nitrogenous
compounds
as donors,
oxygen as
acceptor
7198928 167} 42 103. 68 44. 88| —1.207993042 1. 97E-07|PHATRDRAFT 50127 - - - - -
7199434] 345 87, 148. 16 64.27) —1. 204938626 6. 86E—14| PHATRDRAFT 50619 - - - - -
K14209 /1| 2e~
49/195/ gmx: 10079154 |G0:0031224//in
7198434 106] 27 47.7) 209 ~1.190486324| 4. 60E-O|PHATRORAFT dos17 |0 Solute carvier jtrinsic - -
family 36 (proton— |component of
coupled amino acid |membrane
transporter)
7196194] 156] 40] 80. 82| 35. 66 —1.180405649| 8. 06E-07|PHATRDRAFT 8678 - - - - -
G0:0004620/
7204904 35| 9 16. 45| 7.28| -1.176077228|  0.0239302| PHATRDRAFT bd1746 |- - i‘:_z"sph"] P -
activity
K14209 /1 3e~
14/78. 6| ppp: PHYPADR . .
AFT 144039 solute f?igg‘?iﬂy/'“
7201077] 31 8| 11. 73] 5.21| —1.170847736| 0. 0351394 (PHATRDRAFT 45824 carrier family 36 ) - -
component of
(proton—coupled
. . membrane
amino acid
transporter)
50:0003824/
K03839| /3¢~ e
7202219 31 8| 17. 2| 7.64| -1.170764022 0. 0351394PHATRDRAFT 46972 21(111 olu:OsTLU 87 |- activity;60 G0:0044710 G0:0044710
975 flavodoxin T 0032553
7203579 3602, 932 1407. 14 626.2] —1. 16807046 2. 94E—124|PHATRDRAFT 54892 - - - - -
7204326| j 11 14. 17| 6.38] —1.151211429| 0. 0144346[PHATR 43862 - - - - -




K12191] 1| 5e- ) ]
511198 sbi :SORBL 02 60:0045184//c 60:0045184//c
7195093 42 1 48.17|  21.76| -1.146456367|  0.0144346|PHATRDRAFT 5904 (007010 charged - - stablishnent stablishnent
multivesicular body of prgtcm of prgtcm
L localization localization
protein 2A
60:0016782/
/transferas
e activity,
7198638 99 26 41.46) 1873 -1.146369217| 0.000133532(PHATRORAFT 49945 |- - transferrin |- -
g sulfur—
containing
£roups
0:0005254, | 00:0015698//1 G0:0015698//1
N norganic norganic
7195144 38 10 13,11 5.93| -1.144563676|  0.0210302[PHATRORAFT 39421 |- - Jehloride 40 anion
channel . o
activity transgurt;(;(): transgurt;(;():
0044763 0044763
K14859| 1| Te-
52/203 | ppp: PHYPADRA
7201775 38 10 16. 82 7.62| ~1.142314803|  0.0210302|PHATRDRAFT 27905  |FT 204687 | ribosome |- - - -
biogenesis protein
SSF1/2
(03686 1| 1o ] 60:0044267//c 60:0044267//c
’ ] » ’ N 481191 gmx: 10079973 (;0:000?515/ cllulzvar cllulzvar
7200381 38 10 28.82|  13.06| -1.141915439|  0.0210302(PHATRDRAFT 12140 |7 - /protein  |protein protein
5|molecular A . .
binding metabolic metabolic
chaperone Dna]
process process
G0:0016740/
7198024 106 28 4257 19.34| -1.138249295| 8. 376-05|PHATRDRAFT 44326 |- - /transferas |- -
e activity
7196276 102 27 27,94 12.72] -1.13523335] 0.000118841|PHATRDRAFT 42586 |- - - - -
7204168] 45 12 10.01] 4.59] —1. 124875915 0. 01269638|PHATR 43937 - - - - -
K11323] 1| 8e-
39/160 cre: CHLREDRA
7201194 45 12 17.77 8.15| ~1.124571717|  0.01269638|PHATRORAFT 46234 ;Igﬁ?iig‘h“w“ - - -
demethylase JMJD6
[EC:1.14.11.-]
60:0016782/
(0:0031224//in|/ tanSTeTAS
trinsic e activity,
7202987 60 16 33.89| 1655 -1.123945056 0.00372092|PHATRDRAFT 47857 |- _ |transferrin [60:0044723 60:0044723
component of .
membrane € Suuvmji
containing
groups
K06677| 1| 2¢- 60:0000070//m 60:0000070//m
y ; e ., e I P 121435 | ppp: PHYPADR itotic sister itotic sister
7204180 30 8 5.23 2.4| -1.123776541) 0. 0452486|SMC AFT 143097 Laomdonci R R
n_complex subunit 1 segregation segregation
7198009 45 12 26.23] 1204 —1.123382416] 0.01269638|PHATRDRAFT 44299 |- - - - -
7202367 30 8 18. 84 8.65] —1.123026927] 0. 0452486| PHATRDRAFT 37452 |- - - - -
7197837 41 11 21.77]__ 10.05] ~1.115145006] 0. 0184443|PHATRDRAFT 44360 |- - - - -
7197139 93 25| 36.42]  16.84] —1.112838784] 0.000303088|PHATRDRAFT 43408 |- - - - -
K05389 1| Te- . -,
07/57.0/01u:0STLU 4 60:0004620/
7204955 208) 56 57.82|  26.76| -1.111490493|  5.31E-08|PHATRDRAFT bd1748 [1153|potassium - /phospholip | B
channel subfamily ase
K. other eukarvote activity
K05531 | 1| 26~
26/119] bdi : 10084669
9mannan polymerase 60:0016757/
1T complex MNN10  |G0:0031224//in|/transferas
A , . . . R o igaag  |subunit [EC:2.4. 1. |trinsic e activity,
7197819 156 42 60.4]  27.97| -1.110668296|  2.59E-06|PHATRDRAFT 44339 ’ -
component of transferrin
4329539 [menbrane g glycosyl
xyloglucan 6- groups
xylosyltransferase
[EC:2.4.2.39]
7200873 3182 8.58| 12,47 5. 78] —1.109320067] 0. 0351394|PHATRDRAFT 45718 |- - - - -
7200530 74 20 9.21 4.28] 1. 10559036] 0.001413754| PHATRDRAFT 45406 |~ - - - -
7203733 37 10 20.37 948 ~1.103487016] 0. 0268912| PHATRDRAFT 48305 |- - - - -
7195374 37 10 37.53 17 431 ~1.102339105] 0. 0268912| PHATRDRAFT 48961 |~ - - - -
7200169 70 19) 14,04 6.55] —1.099976124] _0.00202152| PHATRDRAFT 45083 |- - - - -
7199751 59 16 32,87 15.34] ~1.099472974] 0.00471556|PHATRDRAFT 44793 |- - - - -
7198338 96. 14] 2617 48. 1] 22.55] ~1.094108708| 0.000268562|PHATRDRAFT 49750 |~ - - - -
7199515 44 19 10.99 5.15 71.09354703 0.0161525§|I’HATRDRAFT 44997 |- - - - -
7200294 33 9 13. 52 6.34]_~1.092540406] 0. 0393762| PHATRDRAFT 34698 |- - - - -
7197574 44 19 14.86] 697 —1.092203555] 0. 01615256|PHATRDRAFT 43541 | - - - -
7194976 33 9 18. 67 8.76] ~1.091719153] 0. 0393762| PHATRDRAFT 48903 |- - - - -
K14994] 1| 8e-
20/97. 4/ota:0t03g05
700|solute carrier
family 38 (sodium-
coupled neutral
amino acid
transporter), 60:0031224//in
. o |member trinsic
7195315 33 9 10.72 5.03| -1.091674601  0.0393762{PHATRDRAFT 49073 (T90%80 oo o |2l
18192. 4|pop:POPTR 5 |membrane
80719/ solute
carrier family 38
(sodiun-coupled
neutral amino acid
transporter),
member 2
G0:0003824/
7200445 44 12 15.77 7.4| ~1.091585484| 0. 01615256PHATRDRAFT 45660 |- - Jcatalytic [G0:0044238 60:0044238
activity
7203097 4 12 9.27 4.35]_—1.091553938] 0. 01615256|PHATRDRAFT 47883 |- - - - -
7204765 3118 8.51 12.89 6.05] —1.091245216] 0. 0351394|PHATR 37020 - - - - -
7202149 33 9 1485 6.97] -1.09123237]  0.0393762] PHATRDRAFT 47059 |- - - - -




60:0046914/
/transition
metal ion
binding;GO:
K13289/1/9e- 0016705//0x
321137 ota:0t12¢013 idoreductas
30/ cathepsin A e activity,
(carboxypeptidase acting on
7198535| 179 49 34.57|  16.27| -1.087306353 7. 25E-07|PHATRDRAFT 49924 [C) - paired 60:0044710 60:0044710
[EC:3.4. 16. 5] ;K0689 donors,
2[2[3e~ with
25116/ sbi:SORBI_01 incorporati
2031160/ on or
reduction
of
molecular
oxvgen
7197183 51 14] 21.86]  10.32] —1.08285043]  0.0097798|PHATRDRAFT 43481 |- - - - -
60:0001071/
/nucleic
(0:0043231//in|acid
tracellular  [binding 60:0006351//t 60:0006351//t
7195662 51 14] 21. 62| 10. 21| —1. 082383657 0. 0097798| PHATRDRAFT 49170 - membrane— transcripti [ranscription, ranscription,
bounded on factor DNA-templated DNA-templated
organelle activity;GO
:0003677//D
NA binding
K05681 | 1|9e-
641243 cme: CMS467C
ATP-binding
cassette, subfamily
(;ﬂ;{éz)z QETL’” 60:0017111/
491194 vvi: 10024840 /nucleoside G050009154//p G050009154//p
. o . ., A S 3|U4/U6 small . urine . urine .
7197418 91 25 29. 21 138 ~1.081794091| 0.000479886(PHATRORAFT 25217 | " = - triphosphat |ribonucleotid ribonucleotid
ribonucleoprotein ascv v ) e catabolic e catabolic
PRP3:K05643 4 60— ‘dCL‘l)"lL) ;GO |process process
15/81. 3| ppp: PHYPADR :0032550
AFT 221752 ATP-
binding cassette,
subfamily A (ABCL),
member 3
60:0016298/
7202271 40 11 25. 41 12.03| -1.078759733|  0.0234722|PHATRDRAFT 37711 |- - /lipase 60:0044238 60:0044238
activity
60:0032550;
60:0017111/
k039791 1] 26— /nucleoside 60:0009154//p 60:0009154//p
aq e o len. op . . |urine urine
7204961 87 24 35.71)  16.94| ~1.075894259| 0.000682436(PHATRDRAFT bd1331 f? fﬁﬁééﬁﬁf”m 22{?30%36//1)1 ::i”h‘””h‘“ ribonucleotid ribonucleotid
binding protein activity;GO e catabolic e catabolic
0046872//]“ process process
etal ion
binding
7203028 86. 9| 24.01 20. 15 9.57| —1.074189009] 0. 0008557|PHATRDRAFT 48040 |- - - - -
K12589 | 1|9e-
14/76. 3| smo: SELMODR
AFT 102800 | exosome
complex component
7198906 105 29 62.59|  29.75 —-1.073042508| 0.000185975|RRP RRP42;K12586 |3/ le— |- - - -
10/65. 9| ven: VOLCADR
AFT 86657 | exosome
complex component
RRP43
60:0046914/
/transition
metal ion
SS;‘SST?/(;EL 60:0019538//p 60:0019538//p
7201056 47] 13 18.77) 8.93| -1.07169657| 0.01413038[PHATRDRAFT 45995 |- - ptidase rotein rotein
activity, metabolic metabolic
acting on |Process process
L-amino
acid
peptides
60:0016740/
7202336| 45.39 12.57 18. 06) 8.6| —1.070389328| 0.01269638|PHATRDRAFT 47245 |- - /transferas |- -
e activity

7196902 83 23 74.54]  35.59] —1.066542886| 0.000971196|PHATRDRAFT 43138 |- - - - -

7204710) 72 20 25.18]  12.03] —1.065641641] 0.00224248|PHATR 46853 - - - - -
60:0006796//p 60:0006796//p
hosphate- hosphate-

k01079 1| 7e- containing containing
59/225| sbi:SORBI_05 60:0016791/ |cOmPound compound

7197905 36] 10 30.98|  14.82] -1.063791696 0. 0342328|PSP 025180 | phosphoseri /phosphatas |"etaboLic ziiizl%;o-oo

ne phosphatase e activity oo
06563//1. 06563//1.
(BC:3.1.3.3] serine serine
metabolic metabolic
brocess
60:0009790/ /e 60:0009790/ /e
K12197/1/5e- mbryo mbryo
35144/ 0lu:0STLU_29 development ;G development ;G
7200520) 36 9. 99| 51.53]  24.68| —1.062070198| 0.01852808|PHATRDRAFT 11901  |213|charged - - 0:0045184//es 0:0045184//es
multivesicular body tablishment tablishment
protein 1 of protein of protein
localization localization

7200662] 79 22 57.08]  27.37]  —1.0603899] 0.001383242|PHATRDRAFT 45622 |- - - - -

K14510/ 1/8e-

53205 ppp: PHYPADRA

FT 30352/ serine/thr

eonine-protein

kinase CTR1 60:0004672/ |GO:0006464//c 60:0006464//c

[EC:2. 7. 11. 11;K0442 /protein  [ellular ellular
7196041 43 12 37.54[  18.05| -1.056429813 0.02047|PHATRDRAFT 8934 |4]5]4e- - kinase protein protein

511199 aly:ARALYDRA activity;60 [modification modification

FT 909157 |sterile 10032550 [process process

alpha motif and

leucine zipper

containing kinase

AZK [EC:2.7.11.25]




60:0042802/
/identical
protein
binding;GO:
0030554/ /ad
enyl
nucleotide
binding;GO:
0019842/ /vi
tamin 60:0044267//c 60:0044267//c
K03687|1|2e~ binding;G0: [ellular ellular
7205051, 71 20| 46.59)  22.59| -1.04433606| 0.00281344GrpE 07/54.7 gmx: 1007947 | 0016705/ /ox |protein. protein.
66 |molecular idoreductas |metabolic metabolic
chaperone GrpE e activity, |process:G0:00 process;G0:00
acting on 44710 44710
paired
donors,
with
incorporati
on or
reduction
of
molecular
oxvgen
7196927 46 13 30 14.6] -1.038994132]  0.0178415[PHATRDRAFT 32345 | - - - -
7198354 145 41 82.54]  40.17] -1.038074977] 1. 74B-05[PHATRDRAFT 49779 [ - - - -
60:0036094/
7197814 113 32 50.68) 2469 -1.037489688| 0.000159665(PHATRORAFT 44253 |- - Jsmall - -
molecule
binding
7201764 67 19) 2.8 12. 1] -1.035333073]  0.0040184[PHATRDRAFT 46385 | - - - -
60:0010467//g 60:0010467//g
ene ene
K14574] 1|2 expression; (0 expression; (0
481190  reu: RCOM 055 :0022613//mk} :0022613//mk}
7198212 60 17 55.48|  27.08| -1.034740049| 0.00656808|PHATRDRAFT 16065  |9400| ribosome - - onucleoproted onucleoproted
maturation protein nvcumplm‘( nvcumplm‘(
D01 biogenesis;GO biogenesis;GO
10016070/ /RNA 10016070/ /RNA
metabolic metabolic
process process
60:0015075/
60:0031224//in|/ion 60:0006811//1 60:0006811//1
7201493 123 35 60.13|  20.44] -1.030307287|  8.79E-05|PHATRDRAFT 54552 |- trinsie - - transmembra fon ) o .
component of ne transport;GO: transport;GO:
membrane transporter (0044763 0044763
activity
K13420( 1| 5e-
22/104] aly: ARALYDRA
FT_356368 |LRR
7197747 56 16 21.09]  10.36] -1.025535092 0.00942284|PHATRDRAFT 33901  |receptor-like - - - -
serine/threonine—
protein kinase FLS2
[EC:2.7.11.1]
7196514 63 18 22.11] 1087 -1.024347085] 0.00574586|PHATRDRAFT 42867 |- - - - -
Ki2196]1]2e- 60:0032550;
114]410 | aly: ARALYDR ’ -
AFT 481753 vacuolar (0:0016462/
7198909) 56| 16 30.08) 1479 -1.024182515 0.00942284|PHATRDRAFT 30898 ° 3 - /pyrophosph |- -
protein-sorting—
associated protein atase.
4 activity
60:0008168/
7199641, 42 12 41.27]  20.32| -1.022193036|  0.0258378|PHATRDRAFT 5532 |- - :';‘EIL_}":”H“ 60:0008213 60:0008213
activity
60:0003677/
/DNA
60:0043231//in|binding;GO0:
tracellular  |0001071//nu |G0:0006351//t 60:0006351//t
7202080 42 12 63.43|  31.29| -1.019463684|  0.0258378|PHATRDRAFT 37052 |- membrane- cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7197852 149 43 30| 10.35] ~1.011140558] 2. 08E-05|PHATRDRAFT 44383 |- - - 60:0044260 60:0044260
7200771 52 15 11.77 5.84] -1.011074046] 0.01354018[PHATRDRAFT 35518 |- - - - -
7201518 52 15 42.21]  20.97] -1.009257968 0. 01354018[PHATRDRAFT 35895 | - - - -
7195111 38 11 15. 22 7.58] 1. 005698605, PHATRDRAFT 39361 |- - - - -
7203174 % 11 2178 10.85[ -1.005308911 HATRDRAFT 47913 |- - - - -
7198308 38 11 23.79]  11.86] -1.004251262 PHATRDRAFT 49669 |~ - - - -
7194713 460 134 97.4]  48.77]  -0.9979278] 9. 536-14[PHATRDRAFT 48538 |- - - - -
7195487 147 43 73.22]  36.85] -0.990573154] _3.18E-05|PHATRDRAFT 49323 |- - - - -
60:0031224//in
7204924 61.9 18.13 24.58) 12,38 -0.989473601  0.0089445[PHATRDRAFT bd1587 |- trinsic 60:0044763 60:0044763
component of
membrane
7203077 41 12 22.75] _11.46] -0.989259501]  0.0324782|PHATRDRAFT 47849 |- - - - -
7200244 58] 17 25.52] 1287 -0.987616276] 0.01027032|PHATRDRAFT 45218 |- - - - -
G0: 0008081/
/phosphoric
7199601 58 17 30.63) 1545 -0.987338520 0.01027032(PHATRDRAFT 44900 |- - diester 60:0019400 60:0019400
hydrolase
activity
60:0046914/ [GO:0009057//m G0:0009057//m
/transition |acromolecule acromolecule
metal ion |catabolic catabolic
binding;G0: |process:G0:00 process;G0:00
7199189 136. 16 40.02 7771 39.31| -0.983203898| 7. 11E-05|PHATRDRAFT 50367 |- - 2?19787'//“"‘ iz‘m'//p“’”‘ iz‘m'//p“’”‘
conjugating |modification modification
protein by small by small
ligase protein protein
activity _|coniugation conjugation
K00079 | 1/ 6e-
36149 cre: CHLREDRA
FT 159999 | carbony1 6010036094/
reductase 1 Jsmall
[BC:1.1.1. 184 -
11189 molecule
7198118 51 15 38.36)  19.43| -0.981316819| 0.01693128|PHATRDRAFT 44630 R binding;G0: |G0:0044710 60:0044710
1.1.1.197] ;K15095| 2
o 0003824/ /ca
311133/ vvi: 10024821 talytic
4] (+) -neomenthol activity
dehydrogenase
[EC:1.1.1.208]
7204702 51 15 53.98]  27.37] -0.979829512] 0.01693128]PHATR 46852 - - - - -




60:0016298/
7199453 44 13 16.57] 8.42| -0.976681464|  0.0281162|PHATRDRAFT 41624 |- - /lipase 60:0044238 60:0044238
activity
K08790/ 1/ 3¢~
871320/ cre: CHLREDRA
FT_116419]serine/th
reonine kinase 38 60:0004672/ [G0:0006464//c 60:0006464//c
[EC:2.7.11.1];K0828 /protein ellular ellular
7195901, 64] 19 34,46 17.61| -0.968527792| 0.00779022|PHATRDRAFT 16032  [62]2¢- - kinase protein protein
86317 osa: 4339288 activity;G0 |modification modification
protein— 10032550 process process
serine/threonine
kinase [EC:2.7.11.-
1
7201410 37] 11 18. 57, 9.5 —0.966974397] _ 0.0471378[PHATRDRAFT 46046 |- - - - -
K11407 1] Te—
64/246/ rcu:RCOM_146 60:0003824/
7200994 37] 11 11.12) 5.69 -0.96665623|  0.0471378|PHATRDRAFT 45906  [9870/histone - Jeatalytic |- -
deacetylase 6/10 activity
[EC:3.5.1.98]
7202899) 37] 11 26.79] _ 13.71] -0.96646601] 0.0471378|PHATRDRAFT 47717 |- - - - -
K13103/ 1/ 26— 60:0043231//in] .
211103 | reusRCOM_151 | tracel lular |0 2093676/ 160. 0006351/t 60:0006351//1
7197772 47 14 10. 54 5.4 -0.964843555  0.0243494|PHATRDRAFT 44502  |7460 tuftelin- membrane— ‘/“'_le““c ranscription, ranscription,
interacting protein |bounded i DNA-templated DNA-templated
11 organelle s
60:0004553/
/hydrolase
activity,
hydrolyzing
O-glycosyl | . PO N 59Q.
7198854 47] 14 18.11 9.28| -0.964589836|  0.0243494|PHATRDRAFT 50155 |- - conpounds:;G |°0: 0044238;60 60:0044238;G0
0v0087367/, | 10006022 10006022
carbohydrat
e
derivative
binding
CUTUUUSZOT 7T CUTUUUSZOT 7T
NA-dependent NA-dependent
DNA DNA
replication;G replication;G
0:0016458//ge 0:0016458//ge
ne ne
silencing;GO: silencing;GO:
0001558/ /regu 0001558/ /regu
lation of lation of
. cell cell
f?qgg:?i?lé/'" growth;G0:000 growth; G0:000
nembrane 60:0032550; |002// Tty 9062//tatty
K03062/11 1e bounded co:0017111/ |14 acid
136]483 | ath:AT46290 |organel 1e;60:0| /nucleoside [¢412201IC catabolic
7203969 17 14 3815  19.57| -0.963039301|  0.0243494|PHATR 41778 40/268 proteasome 044444/ /cytopl Drocess 90:00 Drocoss 190:00
regulatory subunit |asmic triphosphat |20007//8lucos 06007//glucos
12 part:60:000583 |ase e caLabul‘m e caLabul‘m
e T process:60:00
regulatory 35966/ /respon 35966/ /respon
. ° se to se to
particle topologically topologically
incorrect incorrect
protein;G0:00 protein;G0:00
43094:60:0009 43094:60:0009
791//post— 791//post—
embryonic embryonic
development ;G development ;G
0:0006511//ub 0:0006511//ub
iquitin— iquitin—
60:0097159/
Jorganic
K14570/1/8e~ cyelic
7198054 37 11 siei| 2648 -0.962747508|  0.0471378|PIATRORAFT 554 |L2| 77 Blemx: 1007855 oy g gy |compound -
65 RNA exonuclease binding;GO:
1 [EC:3.1.-.-] 0004518//nu
clease
activity
7201267 57, 17 35.00]  18.01] —0.962261766] 0.01278146|PHATRDRAFT 46195 |- - - - -
7200680 67] 20| 31.09]  15.96] —0.961989965] 0.00678548|PHATRDRAFT 45439 |- - - - -
7201361] 439 131 238.34]  122.30[ 0.96153541 1. 59E-12|PHATRDRAFT 46143 |- - - - -
7197029 241 72 233.66] _ 120.3] -0.957774139]  1.85E-07[PHATRDRAFT 33028 |- - - - -
K03453/ 1] Te~
12/70. 5] ven: VOLCADR
7199672 140) 12) 201.71)  104.46]  -0.949332|  8.31E-05|PHATRDRAFT 11271  |AFT 102664 bile - - - -
acid:Na+ symporter,
BASS family
60:0035556// 1 60:0035556// i
?27?2; imi?10027322 nfracellular nfracellular
2|Ras-related signal . signal .
7205095 69. 59 20.92) 70.6|  36.58| -0.948613108| 0.00439336|PtRabX1 protein Rab- - 60:0032550 | Lrensduction; Lransduct fon;
o K07076. 2] 20— 60:0015181//¢ 60:0045184//c
44] 176  osa: 4334590 stabhshr‘nent stabhshr‘nent
Rab family, other of protein of protein
” localization localization
60:0097159/
/organic
7196875 53 16 47.4]  24.66| -0.942714259| 0. 01828444|PHATRDRAFT 32237 |- - eyelic - -
compound
binding
7203092 43 13 15.33] —0.941909937] _ 0.035083|PHATRDRAFT 47877 |- - - - -
7199805 16 14 9.24] -0.933703427]  0.0303002|PHATRDRAFT 44879 |- - - - -
7205131] E 14 13.54] —0.932936542] 0. 0303002|PHATRDRAFT bd1723 |- - - - -
7195032] 59) 18 6.96] —0.932095935] 0. 01375264|PHATRDRAFT 48750 |- - - - -
7195788 59) 18 12.12] -0.929878474] 0.01375264|PHATRDRAFT 49403 |- - - - -
7204965 49 15 13.27] —0.924682751] 0. 0261878|PHATRDRAFT bd1759 |- - - - -
K13070/ 1/9e~
241109 0sa:4335093
momi lactone-A 60:0036094/
synthase /small
[EC: 1. 1. 1. 295] ;K000 molecule
7204209) 49 15 29.77|  15.69) -0.924013869|  0.0261878|PHATR 25739 59/2/5e- - binding;G0: |G0:0044710 60:0044710
231107 bdi : 10082629 0003824/ /ca
8| 3-oxoacyl-[acyl- talytic
carrier protein] activity
reductase
[EC:1. 1. 1. 100]
7202267 101 31 140) 16] —0.916713678] 0.001224316[PHATRDRAFT 37703 |- - - - -
7202651 21 44.35] _ 23.58] —0.911370386] 0. 00899736[PHATRDRAFT 37848 |- - - - -
7200192 17 46.35' 68 09538172( 0. 01959948 PHATRDRAFT 34746 |~ - - - -
7201848] 13 16. 11 . 58] —0.908906941]  0.0435926[PHATRDRAFT 46567 |- - - - -




7194715 42 13 28.09] _ 14.97] ~0.907982403] 0. 0435926] PHATRDRAFT 54920 |- - - - -
G0:0046872/
/metal fon e, 6006560//p 60:0006560//p
K00318| 1| 3¢~ Bé‘;gézg/(/’o roline roline
86317 | cre:CHLREDRA . X Inetabolic metabolic
7204681 71 22 315 16.79] -0.907749598 0.00781642|PHATR 1155 FT 146649 |proline |- idoreductas | oss:60:00 process;G0:00
dehydrogenase ¢ a?tlvlt), 06536/ /glutam 06536/ /glutam
[EC:1. 5. 99. 8] acting oo metabolic ate metabolic
the CH-NH
. process process
group of
donors
7199868 158 49] 45.8] 2442 ~0.907284398] 6. 04E-05|PHATRDRAFT 44742 |- - - - -
7199960 a 14 19.98]  10.69] -0.90229473] _ 0.0375554| PHATRDRAFT 45315 |~ - - - -
G0:0046872/
7202558 90 28 39.29| 2103 -0.901713318|  0.0027675|PHATRORAFT 47426 |- - /metal ion |- -
binding
60:0015077/
k02155 1] 46— 60:0033176//pr f:z;:;iim 60:0015988//¢ 60:0015988//¢
36/ 148] cre:CHLREDRA [°*°" cation nergy coupled nergy coupled
FT_134189|V-type l’ranspor}‘l’f\g transmembra proton proton
7194844 58 18 85.82|  45.98| -0.900307435| 0.01697094|PHATRDRAFT 15145  |H+-transporting Vtype AlPase | transnenbrane transnenbrane
APase 16kDa compl’o’x, 0:003 transporter transport, transport,
proteolipid subunit 1224//““““51. activity;GO against . against .
TEC 5.3, 14] ¢ component of 0003824/ /¢ clcctru?hcmlc clcctru?hcmlc
membrane . al gradient al gradient
atalytic
activity
K14640| 1| 2¢- 60:0015291/
;4 fzzgglﬁt]ﬁb“ izt?:g"“’ 60:0015698//i 60:0015698//1

7198959 77 24 25.83)  13.84]  -0.9002037| 0.00590522(PHATRDRAFT 23830  [carrier family 20 |- transmenbra ["0784M¢ noreamie

(sodium—dependent ne anion amion
transport transport

phosphate transporter

transporter) activity

7200703 61 19) 27.17]__14.56] _0.90000421] 0.01470304|PHATRDRAFT 45479 |- - - - -

5 489. 49 152. 53 240.35] _128.85] ~0.899444266] 1. 426~ 12| PHATRDRAFT 47571 |~ - - - -

7197538 428] 134 282,52 152.27] —0.891721269] 5. 416~ 11| PHATRDRAFT 43483 |- - - - -

60:0016407/

7201842 51 16 26. 87 14.5| -0.889943421|  0.0279524|PHATRDRAFT 36534 |- - S -

activity

60:0016632;

60:0016616/

/oxidoreduc

tase

activity,

acting on

the CH-OH

group of

donors, NAD
K00225/ 1/ 6e- o oar s or NADP s |G0:0019852//L 60:0019852//1.
117]419 | bdi : 1008406 (:?dg?ﬁjfii“" acceptor;G0 |-ascorbic -ascorbic

7195740 51 16 194 10,47 -0.88979521|  0.0279524|PHATRDRAFT 23202 |01 /L EalactonomLidml e :0016899//0 facid acid

lactone bounded xidoreducta [metabolic metabolic
dehydrogenase se process;G0:00 process;G0:00
[EC:1.3.2.3) organelle activity, [43094 43094

acting on

the CH-OH

group of

donors,

oxygen as

acceptor; G0

:0000166//n

ucleotide

binding

7202734 18] 15 83.39]  45.03] 0.888987911] 0.0323856|PHATRDRAFT 14373 |~ - - - -

K13993] 1| 9e- ] ) . )

» | - 1 N . 0649, 7| ath:AT46102 60:0050896//r 60:0050896//r

7203940 965 303 575.73|  311.14| -0.887828511| 8. 31E-23HSP20B i ! - - esponse to esponse to

50/HSP20 family P P
. stimulus stimulus
protein

7195337 73 23 19.34]  10.48] —0.883949078] 0.00832418|PHATRDRAFT 49117 |~ - - - -

7204861 43. 86| 13. 83 20.64]  11.19] ~0.883232034] _ 0.035083|PHATRDRAFT bd1101 |- - - - -
G0:0051716//c G0:0051716//c
ellular ellular
response to response to
stimulus;GO:0 stimulus;GO:0
048519//negat 048519//negat
ive ive
regulation of regulation of
biological biological
process;G0:00 process;G0:00
51707//respon 51707/ /respon
se to other se to other
organism;G0:0 organism;G0:0

60:0034062/ [010033//respo 010033//respo
7200535 57] 18 12. 99) 7.05| -0.881706268) 0. 020873|PHATRDRAFT 45417 |- - /RN nse o nse to
polymerase [organic organic
activity  |substance;GO: substance; GO:
0044237/ /cell 0044237/ /cell
ular ular
metabolic metabolic
process;G0:00
10468//regula
tion of gene tion of gene
expression; G0 expression; G0
:0044238;60: 0 :0044238;60:0
050794//regul 050794//regul
ation of ation of
cellular cellular
brocess brocess
K06674] 1| 9e-
11/67. 8] gmx: 1007886
74| structural
maintenance of
chromosome
2:K09291 2 2¢-
7200234 98 31 23.14] 12,58 -0.870256042 0.00223306PHATRORAPT 45204 |09 0 2/emx: 1008118 | - - -
82/ nucleoprotein
TPR; K06638 5| 6c-
07/55. 1| ppp: PHYPADR
AFT_40827 | mitotic
spindle assembly
checkpoint protein
MADI




60:0004175/ [G0:0019538//p 60:0019538//p
7198172 111 35 269.57|  147.21| -0.872784273| 0.001059748|PHATRDRAFT 7679 |- - /endopeptid |rotein roteln
ase metabolic metabolic
activity process process
60:0046914/
K01624 | 1|9e— /transition
331136/ olu: 0STLU_94 metal ion  [G0:0006007//g 60:0006007//g
7205070 47.15 14. 89) 110.84]  60.59| -0.871327005 0. 0243494|PHATRDRAFT bd375 ﬁfﬂ)ﬁiﬁﬁzﬁ - zg‘;g;:i/tgl i:f:;:llc i:f:;:llc
aldolase, class I1 dehyde— process process
[EC:4. 1.2, 13] lyase
activity
K03686 1| 3e-
08/58.9/aly: ARALYDR
AFT_490783 |molecula
r chaperone
7198864 44 14 15. 11 8.27| -0.869544426]  0.0463568|PHATRORAFT 50172 [DnaJ;K09531|23e~  [G0:0044434 |- - -
08/58.9/sbi:SORBI_O
1017590 Dna
homolog subfamily C
member 11
7204529 88 28] 46.18] _ 25.28]  0.86927171] 0.00412568|PHATR 46763 - - - - -
7201823 44 14 18,59 10.18 PHATRDRAFT 46488 |- - - - -
K15336] 1| 7e-
06/50. 8| vvi: 1002593
7197613 160 51 62.30|  34.21| -0.866896705| 0.000100541|PHATRDRAFT 34060 |1 M - - -
(cytosine38-C5)—
methyltransferase
[EC:2. 1. 1. 204]
60:0031224//in
7201858 69 22 24.71|  13.55| -0.866802159| 0.01173222|PHATRDRAFT 20899 |- trinsic 60:0044763 60:0044763
component of
membrane
7196896 94 30 24.28] 1332 ~0.866174339] _ 0.003123|PHATRDRAFT 43128 |- - - - -
7199191 6105] 1946 3655. 59| _2005. 55| 0. 866106337] 5. 95E-130] PHATRDRAFT 41316 |~ - - - -
K15305] 1| 4e-
i;zlzgjlll"il'wo““ (;2"1232?047/ 60:0016310//p 60:0016310//p
7195923 47 15 14. 36 7.88 -0.865788214|  0.0398942| PHATRDRAFT 23224 - ’ hosphorylatio hosphorylatio
morphology and activator
inheritance protein activity n
14
G0:0015215/
/nucleotide
K15272|1|6e- G0:0012505//en|transmembra
20196. 7[ota:0t16g00 |domembrane ne
SOO‘SUlL‘JlC carrlfr system;G0:0031 [ transporter 60:0006862//n 60:0006862//n
7195270 69 22 44,87 24.63| -0.865334556] 0.01173222(PHATRDRAFT 22921 jsotut system; w800 NSPOTLEN ol eot ide ucleotide
family 35 (UDP- 224//intrinsiclactivity;60 [ 0 Lransport
sugar transporter), [component of [:0005402//c ranspor ranspor
member A1/2/3 membrane ation:sugar
symporter
activity
60:0004721/
K04345] 1| 4e- {‘:z‘:”h“p“’ 60:0006464//c 60:0006464//c
701263 aly:ARALYDRA ellular ellular
7201281, 47 15 36.92)  20.29| -0.863633688  0.0398942|PHATRDRAFT 12577  |FT 480465|protein |- ph‘”ph”‘f’; protein protein
Kinase A e (modification modification
[EC:2.7.11. 11] o ¢ |process process
ation
binding
7195904 150 48 ~0.861854337]_0. 000182043 PHATRDRAFT 49410 |~ - - - -
7198378 156. 1 49.9j ~0.861372547] 8. 94E-05|PHATRDRAFT 49810 |~ - - - -
K14827| 1| 3¢~
06/53. 1/01u:0STLU 1
7197196 56 18 12.17 6.72| -0.85679603|  0.0255848|PHATRDRAFT 43504  [7102|pre-rRNA- - - - -
essing protein
P11
G0:0015698//1 G0:0015698//1
7199669 84 27 42.52|  23.51| -0.854867058| 0.00577662|PHATRDRAFT 1631 |- - - noveamic noveamic
anion anion
transport transport
7195631 53 17 65.72] _ 36.36] -0.853980281]  0.0296406|PHATRDRAFT 49186 |~ - - - -
K14015] 1| 3e-
32/138 cme: CMH273C
7204000 174 56 73.81|  40.86| -0.853127086| 6. 22E-05|hNpl4 nuclear protein - - - -
localization
protein 4 homolog
7204862 115 37 103.42] 5733 ~0.851153026] 0.001188522|PHATRDRAFT bd1717 |- - - - -
7199277 87 28] 73.23 40.6]_~0.850955068] 0. 00501966| PHATRDRAFT 50486 |- - - - -
G0: 0046872/
/metal fon e, 0006560//p 60:0006560//p
. binding;G0: . .
K00318/1/3e- 0016645/ /0x roline roline
91/334] ven: VOLCADRA ’ metabolic metabolic
7204685 176 57 78.56|  43.77| 0.843852546(  6.56E-05[PHATR 13232 FT_64330 | proline |- Ldoreductas |, ess:60:00 process;G0:00
dehydrogenase ::;L.:;L.) 06536//glutan 06536//glutan
[EC:1.5.99.8] the CHni |ate metabolic ate metabolic
wroup of |Process process
donors
K03515] 1| 3e-
741278 reu:RCOM 081 ?EN2003677/ 60:0006259//D 60:0006259//D
7195776 123 10| 24.26|  13.56 -0.839222372| 0.000952772|PHATRDRAFT 49385  [0900|DNA repair - binding:co: |4 metebolic NA metabolic
protein REVL oonsoer |process process
[BC:2.7.7.-] -
7198579 46] 15 2803|1573 —0.833453074] 0. 0489464|PHATRDRAFT 49855 |- - - - -
7198461 52 17 24 44] _13.74] —0.830862281] 0. 0362536|PHATRDRAFT 49794 |- - - - -
K15429] 1| 2e-
39/162 | smo: SELMODRA
7203207 52 17 19.69  11.07| -0.830807889| 0. 0362536|PHATRORAFT a7gg7 || 128902/ tRNA - - -
(guanine37-N1)-
methyltransferase
[EC:2. 1. 1. 2281
G0:0016407/
/acetyltran
sferase 60:0051726//r 60:0051726//r
7203882 132 43 220.59| 124.14| -0.82939934 0.000632236|CYCP6 - - activity;G0 |egulation of egulation of
:0019900//k |cell cycle cell cycle
inase
binding
7200444 55 18 3.36] —0.828792093| _0.0312512| PHATRDRAFT 45658 |- - - - -
7202842 58 19) 0.826974471]__0. PHATRDRAFT 47647 |~ - - - -
7205020 291. 66 95.72 -0.825196079] 3 PHATRDRAFT bd1646 |~ - - - -
7195839 70 23 -0.824031022] 0. 0150644[PUATRDRAFT 49498 |- - - - -
7203395 76 25 0.820183524| 0. 01130436|PHATRDRAFT 54879 |- - - - -
7201066 9 31 -0.818610553 0. 00483392| PHATRDRAFT 46005 |- ?2;?22;737//” - - -




K01230/ 1/5e—
{95\383\!;111:100824/ 60:0046872/
63| mannosyl~ /metal ion
7205019 91 30| 42.07|  23.86| -0.818197775 0.00556324|PHATRDRAFT bd36  [oligosaccharide - binding:0: -
alpha-1, 2- 0015924
mannosidase
[EC:3.2.1.113]
60:0036094/
> ’ P . . /small
7204021, 88 29| 70.99|  40.29| -0.817194008  0.0064051|PHATR 44077 - - - -
molecule
binding
60:0016209/
{an“o“da“ 60:0044710; GO 60:0044710; G0
7203399) 58. 5] 19.33 25.71|  14.61| -0.815373432|  0.0269646|PHATRDRAFT 48278 |- - activity;G0 :g:gigfg//rcs :g:gigfg//rcs
:0046906//t |” P
stress stress
etrapyrrole
binding
(038391120 60:0003824/
7198713 2086] 690 1840.72| 1048.99| -0.811269264|  3.86E-41|PHATRDRAFT 23658  |35/147 0lu:0STLU 87 |- ng;jm‘zo 60:0044710 60:0044710
975| flavodoxin 1 0032553
7202798] 274. 52) 91 127.74] _ 72.85] —0.810209478] 1. 48E-06|PHATRDRAFT 47573 |- - - - -
7194957 60) 20) 11.33) 6.49] —0.803857478] 0. 0282842|PHATRDRAFT 48878 |- - - - -
7200291] 541 18 21.53]  12.34] —0.803005925] _0.0380364|PHATRDRAFT 45086 |- - - - -
7202491 96| 32 41,31 23.68] —0.802821979]  0.0050656|PHATRDRAFT 47324 |- - - - -
60:0036094/
K12450/ 1] Te~ /small
06/52. 8| 0sa: 4332425 | 00 (o0ce ) [molecule 1G0:0008152//n 60:0008152//m
7196766 57] 19 20.81  17.11f 0802407776  0.0327842|{PHATRDRAFT 43169 ||UDP-glucose 4,6- [’ * P binding;60: [etabolic etabolic
dehydratase s 0048037//co |process process
[EC:4. 2. 1.76] factor
binding
7201309 93] 31 51.86|  29.75] —0.801732538] 0.00583022|PHATRDRAFT 46061 |- - - - -
7197916 60) 20| 35.54]  20.39] —0.801581906] 0. 0282842|PHATRDRAFT 44677 |- - - - -
7197733 78 26| 61.93]  35.56] —0.800383122]  0.011851|PHATRDRAFT 44519 |- - - - -
7201530 57] 19 63.39]  36.43] —0.799128273]  0.0327842[PHATRDRAFT 12863 |- - - - -
7198624 963 322 323.03] _185.74] —0.798383615] 2. 95E-19| PHATRDRAFT 49926 |- - - - -
7195494 472 158] 151.23]  87.05] —0.796828157]  3.89E-10[ISIPL - - - - -
I 60:0043231//in| .
gg/ggbﬁa{‘ tracellular 32;2?2‘;?76/ 60:0006259//D 60:0006259//D
7195567 191 64 76. 52 44.1| -0.795058218 7. G5E-O5|PHATRDRAFT 49277 [, °00 0 08" P H e o membrane— L NA metabolic NA metabolic
‘i o factor Aip ca bounded zlndin process process
on fac organelle €
K00953 | 1|2~ 60:0009108//c 60:0009108//c
7201316 161 54 90.94)  52.49| -0.792872407| 0.000294652| PHATRORAFT 12894 |20 191/Pdi: 10084162 | - oename oename
0|FAD synthetase biosynthetic biosynthetic
[EC:2 21 process process
K02065 1| 7e—
07/54. 3| gmx: 1007892
?fdi‘“zti“ ’f‘i’%m 60:0017111/
ATILE‘EMU‘Z“ ¢ /nucleoside |G0:0009154//p 60:0009154//p
S TIT - urine urine
7200529) 131 44 46.23 26.7| ~0.791989621| 0.001151646|PHATRDRAFT 45404  |PrOteiniK05638/3/8e | triphosphat |ribonucleotid ribonucleotid
N ase e catabolic e catabolic
g;ggwﬂ‘;ﬁtﬂfégo activity;60 |process process
cassette, subfamily :0032550
B (MDR/TAP), member
1
60:0008152//m 60:0008152//m
7204521, 715 240 361.89)  209.01| -0.791979274|  1.60E-14|PHATR 46747 - - 60:0016741 [etabolic etabolic
brocess brocess
60:0031224//in 60:0051234//e 60:0051234//e
7203677 113 38 715 41.39| -0.788660993| 0.00263538|PHATRDRAFT 48436 |- trinsic stablishnent stablishnent
component of of of
membrane localization localization
7204572 297 100) 119.8 9. 11E-07|PHATR 46645 - - - - -
7204108] 101 34] 0. 00460186[PHATR 44195 - - - - -
7197320 71] 26| . 0.01429202| PHATRDRAFT 43596 |~ - - - -
7198218 74 25 18.98] 0. 782602999] 0. 01650384| PHATRDRAFT 49547 |- - - - -
7200332 201, 65 43. 12| ~0.781505703] 6. 37E-05| PHATRDRAFT 45149 |~ - - - -
K15429 /1| Te—
63/242 ven: VOLCADRA
7197845 56 19 27.33  15.96| 0.776024808|  0.0397206|PHATRDRAFT 44373 || -S1828 tRNA - - - -
(guanine37-N1)—
methyltransferase
[EC:2.1.1.228]
K03834| 1/ 9e—
55/213 smo: SELMODRA
7204451, 109) 37 48.06|  28.07| -0.775807585  0.0036295|PHATR 36976 FT 93357 tyrosine- |- - - -
specific transport
protein
K08150 1/ 2e— ..
511201 vvi: 10026802 (;0001514}5/
3|MFS transporter, |G0:0031224//in r'lf‘;‘e““““ "160:0044763; 60 60:0044763; G0
ami S insic :0015749//) :0015749//)
7197380 106] 36| 50.79|  32.02| 0774930206 0.00417250|PHATRDRAFT 9947 [P family, solute jtrinsic transmenbra |- 0012749//non 0015749//mon
carrier family 2 component of osaccharide osaccharide
(myo—inositol membrane ‘29, sport transport transport
transporter), orer
member 13 activity
600043168/
/anion
o _ - - - binding;G0: | B
7200514 100) 34 44,94 26.28 -0.774034849| 0. 00551996|PHATRDRAFT 45701 0003824),/ca
talytic
activity
60:0017111/
K06184 1|66~ /nucleoside [60:0009154//p 60:0009154//p
41/167  gmx: 10080622 - urine urine
7201431 247 84 76.78 44.9| -0.774015115| 1. 07E-05|PHATRDRAFT 46086  |6|ATP-binding - triphosphat |ribonucleotid ribonucleotid
cassette, subfamily ase e catabolic e catabolic
F, member 1 activity;G0 |process process
:0032550
60:0036094/
/small
molecule
K159191|4e~ binding;G0:
3/70.9 : /1
7194930 80| 27 22113 120.4] ~0.773057147] 0. 01238376|PHATRORAFT 15217 |13/70: 9 mtr:MIR 480 | 0016611/ /0x 16 4044710 60:0044710
13100| hydroxypyruva idoreduct
te reductase 2 e activity,
acting on
CH-OH group
of donors




60:0036094/
/small
molecule
K08679 /1| le— binding;GO:
58/225 | vvi: 10024717 0016854/ /ra
7200136 144 49| 60.77|  35.57| -0.772698317| 0.000830202|PHATRDRAFT 26862  |5|UDP-glucuronate |- cemase and |G0:0044238 60:0044238
4-epimerase epimerase
[EC:5. 1. 3. 6] activity;G0
10048037/ /c
ofactor
binding
7201604 179 61 66.6]  39.03[ —0.770938715 0.000194401[PHATRDRAFT 46530 |- - - - -
K06689 1/ 3¢~ 60:0019787/ [G0:0032446//p 60:0032446//p
701262 | cme:CMD152C /small rotein rotein
7194708 103 35 133.76)  78.42| -0.770353206| 0.00479836|UBC2 ublquitin- - conjugating |nodification modification
conjugating enzyme protein by small by small
E2 D/E ligase protein protein
[EC:6.3.2.19] activity con jugation con jugation
K15732/ 1] Te—
10/67. 0] cme: CMP176C
RNA polymerase 11
7196668 85| 29| 22.36|  13.12] -0.769152468| 0.01118702|PHATRDRAFT 42478  [subunit A C- - - - -
terminal domain
phosphatase
iC:3.1.3. 16]
K00827 1] 4e— o oda e
30/ 130/ ppp: PHYPADRA 60:0043168/
FT_178763|alanine- Janion
glyoxylate bmq“?g;w:
’ 0016769//tr
transaminase / (R)— e
7196396 181 62 99.92) 58.9| -0.762505843| 0.000202144|PHATRDRAFT 8945  [3-amino-2- - ansferase -
methylpropionate— MHH.L)’ .
transferrin
pyruvate
transaminase g N
[h(/ 6. 1. 44 nitrogenous
2.6.1. 401 sroups
K12867| 1|5~
115]413] olu:0STLU 4 60:0010467//¢ 60:0010467//¢
7201626 70) 24 2161 12.74| -0.762333795  0.0229554|PHATRDRAFT 13053  [2299 | pre-mRNA- 60:0044464 |- ene ene
splicing factor expression expression
SYF1
60:0009790/ /¢ 60:0009790/ /¢
K12197 1 8e— mbryo mbryo
35/144 | 0lu:0STLU_29 development ;G development ;G
7199436 76] 26. 01 84.53|  49.87| -0.761291247| 0.01718892|PHATRDRAFT 31375  |213charged - - 0:0045184//es 0:0045184//es
multivesicular body tablishment tablishment
protein 1 of protein of protein
localization localization
60:0015075/
G0:0031224//in|/ion
7204292 102 35 35.3|  20.83| -0.761005344|  0.005742|PHATR 43878 - iz:ﬂgz;im of ;z“”“‘“"‘bm (‘802%:?’5[’0 (‘802%:?’5[’0
membrane transporter
activity
K11835/1/6e— (;U'VO?QZZ“‘/ 60:0019941//m 60:0019941//m
811300 aly: ARALYDRA PePLICase 1, qification— odification-
FT_326514|ubiquitin activity;00 | ondent dependent
7202993 67] 23 22.77|  13.44] -0.760601153 0. 0265552|PHATRDRAFT 21982 ! - :0016790//t v v
carboxyl-terminal hiolestor protein protein
hydrolase 4/11/15 e etaer |eatabolic catabolic
[EC:3. 1. 2. 15] VA0 ESE process process
activity
K00924 | 1/6e—
15/81. 3] 0sa: 4341290
1478, 6] ath: ATAG284
90/ protein-
serine/threonine
kinase [EC:2.7.11.-
1:K13415/3|3e-
1272. 4| pop: POPTR 6
7198447 33 114 111.08| 6559 -0.760051302] 4. 79E-07|PHATRDRAFT 49769 | 0846 Protein. - - - -
brassinosteroid
insensitive 1
[EC:2.7.10.1
2.7.11.11:K13420/4
30—
11/68. 9] ath:AT56463
30/ LRR receptor—
like
serine/threonine—
protein kinase FLS2
[BC:2.7.11.1]
7201479 99) 34] 39.33]  23.23] —0.759641032] 0.00660682|PHATRDRAFT 46275 |- - - 60:0044238 60:0044238
7196335 64 22 14. 43 8.53] 0. 758453653 0. 0307428|PHATRDRAFT 42685 |- - - - -
7202370 64 22 19.63  11.61] -0.757692201] 0. 0307428 PHATRDRAFT 47287 |- - - - -
K12194 /1| Te~
1580, 9| th:AT26198 60:0045184//e 60:0045184//e
7202965 137] 47, 162.23|  95.99 -0.757084609| 0.001301396|PHATRDRAFT 38130  [30| charged - - stablishment stablishment
multivesicular body of protein of protein
. localization localization
protein 4
K06185 1| Te—
18/92.8|0La:0108802 | (oocac 60:0008152//m 60:0008152//m
7204533 93] 32 40. 55 24| 0. 756667509| 0. 00875688|PHATR 46770 490 |ATP-binding ISR P 6010016741 |etabolic etabolic
cassette, subfamily [25t19 process process
F. member 2
7196472 145 50) 4542 26.93] ~0.754113476] 0. 00102795 PHATRDRAFT 42896 |- - - - -
7195925 110) 38| 36.49]  21.68] —0.751136394] 0. 00450844| PHATRDRAFT 49443 |- - - - -
7196561 90) 31 129. 67 77.1]_-0.750041976| 0. 01008778 PHATRDRAFT 43181 |- - - - -
G0 9057/ /1 G0 9057/ /1
K003 190~ 0:0016162/ |acronatecute sotomalecule.
168/587 | rcu:RCOM_12 |60:0043234//pr | ) - % ° °
) 70490] 265 et /pyrophosph |catabolic catabolic
7199957 81 28 47.34]  28.16| -0.749412372| 0. 01546486|PHATRDRAFT 11735 atase process;G0:00 process;G0:00
proteasome complex;60:004|% 7% > . L0a8) orotod
regulatory subunit |4424 activity;G0 |19538// pr(.)Lel 9538// pr(.) ei
by 10032550 |n metabolic n metabolic
brocess brocess
7202633 188. 64 65. 32 81.17] _ 48.34] —0.74772914] 0.000190396|PHATRDRAFT 47569 |- - - - -
7204082 75 26| 33.34]  19.88] —0.745936347]  0.0206156|PHATR 44153 - - - - -
60:0070011/
/peptidase
activity,
7196500 1195 415 397.01|  237.08| -0.743801384|  5.01E-21|PHATRDRAFT 42846 |- - acting on |- -
L-amino
acid
peptides




G0:0031224//in
transic o 60: 0050694/
component of /galactose
membrane; GO: 00 3-0- G0:0008152//m G0:0008152//m
7199268 95) 33 35.79 21.38 —0.743294691| 0.00908338[PHATRDRAFT 50468 - 43231//intrace S . [etabolic etabolic
llular sulfotransf process process
membrane— erase.
boundod activity
organelle
KO7750 1| 1e—
10/65. 1|ota:0t05g04 AR
520|methylsterol (/JO'VOM(?QH/
monooxygenase 60:0031224//in mﬁ:‘fsig:’“ 60:0006631//1 60:0006631//1
7201982 72 25 5758 a4.44] 0.741482646)  0.0238242PHATRORAFT 37371 |LECTL 1413 721K00 frinsie b g, fatty acid atty acid
2273 2e- component of 0003824/ /ca metabolic metabolic
07/54. 7| 0sa: 4325687 |membrane Iyti process process
lathosterol La )vt}c
oxidace activity
[EC:1.14.21. 6]
G0:0003676/
/nucleic
acid
7201367 89| 31 27.05 16.2| -0.739634781| 0.01205308|PHATRDRAFT 46151 |- 0:0044464 | PindingiCO: ] -
0046914//tr
ansition
metal ion
binding
7195546 66| 23] 36. 8] 22.07] -0.737619137 0. 031883 PHATRDRAFT 49251 - - - - -
K15450|1|1e—
09/63. 9] vvi:1002573
7198925, 63 22 18.91 1136 0.735186528  0.0360258|PHATRORAFT 23708 | ¢ VA wbutosine= | - - -
synthesizing
protein 3
[EC:2.1.1.-1
G0:0007154//¢ G0:0007154//¢
7200747, 106 37 88.1 52.97| -0.733966511 0.00617442|PHATRDRAFT 54435 - - (G0:0060089 |ell ell
communication communication
G0:0032550;
G0:0017111/
/nucleoside [G0:0009152//p G0:0009152//p
- urine urine
triphosphat |ribonucleotid ribonucleotid
. . ase e e
KOI,B‘%:B ! Zoi . (G0:0031224//infactivity;GO [biosynthetic biosynthetic
99362 | ven: VOLCADRA P . P, N P y s GO*
7199258 214 75 47.63]  28.69| -0.731322581| 9. 80E-05|ATPase2-3A FT_103448 | He— trinsie - :0043169//c |process;60:00 process; G0:00
. component of |ation 09154/ /purine 09154/ /purine
transporting ATPase S . . . . .
[EC:3. 6. 3. 6] membrane binding;G0: mbonuclcgud mbonuclcgud
0008324//ca [e catabolic e catabolic
tion process;G0:00 process;G0:00
transmembra |06811//ion 06811//ion
ne transport transport
transporter
activity
G0:0009636//r G0:0009636//r
G0:0017111/ |esponse to esponse to
K01551/13e~ /nucleoside |toxic toxic
46185 cre:CHLREDRA - substance;G0: substance; G
7197303 154 54 42. 94 25.89 -0.729927226( 0.000996494|PHATRDRAFT 32803 FT_ 132949 |arsenite— |- triphosphat [0009154//puri 0009154/ /puri
transporting ATPase ase ne ne
[EC:3.6.3.16] activity;G0 [ribonucleotid ribonucleotid
10032550 e catabolic e catabolic
brocess brocess
(G0:0043231//in
K06627 | 1|2e— tracellular
7196204 154 54 119. 25| 72.02| -0.727519762| 0.000996494(dsCYC5 14/78. 2| pop:POPTR_5 |membrane— - - -
48650 | cyclin A bounded
organelle
7203405| 6000. 61 2110. 96 587. 57} 355. 14 -0. 726372874 7. 27E-95|PHATRDRAFT 48047 - - - - -
K00967 | 1|2e~ G0:0006796//p G0:0006796//p
P P oso016g01/ [ comanin
7198080 415 146 142. 18] 86. 02| —0. 724974504 6. 29E-08[PHATRDRAFT 54257 - “ - /kinase g g
phosphate L compound compound
eytidylyltransferas AtV o tabol i metabolic
e [EC:2.7.7.14] DIO Drocess
G0:0010035//r G0:0010035//r
K05941/1|8e— esponse to esponse to
391160 cme:CMIT11C G0:0043169/ |inorganic inorganic
1o . e . . N . glutathione gamma— /cation substance;GO: substance;GO:
7203312 71 25 26. 37 15.97| -0. 723533258 0. 0284996/ PHATRDRAFT 48175 glutamyleysteinyltr - binding:G0: |0043043//pept 0043043/ /pept
ansferase 0016755 ide ide
[EC:2.3.2.15] biosynthetic biosynthetic
brocess brocess
G0:0016798/
/hydrolase
7201649 71 25 26. 83 16. 25 —0. 723407336 0. 0284996/ PHATRDRAFT 56506 - - :Zti;;ti; G0:0044238 G0:0044238
glycosyl
bonds
G0:0046872/
7198594 85) 30] 32.68 19. 84| -0.719995958| 0.01656134| PHATRDRAFT 49878 - - /metal ion |- -
binding
K01834|1|2e~ G0:0016868/
;‘?225 zma: 10027334 :iztrﬂ"‘"““ 60:0006007//g 60:0006007//g
- 1007 - o lucose lucose
7196967 167 59 39. 4 23.92| -0.71997824| 0.00070821[PGAM_2 bisphosphoglycerate |- transferase . .
“dependent activity, catabolic catabolic
phosphoglycerate phosphotran process process
mutase [EC:5.4.2.11 sferases
K12198/1|1e—
231108 | ppp: PHYPADRA
7203985 241 85 220. 04 133. 72| -0. 718550548 4. 26E-05[PHATR 18620 FT_ 163299 | charged - - - -
multivesicular body
protein 5
7203370, 263 93 80. 2| 48.76] —0.717904111 2. 05E-05|PHATRDRAFT 48267 - - - - -
7200889, 65| 23] 16. 33| 9.93| -0.717659168| 0. 038159/ PHATRDRAFT 45737 - - - - -
7198702| 114.21 40. 45 36. 01 21.93] -0.715491788| 0.00483436/PHATRDRAFT 49998 - - - - -
K13210/1|1e—
20100 | ppp: PHYPADRA ?:u??2??76/
7199709 62 22| 19. 29 11.77 0. 712738823 0. 0442066/ PHATRDRAFT 44729 FT_80579|far - id - -
upstream element— z%ld'
binding protein inding




G0:0004457/
/lactate
dehydrogena
se
activity;GO
K00102/ 1| 5e- :0000166//n
93/340] aly: ARALYDRA gfiz‘l’;;dzo
7195789 76 27 26. 07 15.92| -0. 711550247 0. 0254504 PHATRDRAFT_55040 zigjjzizir‘lzsiaudw - 0016616//0x [G0:0044710 G0:0044710
(cytochrome) 1dorc(v1u?tas
[EC:1. 1. 2. 4) ¢ activity,
acting on
the CH-OH
group of
donors, NAD
or NADP as
acceptor
7202375 138] 49| 103. 22 63. 11] —0.709782007 0. 00232846 PHATRDRAFT 37468 - - - - -
7201656 813 290 372.23 228. 42| -0. 704505359 1. 29E—13[PHATRDRAFT 46406 - - - - -
KO0870/|1|9e~
15/81. 3| cme:CMDO15C
protein kinase
[EC:2.7.1.37);K1343
0[2]9e-
15/81. 3| 0sa: 4329463
serine/threonine—
protein kinase PBS1
[EC:2. 7. 11. 1];K0092
4]3]2e-
;:_ng'_{;i;"'[iﬁ“‘m‘ 60:0004672/ [60:0006464/ /¢ 60:0006464//c
1.-]:K04424 42 /protein ellular ellular
7199241 98 35) 22. 19| 13. 62 -0.704182964 0. 0115205| PHATRDRAFT 50519 l;l 86 1]01u:0STLU 6 kinase protein protein
189‘5&“10'31[&‘3 activity;GO [modification modification
motif and leucine 10032550 process process
zipper containing
kinase AZK
[EC:2.7.11. 25] ;K134
1415 2e-
14179. 7| vvi: 1002412
28 'mitogen—
activated protein
e kinase
e 1, plant
7198324 1185] 424 486.33]  299.31] -0.700295109) 5. 626~ 19| PHATRDRAFT 55087
G0:0009521;G0:
0031224//intri G0:0006464//c G0:0006464//c
nsic component|G0:0046906/ [ellular ellular
7198479 316 113] 306. 83 189. 09 -0. 698366479 4. 60E-06|Lhc 5 of /tetrapyrro [protein protein
membrane;G0:00|le binding |modification modification
09534//chlorop process process
last thvlakoid
K10592/1|2e G0:0019787/ 1G0:0032446//p G0:0032446//p
691260 | ven: VOLCADRA /small rotein rotein
7202676 209 75 120.75|  80.15| -0.694960113 0.000221936|PHATRORAFT 14345 |- 0200 B3 g gggageq  |COnIuseting nodification modification
ubiquitin-protein protein by small by small
ligase HUWEL ligase protein protein
[EC:6.3.2.19] activity conjugation conjugation
7197596 78 28 46. 2| 28.54] ~0.694907517 0. 0262088| PHATRDRAFT 43293 - - - - -
7202618 58.41 20. 98] 24. 15| 14. 92| -0. 69477565¢ 0. 0413084/ PHATRDRAFT 47240 - - - - -
K03841/1|5e- /
701263 | cme: CM0O245C 90'005?308/
7197637| 103| 37| 49. 07| 30. 33| -0.694095773| 0. 01030736|FBPC4 fructose-1, 6- - /;uga; G0:0044238 G0:0044238
bisphosphatase 1 P oﬁp»atase
[RC:3.1.3.11] activity
K08202 |1/ 6e-
17/87. 8| cre: CHLREDR
AFT_103526 | MFS
transporter, OCT
family, solute
carrier family 22
(organic cation » »
. y . . G0:0051234//e G0:0051234//e
““1"5‘?0””)’ 60:0031224//101 - 01005215/ |stabl i shment stablishment
7200422 164 59) 57.57|  35.62| -0.692620696| 0.001150176|PHATRDRAFT 45672  |350 = trinsic /transporte |of of
4/5;K08150/2|1e~ component of . . . . .
13176. 6| smo: SELMODR |membrane T activity [localization; localization;
AFT 168181 MFS G0:0044763 G0:0044763
transporter, SP
family, solute
carrier family 2
(myo-inositol
transporter),
member 13
K00140/13e~ G0:0016620/
901330/ cre: CHLREDRA /oxidoreduc
FT_130434|malonate- tase
semialdehyde activity,
dehydrogenase acting on
7201170 139 50) 55. 42| 34.29| -0.692618807| 0. 00282802|MMSDH (acetylating) / - the G0:0044710 G0:0044710
methylmalonate— aldehyde or
semialdehyde 0X0 group
dehydrogenase of donors,
[EC:1.2.1.18 NAD or NADP
1.2.1.27] as acceptor
7201257 89) 32 49. 34| 30. 53] ~0.692530126] 0. 01758044)PHATRDRAFT 46182 - - - - -
K02868|1|9e- y
711264 |mtr:MTR_3g00 |GO:0030529//ri ?Stgggfifzi G0:0010467//¢ G0:0010467//¢
7198183 103] 37 115.33 71.43| -0.691165814| 0.01030736|PHATRDRAFT 23324 7700/ large subunit |bonucleoprotei molecule ene ene
ribosomal protein n complex activity expression expression
Llle
7201477 78 28 109. 04 67. 56 ~0. 690616234 0. 0262088| PHATRDRAFT 46273 - - - - -
7204411 147] 5j 65. 7] 40. 75| -0.689093311] 0.00221528|PHATR 46673 - - - - -
7204670 164] ﬁ 177.88]  110.33] -0.68907918] 0.001159176|PHATR 36846 - - - - -
oo 8 leaerosTii 4 G0:0019538//p G0:0019538//p
14226/ [EC:3.4.21. GO:000$515/ rotein rotein
1:K09566 2| Te— /protein metabolic metabolic
7204906 94.02) 34 39.17)  24.37| -0.684642877| 0.01568954|PHATRDRAFT bd1558 |0753.9 mtr:MTR 3gl |- binding;C0: |process; (0:00 process; (0:00
07660 | peptidyl- 000f1l/$//en ’11092//neg§t1 ’11092//neg§t1
prolyl isomerase G dopeptidase [ve regulation ve regulation
(cyclophilin G) activity of molecular of molecular
[EC:5.2. 18] function function




7194764]

94

34

37.

64

23.

42

—0. 684525552

0. 01568954

PHATRDRAFT_48512

K10582|1|1e-
12/73. 2| ppp: PHYPADR

AFT_168742 ubiquiti [_

n—conjugating
enzyme E2 Q
[EC:6.3.2.19]

G0:0016879/
/ligase
activity,
forming
carbon—
nitrogen
bonds

7195214]

268]

97

98.

53

—0. 682841028

3. 72E-05[PHATRDRAFT 48923

7198752

127,

46|

75.

84

47.

28

—0. 681728929

0.00488132

PHATRDRAFT_23709

K15100/1|7e~
411166 | ota:0t07g033
60/solute carrier
family 25
(mitochondrial
citrate
transporter),
member 1

G0:0031224//in
trinsic
component of
membrane

G0:0051234//e
stablishment
of
localization;
G0:0044763

G0:0051234//e
stablishment
of
localization;
G0:0044763

T198794]

102

37|

30.

32

.91

—0. 68112039

0.01217454

PHATRDRAFT_30807

K00278 /| 1| 2e~
63242 | rcu:RCOM_085
0500 L-aspartate
oxidase
[EC:1.4.3.16]

G0:0003824/
/catalytic
activity

G0:0044710

G0:0044710

7201965|

32.

.01

—0. 680952975

0.00381336

PHATRDRAFT_47188

K14319/1|8e~

13/74. 7|aly: ARALYDR
AFT_907895 | Ran
GTPase—activating
protein 1

7198788

201

73]

63.

78

39.

83

—0. 679248618

0. 000397974

PHATRDRAFT 50012

G0:0031224//in
trinsic
component of
membrane

G0:0051234//e
stablishment
of
localization;
(0:0044763

G0:0051234//e
stablishment
of
localization;
(0:0044763

7199757]

124

45

64.

24

40.

12

—0. 679150287

0. 00559762

PHATRDRAFT 44804

K08506 1| 4e—
11/67. 8|0sa:4339549
syntaxin of plants
SYPT

7204866

1131

411

434,

. 78]

—0. 67807854

2. 86E-17

PHATRDRAFT bd1645

K00434/ 1| le-
08/59. 7/ gmx: 1001707
27|L-ascorbate
peroxidase
[BC:1.11. 1. 11]

G0:0016209/
/antioxidan
t
activity;GO
:0046906//t
etrapyrrole
binding

G0:0044710; G0
:0006950//res
ponse to
stress

G0:0044710; G0
:0006950//res
ponse to
stress

7198646

66|

24

20.

69

12.

94

—0. 677096028

HATRDRAFT 40792

7200103]

192,

70,

100.

03

62.

—0. 672745379

HATRDRAFT 45223

7195076

74

27|

29.

4

. 66)

—0. 672455661

0. 0358784

PHATRDRAFT 54954

K13412/1|4e-
07/54. 7|mtr:MTR_5g0
09830/ calcium—
dependent protein

G0:0046872/
/metal ion
binding;G0:
0016772//tr
ansferase
activity,
transferrin
g
phosphorus—
containing
groups

7197080]

64§

94.

93

. 74

0. 668166846

0. 001124054

PHATRDRAFT 18029

K03644 /1| 1e—
105|381 | gmx: 1007758
35/1lipoic acid
synthetase
[EC:2.8.1.81

7204925]

157. 26

57. 57|

—0. 667557449

0. 001782588

PHATRDRAFT bd1603

G0:0003824/
/catalytic
activity

7203546

90

33|

. 59

. 34

—0. 666775003

0. 0213184

PHATRDRAFT 48242

G0:0003723/
/RNA
binding

7202730]

71

26|

36.

23.

03

—0. 666356995

0. 041447

CCDA

K06196|1|7e—
231106 | ppp: PHYPADRA
FT 146798 cytochrom
e c—type biogenesis
protein

G0:0043623//c
ellular
protein
complex
assembly;G0:0
044710

G0:0043623//c
ellular
protein
complex
assembly;G0:0
044710

7202932

71

26|

63.

25

39.9

—0. 664676733

0. 041447

Lher6

KO8907 | 1|3e~

17/87. 0| cre:CHLREDR
AFT_ 184730/ light—
harvesting complex
1 chlorophyll a/b
binding protein
1;K08916 /2| 7e—
17/85. 9| ven: VOLCADR
AFT_ 104309 light—
harvesting complex
1T chlorophyll a/b
binding protein 5

G0:0009536//pl|_

astid

G0:0006091//g
eneration of
precursor
metabolites
and energy

G0:0006091//g
eneration of
precursor
metabolites
and energy

7204278

329

121

150.

32

95.

11

-0. 660368031

9. 00E-06

PHATR 43850

K035391|4e-
07/54. 7|bdi: 1008307
72| ribonuclease
P/MRP protein
subunit RPP1

[EC:3. 1.26.5];K1212
7(2|9e-

07/53. 5| pop:POPTR 7
84463 | pseudo-
response regulator
1

7195933

68

25|

41.

74

26.

42

-0. 659800134

0. 0479098

PHATRDRAFT 40163

K00967 | 1|4e~
881323 |zma: 10038478
0ethanolamine~
phosphate
cytidylyltransferas
e [EC:2.7.7.14]

G0:0016779/
/nucleotidy
Itransferas
e activity

G0:0008152//m
etabolic
process

G0:0008152//m
etabolic
process

7198756

247)

91

71.

51

45.

29

—0. 658952464

0.000129551

PHATRDRAFT 23723

K13354|1|7e~
281124 smo: SELMODRA
FT_160785|solute
carrier family 25
(peroxisomal
adenine nucleotide
transporter),
member
17;K00133 |4/ 2e~
19196. 7|ota:0t01g02
440 | aspartate—
semialdehyde
dehydrogenase
[EC:1.2.1.11]

G0:0031224//in
trinsic
component of
membrane

G0:0051234//e
stablishment
of
localization

G0:0051234//e
stablishment
of
localization




K01895/1/0. 0/663 | rc 60:0016405/ [G0:0006083//a 60:0006083//a
7205097 190 70 5103 32.32| -0.658918444 0.000809586|PHATRDRAFT bagas ~|:RCOM-14136107acet /Cor-ligase |cetate cetate
y1-CoA synthetase activity;G0 |metabolic metabolic
[EC:6.2.1.1] :0032550 process process
60:0016458//¢ 60:0016458//g
ene ene
silencing;GO: silencing;G
0048444//f1or 0048444//f1or
. 60:0032550; |21 orsan al organ
i i 551207 bt ssoRat_on [00:0015630//mi - 003777/ [1EEREEEETS ity
7201605 125 46| 78.49|  49.72| -0.658682563| 0.00673872|Pt-KIF11 o0 SR L erotubule /microtubul | i
2049720 | kinesin histone histone
family member C2/C3 eytoskeleton e mqtgr modification; modification;
actVILY 160:0006928//c 0:0006928//c
ellular ellular
component component
movement ;GO:0 movement ;GO: 0
043414 043414
k01756 1 [ 4e- ﬁgiggoelm//p ﬁgiggoelm//p
7197416 76| 28 su7r|  20.13| 0.658317018| 0. 0367434 PraTRORAFT 15087 | 16483/cne:CMazIIC | 60:0016842 [nucleotide nucleotide
adenylosuccinate biosynthetic biosyntheti
lyase [EC:4.3.2.2] y ynthetie
process process
k00059 | 1]56— 60:0036094/
27/120| reu:RCOM_108 /snall
1890| 3-oxoacyl— molecule
7202641, 114 49) 54.43 34.5| -0.657805674| 0. 00993002(PHATRDRAFT 47583 ey - binding;G0: |G0:0044710 60:0044710
[acyl-carrier o
) 0003824//ca
protein] reductase .
[EC: 1. 1. 1. 100] talytic
activity
7202989 1160 428] 173.6] __110.07] -0.657345637] 8. 96E-17|PHATRDRAFT 47863 |- - - - -
K00464 | 1/8e—
16/83. 6| cre:CHLREDR
AFT 151463 all-
trans—8' —apo-beta—
carotenal 15,15 —
oxygenase
7202877 138 51 60.73|  38.61| -0.653434815 0.00469218|PHATRDRAFT 37960 | [EC:1.14.99.41];K09 |- - - -
8405/ 6e—
11/67. 4| gmx: 1007802
84/9-cis-
epoxycarotenoid
dioxygenase
[EC:1.13.11.51]
K00924 | 1/6e—
75/279] osa: 4326374
[BC:2.7. 1.~
J:Kos287]2190 60:0004672/ [G0:0006464//c 60:0006464//c
74/276] aly: ARALYDRA ;
) o X i . FT 914113 dual- /grutcm cllule}r cllule}r
7202420 100) 37 63.16]  40.22| -0.65109809|  0.0168721|PHATRDRAFT 14003 Cedual - kinase protein protein
specificity kinase L N S . S .
12.17:K0882 activity;GO |modification modification
10032550 process process
60/230/ olu:0STLU 50
484[CDC-1ike kinase
[BC:2.7.12.1]
K15109| 1|3~
11/68. 2| ppp: PHYPADR
AFT 220012|solute  [60:0031224//in 60:0051234//e 60:0051234//e
7199216 81 30 36.43|  23.21| -0.650380472|  0.0325788|PHATRDRAFT 5040  |ceriier family 25 jtrinsic stablishnent stablishnent
(mitochondrial component of of of
carnitine/acylcarni |membrane localization localization
tine transporter),
member_20/29
7194992 151 56) 81.44]  51.97] -0.648058502]  0.0032738[PHATRDRAFT 48720 |- - - - -
7199750 70) 26| 25.46] __ 16.26] —0.646905162] _0.0480866|PHATRDRAFT 44792 |- - - - -
K08794 1|3~
571220/ ven: VOLCADRA
FT 79621 calciun/ca
Inodulin-dependent 0:0006464//c 0:0006464//c
protein kinase 1 ellular ellular
égcéz.lz;n. 17]:K009 60:0032550; |protein protein
56| 218 | oo CHFO1C. 60:0004674/ {modificat nodification
1 1 oo mo i /protein  |process;G0:00 process;G0:00
7197616 369) 137 237.15|  151.57| -0.645815637|  3.84E-06|chk2 I serine/thre |06796//phosph 06796/ /phosph
dependent protein .
ki o onine ate— ate—
[BC:2. 7. 11. 17] :K134 khl'c.lS(..‘ containing containing
12]3] 8o activity c()mpoum.i c()mpoum.i
541209 cre: CHLREDRA metabolic metabolic
FT 182699 |calcium— process process
dependent protein
kinase
[BC:2.7.11.1]
7195308] 94 35| 53.6]  34.35] —0.641922002] 0. 0222886|PHATRDRAFT 49062 |- - - - -
K03178|1/3e~
108]391] sbi :SORBT 0 i(:d?g?;?f/
7200448 83| 31 16.64)  10.68] -0.639743786|  0.0332694|UBAL 26043880/ ubiquitin- |- wetivityGo 000036211 60:0036211
activating enzyme K
El [EC:6.3.2.19] :0032550
600004175/
/endopeptid
o ity G0 |60:0009057//m 60:0009057//m
K08956 1/ 7e~ e acromolecule acromolecule
1631572 0sa: 4339002 |0 00 coo0 /7 catabolic catabolic
7198610 233 87, 88.65|  56.93| -0.638931531| 0.00029511|PHATRDRAFT 16391 | |AFG3 family : " process;G0:00 process;G0:00
. mbrane binding;G0: . .
protein 0016165, /py | 19538/ /prote 19538/ /protei
[EC:3.4.24.-] © "7 In metabolic n metabolic
rophosphata
process process
se
activity;G0
:0032550
7202109 398 149 196.75] 126 73] —0.634605551] 2. 34E-06|PHATRDRAFT 47015 |- - - - -
7204510 8__d| 32 35.99 23.3] -0.627266147] __0.033921[PHATR 46733 - - - - -
K13420/1/3e~
25/ 114 vvi: 10025380
7198154 122 46 5178 33,58 0.624792735 0.01077848|PHATRORAFT 49671 |0 KR receptorlike | - - -
serine/threonine—
protein kinase FLS2
[EC:2.7.11.1]




60:0035556// 1 60:0035556// 1
07893 1] Te— ntracellular ntracellular
65/249] ppp: PHYPADRA ﬁi:ziuction' ﬁi:ziuction'
. ) - o1 0ol o coarens - b6 iseei il B ; ;
7202402 98 37 33.88|  21.99) -0.62358627]  0.023171|Rab6 :I\I;?z\gssl:?;n 60:0082550 | e €0-0045184, /0
R;bfﬁrz P stablishment stablishment
of protein of protein
localization localization
7203375 106] 40) 49.89]  32.39] 0.623202201] 0.01791766|PHATRDRAFT 48273 |- - - - -
7205077 86. 74 32.8 26. 17| 17.01] —0.621530783]  0.0288924| PHATRDRAFT bd1566 |- - - - -
60:0003676/
K01687/1/0.0/ 74101 /nucleic  |G0:0008652//c 60:0008652//c
u:0STLU_34354 | dihyd 60:0009536//p1 acid ellular amino ellular amino
7201155 209 79) 84.82|  55.15| ~0.621043597| 0.000834006|PHATRDRAFT 20547  |roxy-acid astid P binding:Go: [acid acid
dehydratase @ 0016836/ /hy [biosynthetic biosynthetic
[EC:4.2.1.9] dro-lyase [process process
activity
7195368 418 158 366.30]  238.6] —0.618786085] 2. 07E-06[PHATRDRAFT 48950 |- - - - -
38 103 39) 48.44]  31.55] -0.61855886] 0.0205528|PHATRDRAFT 48230 |- - - - -
7203542 182) 69) 48.52]  31.63] —0.617285995] 0.001969746|PHATRDRAFT 48237 |- - - - -
K03714/1/9e—
o
7200712 87] 33 19.51 1272 -0.617115107|  0.0345352|PHATRORAFT 45196 | . 7 " & ¥ - /transferas |- -
© . e activity
xylosyltransferase
[EC:2. 4. 2. 38]
60:0070011/
/peptidase
activity,
acting on
K11835]1/8e- ‘L:i‘z‘““’ 60:0019941//m 60:0019941//m
84/310/ pop: POPTR 79 ;chidcs'GO odification— odification—
7202708 108 a1 20.25| 1321 -0.616291441] 0.01823678|PHATRDRAFT 47704 |oo°0 ubiauitin - -0016790//1 |dependent dependent
carboxyl-terminal hiolestor protein protein
hydrolase 4/11/15 e retaee |catabolic catabolic
[EC:3. 1. 2. 15) wiiivi&z:%uo process process
:0046914//t
ransition
metal ion
binding
7196517 92) 35| 31.02]  20.29] —0.612429821]  0.030562|PHATRDRAFT 42871 |- - - - -
60:0046906/
K00234| 1] To— /tetrapyrro
. alole. o le
24|11l alysabLORS —
debydpooecinate 0016627//0x
7199710 134 51 44.9)  29.39 -0.611390086 0.00867942| PHATRDRAFT 51720 (ubﬁ e ‘;‘ - idoreductas |G0:0044710 60:0044710
qumom. e activity,
flavoprotein .
subunit acting on
[EC:1.3.5.1] the cit-ci
group of
donors
7198625 84 32 19.84] 1299 -0.611010595] 0. 0397202 PHATRDRAFT 49927 |- - - - -
7201310 181 69 76.09] _ 49.89] —0.608956193] 0.00228254| PHATRDRAFT 46063 |- - - - -
K06694 1|5~
06/52. 4/bdi : 1008208
7201264 110) 42) 20.84 1367 -0.608342035 0.01854168|PHATRDRAFT 46192 | 1/26S proteasome - - -
non-ATPase
regulatory subunit
10
7201942 123 47, 31] 20.36] -0.606530654] 0.01276458| PHATRDRAFT 47155 |~ - - - -
7195419 2641 1008] _ 1578.52] 1036.96 06212296] 8. 336-32] 1S1P2B - - - - -
60:0006354//D 60:0006354//D
NA-templated NA-templated
K15172]1] 26— transcription transcription
821306/ gmx: 10080138 | . o/ ’ - ’ -
. ] . . o 60:0005622//in elongation;G0 elongation;G0
7202533 217 83 42,42 27.89| -0.604996687| 0.000891608|PHATRDRAFT 47388 ?llldf!itrlp;ﬂfr{lr crnce] Lulas 0006866 /12 0006866 /12
opra.on faete nscription nscription
from RNA from RNA
polymerase 11 polymerase 11
promoter promoter
K13993/ 1|2~
. 07/54. 3| rcu:RCOM 04
2046 a0 ; [ 0. 604586 o 0ar 0| Hapo _ _ _ _
7204695 338 129) 316.06| 207.86| -0.604586305| 2. 93E-05|HSP20 97910]H5P20 Family
protein
7203433 259 99) 142.9% 94. 05| _—0.604313509| 0. 000272536 PHATRDRAFT 48085 |~ - - - -
7195563 102 39) 65. 75| 43.27] —0.603623774] _ 0.0239694|PHATRDRAFT 49272 |- - - - -
7200249 99) 38 29.36] _ 19.38] —0.599283397]  0.0274868|PHATRDRAFT 45229 |- - - - -
7198662 2722 1044 1652. 47| _1090. 88 99131671 4. 26E-32| PHATRDRAFT 49834 |- - - - -
7199247 164 63 36.84]  24.39] —0.599129833] 0.00431714|PHATRDRAFT 50430 |- - - - -
K04886/ 1|3~
ii;i:gfi“c?ﬁw (:(f:99?°887//1“ 60:0005267/ |GO:0044763; G0 60:0044763; GO
N ! % [potassiu | tegra /potassiun  |:0030001//met 10030001/ /met
7198068 151 58 25.81|  17.04] -0.599004806  0.0062103|PHATRDRAFT 44535  [m voltage-gated component of ’ ’
channel Shab- Lasna channel al ion al ion
related ;ubfamily B f‘emi)mne activity transport transport
member 2
7198855 117] 45 99.89] _ 66.19] ~0.593726986] 0. 0167034 PHATRDRAFT 50156 |- - - - -
G0:0046488//p G0:0046488//p
hosphatidylin hosphatidylin
7204358 249 96 63.23|  41.91| -0.593314698| 0.000460014|PHATR 43917 - - - ositol ositol
metabolic metabolic
brocess brocess
7199108] 109) 49) 41.76]  27.68] -0.593277769] _ 0.02156 14| PHATRDRAFT 41173 |- - - - -
7196590 123. 17 47.49] 50.84]  33.71] -0.592787403] 0.01276458|PHATRDRAFT 32401 |- - - - -
G0:0046914/
/transition
metal ion
binding;G0:
0016701//0x
ggogggsﬁimrm idoreductas |G0:0006020//i 60:0006020//
7200414 464 179) 150.65|  99.93| -0.592210913|  1.65E-06|PHATRDRAFT 45657 (20| inositol 0:0044424  |© Activity, nositol nositol
o acting on  [metabolic metabolic
(E;éf“;‘;egq u single process process
e donors wi'th
incorporati
on of
molecular
oxvgen
60:0003824/
. - /catalytic
7198082 96| 37 118.81|  78.99| -0.588914343|  0.031526|PHATRDRAFT 10972 |- - wetivityGo 00:0014710 60:0044710
:0032553




K116471 1160 6030017111/
1691593 | cme: CMM316C /mucleoside
SWI/SNF-related .
. . triphosphat
matrix-associated e
7197022 137] 53 28.2|  18.75| -0.588804567| 0.01037454|hBRM actin-dependent - zitim ol -
regulator of 00036767/
chromatin subfamily . .
P ucleic acid
A member 2/4 S N
[EC:3.6.4. -] binding; G0:
0032550
7202992 119 46) 72.85] _ 48.47] -0.58783689] 0.01694448|PHATRDRAFT 47866 |- - - - -
7196953 109. 83 42.51 38.99]  25.95] —0.587369616]  0.0215614|PHATRDRAFT 43232 |- - - - -
7201916 511] 198 124.57]  82.97] —0.586294977] 6. 25E-07|PHATRDRAFT 47114 |- - - - -
60:0016682/
K11851|1/5e- /oxidoreduc
16/85. 1| reu:RCOM 01 if?vm
32150 |ubiquitin acting on  |G0:0019941//m 60:0019941//m
carboxyl-terminal . e . e .
hydrolase 30 diphenols odification— odification—
) ) . . . ol b . |[BC:3.1.2.15];K1184 and related |dependent dependent
7204878 160 62, 43. 43 28.93| -0.58612563| 0.00568526( PHATRDRAFT bd1763 1)2]1e - substances |protein protein
14/80. 5| bdi : 1008346 as donors, catabollq catabollq
37 ubiquitin oxygen asv process;G0:00 process;G0:00
carboxyl—terninal acceptor;GO (44710 44710
T :0016790//t
hydrolase 16/45 hiolester
[EC:3. 1. 2. 15]
hydrolase
activity
7204626 119 46 122.41]  81.56] -0.58578774] _0.01694448|PHATR 46718 - - - - -
719714]] 142 55 63.86] _ 42.55| —0.585753421] 0.00921764|PHATRDRAFT 43412 |- - - - -
60:0003677/
/DNA
binding;G0:
0001071//nu |G0:0006351//t 60:0006351//t
7200016 521, 202 197.77|  131.88| -0.584597806| 5. 02E-07|PHATRDRAFT 45314 |- - cleic acid |ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
K13993/ 1|2~
7201549 1199 465 ss0.0| 387.33| 0.583707067] 2266 14| PHATRORAYT dadg |96 41ema: 1002820 | - - -
88/HSP20 family
protein
7198453 237 99) 111.38]  74.38] —0.582503545] 0.000763744|PHATRDRAFT 49776 |- - - - -
K00654 1] 4e—
75280/ ppp: PHYPADRA 60:0043168/ [G0:0008152//m 60:0008152//m
7203907 319 124 177.89 119] -0.580023839 9. 58E-05[PHATR 41807 FT 198015|serine |- /anion etabolic etabolic
palmitoyltransferas binding process process
e [EC:2.3.1.50]
K15692| 1/ 6e—
1270. 5| ppp: PHYPADR
AFT_16563|E3
ubiquitin-protein
ligase RNFI3 60:0046914/
7203113 347 135 175.36)  117.39| -0.579010187| 4. 85E-05|PHATRDRAFT 47912 ;E{Z‘Fi:;‘m - -
ath:AT3G565 binding
80/E3 ubiquitin—
protein ligase
RNF115/126
[EC:6.3. 2. 19]
60:0016298/
7200987 118 46 28.64|  19.19] -0.577676781| 0.01962488|PHATRDRAFT 45895 |- - /lipase 60:0044238 60:0044238
activity
60:0050896//+ G0:0050896//+
7204748 139) 54 182.31  122.2| -0.577149413  0.0105145[HSP20C - - - esponse to esponse to
stimulus stimulus
| (:i’_iggﬁi““/“‘ 60:0003824/
7204755 200 78 52.26|  35.04| -0.57670435 0.00224826|FRE2 - component of |/catelytic. 60:0044710 60:0044710
activity
membrane
7195877 533.81 208. 25 136.61]  91.62] —0.576328626] 5. 42E-07|PHATRDRAFT 49357 |- - - - -
K14816/ 1|2~ 60:0046914/
7203116 187 73 81.53|  54.75| -0.57447205| 0.00321882[MIZF ﬁ }gggggm_f‘fgggm 60:0044464 ;é’t:‘l‘bi::’“ - -
factor RETL binding
60:0006796//p 60:0006796//p
hosphate— hosphate—
k02218 1| 7e- 600004672/ containing containing
145|512 ppp: PHYPADR fprotein |comPound compound
7203030 333. 56 130. 29) 146.4f  98.37| -0.573625246| 7. 86E-05|PHATRDRAFT 51110 kinase metabolic metabolic
activity:Go |ProcessiG0:00 process;60:00
“ooass0  |06464//cellul 06464/ /cellul
ar protein ar protein
modification modification
brocess brocess
K10268 1|66~
15/81. 6] smo: SELMODR
7201782 92 36| 24.07|  16.19] -0.572133156|  0.0420082|PHATRDRAFT 46419  [AFT 118815/F-box |- - - -
and leucine-rich
repeat protein 2/20
G0:0046914/
7201212 143 56| 74.86|  50.44| -0.569626773| 0.01077792|PHATRDRAFT 46265 |- - ;‘;:Z‘;‘i::’“ - -
binding
7198750 176 69) 25.6]_-0.569475902] 0. 00467234| PHATRDRAFT 50061 |- - - - -
7201727 97] ﬁ 33.8] -0.56893875] 0. 0370876|PHATRDRAFT 36595 |- - - - -
7196339 260 102 42.7]_-0.568197326] 0.000570584| PHATRDRAFT 42694 |- - - - -
7199399 405 15% 65831293 1. 68E-05| PHATRDRAFT 50576 |- - - - -
7199983 16§| 66 . 565645542| 0. 00597208| PHATRDRAFT 45352 |- - - - -
7200852 351 138] 0.564764197] 6. 58E-05| PHATRDRAFT 45990 |- - - - -
7202789 142] 56) -0.560126118| 0. 01241588| PHATRDRAFT 47558 |- - - - -
K09667 | 1/3e~
06/52. 4| sbi:SORBT 0
4g019560 | polypeptid
7201192 180) 71 62.55|  42.43| -0.559925206 0.00477664|PHATRDRAFT 46231 [e N- - - - -
acetylglucosaminylt
ransferase
[EC:2.4.1.-]
7199360 210 83 56. 15| 38.15] —0.557602966] 0. 00237868|PHATRDRAFT 50575 |- - - - -




K10400/1|8e—
09/61. 6/pop:POPTR 9
27223 |kinesin
family member
15;K10696/2| le—
06/54. 3|mtr:MTR_087
s0035|E3 ubiquitin-
protein ligase BREL
[EC:6. 3. 2. 19] ;K0667
7198134] 96 38 18. 32 12.46| -0.556115435 0. 0429274 PHATRDRAFT_44658 5/3|2e- - - - -
06/53.9/bdi:1008310
33/structural
maintenance of
chromosome
4;K03254 4| 2e-
06153. 9] 0sa: 4326038
translation
initiation factor 3
subunit A
7198997] 562. 19 222. 75 144. 78 98. 61] 0. 554056459 5. 56E-07|PHATRDRAFT 50346 - - - - -
G0:0003824/
7204420] 91 36 71.22 48. 53] —0. 553405576 0. 0486738[PHATR 13322 - - /catalytic |- -
activity
KO1110/1|7e~
06/52. 8| ath:AT5G394 y ;
00| phosphatidylinos 60:0043234//pr (;(c)y?g(:i??f{ G0:0007010//¢ G0:0007010//¢
7201307] 126 50} 13.79) 9.4 -0.552889795 0. 0205052 PHATRDRAFT 46058 itol-3,4,5- o . ytoskeleton ytoskeleton
. . otein complex |al protein . . . .
trisphosphate 3- S organization organization
binding
phosphatase
[EC:3.1.3.67]
GUTUUTOI09, G0 GUTUUTOI09,G0
:0006089//1ac :0006089//1ac
tate tate
metabolic metabolic
process;G0:00 process;G0:00
06779/ /porphy 06779/ /porphy
rin- rin-
containing containing
compound compound
biosynthetic biosynthetic
. , |process;G0:00 process;G0:00
33;2?2?(:72’ 06412//Lrans] 06412//Lrans]
k017721 9¢ Kinase aLu/)n;(J 10006 aLu/)n;(JU:OOOb
106]382  smo:SELMODR |0 oo factivityi6o fgzdﬁiifi“‘ fgzdﬁiifi“‘
7200041 126 50| 51. 26 34.99] -0.550890814 0. 0205052| PHATRDRAFT_45357 AFT_439765| ferroche - o :0016829//1 N ~
latase astid vase pt:occss;(JU:OO pt:occss;(JU:OO
[EC:4.99. 1. 1] activity;60 06090//;))/1'1‘”"4 06090//;))/1'1‘”"4
0005488/ /b te metabolic te metabolic
inding 6 process ‘U:OO
05984//di 05984/ /disacc
haride haride
metabolic metabolic
50:00 process;G0:00
05982//starch 05982//starch
metabolic metabolic
process;G0:00 process;G0:00
06396/ /RNA 06396/ /RNA
processing; GO processing; GO
:0006468//pro :0006468//pro
04565 292 116) 123. 14 84. 15| -0.549264297| 0.000385812|PHATR 46841 - - - - -

7200377 98] 39| 26.9) 18.41] -0.547116546] 0. 0433362|PHATRDRAFT 45596 |- - - - -
G0:0044249//c G0:0044249//c
ellular ellular
biosynthetic biosynthetic
process;G0:19 process;G0:19
01576 0044 01576;G0:0044
238;G0:004648 238;G0:004648
3//heterocycl 3//heterocycl
e metabolic e metabolic
process;G0:00 process;G0:00
34641//cellul 34641//cellul
ar nitrogen ar nitrogen
compound compound

a0 metabolic metabolic
7198802 435 173 346. 22 237. 16 0. 545828365 1. 49E-05|PHATRDRAFT 50051 - GO:QOOQB‘%//DI - process;G0:19 process;G0:19
astid Y . ) .
01360//organi 01360/ /organi
¢ cyclic ¢ cyclic
compound compound
metabolic metabolic
process;G0:00 process;G0:00
06725//cellul 06725//cellul
ar aromatic ar aromatic
compound compound
metabolic metabolic
process;G0:00 process;G0:00
16043/ /cellul 16043/ /cellul
ar component ar component
organization organization

7197793 123] 49| —0. 545293165 PHATRDRAFT 44545 - - - - -

7204753 110} 44] 508827, . 0: PHATR 46926 - - - - -

7195272 130} 52 75. 44 —0. 538761451 0. 020 PHATRDRAFT 49010 - - - - -

7196331 843 337 658. 21 —0. 538495588 2. 40E-09| PHATRDRAFT 53967 - - - - -

G0:0017111/
/nucleoside
triphosphat [G0:0009154//p G0:0009154//p
ase urine urine
K04640 /1| 1e~ activity;GO [ribonucleotid ribonucleotid
44178 sbi:SORBI_01 :0032550;G0 |e catabolic e catabolic
- - - £045320 | guanine 060089 ; process;G0:00 process;G0:00
7204610] 105 42| 74. 47 51.29| -0.537981786) 0. 0385822(PHATR 36721 nucleotide-binding - 10032403/ /p |07166//cell 07166/ /cell
protein subunit rotein surface surface
alpha, other complex receptor receptor
binding;GO: |signaling signaling
0017076//pu [pathway pathway
rine
nucleotide
binding
K03363|1|5e~
27121 |ath:AT4G3327
7200506 891 357 292. 03 201.2| -0.537486278 1. 04E-09|PHATRDRAFT 45416 0lcell division - - - -
cycle 20, cofactor
of APC complex
7199746 157] 63] 29.61 20.42| -0.536101624] 0. 01153636[PHATRDRAFT 44785 - - - - -
7199578 486/ 195] 189. 3| 130. 63| —0.535188152] 06| PHATRDRAFT 44873 - - - G0:0044238 G0:0044238




K12349|1|7e~ G0:0005911//ce
166582 pop: POPTR 5 | 11-cell
7200403] 122] 49 35. 13 24. 26| -0. 534124026 0. 0268556 PHATRDRAFT_20082 76910 | neutral Junction;G0:00]— - -
ceramidase 31090//organel
[E . 1.23] le membrane
7202782 152] 61 98. 94 68. 36| —0.533401502 0. 01299926 PHATRDRAFT 47546 - - - - -
G0:0046914/
27E0 111 /transition
gg/ZZ%Sngi:SURBI 1 metal ion G0:0019538//p G0:0019538//p
7202281 199) 80 52.13|  36.02| -0.533315679| 0.00452724|PHATRDRAFT 47504  |0g003060] carboxypep |~ binding;60: |rotein rotein
tidase D 0008235//me [metabolic metabolic
[BC:3. 4. 17. 22] talloexopep |process process
e tidase
activity
K13414|1|9e-
08/57. 8/aly:ARALYDR
AFT_489755 /mitogen—
activated protein
kinase kinase
kinase 1, plant
[EC:2.7. 11. 25] ;K044
2712 1e-
07/57. 4[0lu:0STLU 4
2011 'mitogen—
activated protein
k%"“:z ;‘“‘d“ (010016301, |00:0006464//c 60:0006464//c
. - A :2.7. 11.25) K145 /kinase  |cllular ellular
7202705] 281 113] 71. 55] 49. 46| -0.532689527( 0. 000722626 PHATRDRAFT_47698 10/4]30- activity;60 pro\.e\.n . pro\.e\.n .
07/56. 2| reu:RCOM 03 .0032550  |modification modification
82890 | serine/threon process process
ine-protein kinase
CTR1
[EC:2.7.11.1];K0885
2[5(8e—
07!54. 7| ppp: PHYPADR
AFT 164091 | serine/t
hreonine—protein
kinase/endoribonucl
ease IREL
[EC:2.7.11.1
3.1.26. -1
7201253 127, 51 94. 13| 65. 09] —0. 532218681 0. 0237668 PHATRDRAFT 46174
G0:0036094/
/small
molecule
7197233] 276 111 127.07 87.92| -0.531360173( 0.000809832|PHATRDRAFT 43685 binding;G0: [G0:0044710 G0:0044710
0003824//ca
talytic
activity
. G0:0035556//1 G0:0035556//1
;272?1 3);?1333662 ntracellular ntracellular
Ras-related protein signal signal
7197170 309 124 362  250.53| -0.531006326( 0.000362886(Rab5a Rab-5A;K07976/2] Te 60:0032550 |Lrensduction: Lransduction;
531207 |olu:0STLU 33 GO:004>5184//6 GO:004>5184//6
115/Rab family, - s{ahhshwent s{ahhshwent
other - of protein of protein
localization localization
G0:0032550;
G0:0016884/
/carbon—
. nitrogen
N i ot o ligase  [60:0019359//n 60:0019359//n
NAD+ synthase activity, icotinamide icotinamide
7200717] 134 54 26.01 18. 02 -0.529467388| 0. 0212034| PHATRDRAFT_45509 (‘glutamine* with nucleotide nucleotide
h\}(lrolysing) glutamine biosynthetic biosynthetic
[2C:6. 3.5 1] as amido-N- |process process
e donor;G0:00
16787/ /hydr
olase
activity
7200882 129 52| 44. 22| 0. 023945[PHATRDRAFT 45731 - - - - -
7202862 161 65] 56. 19 39.01 0. 01170956 PHATRDRAFT 47657 - - - - -
7198530] 131 53] 39. 22| 27. ZE —0. 523745891 0. 0241112|PHATRDRAFT 49908 - - - - -
7197266/ 131 53] 48. 39 33.67] -0.523245218| 0. 0241112|PHATRDRAFT 43747 - - - - -
G0:0007165//s G0:0007165//s
7197647| 168 68 48. 34 33.64| -0.523039768| 0. 0104678| PHATRDRAFT_44656 - - - ignal ignal
transduction transduction
195| 79 82. 34| 57.38] -0.521045481] 0.00584356|PHATRDRAFT 49833 - - - - -
533 216 192. 97 134. 49| -0. 520877672 4 PHATRDRAFT 44302 - - - - -
111 45 39.41 27.47] -0.520704839] 0. PHATRDRAFT 47447 - - - - -
7202797 232. 34 94. 15 107. 5| 74.94] -0. 520528777, 0. 0026057| PHATRDRAFT 47572 - - - - -
719932ﬂ 259 105] 128. 42 89.58] —0.519621333[ 0.001475262[PHATRDRAFT 50492 - - - - -
G0:0036094/
K00514 /1| 1e- /small
15/82. 8| cme: CMT061C molecule
7195463 106 43 47. 31 33.02| -0.518805041 0. 0446662| PHATRDRAFT 15806 zeta—carotene - binding;G0: [G0:0044710 G0:0044710
desaturase 0003824//ca
[EC:1.3.5.6] talytic
activity
K01510/1/3e-
- i 18192. 4| ven: VOLCADR 60:0003821/
7200002 155) 63 48. 43| 33.85| -0.516745169| 0.01506476|PHATRDRAFT 45377 . - /catalytic |- -
AFT_91259 |apyrase -
[EC:3.6. 1.5] activity
7204379 118 48| 23. 49| 16. 42| —0. 516592586 0. 035049[PHATR 43957 - - - - -
K00826 /1| 1e- G0:0004084/
511202 ven: VOLCADRA /branched—
7197801 118 48 41,09 2574 ~0.515727269  0.035040|PUATRORAFT 50806 | 102054|branched= chain- -
chain amino acid amino-acid
aminotransferase transaminas
[EC:2.6.1.42] e activity
K12848/1|2e-
19/95. 1| gmx:1007958 600005622/ G0:0046872/
7198929 113 46} 64. 89 45. 46| -0.513398482 0. 0396686 PHATRDRAFT 50130 33/U4/U6.U5 tri— (0SSN petal don |- -
tracellular S
snRNP component binding
SNU23
7202954] 135] 55| 75. 67} 53.05] -0.512368694; 0. 0244094 PHATRDRAFT 47803 - - - - -
k08776 1| de- (/iO:OO'ﬂ‘SQM/ G(fi0(1)09987//c G(fi0(1)09987//c
o (£ " . transition |ellular ellular
/l\]?&‘a;‘l};é\pfr{g\;:?}: metal ion process;G0:00 process;G0:00
7194860 277) 113] 63. 26| 44.36| -0.51203419 0.00120217PHATRDRAFT_29758 . L G0:0044424 binding;G0: [44699;G0:0019 44699;G0:0019
:g:z;z;g:ase 0008238/ /ex |538//protein 538//protein
203, 4. 11, 7j opept%dase metabolic metabolic
activity process process
7202887] 149 100. 32 70.41] -0.510757006] 0.000201148|PHATRDRAFT 47701 - - - - -
7203767] 49] 35. 19| 24.71] -0.510070503] 0. 0352442| PHATRDRAFT 48485 - - - - -




ﬁgcg(ﬁ?ziii/ 60:0050896/ /1 60:0050896//r
KO3667 | 1|9e— . ...~ |esponse to esponse to
1251445 cme:CMT122 |60:0043234//pr |2 1Y IWEC0 | iitus:60z0 stimulus;60:0
ATP-dependent otein :0017111//n 009154/ /purin 009154/ /purin
7204396 169) 69) 85.34]  59.95 -0.509462357| 0.01200322|PHATR 41790 HSIUY protease ATP- |oomplex:Go:004|21e0side™ o .
binding subunit 4424 ;Zéphosphat ribonucleotid ribonucleotid
Hs1U activity:6o |© catabolic e catabolic
_0032556' process process
60:0015077/
- 60:0033176//pr | ™" |60. 0015088/ /¢ 60:0015988//¢
k0215511 ] 1e oton— INOTEANIC )0 gy coupled nergy coupled
46/184|ven:VOLCADRA |{ O eation e L
FT_107886V-type V-t MZ A'l'l’aic transnembra Ft)ransmcmbranc Ft)ransmcmbranc
7202914 146. 09 59. 68 130.84 92.1| -0.506530603| 0. 01676938|PHATRDRAFT 29011  |H+—transporting wmy‘l’f “0.003|1¢ I I
ATPase 16kDa omplex; 50091 ransporter nsport, nsport,
P ., [1224//intrinsi s on |against against
proteolipid subunit Jlactivity;GO . .
TEC:3. 6. 3. 14] ¢ component of 0003824/ /¢ electrochemic electrochemic
T membrane e‘ualylic al gradient al gradient
activity
7195887 191 78 212 42]  149.57] 0.506098771] 0. 0075229 PHATRDRAFT 40068 |~ - - - -
7201139 151 62 23.57]  16.63] -0.50316359] 0.01946078|PHATRDRAFT 45927 |- - - - -
7200810 112 46) 45.23]  31.95] —0.501464065] 0. 0453792|PHATRDRAFT 45798 |- - - - -
K12319/1/3e—
32/ 139/ cre: CHLREDRA
FT_142791 | guanylate
cyclase soluble
subunit beta
[zcéﬁ;b.l.z];KIISBS 60:0016829/
23/108| cre: CHLREDRA Mvase 66.0009165//n 60:0009165//n
FT_171763|ubiquitin activity;G0 ucleotide ucleotide
. o man 20004112/ /¢ |1 °© ) . )
7203640 141 58 25.71| 1817 ~0.500771191| 0. 0247766|PHATRDRAFT 48375 ;‘y‘i’_zgiotzg‘"‘““l - yelic- Eizzx‘:h(‘)élgo Eﬁiiffﬁméléo
[EC:3. 1. 2. 15) :K1375 “;;“g:;‘:z 07165//signal 07165//signal
5/5]3 [Ccr;zc % |transduction transduction
13/76. 3| ven: VOLCADR .
AFT 59941 calciun/c activity
almodul in-dependent
3,5 —cyclic
nucleotide
phosphodiesterase
[EC:3.1.4.17]
K03132/1/9e— 60:0006366//t 60:0006366//t
09/59. 7| osa: 4338489 [G0:0005667//tr ranscription ranscription
7200917 112 46 65.98]  46.64| —0.500460989  0.0453792|PHATRDRAFT 45779 || transcription anscription |- from RNA from RNA
initiation factor factor complex polymerase 11 polymerase 11
TFIID subunit 7 promoter promoter
K01872/1/0. 0/860/ pp 60:0032550; [GO:0006418//t 60:0006418//1
p:PHYPADRAFT 140193 60:0004812/ [RNA RNA
7202999) 248 102 54.4|  38.46| -0.500247889| 0.00272242|PHATRDRAFT 47999 | |alanyl-tRNA 60:0044424  |/aminoacyl- |aminoacylatio aminoacylatio
synthetase tRNA ligase |n for protein n for protein
[EC:6.1.1.7] activity translation translation
60:0046483//h 60:0046483//h
eterocycle eterocycle
metabolic metabolic
process;G0:00 process;G0:00
34641//cellul 34641//cellul
ar nitrogen ar nitrogen
compound compound
K03655/ 1| Te— 60:0032550; [metabolic metabolic
54/213 | reu:RCOM 084 60:0042623/ [process;G0:19 process;G0: 19
7198343 124 51 26.05|  18.42] -0.500010311|  0.0355828|PHATRDRAFT 30585  [3050|ATP-dependent |- /ATPase 01360//organi 01360//organi
DNA helicase RecG activity, |c eyelic ¢ eyelic
[EC:3.6.4.12] coupled compound compound
metabolic metabolic
process;G0:00 process;G0:00
06725//cellul 06725//cellul
ar aromatic ar aromatic
compound compound
metabolic metabolic
brocess brocess
7204697 381] 157 93.61] __ 66.31] —0.497436201] 0.000209176|NLTF - - - - -
K07976/ 1|2~
831306/ osa: 4329800 60:0035556//1 60:0035556//1
Rab fanily, ntracellular ntracellular
other;K07878/2| Te~ fl “‘fi a fl “‘fi ar
821304 0sa:4336117| |G0:0016020/ /me tf”‘fdu - tf”‘fdu -
7203000 141 58 11155 79.03|  -0.4972182  0.0247766|Rab2 Ras-related protein |mbrane;G0:0009[0:0032550 | nSCuCtion: sranscuctior:
. DS ol : 60:0045184//e 60:0045184//e
Rab-2B;K07877|3|3e- |536//plastid bl ichmon bl ichmon
821303 aly: ARALYDRA ’f“ . t“;'“ ’f“ . t“;'“
FT_493160 | Ras- oF protern O protertt
. localization localization
related protein
Rab-24
7198010 284 117 103.39]  73.25] —0.497195989] 0.001387918|PHATRDRAFT 44301 |- - - - -
7203705 517 213 191. 28] 135.53] 0. 497073803 1 51E-05|PHATRDRAFT 48482 |- - - - -
K11267|1/6e-
1995. 1] gmx: 1007753
7205032 131 54 30.41|  21.55| -0.496857947|  0.0316066|PHATRDRAFT bd1590 |97 sister chromatid |- - - -
cohesion protein
PDS5
60:0046912/
Jtransforas
e‘:‘z‘:\(i;* 60:0044262//c 60:0044262//c
I;g;(\aiismzjcm REDR transferrin :Ll;‘};;drute :Ll;‘};;drute
7201080 546 225 196.38|  139.17| -0.496799756| 8. TTE-06[MS AFT 196328 |malate |- irizil metabolic metabolic
synthase IR :
[EC:2.3.3.9] acyl E1o "™ 109060/ /aerobi 09060/ /aerobi
?:T:e:liyl ¢ respiration ¢ respiration
on_transfer
7197218 143 59| 24.88]  17.64] —0.496135925]  0.024879|PHATRDRAFT 43544 |- - - - -
Il(gsfzgﬁomijmnu ) 60:0005515/ [60:0015031//p 60:0015031//p
7200570 182 75 106.65|  75.64| -0.495662697|  0.0108676(SytA ey Rl /protein  |rotein rotein
7950 syntaxin bre
1B/2/3 binding transport transport
G0:0046906/
/tetrapyrro |G0:0044710;G0 60:0044710; G0
. // . //
K08906/ 1/3e~ 60:0009534//ch }lj dine:CO: '0,0(3?091“rg8“ : ,0(3?091"rg9“
7204234 165| 68 126. 14| 89.52| -0.494743897| 0.01544994[Pet] 19194, 0] cme : CMV209C | loroplast neing;bu: jeration o eratton o
° 0046914//tr |precursor precursor
cytochrome c6 thylakoid o ° °
ansition metabolites metabolites
metal ion |and energy and energy
binding
7200068 126) 110. 61 78.5_81 ~0.493247749] 0. 000999198|PHATRDRAFT 45050 |- - - - -
7200653 143 148.78] _ 105.77] -0.492250115] 0. 00045871|PHATRDRAFT 45612 |- - - - -
7197763 709] 676.42]  481.24] 0.491162755] _ 5.35E-15|PHATRDRAFT 44488 |- - - - -




K01702/1/0.0/847 01
u:0STLU_28677 |3~
isopropylmalate
dehydratase 60:0051536/
[EC:4. 2. 1. 33]:K0170 /iron-
3[4[3e~ sulfur G0:0006551//1 G0:0006551//1
R, o . P B . - - 33/142|aly:ARALYDRA |GO:0043234//pr|cluster eucine eucine
7196176 227 94| 59.21 42.14) ~0.490106862|  0.00488804 PRATRORAFT 24772 | o o027 atein comples |binding:G0: [metabolic e abalic
isopropylmalate/ (R) 0016836/ /hy [process process
—2-methylmalate dro-lyase
dehydratase large activity
subunit
[BC:4.2.1.33
4.2.1.35]
60:0008135/
/translatio
n factor
k03253 1/ 2~ activity,
124[445|bdi: 1008348 nucleic 5 e . "
7200053 181 75 55.25|  39.36| -0.489244244| 0.01232386|PHATRDRAFT 26975 (58| translation 60:0044424  |acid 60:0006412//¢ 60:0006412//¢
Lo - . S . ranslation ranslation
initiation factor 3 binding;G0:
subunit B 0036094//sm
all
molecule
binding
60:0008252/
ig““""“d“ 60:0009117//n 60:0009117//n
7204094 571 237 88.85|  63.38] -0.487344117 8. 17E-06|PHATR 44174 - - activity;Go |ieteotide ueleotide
0046872/ /m metabolic metabolic
. process process
etal ion
binding
ool lse oetransistrn oetransisirn
7200690 159) 66 52.69|  37.61| -0.486412873| 0.01976412|PHATRDRAFT 27039 omans(l‘;céuonl - 60:0022892 [nal protein nal protein
protein SEC63 targeting to targeting to
membrane membrane
7203012 704 291 120399 859.86] —0.485649721] 5. 40E-07|PHATRDRAFT 14646 |~ - - - -
7204338 178 74 52. 11 37.24] —0.484707182] 0.01391574|PHATR 43879 - - - - -
7199755 1117 464 604.94] 432,42 0.484358807( 4. 47E-10[PHATRDRAFT 44800 |- - - - -
K01090/ 1| Te— ] .
34| 147 osa: 4341433 3%090}4“{/
protein phosphatase PROSPROPTO | . 0006464/ /¢ 60:0006464//c
[EC:3. 1. 3. 16 ;K149 Lein ellular ellular
7200250 226 94| 62.14|  44.44| -0.483663425 0.00552458|PHATRDRAFT 45230  |7]2|5e— - phosphatase | .\ oin protein
34/ 144/ gux: 10080528 activity;00 | iitication wodification
’ 10043169/ /c
1|protein . process process
phosphatase 2C de‘?
[EC:3.1.3. 161 binding
7196977 120 50) 23. 15| 16.58] —0.481568187] 0. 046009|PHATRDRAFT 43268 |- - - - -
7199936 125] 52 87.15] _ 62.42] -0.481492307]  0.040 —1[’HATRDRAFT 45219 |- - - - -
7200290 364 152 55.85] _ 40.08| —0.478674772] 0.000472278|PHATRDRAFT 45084 |- - - - -
7197265| 187, 78 110.76] __ 79.52] —0.478047297] _ 0.0124359|PHATRDRAFT 43744 |- - - - -
600016682/
/oxidoreduc
ta:
activity,
N e acting on N N N .
7199027 141 59) 50.77|  43.02| -0.474414018|  0.0320852|PHATRDRAFT 41170 |- 60:0016020//me  4; ooy |00:0044710:60 60:0044710;G0
mbrane 10044707 :0044707
and related
substances
as donors,
oxygen as
acceptor
7197398 900 377 197.63]  142.3] —0.473866301] 4. 52E-08|PHATRDRAFT 43354 |- - - - -
7195147 186] 78 82.02]  50.17] —0.471109849]  0.0140533[PHATRDRAFT 48859 |- - - - -
7198559 181 76| 103.21]  74.58] —0.468722058] 0.01581126|PHATRDRAFT 49974 |- - - - -
60:0003690/
K08740/ 1/ 2e~ /double-
SN . - . ) a1 wele 571223 reu:RCOM_138 stranded  |G0:0006281//D 60:0006281//D
7200416 133 56| 23.57|  17.06| -0.466334112  0.0409938|MSH4 T o " N ropair N ropair
repair protein MSH4 binding;G0:
0032550
7196845| 190) 30) 67.31]  48.73] —0.466010634] 0. 01410082[PHATRDRAFT 43044 |- - - - -
60:0015291/
/secondary
active
transmembra
60:0031224//in|ne
7202936 815. 65 342. 75 736.54|  533.27| -0.465897708| 2. 25B-07|PHATRDRAFT 47653 |- trinsic LransborLer | g 0044765 60:0044765
component of |activity;GO
membrane 10005326/ /n
eurotransmi
tter
transporter
activity
K14674|1/6e—
35/ 148 cre: CHLREDRA
FT 183258 |TAG 60:0046872/
lipase / steryl /metal ion
7200597 434 183 98.26  71.22| -0.464321803| 0.00020015|PHATRORAFT 45518 | °Ster hvdrolase /| S(‘)giégi/i?d 60:0044238 60:0044238
talytic
activity
60:0016627/
K00213 | 1/2e~ /oxidoreduc
126]451 sbi :SORBT 0 tase
7198241 313 132 76.76]  55.65| -0.463973024  0.001620|PHATRDRAFT 30461 | 1017400 7 60:0016020//me activity, oy 044710 60:0044710
dehydrocholesterol |mbrane acting on
reductase the CH-CH
[EC:1.3.1.21] group of
donors
7204593 375 159] 57. 11| 41.61] -0.456813096] 0.000674558|PHATR 46676 - - - - -
K02885 1/5e—
45178 smo: SELMODRA _ )
7195602 168 71 180. 14| 131.25| -0.456801144|  0.0225842|PHATRDRAFT 30262  [FT 185317 |large 22;2’?\2“840//“ - - -
subunit ribosomal b
brotein Lige
7197031 1040 441 230.45] __167.97] -0.456250182] 1. 33E-08| PHATRDRAFT 43746 |- - - - -




7196246

197|

322.83

235.

47 -0. 455231387

0.000145291

PHATRDRAFT_43051

G0:0043231//in
tracellular
membrane—
bounded
organelle

G0:0003677/
/DNA
binding;G0:
0001071//nu
cleic acid
binding
transcripti
on factor
activity

G0:0006351//t
ranscription,
DNA-templated

G0:0006351//t
ranscription,
DNA-templated

7196621

139

59. 38|

. 36| —0.453612337|

0. 0410892

PHATRDRAFT_ 42434

G0:0044464

G0:0016462/
/pyrophosph
atase
activity;GO
10032550

7196963

158

67

153. 41

112.

12 -0. 452348878

0. 0286604

PHATRDRAFT_43244

KO8493 |1 le—-

10/65. 1|cre:CHLREDR
AFT_187998 | vesicle
transport through
interaction with t-
SNAREs 1

7203570}

285

121

221.74

162.

13| 0. 451717976

0. 0032094

PHATRDRAFT 48358

7196990}

167

71

130. 24

95.

36| —0.449716464]

0. 0254614

PHATRDRAFT 43687

7203296

183

78]

29. 32|

.47] 0. 449562912

0. 0201136}

PHATRDRAFT 48146

K119821|4e-
07!56. 2|mtr:MTR_6g0

79660|E3 ubiquitin-|

protein ligase
RNF115/126
[EC:6.3.2.19]

G0:0046914/
/transition
metal ion
binding

7200663

195

83

121.41

88.

7204707}

1141

486

555. 28

406.

95| —0. 448820744

0. 01591592

PHATRDRAFT 45624

92| —0. 448470244

4. 22E-09)

PHATR 54658

7203788

88. 57

64.

93] —0.44793291

0. 001468254

PHATRDRAFT 48317

7204615]

336. 25
136

143. 38
58]

50. 4

36.

97| —0. 44706869 0. 0463932

7200075]

493

210)

388.63

285.

11| -0. 446878631

PHATR 46703

0.000117443]

PHATRDRAFT 11673

G0:0005911//ce
1l-cell
Jjunction;G0:00

31090/ /organel K

G0:0019901/
/protein
inase
binding

7202090]

171

73]

43.

26 —

=3

. 445723765

0. 0254616/

PHATRDRAFT 46983

G0:0005622//1in
tracellular;GO

:0031224//intr|_

insic
component of
membrane

7202319

1557

666

991. 93

730.

371 —

=3

. 441610806

1. 19E-11

PHATRDRAFT 47279

G0:0003677/
/DNA
binding;G0:
0001071//nu
cleic acid
binding
transcripti
on factor
activity

G0:0006351//t
ranscription,
DNA-templated

G0:0006351//t
ranscription,
DNA-templated

7204693

236/

101

112.11

82.

55 —

=

. 441574849

0. 0089258

PHATR 46842

7197815

254

109

82. 71

61.

03[ —

=3

. 438543178

0.007093

PHATRDRAFT 44256

K12133|1/2e-

10165. 9/aly:ARALYDR
AFT_ 470177 |LATE
ELONGATED
HYPOCOTYL;K12134 |3
o
10163.9/aly:ARALYDR
AFT_904154 | circadia
n clock associated
1

G0:0003676/
/nucleic
acid
binding

7200229

676

289

1082. 99|

799.

64 —0. 437597375

7. 92606

PHATRDRAFT 45193

7202861

2328. 35|

1002. 25|

431.81

319.

46 —0.434761353

3. 86E-16

PHATRDRAFT 47656

(0:0031224//in
trinsic
component of
membrane

G0:0015291/
/secondary
active
transmembra
ne
transporter
activity;GO
:0005326//n
eurotransmi
tter
transporter
activity

®

(0:0044765

(0:0044765

7201731

142

61

124. 47

12| 0. 434211747

0. 0462998

CLC

G0:0012510//tr
ans—Golgi
network

05905//coated
pit

G0:0015031//p
rotein
transport

G0:0015031//p
rotein
transport

7194869

230)

99

96. 94

L77| -0.433711162]

0.01120544

PHATRDRAFT 48600

60:0044424;60:
0031224//intri
nsic component
of membrane

G0:0016491/
/oxidoreduc
tase
activity

G0:0044238

G0:0044238

7199690}

172)

74

141. 88|

105.

14| 0. 432359595

0. 0285946

PHATRDRAFT 45025

7199266

269

116

117. 36

87.

06[ —

=3

. 430858851

0. 0063073

FbaC5

K01623|1/4e-
106383 | cme: CMI049C
fructose—
bisphosphate
aldolase, class I
[EC:4.1.2.13]

G0:0044434

G0:0016832/
/aldehyde-
lyase
activity

G0:0006007//g
lucose
catabolic
process;G0:00
50896/ /respon
se to
stimulus

G0:0006007//g
lucose
catabolic
process;G0:00
50896/ /respon
se to
stimulus

7204063]

131

521.62

387.

08[ -0. 430367419

0.00320842

PHATR 10391

G0:0016810/
/hydrolase
activity,
acting on
carbon—
nitrogen
(but not
peptide)
bonds

7201454]

127]

367.17

272.

67 —0.429292207|

0.00401298

PHATRDRAFT 12887

G0:0046914/
/transition
metal ion
binding

7205167|

148

64

41. 76|

31.

05 —

=3

. 427528443

0. 0461034 PH.

ATRDRAFT bd1749

G0:0004620/

/phospholip |

ase
activity




K13862/ 1] le—
23/ 110/ ota:0t04g031 . |60:0015301
90/ solute carriir 605001%1224//“1 /anion:ani: . N . . N .
7205100 400) 173 131.23 97.6| -0.427144514| 0.000933786|PHATRDRAFT bd714  |family 4 (sodium  |“°S1¢ |, 60:0006811//1 60:0006811//1
borate component of antiponcr on transport on transport
membrane -
transporter), activity
member 11
7203434 943 407 990. 16| 736.69] -0.42660401] 2. 87E-07[PHATRDRAFT 48086 |- - - - -
K15109/ 1/ 26—
37/ 154/ pop: POPTR 67
0402/ solute carrier |G0:0031224//in G0:0051234//e G0:0051234//e
7197849) 402 174 25785 192. 12| ~0.424524332] 0.000932572|PHATRDRAFT 18927 | MY 25 trinsie stablishnent stablishnent
(mitochondrial component of of of
carnitine/acylcarni |membrane localization localization
tine transporter),
member 20/29
7204256 1598. 72] 693. 41 950. 37| 709.45] —0.421788285] 4. 44E-11[PHATR 54153 - - - - -
60:0016627/
/oxidoreduc
tase
K00253/ 1] e~ activity, |. s e . s e
10/67. 0|bdi: 1008336 acting on ?’0:00%(,)35//1 ?10:000%35//1
7198029 2149 934 711,43 531.69| -0.42013648) 3. 18E-14|PHATRDRAFT 11014 |91 isovaleryl-CoA |- the CH-CH gét;fm gét;fm
dehydrogenase group of . . . .
[EC:1.3.8.4] donors;60:0 |°Xidation oxidation
000166/ /nuc
leotide
binding
7197047 536| 233 274. 67| 205.45] 0418912015 0. 000159082 PHATRDRAFT 43771 |~ - - - -
K00626/ 1/6e—
691259 vvi: 10085518
7200829 156] 68 70.35|  52.75| -0.41537933|  0.045705|PHATRDRAFT 45947 |1 |acetyl-CoA C- - 60:0016408 |- -
7204756] 220 96 96.37]  72.33] —0.413989953] 0. 01754192[PHATR 46929 - - - - -
7202297 190 83 34.03| _ 25.55] -0.41348386] _0.0281106|PHATRDRAFT 47518 |- 60:0044464 __|G0:0016837 [G0:0042120 60:0042120
60:0044444//cy
toplasmic
part;G0:004323
7200026 424 185 282.43| 212,15 -0.412808663| 0.000914952| PHATRDRAFT 19805 |- 1//intracellul |- - -
ar membrane—
bounded
organelle
60:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7198835 424 186) 165.74|  125.05| -0.40641677| 0.001121766|PHATRDRAFT 55150 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7197969 430 189] 106] __80.09] -0.40437024] 0.00111273[PHATRDRAFT 44307 |- - - - -
K01874/ 1|2~ 60:0032550; [GO:0006418//t 60:0006418//t
150(531] olu:0STLU 3 60:0004812/ [RNA RNA
7200252 198 87, 68.05|  51.42| -0.404265552|  0.0277868|PHATRDRAFT 26837  |6966 methionyl—tRNA [G0:0044424  |/aminoacyl- [aminoacylatio aminoacylatio
synthetase tRNA ligase |n for protein n for protein
[EC:6.1.1.10] activity _|translation translation
(;Shgggf‘;ilg 60:0006470//p 60:0006470//p
7198675 323 142 69.17]  52.27| -0.404163297 0. 00482436|PHATRDRAFT 50076 |- - tein rotein rotein
phosphatase | dephosphoryla dephosphoryla
activity tion tion
7199521 171 75 185.47] _140.25] —0.403185077] 0. 0400608|PHATRDRAFT 34586 |- - - - -
7202290 343 151 133.05] 100 74| —0.401331874] _0.00382134|PHATRDRAFT 37749 |- - - - -
7199433 311] 137 101.83]  77.13] —0.400798638] 0. 00602386|PHATRDRAFT 50618 |- - - - -
60:0032553;
7197376 177 78 53.58 40.6] -0.400214854|  0.0396636|PHATRDRAFT 43312 |- - (;Sd(zg?jfff/ 60:0044710 60:0044710
activity
K01637 /1| Te— ] oo
149528 ppp: PHYPADR (;ng?i‘fjf/
7202968 211, 93 68.17]  51.66| —0.40008934|  0.0244652|PHATRDRAFT 51088  |AFT 189731 isocitra |- Lyave 60:0043436 60:0043436
\[Ec}z.l.a.u activity
60:0051234//e 60:0051234//e
stablishment stablishment
7199382 238 105 47.39]  35.93 -0.399393726 0.01708472|PHATRDRAFT 50551 |- - - of of
Tocalization; Tocalization;
60:0044763 60:0044763
7198248] 360 159] 77.8] _ 59.07 0. 0033644| PHATRDRAFT 49592 |- - - - -
7197519 1295] 572 317.33]  240.95 2. 31E-08| PHATRDRAFT 43674 |~ - - - -
60:0044699; GO 60:0044699; GO
:0009056//cat 10009056/ /cat
TR abolic abolic
2202?2 i]ff;ARALYDRA process;G0:00 process;G0:00
PT 478464]arginine 06464//cellul 06464//cellul
7195215 509) 225 159,13 12095 ~0.395795076| 0.000494668| PHATRDRAFT 48924 | ' P00 S - G0:0016755 |ar protein ar protein
e modification modification
(502 3.2 8] process;G0:00 process;G0:00
s 32502//develo 32502//develo
pmental pmental
brocess brocess
7196778 210 93 75. 12| 57.21] -0.392929719]  0.0272062|PHATRDRAFT 42948 |- - - - -
K08493 | 1/ 2e~
07/54. 7/0lu:0STLU 3
7203264 226 100) 15131 115.26| -0.392615413|  0.0214636|PHATRDRAFT 54g55 | 100 vesicle - - -
transport through
interaction with t-
SNAREs 1
7200135( 751 332 743 47| 566. 46| -0.392300444] 2. 27E-05|PHATRDRAFT 45270 |- - - - -
7200809 1196 530 391.6] 2984 92133229] 1. 10E-07|PHATRDRAFT 45797 |- - - - -
7203952 301. 28 133. 59 138.04] _ 105.3] -0.390580943] 0.00750002|PHATR 43815 - - - - -
60:0016705/
/oxidoreduc
tase
activity,
acting on
paired
7203990 189) 84 41,92 32.03 -0.388214919|  0.0387432|PHATR 44026 - - :‘;‘Z;”’ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxvgen




K10523 /1 le-
17/90. 1|osa:4344979
speckle—type POZ
protein;K15450|2 | 5e
17/88. 2| smo: SELMODR
AFT 418563 | tRNA
wybutosine—
7196211 189 84 56.64f  43.28| —0.388120766|  0.0387432|PHATRDRAFT 42978 |synthesizing - - - -
protein 3
[BC:2. 1. 1.~
1:K02999 5| 3e~
16/85.9/bdi: 1008214
44|DNA-directed RNA
polymerase [
subunit RPAL
[EC:2.7.7.6]
60:0044763;60 60:0044763;60
:0071704;60:0 :0071704;60:0
k057681 1] 96~ 60:0008092/ (044237//cellu 044237//cellu
7197808 1556 691 807.44| 616.99 -0.388107952| 1. 79E-09|GEL3 101162/ vvi:10025477 [G0:0044424 |/ c¥toskelet |lar metabolic lar metabolic
- . al protein [process;G0:00 process;G0:00
Slgelsolin binding 16043//cellul 16043//cellul
ar component ar component
organization organization
K08852| 1| 2e- 60:0003676/
11/68. 9| ven: VOLCADR /nucleic
AFT 107956 | serine/t acid
- . o e . - 0 PPN I . . hreonine-protein _ binding;GO: |_ _
7195875| 184. 6] 82. 02 75.62|  57.79| —0.387947979) 0. 043438 PHATRDRAFT 49355 | 0 0 o el 0046914/ 1r
ease IRE1 ansition
2.7. metal ion
binding
60: 0052736, |60:0044036/ /¢ 60:0044036//c
o ) ) ] Jbota ell wall ell wall
7196267| 274 122] 46. 13| 35.3[ —0.386037109 0.01302618|BGER1 - - macromolecule macromolecule
glucanase . .
- metabolic metabolic
activity
process process
7202978] 238 106 84.4]  64.64] —0.384815801  0.0209546[PHATRDRAFT 47842 |- - - - -
Eioiég ibfTSORBI o1 60:0010035//r 60:0010035//r
2020210 |RING finger GU:004(?'9¥4/ S*sponscvtu S*sponscvtu
7200435 193 86| 169.17|  129.87| -0.381405542| 0. 0384056|PHATRDRAFT 12097  [and CHY zinc finger |- /transition |inorganic organic
domain-containing mgw.a% ion sub;:LanccE(JU: sub;:LanccE(JU:
otein 1 binding 0006811//ion 0006811//ion
IF;‘:(O;LL““ 2 19-‘ transport transport
Eogigﬁ 14222730;:‘: 60:0050896/ /1 60:0050896/ /1
7196800) 2131 952) 685.79|  526.8| —0.380511522 5. 23E-12|HSP70A shock 70kDa protein |~ 60:0032550 |esponse to esponse to
18 stimulus stimulus
7198064] 606] 271 227. 41] 174.9] 0. 378765407| 0.000257056|PHATRDRAFT 54251 |- - - - -
7195260) 350) 157 139.8]  107.86] —0.374204422[ 0. 00615734[PHATRDRAFT 54973 |- - - - -
gzlfgii ;l)oit:romk g3 |€0:0081224//1n
7198795| 376 169 160.42[ 12403  -0.3711649| 0.00479768|PHATRDRAFT 30810  |1922/LMBR1 domain- i::ni:z;im of - -
containing protein
1 membrane
60:0043231//in 60:0044267//c 60:0044267//c
pyie g, ol L
7198971 320) 144 100.04|  77.41] -0.369985108| 0. 00966354|PLATRORAFT 16786 | 120930 DA 1008233 |, e 60:0009515/" | abolic metabolic
53 heat shock /protein N N
’ organelle;60:0[ ™% process;G0:00 process;G0:00
protein 90kDa beta 1o 1paig//eviopt | {06950/ /respon 06950/ /respon
asmic part se to stress se to stress
K13418/12¢-
16/86. 7|pop:POPTR 9
13861 somatic
7201285| 371 167 101)  78.16| —0.369852921| 0.00533214|PHATRDRAFT 46212  |embryogenesis - - - -
receptor kinase 1
[EC:2.7.10.1
2.7.11.11
K14570| 1| 4e-
3186 5 . — v . S 06/51. 6|ath:
7203186| 200) 90| 77.03|  59.62 —0.36962405|  0.0417582|PHATRDRAFT 38270 - - -
40/RNA exonuclea
1 [EC:3.1.-.-]
7199574] 28] 127 62.24] 48,18 0.369407667| 0.01553802| PHATRDRAFT 44864 | - - - -
60:0015078/
. o6 . |/hydrogen
(fi’_iggimw“‘ ion 60:0044763; G0 60:0044763; G0
7203854 191 86| 56.50|  43.81| -0.369286923 0. 047237|PHATR 44149 - component of | Lransmenbra |:0006811//ion :0006811//ion
ne transport transport
membrane
transporter
activity
60:0051540;
60:0016649/
Joxidoredue
K00311/1/5e- tase
153/539 | ppp: PHYPADR activity,
AFT 55177 electron- acting on
7195096| 397] 179 155.09|  120.27| —0.366828843| 0.00415472|PHATRDRAFT 42245  |transferring— - the CH-NH  |G0:0044710 60:0044710
flavoprotein group of
dehydrogenase donors,
[EC:1.5.5.1] quinone or
similar
compound as
acceptor
60:0008135/
03262/ 1] Tom /Ul:unsluti()
n factor
7202122] 23| 106 83.07|  64.43) -0.36659496]  0.0283728|PHATRDRAFT 47039 |20 133 0lu:0STLU.46 activity, |00:0008412//t G0:0006412//%
171 translation . ranslation ranslation
initiation factor 5 nucleie
acid
binding
K10357 | 1/9e-
141/499 |aly: ARALYDR i:ug?ljﬂ;;
N L Koo
7199569 226| 102 58.13 45.1| -0.366155475| 0. 0320206|myoAd 130/462] ota:0t06g03 | 11" triphosphat |- -
550 DNA cytoskeleton ase. .
activity;GO
[EC:5.99.1.2] :0032550
7196592| 304 137 215.84]  167.48] -0.36597343] 0.01215254|PHATRDRAFT 43237 |- - - - -
7200157] 840 379) 403. 71 406214 3. 01E-05[PHATRDRAFT 34965 |- - - - -




K13289/1/9e— ) ] . . .
761282 zmm 10027312 6030004180/ |60:0019538//p 60:0019538//p
7199633 348) 157 188.31|  146.2] -0.365166303| 0.00746842(PHATRDRAFT 11204 |1 |cathepsin A - Jearboxypep |rotein rotein
. tidase metabolic metabolic
(carboxypeptidase A
0 [EC:3. 4. 16.5] activity process process
7200156 279) 126 138,23 107.41| -0.363942441|  0.0172209|PHATRDRAFT 45297 |- 22{?30953(’/”“ - - -
7195023 1420. 01, 642) 381,37 296.42) PHATRDRAFT 48735 |- - - - -
7195296 755)| 341 479. 14| _372.51 PHATRDRAFT 52498 |- - - - -
7203102 221 100 44.18]__ 34.36] 0. PHATRDRAFT 47888 |- - - - -
7198542 323 146 174.5] __135.73] ~0.362487406] _0.01053436]PHATRDRAFT 49939 |~ - - - -
k013621 1166- 60:0004175/ [60:0019538//p 60:0019538//p
7203766 283 128 113.59]  88.37| -0.362207242| 0.01703786|PHATRDRAFT 48484  [18/90.9]0lu:0STLU 4 |- /endopeptid Jrotein rotein
ase metabolic metabolic
activity process Drocess
7200393 197 89| 95| 117 44] 0362146884 0. 0464628[PHATRDRAFT 45623 |~ - - - -
7203351 201 91 . 21] .35]_~0.36165076] 0. 045936[PHATRDRAFT 48238 |- - - - -
7202684 230) 104 26| 113.06]_~0.361548883] 0. 0316714[PHATRDRAFT 47649 |~ - - - -
K13447| 1| 4e- a0 )
25/115 | vvi: 10026261 |00 00312247710 66 0003894/
7195281 4837 2193 1082.03|  843.25| -0.359708181| 6. 13E-23|FRES 4| respiratory burst |2 catalytic [60:0044710 60:0044710
oxidase [EC:1.6.3.~ [SOmPOReRt of | iivity
LiLL-] membrane
7201663 504 229 82. 34 64.3|_~0.356774711] 0.001673676|PHATRORAFT 46420 |- - - - -
K00011] 1/ 9e-
11/66. 2|ath:AT26377
90| aldehyde
reductase
[EC: 1. 1. 1. 21] ;K0000
2[2[3e~
10/64. 3| 0sa:4338987
alcohol
7197065 227 103 143.64)  112.19| -0.35651347|  0.0351482|PHATRDRAFT 43684  |dehydrogenase - - - -
(NADP+)
[EC: 1. 1. 1. 2] ;K00085
4/Te-
07/53. 1]ath:AT26212
60 aldose—6-
phosphate reductase
(NADPH2)
[EC:1.1.1.200]
60:0016783/
K04487| 1| Te- /sulfurtran |GO:0000096//s 60:0000096//s
151534 | zma: 1002744 sferase ulfur amino ulfur amino
7198127 271 123 153.86) 120, 18| -0.356421386  0.0212448|IscS 62/cysteine - activity;Go |acid acid
desulfurase :0043168//a |metabolic metabolic
[EC:2.8.1.7] nion process process
binding
60:0035556// 1 60:0035556// 1
ntracellular ntracellular
K07901|1|7e~ signal signal
7195643 506 230 350.64|  281.47| -0.353572326| 0.001664682|Sec4 :3 ﬁii;’_t‘fﬁtg“go” - 60:0032550 té‘g;igf;j;‘t té‘g;igf;ﬁ;‘t
protein Rab-8A stablishment stablishment
of protein of protein
localization localization
K11668] 1| 26~
09/64. 3| ven: VOLCADR
AFT 121384 ] DASH
complex subunit
DAD3;K10400|2| 3¢~
0860. 5] cme: CUO070C 60:0000301//r 60:0000301//r
kinesin family
etrograde etrograde
member
7196145 373 170) 47.87|  37.49| -0.35261598| 0.00764568|PHATRDRAFT 42770  |15:K092913|4e- - - Lransport, Lransport,
- . vesicle vesicle
07/56. 6| ven: VOLCADR ° °
AFT 89403 nucleopro recyling recyling
. within Golgi within Golgi
tein
TPR;K06675 5| 26~
06/54. 7| ven: VOLCADR
AFT 61097 | structura
1 maintenance of
chromosome 4
7195807 263 120 50.62] 3969 -0.350931945] 0. 0261804|PHATRDRAFT 49445 |~ - - - -
7203409 2990. 39 1365. 04 278.3] 21827 ~0.350527055] 4. 336 14| PHATRDRAFT 48048 |~ - - - -
G0: 0046872/
/metal ion
binding;G0:
0016717/ /o0x
idoreductas
e activity,
acting on
paired
K03921 1| 4e- donors,
98355 vvi: 10085371 with 60:0006631//f 60:0006631//f
7196866 575) 262 1256 336.3| ~0.349883071| 0.000890102|PHATRORAFT 0316 |0 2YL Tacyl™ 00:0009536//pl joxidation |atty acid atty acid
carrier-protein] astid of a pair metabolic metabolic
desaturase of donors |process process
[EC: 1. 14. 19. 2] resulting
in the
reduction
of
nolecular
oxygen to
two
nolecules
of water
G0:0046914/
/transition [G0:0022610;G0 600022610360
gglgg kl)d??10083138 metal ion |:0019538//pro 10019538/ /pro
7196277 265 121 55.47)  43.53| -0.349697705|  0.0260204|PHATRDRAFT 42587 - ° - binding;G0: |tein tein
9|1eishnanolysin 0004175//en |metabolic metabolic
[EC:3. 4.24. 36] ) )
dopeptidase |process process
activity




60:0016616/
/oxidoreduc
tase ~ " ~ "
- 60:0008610//1 60:0008610//1
activity, - N
. ipid ipid
acting on biosynthetic biosynthetic
Kooo2111|3e- the CH-OH rocf{ss’GO'OU rocf{ss’GO'OU
971353 |mtr:MTR_5g02 |G0:0031224//in|group of pr v pr OOV
6470 | hydroxynethylg |trinsic donors, nap |0673%//coenzy 06752//coenzy
7199217 342 156) 212.33|  166.71| -0.348967577| 0.01094756|PHATRDRAFT 16870 e i . g me metabolic me metabolic
lutaryl-CoA component of  [or NADP as rocess: GO:00 rocess: G0:00
reductase (NADPH)  |membrane acceptor; G0 g6720//£sc.rc g6720//£sc.rc
[EC: 1. 1. 1. 34] :0000166//n | ¢ P ' P
. noid noid
ucleotide . .
binding:G0: metabolic metabolic
0048037)/@ process process
factor
binding
K06699 1/ 6e—
7198943 315 144 aa 12| aaee| -0.348161136 0. 01553686|PHaTRORAFT S0z |12 95- 9emx: 1007816 | - - -
22 proteasome
activator subunit 4
7201675 468] 214 115.41]  90.72] -0.34727569] 0.00313288|PHATRDRAFT 46527 - - - -
60:0042623/ [60:0019538//p 60:0019538//p
7199392 308 141 180. 16| 141.95| —0.343895883| 0.01736346|PHATRDRAFT 50567 _ /ATPase rotein rotein
activity, metabolic metabolic
coupled process process
60:0016702/
/oxidoreduc
tase
activity,
acting on
K00451 | 1/5e— single 60:0006558//L 60:0006558//L
109393 | osa:4339844 donors with [~ -
7195335 430 197 171. 13| 134. 85| —0.343737173| 0. 00496238|PHATRDRAFT 49112 homogentisate 1,2- [~ incorporati |phenylalanine phenylalanine
dioxygenase on of metabolic metabolic
sl N .0 molecular process process
[EC:1.13.11.5] lecul
oxygen,
incorporati
on of two
atoms of
oxvgen
7202757 637 292 260. 94| 205. 74| —0. 342805805( 0. 000628896| PHATRDRAFT 47530 |~ - - - -
K11804 /1| Te—
26/ 120/ osa: 4332480
7202964 388 178 89.35|  70.46 -0.342663254 0.00798472|PHATRDRAFT 47817  [WD repeat- - - - -
containing protein
421
7195470 244 112 136.07] _ 107. 48] 0. 340280798] 0. 0365798|PHATRDRAFT 49296 - - - -
7195907 1162 534 318.85] 251.91] —0.339969488] 4. 63E-06|PHATRDRAFT 49414 - - - -
60:0004866/
/endopeptid [GO:0006950/ /1 G0:0006950//r
7195306 1136 522 1289.53| 1021.76| -0.335788974| 5. 88E-06|PHATRDRAFT 49059 - ase esponse to esponse to
inhibitor stress stress
activity
60:0070011/
K08568 1| 4e- :‘:t‘j&‘:;‘“ 60:0019538//p 60:0019538//p
7197180 389) 179 353.7|  280.43| -0.334885524 0.00867916|PHATRORAFT 4936  |o2, 202 0ta:0t0lg048 acting on  |"OYeI0 rotein
10/ cathepsin X L-ami metabolic metabolic
[EC:3.4.18.1] aMNO process process
acid
peptides
K04523| 1| Te—
7203145 230 106) 133.47|  105.86| —0.334357945|  0.0459624|PHATRDRAFT 47962  [09/62. 8|sbi:SORBI 0 |- - - -
12048260 lubiauilin
k011031 1] 10 60:0008443/ [G0:0006796//p 60:0006796//p
e /phosphofru |hosphate— hosphate-
é;é}z?o\um.owlgoo ctokinase containing containing
hosphofructo-2— activity;GO |compound compound
7196146 379 175 136.02|  108.01| -0.332653908| 0.01063948|PF2K1 Eiuvb? \U/ f;u?L |- :0032550;G0 |metabolic metabolic
o bt 10050308/ /s |process;G0:00 process;G0:00
) Otsprosphatase ugar- 19318/ /hexose 19318/ /hexose
phosphatase |metabolic metabolic
activity _|orocess brocess
7197967 239) 107 ~0.332585029] 0. 0456436| PHATRDRAFT 44305 - - - -
7195311] 247) 112 ~0.33052168 0. 0440568|PHATRDRAFT 49068 - - - -
7200903 423 196) ~0.327711029] 0. 00776224| PHATRDRAFT 45761 - - - -
60:0043231//inf (0 (1o
tracellular 60+0003824/
7195420 1360 629 12938 1031. 17| -0. 327332421 1. 35E-06| CREGL membrane— : “*160:0044710 60:0044710
bounded fcatalytic
organelle activity
K01412/ 1| 4e—
e oo
7204354 317) 147 68.31|  54.45| -0.327164743 0. 0219|PHATR 10319 o8 [ Jcation - -
ial processing S
. binding
peptidase
[EC:3. 4. 24. 641
K09291 1|66~
09/61. 2|ath:ATIG792
80/ nucleoprotein 60:0015631/ [60:0007010//c 60:0007010//c
7200148 235 109) 76.53|  61.03| -0.326506809  0.049352|PHATRDRAFT 45285  |TPR:K09313/3/8e~  |G0:0044424  |[/tubulin  |ytoskeleton ytoskeleton
09/60. 8|bdi : 1008434 binding organization organization
18| homeobox protein
cut-like
7195271 3225] 1494 2101.4] _1675.82] -0.326483607] 1. 37E-13[PHATRDRAFT 49007 - - - -
7198595 2226) 1032 1051.39]  838.59] -0.326260387] 9. 02E-10| PHATRDRAFT 49880 - - - -
7195008 2628 1220 469. 63| 374.69] -0.325827096] 3. 57E-11|PHATRDRAFT 48753 |- - - - -
K06693 | 1/8e—
241109 vvi: 10025865
7205067 397 184 263,38 210.15| -0.325726341]  0.01001592| PHATRORAFT ba7op  |° 205 proteasome - - -
non-ATPase
regulatory subunit
9
K14290( 11001047 [p [ oo 60:0015031//p 60:0015031//p
7199381 933 434 162.92)  130.24) -0.322001115  0.45E-05|PHATRDRAFT 24186 |pp:PHYPADRAFT 16303 | ") ™ ° o "160:0022892 [rotein rotein
0lexportin-1 ¢ car envelope transport transport
60:0016861/
/intramolec
ular 60:0050896//+ 60:0050896//+
sataol1 0,016l nidoredct |cxponee. 1o
4 - e 567 160:0044444/ /cy |ase stimulus;60:0 stimulus;G0:0
7199139 316 147 89.71)  71.75| -0.32228998|  0.023921|GPT 3 6-phosphate coplasnic par |activity,  |008007 kluco 008007/ /s1uco
'[;8'“"“”‘; ol interconver |se catabolic se catabolic
- T ting process process
aldoses and
ketoses




60:0015291/
/secondary e, 015803/ /d 60:0015893//d
active N
7203872 457 213 132,54 106.21| -0.319508218|  0.0069041|PHATR 44112 - - transmenbra |8 .
e transport;GO:
0044763 0044763
transporter
activity
60:0036094/
/small
molecule
7199306 553 258 81.22)  65.12| -0.318734328 0.00305304|PHATRDRAFT 41409 |- - binding;G0: |G0:0044710 60:0044710
0003824//ca
talytic
activity
60:0005543/
/phospholip
id
7203868 2495| 1163 1368. 13| 1097. 44| -0.318063256| 2. 28E-10|ANXAL - - binding;G0: |- -
0046872/ /me
tal ion
binding
7195239 843 393 493. 98] 396. 35| 0. 317677656 0. 000237094| PHATRDRAFT 48957 |~ - - - -
7198969) 255| 119) 68.51]  54.97] —0.317670106] _0.0457906[PHATRDRAFT 50305 |- - - - -
K12397/1/5e— 0020110/ /1
65248 ppp: PHYPADRA [00F 0030LLO//AP 60:0015031//p 60:0015031//p
7202729 257 120 46,01  36.93| -0.317154194|  0.0454422|PHATRDRAFT 54789  |FT_183108|AP-3 “type menbrane| rotein rotein
complex subunit coat adaptor transport transport
beta complex
7202762 1277 597 163.97]  131.72] —0.315957466] 7. 62E-06|PHATRDRAFT 47538 |- - - - -
K00615 1|2~
7203024 306 143 882 70.87| -0.315603607|  0.0203378|PUATRORAFT 20260 |17 /61L ven:VOLCADR | 60:0016744 |- -
AFT 75893 | transketo
lase [EC:2.2.1.1]
K03686/ 1/ 3¢~
7194758 565 264 240.9| 193.62] -0.31520641| 0.00292764|FABZ 1 15/81. 6| rcu:RCOM 15 | - - -
26580 |molecular
chaperone Dnal
60:0015075/
60:0031224//in|/ion 60:0006811//1 60:0006811//i
7200313 293 137 94.9) 76.3| -0.31472503|  0.033486|PHATRDRAFT 45119 |- trinsic ) transmenbra jon ) o .
component of ne transport;GO: transport;GO:
membrane transporter (0044763 0044763
activity

7196070 263 123 170.52]  137.29] —0.312714415] 0. 0444066|PHATRDRAFT 42523 |- - - - -

7201234 401 188 108.99]  87.84] —0.311245812] 0.01369272|PHATRDRAFT 46135 |- - - - -

7203862 2699) 1264 1776.26] 1432, 05| _—0.310760906] 1. 01E-10[PHATR 44092 - - - - -

KI1541/1/0.0/ 1449 |c

me :CMQ255C | carbamoy

1-phosphate 60:0006541//¢ 60:0006541//¢
synthase / lutamine lutamine
aspartate . o1 metabolic metabolic
carbamoyltransferas (;Sd(j?ijlbg/ process;G0:00 process;G0:00

7195219 1008 473 144.57|  116.57| -0.310571657| 9. 22E-05|CPS-T1 3.5.5 - bindingso: |11271//cellul 44271//cellul

. 01955/2/0 0032550' * |ar nitrogen ar nitrogen
. 01678/ smo: SELMODRA compound compound
FT 440891 | carbamoyl biosynthetic biosynthetic
—phosphate synthase process process
large subunit
[EC:6.3.5.5]
60:0015031//p 60:0015031//p
K13427 /1| Te~ s rotein rotein
16/85. 5| vvi: 1002656 (:‘0'?99"7?9//"“ 60:0016787/ |transport;G0: transport;G0:
7204759 328 154 48.03|  38.75| -0.309739498|  0.0269812|PHATR 46935 05/nitric-oxide op asmic /hydrolase |0006664//glyc 0006664/ /glyc
synthase, plant  |Toticulum activity  |olipid olipid
[EC: 1. 14. 13, 39] menbrane metabolic metabolic
brocess brocess
60:0036094/
/small
molecule
K08679/ 1|3~ binding;G0:
621238 ota:0102g073 0016854/ /ra
7200293 321, 151 108.01|  87.37| -0.305954993| 0. 030058|PHATRDRAFT 55575 |20/ UDP-glucuronate |- cemase and |G0:0044238 60:0044238
4-epimerase epimerase
[EC:5. 1. 3. 6] activity;G0
10048037/ /c
ofactor
binding
7196688 325 153 188.59]  152.8] —0.303608636] __0.0295904| PHATRDRAFT 42510 |- - - - -
7198497 %j 403 669. 16| 542. 57| —0.302541929| 0. 000385678|PLS1 - - - - -
K05236/ 1/ 6e—
o ] ] . o 1 ) 72(271[ath: AT2G2139 | 000 60:0015031//p 60:0015031//p
7201516 390 184 85.02)  68.94| -0.30246096| 0.01809812|COPbeta2 0coatomer protein ’ - rotein rotein
. otein complex
complex, subunit transport transport
alpha (xenin)

7200390 438] 206 487.94] 395, 69| -0.302333151] 0.01101416|PHATRDRAFT 45617 |- - - - -

7203074 627 296 196.96] _ 159.88] -0.300913189] 0.0027256|PHATRDRAFT 47847 |- - - - -
60:0019941//m 60:0019941//m
odification- odification—

7195917 375 177 161.99|  131.52| -0.300622551|  0.0207524|PHATRDRAFT 49430 |- - - dependent dependent
protein protein
catabolic catabolic
brocess brocess

K06694 1| Te—
09/63. 2| rcu:RCOM 16
. 21740265

7195913 362 171 138.7)  112.68| -0.299736319]  0.0236226|PHATRDRAFT 49425 - - - -

proteasome non—
ATPase regulatory
subunit 10
K09272|1/5e~

11/67. 0| aly: ARALYDR
AFT 905150 structur
e-specific

7201035 519 245 313.91|  255.06| -0.299514324|  0.0064335|PHATRDRAFT 45968 ~ |!°CO8nItion protein | - - -

1;K108022] 1e-

10165. 9] ven: VOLCADR

AFT 72419 |high

mobility group

brotein BI

K12392/ 1| e~ 60:0030137//C0

13/77. 4| ppp: PHYPADR |PT-coated 60:0015031//p 60:0015031//p
7201531 592 280 129.82|  105.54| -0.298722773| 0.00389108|COPbeta AFT 224233 AP-1 vesicle;60:003|- rotein rotein

complex subunit 0120/ /vesicle transport transport

beta-1 coat

7198442 2288 1082 757.45]__615.94] -0.298360836] 1. 20E-08 PHATRDRAFT 49759 |- - - - -




60:0046914/
/transition |G0:0044763;60 60:0044763; GO
K15172/ 1] le~ metal ion 10050794/ /reg 10050794/ /reg
08/60. 8| ven: VOLCADR binding;G0: [ulation of ulation of
7199730 1891, 897 350.7| 285.91) -0.29467635|  3.24E-O7|PHATRDRAFT 44761  [AFT 106802 transcri |- 0097159/ /or |cellular cellular
ption elongation ganic process;G0:00 process;G0:00
factor SPT5 cyclic 06950/ /respon 06950/ /respon
ccmpound se to stress se to stress
binding
7199286 31) 148 78.59]  64.09] —0.294246482]  0.0395554| PHATRDRAFT 50503 |- - - - -
K00281/1/0. 0994 pp o e | 00 o 00e
PP 17115 corcomnes/ |co.oussa/g| - co-omesa
7203267 550 261 117.75|  96.04| -0.294019751| 0.00615518|GDCP glycine - e ) )
binding;G0: [metabolic metabolic
dehydrogenase 0016642 process process
[EC:1.4.4.2]
1480 703 294.59]  240.5] 0.292671564] 7. 15E-06|PHATRDRAFT 48245 |- - - - -
K05641 1] 2¢—
177(622|ota:0t18g01
460|ATP-binding 60:0017111/
cassette, subfamily /nucleoside [G0:0009154//p G0:0009154//p
A (ABC1), member - urine urine
7198365 11179 5314 1201.26|  981.14| -0.292017525|  7.34E-35|PHATRDRAFT 23497 | 1;K05643|3|2¢- - triphosphat |ribonucleotid ribonucleotid
168592 | ppp: PHYPADR ase e catabolic e catabolic
AFT 221752 ATP- activity;G0 |process process
binding cassette, 10032550
subfamily A (ABCL),
member 3
7198069) 1587 755 191.51] —0.290629321| 3. 92E-06|PHATRDRAFT 44539 |- - - - -
7203333 555] 264 107. 98] —0.290429429] _ 0.0064967[CvCP1 - - - - -
60:0046914/
7203359 3588 1707 977.61|  799.6| -0.289980571|  3.74E-12|PHATRDRAFT 48252 |- - /transition | -
metal ion
binding
7195408] 585| 279 132.35] _ 108.5] —0.286663152] 0. 00576938|PHATRDRAFT 49026 |- - - - -
K03695 1/0. 0/896/ cm ] e
©:CMI251C|ATP- (;Ey?giﬁi‘:ig
7203900 1846 881 367.77|  301.67| -0.285832567| 9. 31E-07|PHATR 25856 dependent Clp (0:0009536//p1 e 60:0043170 60:0043170
protease ATP— astid - "
binding subunit 485;:;6&0
CloB :
7196682 748] 357 156. 47| 128.36] 0. 285690381] 0.001843846|PHATRDRAFT 42501 |- - - - -
7202321 467 223 117. 1] 96.12[ -0.284832520[ 0.01433862| PHATRDRAFT 47283 |- - - - -
7204974 1261] 602 628.09]  515.9] 0.283879853(  5.23E-05|PHATRDRAFT bd1714 |- - - - -
K11498| 1|3~
08/60.5|aly: ARALYDR
AFT 478343 | centrome
ric protein
E;K10400/2| Te—
07/58. 5| cme: CM0070C
kinesin fanily o 160:0032550; [G0:0006928//c 60:0006928//c
member C0:0015630//ni 65 6003774/ |e11ular ellular
7198397 320 153 40.05 32.9| -0.283714659)  0.0445992|PHATRDRAFT 49712  |15:K03254]3|1c- crotubule Jmtor ’ 5 ’ 3
07158. 2| 0sa:4326038 [cytoskeleton | "0t component component
. activity movement movement
translation
initiation factor 3
subunit
A;K09291 4] 2e-
07/57. 8 smo: SELMODR
AFT 444132 nucleopr
otein TPR
60:0043231//in
k09486 1] 86— tracellular 60:0009987//c 60:0009987//c
) 881323 | ath: ATAG1666 membrane— ellular ellular
7198546 495 237 107.48|  88.45| -0.281134178| 0.01278218|HSPT0G ol hymusia up- bounded 60:0032550 [process;G0:00 process;G0:00
resuioatod | organelle;G0:0 06950/ /respon 06950/ /respon
044444/ /cytopl se to stress se to stress
asmic part
7195443 1024 489] 1063.33] 8753 —0.280739925( 0. 000274566|PHATRDRAFT 49088 |~ - - - -
7202075 946] 453 473.34] 389,99 —0.279439712[ 0. 000560892 PHATRDRAFT 13587 |~ - - - -
7196779 1399 670 1244.52]_1026. 87| -0.277335865] 2. T0E-05|PHATRDRAFT 42949 |- - - - -
K13525/1/0.0/1113|b (0:0032550;
di:100821547 | transi (0:0016462/
7204652 825 396 213.88|  176.49| -0.27721514| 0.001458258|hCdc4s : - /pyrophosph |G0:0044763 60:0044763
tional endoplasmic
reticulun ATPase atase.
activity
7202293 9945. 04 4777. 52 139199 1149. 1| -0.276644494] 2. 176-28| PHATRDRAFT 47520 |- - - - -
K08332/ 1/ 6e—
14/77. 8| ven: VOLCADR
AFT 41528 | vacuolar ot
protein 60:0043231//in 60:0006886//1 60:0006886//1
8:K105904/3e- tracellular ntracellular ntracellular
7203204 703 338 232.73|  192.41| -0.274473412|  0.00358896|PHATRDRAFT 29174  |5)° membrane— 60:0022892 ° °
12/72. 4 |mtr:MTR 4g0 protein protein
oo o8 |bounded
73370|E3 ubiquitin— transport transport
. . organelle
protein ligase
TRIP12
[EC:6.3. 2. 19]
K00654 1/ 2e~ 3’9'9043168’/
145513 smo: SELMODR b‘;‘;;‘:: Go. |60:0008152//n 60:0008152//m
7204344 711 342 330.13|  273.19| -0.273129572|  0.0034742|PHATR 10378 AFT 108076 serine |- ooosszi};ué etabolic etabolic
palmitoyltransferas LulyLic’ ! process process
e [FC:2.3.1.50] "
activity
7198063 440 212 62.93 52. 1] -0.27246457] _ 0.0230006|PHATRDRAFT 44527 |- - - - -
60:0010038//+ 60:0010038//+
esponse to esponse to
metal metal
ion;G0: 005160 ion;G0:005160
4//protein 4//protein
maturation;GO maturation;GO
60:0009532//pL{ o 10101 50 | :0009657//pla :0009657//pla
astid Jeation stid stid
K06972 11001877 | pp |stroma;60:0009 1 E8 1o - forganization: organization;
7197539 1548 746 349.38|  289.41| -0.271682252 1. 85E-05|PHATRDRAFT 232 p:PHYPADRAFT 232291 [526//plastid [0+ 785 160:0042743//h 60:0042743//h
envelope:G0:00| o | vdrogen ydrogen
05576/ /extrace| PP 1945 [ oroxide peroxide
Ilular region [***™1%Y  lnetabolic metabolic
process;G0:00 process;G0:00
03006//develo 03006//develo
pmental pmental
process process
involved in involved in
reproduction reproduction
7197959 1586 765 400.89] 332,42 -0.270199246] 1. 59E-05|PHATRDRAFT 44296 |- - - - -
7202190 1082) Eﬁ 268.24] 222, 46| 0. 269978436] 0. 00037465 PHATRDRAFT 47203 |- - - - -




K01880/ 1/ 3¢~ 60:0032550; [G0:0006418//t 60:0006418//1
169]593] ven: VOLCADR 60:0004812/ [RNA RNA
7199943 346 167 103.26|  85.69| 0.269082746|  0.0461184|PHATRDRAFT 19761  [AFT 75635|glycyl- |G0:0044424  |/aminoacyl- |aminoacylatio aminoacylatio
tRNA synthetase tRNA ligase |n for protein n for protein
[EC:6.1.1.14] activity translation translation
7198511 543 262 409.86|  340.56| —0.267222203 0.01204188|PHATRDRAFT 49879 |- 22{?309536””1 - - -
60:0046872/
/metal ion
binding;GO:
0016868//in
tramolecula
N
transferase
K01835/1/0. 0/ 654 at activity,
7199256 546 264 100. 61 83.6] -0.26719886 0.01273268|UGP/PGM h:ATIGZ3190 phospho | phosphotran |6, 0 49ag 0:0044238
glucomutase sferases; G0
[EC:5. 4. 2. 2] :0016772//t
ransferase
activity,
transferrin
g
phosphorus—
containing
£roups
60:0031231//in
trinsic 60:0007031//p 60:0007031//p
7203881 415 201 85. 26 70. 98| —0.264456481 0. 0316458|PHATR 44128 - component of |- eroxisome eroxisome
peroxisomal organization organization
membrane
K06632 1|2~ 60:0004672/ [G0:0006464//c 60:0006464//c
30133/ ppp: PHYPADRA /protein ellular ellular
7199700 477 232 95.55|  79.88| -0.25842154  0.0240742[MyT1 FT 193308 |weel-like |- kinase protein protein
protein kinase activity;GO |modification modification
[EC:2.7.11. 1] :0032550 process process
60:0046912/
/transferas
e activity,
transferrin
g acyl
Broups, 60:0006720// 60:0006720// i
acyl groups . .
7195772 482. 29 235. 04| 94.06|  78.79| -0.255568797|  0.0251742|PHATRDRAFT 49381 |- - converted | SoPrencid soprenoid
. metabolic metabolic
into alkyl
process process
on
transfer;GO
:0046914//t
ransition
metal ion
binding
7204203 469 229] 109. 85| 92.9] —0.252696214] 0. 0285024|PHATR 43996 - - - - -
7200478 8762 4276 3378. 75 _2835.88] -0.25269312 1. 19E-21[ISTP2A - - - - -
60:0043169/
/cation
binding;G0:
0016810//hy
K01476/ 1| Te~ drolase
7198791 418 204 227.88) 19138 -0.251834241 0. 0383252{ PHATRDRAFT doggo |21 102/0diz10082126 1 activity, -
9|arginase acting on
[EC:3.5.3.1] carbon—
nitrogen
(but not
peptide)
bonds
7203456] 1009 493 353.62]  297. 12| 0.251154152] 0.00131215|PHATRDRAFT 48084 |- - - - -
60:0003676/
K11380/ 1] Te- /nucleic
18/95. 1| ppp: PHYPADR ‘b‘?‘j. co:
7199816 822 402 90.05|  75.67| -0.251004831| 0.00393166|PHATRDRAFT 44901  [AFT 27586|NuA3 HAT |- 08:6;‘1‘5)“!' - -
complex component ansition
NTOL metal ion
binding
7199240 443 217 123.68] _ 104. 15| —0.247949385] 0. 0365504| PHATRDRAFT 50517 |- - - - -
K15377 /1| Te~
11/65. 9] cre: CHLREDR
AFT 189789 solute  [G0:0031224//in
7202236 409 200 379.76|  319.98 -0.247106221 0. 04260|PHATRDRAFT 13553 | C2rFier family 44 trinsic - -
(choline component of
transporter—like membrane
protein), member
2/4/5
60:0014070//r 60:0014070//r
60:0043231//in esponse to esponse to
K08770/1/0.0/715|pp |tracellular organic organic
7200913 4383 2183 2137.07| 1803.31| -0.244986738 1. 84E-09|hUbi p:PHYPADRAFT 222215 |membrane— - eyelic eyelic
ubiquitin C bounded compound; G0: 0 compound; G0: 0
organelle 044767;G0:003 044767;G0:003
6211 6211
K03183/ 1/ Te~ 3’2;0008757/
07/56. 2| zma: 1003844 enoey Lot
59 [ubiauinone/menaq | o044 hi(mi;]zi 60:0008152//m 60:0008152//m
7195379 733 360 405.66|  342.86| -0.242651452 0.00785468|PHATRDRAFT 39627 |uinone biosynthesis [~ = - etabolic etabolic
toplasmic part|dependent
methyltransferase b |process process
[EC:2.1. 1. 163 methyltrans
2.1.1.201] ferase
activity
7204314 1202] 592 506.92]  429. 44| -0.239301508| 0.000789046|PHATR 43911 - - - - -
7202590 1224 604 442.17] 375, 23] -0.236825968] 0. 000808114|PHATRDRAFT 47483 |- - - - -
7198166| 517 256 219.44]  186.91] -0.23148277] 0.0335666|PHATRDRAFT 49683 |- - - - -
K11684 /1] Te—
13/78. 2| sbi :SORBT 0
3g001920| bromodomai
n-containing factor
1;K06062 3 4e-
07/56. 6 |mtr:MTR 8g0
N 62330 histone
7197862 797 396 119.33|  101.89| -0.227944322| 0. 00955436|PHATRDRAFT 44399 - - - -
acetyltransferase
[EC:2. 3. 1. 48] ;K1172
3]43e-
06/53. 5| vvi: 1002675
01/ bromodomain-
containing protein
7/9




60:0017111/
/nucleoside [G0:0009154//p G0:0009154//p
K03235/110.0/797 ol - urine urine
7201503 741, 370 151,29  129.85| —-0.220470617| 0.01538774|PHATRDRAFT 27838  [u:0STLU 45865 |elong |- triphosphat |ribonucleotid ribonucleotid
ation factor 3 ase e catabolic e catabolic
activity;GO |process process
:0032550
60:0016298/
7203976 1423 712 305.14|  262.43| -0.217538659| 0.00089072|PHATR 43856 - - /lipase 60:0044238 60:0044238
activity
7199471] 4961. 96 2488. 48 713.98]  615.31] —0.214570223] 9. 05E-10[PHATRDRAFT 50642 |- - - - -
k121831 1] 1o 60:0045184//c 60:0045184//c
. i X . e aeay |17189. 7 cme: CMK136C stablishnent stablishnent
7198289 666. 34 335 284.67)  216.18| ~0.209576902  0.0285102PHATRORART 49632 | oo’ IO 0 |- - of protein of protein
subunit TSG101 localization; localization;
60:0036211 60:0036211
K09291 /1] Te—
13/77. 4| ath:ATIG792
80 nucleoprotein G0:0043229//in
7204057 1395 703 349.79)  303.03| -0.207028418| 0.001686098|PHATR 33512 TPR;K104003/8e-  |tracellular |- - -
12[71. 2|vvi: 1002556 |organelle
24 |kinesin family
member 15
7201586 1113 562 308.63] _ 267.92] —0.204076023] 0.00567136[PHATRDRAFT 46502 |~ - - - -
5(7) f;g imz?SELMODRA 60:0031224//1n60: 0003676/ | - ) -
7197961 684 346 86. 51 75.2 0202131247 0.032573|PHATRORAFT 44208  |FT 30927 translatio | 1171 |/nucleic |0:0044763;60 60:0044763;G0
n initiation factor component of leld‘ 10044260 10044260
i membrane binding
60:0005543/
/phospholip
id
7203870 1997 1011 1189. 28| 1036.27| -0. 198688472| 0.000266484|PHATR 44109 - - binding;G0: |- -
0046872/ /me
tal ion
binding
60:0046914/
/transition
metal ion
binding;G0:
0051536//ir
on—sulfur
cluster
K00106/1/0.0/983 | ve binding;G0:
n:VOLCADRAFT 63971 0000166//nu
7195734 792) 1402 126.5|  110.35| -0.197050755|  0.0245872|PHATRDRAFT 15068 | enthine e cleotide 6, 0044710 60:0044710
dehydrogenase/oxida binding;G0:
se [BC:1.17.1.4 0016616//0x
1.17.3.2] idoreductas
e activity,
acting on
the CH-OH
group of
donors, NAD
or NADP as
acceptor
28;88;3228} 60:0006448//r 60:0006448/ /x
Jearboxylic cgulauor‘\ of cgulauor‘\ of
K01870/1/0.0/1123|c car translational translational
re:CHLREDRAFT 13921 ;f;ﬁ_(’)mc elongation;G0 elongation;G0
7195006 829 423 89.14]  78.15| -0.189827088|  0.0267614|PHATRDRAFT 29824  [3]isoleucyl~tRNA  [G0:0044424 azmw o0 | :0006418//tRN :0006418//tRN
synthetase o A
[EC:6. 1. 1.5] 0004812/ /a | s sacylatio aminoacylatio
minoacyl— . .
. n for protein n for protein
tRNA ligase ° ’
- translation translation
activity
K10990 1|3~
08/58.9sbi:SORBI 0
62014000 RecQ-
7195518 1979 1020 755.6]  669.79| -0.173913865| 0.001475488|PHATRDRAFT 49209  |Mediated genome - - -
instability protein
1;K12471 3 de-
06/51. 6| vvi:1002670
12/epsin
7196337 1820 939] 217.9] 193.18] 0. 173720457 _0.0024951|PHATRDRAFT 42689 |- - - - -
G0:0004175/ |G0:0019538//p 60:0019538//p
7199818 7400 3818 2469.68 2191, 11| -0.172662208|  1.01E-09|PHATRDRAFT 54319 |- - /endopeptid |rotein roteln
ase metabolic metabolic
activity___|process brocess
7199760 936 485| 181,52 161.66] —0.167165761] 0. 0367538|PHATRDRAFT 44809 |- - - - -
G0:0070011/
K01365]1/3e- /peptidase ¢, 0019538/ /p 60:0019538//p
- 681257 mtr:MTR 5g02 actvily, 1 iein rotein
7197359 2551 1323 1084.88)  967.8| -0.164754629| 0.000595624|PHATRDRAFT 25433 | o ; - acting on ) )
2560 cathepsin L . metabolic metabolic
IS L-amino
[EC:3. 4. 22. 15] 3 process process
acid
peptides
7197015 1656] 858 1477.13]_1318. 59| -0. 163800756 0. 00533336 PHATRDRAFT 43726 |- - - - -
60:0051234//e 60:0051234//e
7203738 5247] 2731 1319.19| 1180.35| -0.160437654|  1.75E-06|PHATRDRAFT 48315 |- - - z;"‘bmh‘“em z;"‘bmh‘“em
localization localization
7203002 994 518 399. 47| 358.05] -0.157926094] 0. 0403242 PHATRDRAFT 48004 |- - - - -
7199368 1560. 21 824. 93 400.22]  363. 78] -0.137727036] __0.023321|PHATRDRAFT 50588 |- - - - -
K13862/1/8e—
97. a: 3 . |G0:0015301/
e s S|
7205098 6098. 07 3247.7 200665 1837.67| -0.126911286| 3. 56E-O5|PHATRORAFT bd1677 |family 4 (sodium | *iPSIC n (0:0006811//% (0:0006811//%
borate component of antiporter on transport on transport
membrane -
transporter), activity
member 11
K018971/3e~
631242/ smo: SELMODRA 60:0015645/ [G0:0006631//F 60:0006631//f
7203948| 3319) 1770) 717.08)  657.32| -0.125538198| 0.00273382|ACS3 FT165130long= | /fatty acid Jatty acid atty acid
chain acyl-CoA ligase metabolic metabolic
synthetase activity  |process process
[EC:6.2.1.3]
7195200 1771 945 PHATRDRAFT 49119 |- - - - -
7200210 6546| 3496) Fru3 - - - - -
60:0031224//in
7195309) 5801 3144 893.16|  831.87| -0.102560552| 0.001154124|PHATRDRAFT 49064 |- trinsic - -
component of
membrane




G0:0050896//1 G0:0050896//r
K04079/110. 01832 sb 60:0005515/ | 57O O esponse o
X . ! ! o . ol orreneaen seoan |1:SORBI_07g028270(m Jprotein |Stimulus:G0:0 stimulus:60:0
7199468 3528 1929 1029. 99 968. 26 —0. 089163929 0. 0259676 PHATRDRAFT 55230 - A . 044267/ /cellu 044267/ /cellu
olecular chaperone binding;GO: . .
HpG 0032550 lar proFcln lar proFcln
metabolic metabolic
process process
control3 vs grazing3
pio log2
genelD liL*conu‘rol*& l)."igmz%"giji {)licontrolf grazing— Rdll?(mj p P-value Symbol KEGG Orthology GO Component |GO Function [GO Process GO Process
Expression Expression 3-FPKM o grazing-3/Pt—
3-FPKM p
control-3)
G0:0008135/
K03238]1|6e~ /translatio
45177 olu:0STLU_88 n factor N e o e
7205007] 0 20. 74 0.001 43. 48| 15. 40806432 2. 2TE-0T7|PHATRDRAFT _bd358 846 |translation - activity, %O:OUOb%lZ/A %O:OUOb%lZ/A
initiation factor 2 nucleic ranslation ranslation
subunit 2 acid
binding
G0:0000785//ch ?:ug[fgf(j()/
K11253]1]6e— I'Omali’n:GU:OU-l acid
01 95a o 3231//intracel|, = . . [G0:0034728//n G0:0034728//n
. - . . . . P 691256 | smo: SELMODRA binding;GO:
7200155] 0 14. 46] 0.001 39.1  15. 25488099 2. 19E-05|H3-1a T 102EAR | b lular . ucleosome ucleosome
FT_103546|histone 0046983/ /pr . . . .
13 membrane— otein organization organization
bounded . : s
dimerizatio
organelle L
n activity
K12471|1|2e~
7196608 0 5| 0.001 21.54]  14.39473063] 0. 020733| PHATRDRAFT 8741 15/79. 0 rcu:RCOM 00 |- - - -
50890 epsin
G0:0031224//in
7194945 0 4 0.001 17.7|  14.11146174]  0.0444006|PHATRDRAFT 7337 |- trinsic 60:0006810//¢ 60:0006810//¢
component of ransport ransport
membrane
KO3773 |1/ 1le~
40/162|0lu:0STLU_30
671|FKBP-type
peptidyl-prolyl
cis—trans isomerase G0:0016859/ |G0O:0018208//p G0:0018208//p
o . oor o oo Fk1B /cis—trans |eptidyl- eptidyl-
7199435] 0 6.01 0.001 17.41|  14.08762858| 0. 00968128|PHATRDRAFT 6282 [EC:5.2. 1.8 :K09571 | i somerase proline proline
4]2e- activity modification modification
20195. 5[ gmx: 1008102
43|FK506-binding
protein 4/5
[EC:5.2.1.8]
G0:0034062/
/RNA
polymerase
K03019 /1| 1e~ G0:0043231//infactivity;GO
27/119/0ta:0103g038 [tracellular :0046914//1 |G0:0010467//g G0:0010467//g
7204448 0) 5| 0.001; 17.05  14.05748412 0. 020733[RPCL1 90| DNA-directed RNA |membrane— ransition ene ene
polymerase 111 bounded metal ion expression expression
subunit RPC10 organelle binding;G0:
0003676//nu
cleic acid
binding
G0:0016787/
7196933] 0 14] 0.001 15.55|  13. 92462696 2. 19E-05|PHATRDRAFT 9211 - - /hydrolase |- -
activity
G0:0044464 ;GO0
7202538 0 7 0.001 10.79  13.39740724| 0. 00452068| PHATRDRAFT 37602 - 0016020/ /membr | = - -
ane
7202996 0 4 0.001 9.35| 13. 19075065 0. 0444006{PHATRDRAFT 38343 - - - - -
7200650} 0 6) 0.001 13. 16427844] 0. 00968128 PHATRDRAFT 45607 - - - - -
G0:0016814/
/hydrolase
activity,
acting on
carbon—
K01493|1|8e- nitrogen
451177 reu:RCOM_150 (but not
7196922] 0 4 0.001 8.33 13.02410078| 0. 0444006 PHATRDRAFT 9348 N S s - peptide) - -
6180|dCMP deaminase bonds, in
[EC:3.5.4.12] -
cyclic
amidines;GO
:0046914//t
ransition
metal ion
binding
7200776 0 7] 0.001 6. 15) 12. 5863707 0. 00452068| PHATRDRAFT 45751 - - - - -
7201063 0 6) 0.001 5.04] 12.29920802| 0.00968128| PHATRDRAFT 46000 - - - - -
Ao G0:0044710;G0 G0:0044710; G0
Il\ggz\ii;(i - CHLREDR :000?778//1)01 :000?778//1)01
i AFT 53583 coproporp phyrin-. phyrin
7204128] 0 4 0.001 4.72|  12.20457114f 0. 0444006(HemF 2 hyrinogen 111 - G0:0016634 |containing containing
S compound compound
(E;C'd;‘ 55,31 metabolic metabolic
RS process process
G0:0016772/
K13420/|1|2e- /transferas
401164 |ath:AT5G4633 e activity,
7194808 0 4 0.001 4,54 1214847658 0.0444006|PHATRORAFT 2503 |0 LRR receptor-like | transferrin | _ -
serine/threonine— g
protein kinase FLS2 phosphorus—
[EC:2.7.11.1] containing
groups
7202627] 0 7] 0.001 4.34] 12.08347933| 0. 00452068| PHATRDRAFT 47561 - - - - -
7200737} 0 7] 0.001 4.23] 12.04644195] 0. 00452068| PHATRDRAFT 45552 - - - - -
G0:0097159/
/organic
7195173 0 5. 44] 0.001 3.97|  11.95492329] 0. 020733|PHATRDRAFT 39484 - - cyclic - -
compound
binding
7195860 0 8. 11 0.001 11.80574387) 0. 00211094|PHATRDRAFT 40254 - - - - -
7197002] 0 4 0.001 11. 77313921 0. 0444006[PHATRDRAFT 43703 - - - - -
7195692 0 4 0.001 11. 57459353 0. 0444006 PHATRDRAFT 39888 - - - - -
G0:0016787/
/hydrolase
activity;GO
FAR - - :0097159//0
7202428 0 9) 0.001 3.03[ 11.56510208| 0.000985706|PHATRDRAFT 37580 - - rganic G0:0044238 G0:0044238
cyclic
compound
binding
7195136] 0 4] 0.001 2.76] 11.43045255 0. 0444006 PHATRDRAFT 48837 - - - - -




7196451

0.001;

. 63]

11. 36084708|

0. 0444006

PHATRDRAFT_42868

G0:0031224//in
trinsic
component of
membrane

G0:0044763

G0:0044763

7200428

0. 001

. 56]

. 32192809

0. 020733

PHATRDRAFT 35442

7195340]

0.001;

11. 08347933

0. 00968128

PHATRDRAFT_39762

G0:0016787/
/hydrolase
activity;GO
:0097159//0
rganic
cyclic
compound
binding

G0:0044238

G0:0044238

7194948]

0.001;

. 98]

IS

. 95128471

0. 0444006

PHATRDRAFT_48861

G0:0003824/
/catalytic
activity

7201946

0. 001

87

10. 86882255

0. 0444006]

PHATRDRAFT 37299

7199193]

0.001;

81

10. 82177398

0.020733

PHATRDRAFT 41318

G0:0097159/
Jorganic
cyclic
compound
binding;G0:
0016298//11
pase
activity

G0:0044238

G0:0044238

7203386

0.001;

1.

7|

10. 78953364

0.020733

PHATRDRAFT 38462

G0:0060089;
G0:0016682/
/oxidoreduc
tLa:
activity,
acting on
diphenols
and related

substances
as donors,
oxygen as
acceptor; G0
:0097159//0
rganic
cyclic
compound
binding

G0:0006259//D
NA metabolic

44710;G0:0007
154//cell
communication

G0:0006259//D
NA metabolic
process;G0:00
44710;G0:0007
154//cell
communication

7204109

0.001;

1.

69

10. 72280753

0.020733

PHATR 44196

G0:0060089;
G0:0097159/
/organic
cyclic
compound
binding

G0:0006259//D
NA metabolic
process;G0:00
07154/ /cell
communication

G0:0006259//D
NA metabolic
process;G0:00
07154/ /cell
communication

T198177]

1. 44

32.

15

5. 500855903

4. 20E-18

Sitl

G0:0015698//1
norganic
anion
transport

G0:0015698//1
norganic
anion
transport

7198393

74

3. 90202484

2. 89E-07

PHATRDRAFT 40475

7195583

11

. 22]

3. 363672636

0. 00624]

PHATRDRAFT 39989

7200154]

1.07

11.

01

3. 363131767

0. 00624]

H1

K11275/1|4e-
07/53. 5/ gmx: 1007850
55|histone H1/5

(0:0000785//ch
romatin;GO:004
3231//intracel
lular
membrane—
bounded
organelle

G0:0003676/
/nucleic
acid
binding

G0:0034728//n
ucleosome
organization

G0:0034728//n
ucleosome
organization

7198860

0. 65

3. 357010554

0. 00624]

PHATRDRAFT 41055

K15287|1|5e~

15/80. 9| 0sa:4338343
solute ¢ o
family 35, member
F1/2

7202058

0.82

7

|

3. 185479816

0. 01223804

PHATRDRAFT 47163

7205039

0.43

3.

91

3. 184760043]

0. 01223804

PHATRDRAFT bd1768

G0:0016682/
/oxidoreduc
tase
activity,
acting on
diphenols
and related
substances
as donors,
oxygen as
acceptor;GO
:0016298//1
ipase
activity;GO
:0097159//0
rganic
cyclic
compound
binding

(0:0044710;G0
10044238

(0:0044710;G0
10044238

7203316

18

. 93]

w

009941749

e

0237986

PHATRDRAFT 14713

K02871/1|5e~
291124 |cre:CHLREDRA
FT 185004 large
subunit ribosomal
protein L13

G0:0030529//ri
bonucleoprotei
n complex

G0:0005198/
/structural
molecule
activity

G0:0010467//g
ene
expression

G0:0010467//g
ene
expression

7201891

o

003178911

PHATRDRAFT 36647

7195844]

3

PHATRDRAFT 49506

7202648

. 989352756,

~

0237986
0237986
0237986

PHATRDRAFT 37843

7203216

o [~ [~ |~

~

. 795180208|

SI1e e l=

0458054]

PHATRDRAFT 47987

7198162

o

. 793108672,

=3

. 0458054

PHATRDRAFT 16074

G0:0003676/
/nucleic
acid
binding

7199696

~

. 788054366,

=3

. 0458054

PHATRDRAFT 34625

7203263

o

786596362

e

0458054

PHATRDRAFT 2271

K03977|1|1e-
46186 | smo: SELMODRA
FT 123195|GTP-
binding protein

G0:0032550

7197588

o

. 783742365,

=3

. 0458054

PHATRDRAFT 43562

G0:0046914/
/transition
metal ion
binding;GO:
0003824//ca
talytic
activity

G0:0044710

G0:0044710




K03434|1|3e-
291126 |ath:AT3G5813
0[N-
7199687| 1 6) 1. 13 7.78| 2.783447383 0. 0458054| PHATRDRAFT 34610 acetylglucosaminylp |- - - -
hosphatidylinositol
deacetylase
[EC . 1.89]
K00943 |1 4e—
11/67.0/ota:0t07g01
210/ dTMP kinase
[EC:2. 7. 4. 9] ;K15450
2|2e~
09161. 2| ota:0t09g02
370] tRNA
wybutosine—
synthesizing
protein 3
[EC:2. 1. 1.
7202822 1 6) 101 6.95 2. 782657685 0. 0458054| PHATRDRAFT 37877 1:K00476 3] le~ - - - -
08158. 9] ota:0t10g00
170|aspartate beta—
hydroxylase
[EC: 1. 14. 11. 16] ;K07
055/4]1e-
08158. 9] ven: VOLCADR
AFT 121064 | tRNA
wybutosine—
synthesizing
protein 2
[EC:2.1.1.-]
7202379 1 6) 0. 81 5. 56/ 2. 77909107, 0. 0458054 PHATRDRAFT 47300 - - - - -
G0:0009154//p G0:0009154//p
y urine urine
G0:0032991//ma (JU:OOIHU/ ribonucleotid ribonucleotid
K10389|1/9e- cromolecular inuclcosldc e catabolic e catabolic
. E . N B - N 1791624 | ppp: PHYPADR |complex;G0:001 . proce: 50:00 process;G0:00
7204131 1 6) 0.61 4.16  2.769702381 0. 0458054(Gamma—tub AFT 170153 tubulin |5630//microtub triphosphat 447636010043 447636010043
gamma ule dsc, . . |623//cellular 623//cellular
cytoskeleton activity;G0 protein protein
10032550
complex complex
assembly assembly
K00599 | 1| 2e~ G0:0097159/
351148 cme:CMJ198C Jorganic
[EC:2.1.1.~ cyclic
1:;K02493 /2| 3e- compound
7195191 1 6) 0. 49 3.33  2.764668523 0. 0458054 PHATRDRAFT 29793 19195. 1| smo: SELMODR |~ binding;G0: [GO:0008213 G0:0008213
AFT 99812 release 0008168/ /me
factor glutamine thyltransfe
methyltransferase rase
[EC:2.1.1.-] activity
G0:0097159/
/organic
cyclic
; - . N RPN . o720 o EouR compound . 04 . Py
7195117] 0. 92| 5.12] 0. 27 173 2.679740725 0. 020733| PHATRDRAFT 52461 - - binding:G0: G0:0044238 (G0:0044238
0016298//11
pase
activity
7195319 2] 11 1. 59 10| 2.652901329[ 0.00635314|PHATRDRAFT 49082 - - - - -
7200316 3] 14] 3. 28| 17.54) 2. 418881028 0. 0031968 PHATRDRAFT 45123 - - - - -
G0:0046914/
/transition
metal ion
binding;GO0: [G0:0006259//D G0:0006259//D
7205137] 2. 28] 10. 45| 0. 5] 2.62[ 2.389566812| 0.01179084|PHATRDRAFT bd1453 |- - 0097159//or [NA metabolic NA metabolic
ganic process process
cyclic
compound
binding
K13953 /1| 2e~
231107 | zma: 10027453
9/alcohol G0:0046914/
dehydrogenase. /transition
propanol-preferring metal ion
[EC:1. 1. 1. 1];K00121 binding;GO:
2|3e- 0036094//sm
23107 |vvi:10024552 all
0/s- molecule
(hydroxymethyl) glut binding;GO:
7201214] 2] 9| 1. 76) 9.07| 2.365527122 0. 0216444(ADH_2 athione - 0016616//0x [G0:0044710 G0:0044710
dehydrogenase / idoreductas
alcohol e activity,
dehydrogenase acting on
[EC:1.1.1.284 the CH-OH
1. 1. 1. 1];K00008 3|2 group of
e- donors, NAD
221104 |vvi:10023298 or NADP as
0|L-iditol 2- acceptor
dehydrogenase
[EC:1.1.1.14]
7202298 959 4289 2963. 76| 15265.21] 2. 364746906 O] PHATRDRAFT 37403 - - - - -
K14648|1|3e~
711267 | ven:VOLCADRA
FT 62482 poly (U) - 600016787/
7198966 2] 9) 1. 56| 8.02 2.362056208 0. 0216444(PHATRDRAFT 50299 speci fic - /hydrolase |- -
endoribonuclease activity
[EC:3.1.—. -1
7196583 2] 9) 1. 23] 6.32] 2.361266243 0. 0216444|PHATRDRAFT 43221 - - - - -
7203765| 2] 9) 1. 39 7.14] 2.360839191 0. 0216444|PHATRDRAFT 48481 - - - - -
K06676|1|3e~
7201897, 2 9 0. 63 323 2.358110431)  0.0216444|PHATRORAFT 36284 |21 102/vVi:10025163 | - - -
8|condensin complex
subunit 2
K13199/13e~
06/50. 8 gmx: 1008148
7198486 1.78 7.72 1.83 9.11|  2.315607406]  0.0237986|PHATRDRAFT 40626 |20 Plasminosen | - - -
activator inhibitor
1 RNA-binding
protein
G0:0003824/
7204966 9. 04 36.61 4. 46| 20.63]  2.209628206) 5. 55E-06| PHATRDRAFT bd1252 |- - /catalytic |- -
activity
7198642 0. 99| 4] 0. 75| 3.45] 2.201633861 0. 0444006 PHATRDRAFT 40785 - - - - -




G0:0043231//in
tracellular G0:0016482//c G0:0016482//¢
T197827] 3] 12| 6. 24 28.66|  2.199420675| 0.01030714|PHATRDRAFT 10670 - membrane— - ytoplasmic ytoplasmic
bounded transport transport
organelle
K10736 /1| 3e~
10/65. 5|mtr:MTR_3gl

7197476 4 16| 1.7 7.79]  2.196088582 0.00282216(PHATRDRAFT 32848 17880 |minichromosom |~ - - -
e maintenance
protein 10

7202426| 2] 8| 1.1 5. 04 2. 19592021 0. 0392292| PHATRDRAFT 47378 - - - - -
K14399 |1 2e~
54211 |0sa:4328733

7195237] 3| 12| 1.92 8.78 2.193114629| 0.01030714|PHATRDRAFT 15508 polyribonucleotide |- - - -
5’ ~hydroxyl-kinase
[EC .1.78]

G0:0031224//in
7195736 2] 8| 1. 09) 4.97|  2.188917717 0. 0392292| PHATRDRAFT 49514 - trinsic . G0:0044763 G0:0044763
component of
membrane
K09480 /1| le—-
76285|0sa: 4329584 G0:0008152//m G0:0008152//m

7195131 3] 11 2. 14 9| 2.072314205| 0. 01820246/ PHATRDRAFT 2215 digalactosyldiacylg |- - etabolic etabolic
lycerol synthase process process
[EC:2.4.1.2411
K15731/1/8e~
20/95. 1] smo: SELMODR
AFT 77112 carboxy-

7195994 6 22 8.3 35.25| 2070880542 0.000680804{pHATRDRAFT 3171 | LCTminal domain RNAJ - - -
polymerase 11
polypeptide A small
phosphatase
[EC:3.1.3.16]

G0:0019866//0r G0:0007005//m G0:0007005//m

7196389 3| 10 4. 89 18. 68|  1.933588085| 0. 031729 PHATRDRAFT 6580 - ganelle inner |- itochondrion itochondrion

membrane organization organization
Lz 60:0016778;
ET 102265 G0:0016765/
4-hydroxy-6 /transferas [G0:0006760//1 G0:0006760//f
- . e activity, [olic acid- olic acid-
hydroxynethyldihydr transferrin [containing containing
7200593] 3] 10] 1.92 7.33]  1.932706887 0. 031729| PHATRDRAFT 12107 opteridine -
- . g alkyl or [compound compound
diphosphokinase / R i . i :
dihydropteroate aryl (other [metabolic metabolic
than process process
methyl)
groups

K11418/1|1e~

10/65. 5|mtr:MTR_1g0 G0:0003824/

7204224] 3| 10] 2.178] 10.6[ 1.930907477 0. 031729|PHATR 4821 16440 | histone - Jcatalytic |- -
deacetylase 11 activity
[EC . 1.98]

7200042 4 13| 6. 59 24.57| 1.898547487) 0.01477452[PHATRDRAFT 35042 - - - - -

G0:0009521;G0:
0031224//intri G0:0006464//c G0:0006464//c
nsic component [GO:0046906/ [ellular ellular

7198479 217 855. 95 351.6 1244.97[ 1.824104003 5. 95E-87|Lhef5 - of /tetrapyrro |protein protein

membrane;G0:00|le binding |modification modification
09534//chlorop process process
last thvlakoid
G0:0032502//d G0:0032502//d
7196705] 4 12| 6. 79 23.36| 1.782556795] 0. 025054| PHATRDRAFT 41701 - - - evelopmental evelopmental
process process
G0:0008135/
K03232/ 1/ 8e- Y/‘”fzztii“”

7197092 4 12 671 2308 17s226wm52| 0. 02505a|pHATRORART 3psa1 |09 0% 2lathiATICR02 1G0:0048284/ Jpr ), g 160:0006412//4 60:0006412//¢
30/ elongation otein complex . ranslation ranslation
factor 1-beta nueleie

acid
binding
08869 1| 5e- 60:0016301/ G0:0006464//c G0:0006464//c
361149 pop: POPTR 11 Jkinase  |°iiuler ellular
7200677| 4 12| 4. 56| 15. 68| 1. 78181983 0. 025054| PHATRDRAFT 12044 o - A - s . [Protein protein
18267 aarF domain- activity;GO . . . .
containing kinase 0032550 modification modification
process process
7200758 4 12| 3. 13 10.76] 1. 781443516 0. 025054 PHATRDRAFT 45724 - - - - -
(;2;0008757/ G0:0006399//t G0:0006399//t
adenosylmet RNA metabolic RNA metabolic
K00599 | 1|7e~ hionine— pro :G0:00 proc: :G0:00
7199150 4 12| 3. 14 10. 79 1. 780858401 0. 025054| PHATRDRAFT 16911 221103 |ath:AT3G2130 |- 10467/ /gene 10467/ /gene
I dependent ; - s .
0| [EC:2.1.1.-] methyl trans expression; GO expression; GO
Y :0009451//RNA :0009451//RNA
ferase . . s os s
S modification modification
activity
K09522|1|6e— N apae
13173. 6 gmx: 1008144 (;:u??gf(f()/
7202906 4 12| 2. 95 10. 13| 1.779847315 0. 025054| PHATRDRAFT 47728 14|DnaJ homolog - - -
subfanily C member acld.
9 binding
7197578 4 12| 3. 14 10. 78] 1.779520714] 0. 025054 PHATRDRAFT 43546 - - - - -
G0:0009521;G0:
0031224//intri G0:0006464//c G0:0006464//c
nsic component [GO:0046906/ |ellular ellular
7198478 12| 35.05 16. 32| 54.63| 1.743052366( 0.000125233(Lhcf11 - of /tetrapyrro [protein protein
membrane;G0:00[1le binding [modification modification
09534//chlorop process process
last thylakoid

7200478 349 977, 175. 5| 561. 79| 1.678559914] 1. 26E-88| ISTP2A - - - - -
K02937|1|6e~
641242 | ppp: PHYPADRA |G0:0030529/ /11

7195130 14] 39 12. 68| 40. 43| 1.672871458| 8. 05E-05|PHATRDRAFT 22774 FT 158886 large bonucleoprotei [~ - -
subunit ribosomal n complex
protein L7e

7197820] 4 11 5. 68| 17.92] 1.657607803 0. 0418884 PHATRDRAFT 44340 - - - - -

G0:0005984//d G0:0005984//d

isaccharide isaccharide

metabolic metabolic
II(SZTEZI }mfi'MTR 540 G0:0009570//ch [G0:0016301/

7204850 4. 4 12.11 2. 6 8.2[ 1.657112286 0. 025054| PHATRDRAFT bd315 ’ . loroplast /kinase
68050 |aarF domain— .
containing kinase stroma activity metabolic

50:00 process;G0:00
44093;60:0006 44093;60:0006
787 787




K03353/ 1] Te—
65248 ppp: PHYPADRA
7196023 4 11 3.13) 9.84| 1.652495658  0.0418884|APCE FT 153829 |anaphase— |~ - - -
promoting complex
subunit 6
7202307 4 11 2.3 7.22]  1.650364976] 0. 0418884[PHATRDRAFT 37419 |- - - - -
k01522 1] 4e—
07/52.4/ 012010301 (0:0003824, |00:0044237//c 60:0044237//c
7202571 7 19) 1232 38.36| 1.638600464] 0. 00726538|PuaTRORAFT 14064 |20 PiSG = 60:0044464 | /catalytic |¢1UIT ellular.
adenosyl)— - metabolic metabolic
. activity
triphosphatase process process
[EC:3.6. 1. 29]
7201983 13 35| 1118 34.45] 1.623583795[ 0.000259564|PHATRDRAFT 47222 |- - - - -
7199077 4. 47] 11.78 4.37 1391 1.595925282] 0. 0418884|PHATRDRAFT 50340 |- - - - -
60:0051540;
7203201 5 13 14.66|  43.88| 1.581678422|  0.0320546|PHATRDRAFT 14478 |- - ?Si{;ijww - -
binding
K14568 1/5e—
36/ 148 ppp: PHYPADRA 60:0008152//m 60:0008152//m
7200198 5 13 8.96|  26.74| 1.577428828|  0.0320546|PHATRDRAFT 11653  |FT 46413 |essential |- 60:0016741 [etabolic etabolic
for mitotic growth process process
1
60:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu {GO:0006351//t G0:0006351//t
7199582 5 13 3.83|  11.41] 1.574882494|  0.0320546|PHATRDRAFT 34415 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
K01718/1/5e—
38/ 155 olu:0STLU 42 60:0003676/
15|pseudouridylate /nucleic G0:0019752//¢ G0:0019752//¢
synthase acid arboxylic arboxylic
: . N binding;G0: [acid acid
7202448 11 28 12,3 35.87)  1.54411943| 0.00168532|PHATRDRAFT 14067  [22]1c- 60:0044444/7ev 4 6066/ /i1 |metabol ic metabolic
10/65. 1|rcu:RCOM 12 toplasnic part tramolecula |process;G0:00 process;G0:00
98450 | tRNA v 09451//RNA 09451//RNA
pseudouridine transferase [modification modification
synthase 2 activity
[EC:5.4.99. -]
60:0004721/
K14497| 1] Te- {‘:z‘:”h“p“’ 60:0006464//c 60:0006464//c
311134/ gmx: 10078590 ellular ellular
7201523 8.37 21 10.2]  29.32[ 1.523315951|  0.0056661PHATRDRAFT 12641  |5|protein - phosphatase |\ oin protein
phosphatase 2C "‘C“,“L,"[’O modification modification
. 10043169/ /c
[EC:3. 1. 3. 16] - process process
ation
binding
8 20| 6.6]  18.87] 1.515556493] 0.00904916[PHATRDRAFT 48450 |- - - - -
7202101 8 20| 6.79]  19.41] 1.515316638] 0.00904916|PHATRDRAFT 47000 |- - - - -
K13985/1/6e— (;Ul'oqof(ij/
57/219 smo: SELMODRA /phosphotip
FT_2635|N-acyl- ity co
7199364 15 37 10.5|  29.62| 1.496182313| 0.000398534|PHATRDRAFT 24223  [phosphatidylethanol |~ f‘;é;ggti}/t - -
amine-hydrolyzing S
. ransition
phospholipase D :
[EC:3. 1. 4. 54] netal ion
binding
60:0043168/
o on /anion
|1\(1)42258hi~CHLREDR binding;G0:
7198922 13 32 16.19)  45.66| 1.495827874| 0.001023334|PHATRDRAFT 50120 |, °7 S - 0046914//tr |~ -
AFT 3897 | protein o
dpy-30 ansition
metal ion
binding
60:0051540;
K15449/ 1|2~ 60:0003824/
137[487] smo: SELMODR Jcatalytic
7202594 11 27 6.20|  17.67] 1.490170118| 0.00265388|PHATRDRAFT 21682 |t 69856 | tRNA activity; 0016, 6044710 60:0044710
wybutos :0043167//1
synthesizing on
protein 1 binding;G0:
0032553
60:0032553;
60:0016641/
Joxidoreduc
tase 60:0009108//c 60:0009108//c
activity, oenzyme oenzyme
7194892 9 22 7.09|  19.84] 1.484554493| 0.00697668|PHATRDRAFT 48645 |- - acting on  |biosynthetic biosynthetic
the CH-NH2 [process;G0:00 process;G0:00
group of 44710 44710
donors,
oxygen as
acceptor
7201502 6. 28| 15. 34 3.77] _ 10.53] 1.481869008]  0.0244908|PHATRDRAFT 46313 |- - - - -
K01760/1/3e~ ?Zg?gizms/
511201 0lu:0STLU 88 binding:G0:
7203619 7 17 5.19]  14.41| 1.473263892 0.01870746PHATRDRAFT 14962  |245|cystathionine |- U= -
0003824//ca
beta-lyase walytic
[EC:4.4.1.8] -
activity
7201383 5. 72 13. 66) 2. 84] 7.76] 1.450165723] 0. 0320546|PHATRDRAFT 46314 |- - - - -
600008092/ [G0:0032989; GO 60:0032989; GO
7201738 6 14 14| 37.55| 1.423386081|  0.0390114|PHATRDRAFT 13047 |- - Jeytoskelet |:0006996//org 10006996/ /org
al protein |anelle anelle
binding organization organization
7195618 12 28 19.11] 5114 1.420124382] 0. 0031929| PHATRDRAFT 42274 |- - - - -
7198112 6 14 3. 44] 9.19] 1.417656297] _ 0.0390114|PHATRDRAFT 34085 |- - - - -
K05770 1/8e~
231105/ cre: CHLREDRA
FT_143874 | benzodiaz | o 0o 1040
apine S
7198771 9 21 8.23) 2198 1.417227051| 0.01093186|PHATRDRAFT 49987 |receptor;K07185/4[1 | " nSic - -
. component of
09/62. 0] 01u:0STLU_8 [MemPrane
326 tryptophan-rich
sensory protein
7194817 6 14 3. 63 9.69] 1.416527117] _ 0.0390114|PHATRDRAFT 48606 |- - - - -
7195752 16 37 1133 29.97] 1.403371223 0. 000739878 PHATRDRAFT 49542 |- - - - -




60:0044248/ /¢ 60:0044248/ /¢
ellular ellular
K08343 |1/ 2e~ catabolic catabolic
e P on NAREORT oprppp o - 631240 | ppp: PHYPADRA | p process;G0:00 process;G0:00
9.9 ) . _
7196102 10 23 991 26.17)  1.396396167| 0. 00836660( PHATRORAFT 41667 | % e B0 00 [60:0044424 25184 Jostabl 25184 Jostabl
-related protein 3 ishment of ishment of
protein protein
localization localization
7195739 10 23 7.55] __ 19.86] 1.395317073[ 0.00836666|PHATRDRAFT 40239 |- - - - -
60:0008094/
/DNA-
K03164/1/0.0/1162]v i?fi;‘;fcm 60:0071103//D 60:0071103//D

7202040 30| 69) 759 19.95| 1.394216956] 4. 126-06|PHATRORAFT 52174 |V1P10023THIONA e h00s0n0 activityico [V ) M )

topoisomerase 11 -0003677//D conformation conformation
[EC:5.99.1.3] NA change change
binding;GO:
0032550
60:0016876/
/ligase
activity,
forming . . . IT
7204891 11.97] 27.44 4.8 12.59] 1.391171972 0.00265388|PHATRDRAFT bd1569 |- 00:0044421  |aminoacyl- |00:0006412//L 60:0006412//¢
LRNA and ranslation ranslation
related
compounds; G
0:0032550
K09835 1|3~
43/ 174/ smo: SELMODRA
7200580 7 16 3.23) 8.45| 1.387417176|  0.0294718|CRTISOL FT 174745 |prolycope |- - - -
ne isomerase
[EC:5.2.1.13]

7200059 11.93) 27.03 13.95] _ 36.19] 1.375325086] 0.00265388| PHATRDRAFT 34632 |- - - - -
60:0043229//in 60:0044238; GO 60:0044238; GO
tracellular 10034645/ /cel :0034645//cel

K02867 1|4~ oleo. ) )
1784. 7 0lu: 0STLU L 813222}(%0? (;UL?SSfiiif xlnil'igmol*cul* xlnil'igmol*cul*

7197608 8 18 18.83|  48.68 1.370296168|  0.0223208|PHATRDRAFT 7358  |3461|large subunit Sasrevtop s e ceu'e e ceu'e

Fibosomal protein asmic molecule biosynthetic biosynthetic
LM" onat prote part;60:003052|activity  |process;G0:00 process;G0:00
9//ribonucleop 10467/ /gene 10467/ /gene
rotein complex expression expression
K01206/ 1|5~ 0010 0010
07/54. 3 gux: 1008053 60:0015928/ ?050_919“8//1' ?050_919“8//1'
7194950 12 27 6.69|  17.21] 1.363168981| 0.00491386|PHATRDRAFT 48865 |82|alpha-L- - /fucosidase |X9%° exose
A - metabolic metabolic
fucosidase activity rocess rocess
[EC:3.2.1.51] process process
60:0015036/
K03676/ 1| Te—
/disulfide |G0:0019725//c 60:0019725//c

7200038 9 20| 45.39) 11676 1363099723 001604302\ PUATRORAFT 51s37  |1372-8/pop:POPTR 1} oxidoreduct |ellular ellular

73884 | glutaredoxin . .

3 ase homeostasis homeostasis
activity

k004341 1]96- 60: 0046906/

831305 smo: SELMODRA ﬁ“mp’m’ 60:0006950/ /1 60:0006950/ /1

7202539 27 60| 20. 45 so| 134641078 2. 996-05|PHATRORAFT 47305 "1 L08251IL- 60:0044424  |binding;Go: [SSPONSe L0 esponse Lo

ascorbate 0004601 /pe stress;G0:004 stress;G0:004
;[;Zu;lilfi . roxidans | |4710 4710
o activity
60:0070011/
/peptidase
activity,
K03798/ 1/ e~ acting on
56/218 | bdi : 10083757 o1 |L-amino
7204151, 10 22 11.88  29.95| 1.334021167|  0.0128867|PHATR 10524 1]cell division (0:0009526//p1 | - -
. astid envelope .
prote: FtsH peptides;GO
[EC:3. 4. 24.-] :0032550; G0
:0016887//A
TPase
activity
60:0034062/
K03012/1/6e— /RTAY rase
07/52.0|mtr:MTR 8g0 o |c0: 0010167/ /g 60:0010467//g
7204613 11 24 18.41)  46.07| 1.323337971)  0.0098191|PHATR 46699 11890 DNA-directed |- aet v Y B lene ene
10036094/ /s ) )
RNA polymerase I nall expression expression
subunit RPB4 molecule
binding
7202781] 22) 48] 648 16.15] 1.317468447| 0.000240388|PHATRDRAFT 47544 |- - - - -
60:0006796//p 60:0006796//p
hosphate— hosphate—
K00873 | 1|2~ . containing containing
94345/ cre: CHLREDRA tgggféig?/ compound compound
7195267 17 37 8.55|  21.29| 1.316179625 0.001317846|PK5 FT 136854 |pyruvate |- Tkinase metabolic metabolic
kinase Lepias®  |processico:00 process;0:00
[EC:2.7. 1. 40] ACHIVERY 106007/ /glucos 06007//glucos
e catabolic e catabolic
brocess brocess

7196279 23] 50) 7.17] 17.8] 1.311832217] 0.000185984|PHATRDRAFT 42591 |- - - - -

ig&ﬂ; if’m cana [60:0031224//in

33/ 139 LCADRA |02 - P - P
7196974 13 28 14.83|  36.59| 1.302930818 0.00572736|SybE FT 80612|vesicle | TinSIC (0:0006810//% (0:0006810//%

. component of ransport ransport

transport protein brane

SEC22 mem
7200983 7 15 7.77]__19.07]  1.29531834] 0. 0458008|PHATRDRAFT 45890 |- - - - -

T e
7203910 8 17 16.28  39.73| 1.287128094|  0.0344152|PHATR 33540 481189 gmx: 10030574 |, oo - - -

2|protein mago

’ bounded
nashi
organelle

7201087 8 17 12,46 30.37] 1.28534284]  0.0344152| PHATRDRAFT 35644 |- - - - -

K01883 | 1|26~ 60:0032550; [GO:0006418//t G0:0006418//t
33 cme : CMEO3 50 /
1031374 ene:CUEO3TC | o0crr/ 160:0004812/ RN _ RV _

7205014 8 17 3.89) 9.46| 1.282070028  0.0344152|PHATRDRAFT bd780  ||cysteinyl-tRNA Conlas /aminoacyl- |aminoacylatio aminoacylatio

synthetase oplasm tRNA ligase [n for protein n for protein
[EC:6.1.1. 161 activity __|translation translation
9 19 6.15 _ 14.85] 1.271804615 PHATRDRAFT 43503 |- - - - -
10 21 24.61]  59.42] 1.271703947] - - - - -




K11422/1] Te—
14]76. 3] cme : CMGO25C
histone-lysine N-
methyltransferase
SETDL
EC:2.1.1.43];K0918 | . 0 ooar 6010016279,
55\2\307 : 60:0043231//in| , © 2 / ] » ] »
12165, 2/ ene:upoosc |Vracelutar 1P T 160:0016571//h 60:0016571//h

7195828 12 25 37.09|  88.98) 1.262450831| 0.01131872|PHATRDRAFT 15913 . - membrane— istone istone

histone-lysine N- methyltrans . .
methyl transferase bounded ferase methylation methylation
MLL3 organelle activity
[EC:2. 1. 1. 43] ;K1143
0[5[2e~
07/52. 0|mtr:MIR 5g0
16870 | enhancer of
zeste [EC:2.1.1.43]

60:0000785//ch ?:QSTS??%/
romatin;GO:004 acid
3231//intracel binding:G0: G0:0034728//n G0:0034728//n
7199951 20) 41. 54 28| 66. 67| 1.2516109( 0.001332778|H3-1b 701261 ota:0t11g023 [lular 0046983)/;)1" ucleosome ucleosome
40 histone H3 membrane— . organization organization
bounded otein
organollc dlmcr%zétlo
n activity
K12319/ 1] 2~
29/ 130/ ven: VOLCADRA
FT_61364|guanylate
cyclase soluble
subunit beta N 0o

[EC:4.6. 1. 2] ;K11858 %"90_1“’829/

3| le- et o |60:0009165//n 60:0009165//n
241114| ven: VOLCADRA ‘Sééﬁt;m ucleotide ucleotide

7204908 10. 44 21,68 2.56 6.0 1247027513  0.0196333|PUATRORAFT batezs |F-06794/ubiauitin_ yelie- biosynthetic blosynthetic

carboxyl-terminal . process;G0:00 process;G0:00
hydrolase 48 nueleotide o765/ enal 07165//signal

[EC:3. 1. 2. 15] ;K0112 phosphodies | | o0 uetion transduction
015/ 1e- Lerase
14/80. 9] cre: CHLREDR activity
AFT 101278(3°,5 -
cyclic—nucleotide
phosphodiesterase
[EC:3.1.4.17]

60:0016740/ [G0:0006464//c 60:0006464//c
/transferas [ellular ellular
7195429 31 64 8.3 19.59| 1.238934156| 5. 25E-05|PHATRDRAFT 49066 |- - e protein protein
activity;GO |modification modification
10032550 process process
7202653 37] 76| 12,73 29.88] 1.230947720] 1. 14E-05|PHATRDRAFT 47597 |- 60:0044464 __|G0:0016837 [G0:0042120 60:0042120
60:0046912/
/transferas
N P e activity,
Il(gé(\jﬁ7mi:cmozosc transferrin |G0:0006551//1 60:0006351//1
7203240 19 39 9.58]  22.48| 1.230544474| 0.001734434|PHATRDRAFT 38362 ||2-isopropylmalate |- g acyl eueine eueine
groups, metabolic metabolic
acyl groups [process process
converted
into alkyl
on_transfer
60:0046914/
/transition
metal ion
binding;G0:
0019842/ /vi
tamin
binding;G0:
K00472! 1] 56— 0016705/ /0x
26/ 115/ bdi : 10083152 idoreductas
7203329) 9 18 14.49|  33.25 1.198296746|  0.0392632|PHATRDRAFT 4950  |1|prolyl 4- 60:0044464  |° 21IVIY |6o: 0044710 60:0044710
hydroxylase acting on
[EC:1. 14, 11. 2] paired
donors,
with
incorporati
on or
reduction
of
molecular
oxvgen
7199430 11 22 1199 27.46] 1.195499967]  0.0223378| PHATRDRAFT 50612 |- - - - -
K09941 1/ 2e—
7204501, 12 24 12,54 28.71] 1.195015982 0.01692334|PHATR 36742 09/61. 6]o1u:0STLU.3 | - - -
3635 hypothetical
protein

7200282 13 26| 9.85|  22.55] 1.194931804] 0.01285198|PHATRDRAFT 45274 |- - - - -

7202134 10 20| 14.81] 1.194734023] 0. 0295664|PHATRDRAFT 47061 |- - - - -

7196324 19 38 25. 1] _1.194123838] 0. 00255564| PHATRDRAFT 42671 |- - - - -

7200079 24 a 30. 1] 1.193603998] 0.000686118|PHATRDRAFT 45068 |- - - - -

7195019 23] 46 30.74] 1.193584027] 0.000891076[PHATRDRAFT 48730 |- - - - -

7200094 9 18 781 1.191326223] 0. 0392632| PHATRDRAFT 45210 |- - - - -

7197554 26| 51 87.59] 1. 169142841] 0.000592792| PHATRDRAFT 43509 |- - - - -
G0:0009987//c G0:0009987//c
ellular ellular
process;G0:00 process;G0:00
51234//establ 51234//establ

7194755 16 31 29.42|  65.41| 1.152713968| 0.00835986|PHATRDRAFT 7018 |- - - ishment of ishment of
Tocalization; Tocalization;
60:0006950//+ 60:0006950//+
esponse to esponse to
stress stress

7195915 29) 56) 21.98]  48.57] 1. 1438741] 0. 000393096 PHATRDRAFT 49428 |- - - - -

K09651 | 1|26~

15/81. 3| ppp: PHYPADR |G0:0031224//in|G0: 0004175/

7197228 13 25 121 24.60| 1139140558 0.01896866|PHATRDRAFT 43673 |\ 1209013 rhonboid jtrinsic Jendopeptid | -

domain-containing |component of |ase
protein 1 membrane activity

[EC:3.4.21.-]

7203697 13 25 7.83  17.22]  1.13700093] 0.01896866|PHATRDRAFT 48468 |- - - - -
60:0008152//m 60:0008152//m

7202675 12 23 16. 29) 35.8| 1.135972984|  0.0250332|PHATRDRAFT 14191 |- - 60:0016741 [etabolic etabolic
brocess brocess

7197445 12 23 1432 3144 1.134569725]  0.0250332| PHATRDRAFT 43442 |- - - - -

60:0016407/

7200119 11 21 12.65|  27.66| 1.128663772|  0.0331266|PHATRDRAFT 34891 |- - Jacetyltran | -

sferase
activity
7198002 11 21 7.28]  15.89] 1.126108769] 0.0331266]PHATRDRAFT 44285 |- - - - -




) 60:0005488/
KOZS?S Li7e G0:0015934//1a/binding;GO |, N . N
401159 ppp: PHYPADRA [ 7 PP ) e | G0:0010467/ /g 60:0010467//¢
7197987 19 36 51.50|  119.06| 1.124980197 0.00542652|PHATRORAFT 11032  [FT 163662 large ree ribosoma | S [ene ene
subunit ribosomal subunrlrl;(JU:OUO tructural expression expression
protein L26e 9536/ /plastid mol%‘clvllc
activity
7197837 21 40) 14.55 _ 31.71] 1.123918724]  0.003188|PHATRDRAFT 44360 |- - - - -
60:0015631/ [G0:0007010//c 60:0007010//c
7196893 20| 38 9.03|  19.62) 1.119527149|  0.004157|PHATRDRAFT 43122 |- 60:0044424  |/tubulin  |ytoskeleton ytoskeleton
binding organization organization
070191/ 3¢~
7203346 23.34 44] 1118 24.11|  1.108711463| 0.001880472|PHATRDRAFT 48227  |17]88. 6] ppp: PHYPADR |- - - -
AFT 140563
7201248] 17 32 15.28] 3293 1.107757969] 0.00928212] PHATRDRAFT 46163 |- - - - -
60:0071555//c 60:0071555//c
ell wall ell wall
organization; organization;
60:0015935//sm 60:0022613//1 60:0022613//1
K02976 1| le— all ribosomal 60:0005198/ ibonucleoprot ibonucleoprot
281122/ aly:ARALYDRA |subunit;G0:000|, ~ y ein complex ein complex
7195509 15 28 417 89.58] 1.103129283| 0.01597358|PHATRDRAFT 30160  |FT 486074 small 9536//plastid; |/ ogenesis: 6o biogenesis;G0
subunit ribosomal  |60:0005911//ce|" U |:0009117//nuc 10009117/ /nuc
protein S26e ll-cell activity leotide leotide
Jjunction metabolic metabolic
process;G0:00 process;G0:00
10467/ /gene 10467/ /gene
expression expression
K02603/ 1| Te— ] .
07/57. 4| sbi:SORBI_1 (;0'904_(?("%4/
7203483 16 30 5.53|  11.86] 1.100752624| 0.01216628|PHATRDRAFT 48135 |0g005910 origin - transition -
recognition complex m?La% ton
subunit 1 binding
K03762/ 1] 4e—
33/138| cre: CHLREDRA
FT 54232 |MFS
transporter, MHS
fanily, oo 60:0051234//¢ 60:0051234//¢
proline/betaine (:i’_iggf‘i“““" 60:0005215/ [stablishment stablishment
7196353 15 28 20.08]  62.31) 1.099436448| 0.01597358|PHATRDRAFT 6927  |transporter;K08176  |/transporte |of of
alo component of Lo . . . .
3[2e- r activity [localization; localization;
07153, 1|ath:AT5G433 |""PAe 60:0044763 60:0044763
40 MFS transporter,
PHS family,
inorganic phosphate
transporter
K018751/6e— 60:0032550; [GO:0006418//t 60:0006418//t
55/213 ppp: PHYPADRA 60:0004812/ [RNA RNA
7195071, 15 28 10. 02 21.4] 1.094728288| 0.01597358|PHATRDRAFT 15374  [FT 137980 seryl-  |G0:0044424  |/aminoacyl- |aminoacylatio aminoacylatio
tRNA synthetase tRNA ligase |n for protein n for protein
[EC:6. 1. 1. 11] activity __|translation translation
7201592 15 28 7.98]  17.03] 1.093617783] 0.01597358| PHATRDRAFT 46513 |- - - - -
7199536 14 26| 1192 25.34] 1.088032289) 4712 |- - - - -
7202474 14 26| .07 17.15] 1.087567998 47458 |- - - - -
K06677 |1/ 2¢— 60:0000070//m 60:0000070//m
. o — - D inToR 121435 | ppp: PHYPADR itotic sister itotic sister
7201180 “ 2 318 6.75) 1083860737} 0.0210126 AFT 143027 condensi chromatid chromatid
n _complex subunit 1 segregation segregation
7201618 25| 46 18. 38 38. 1] 1.0741968] 0. 0022864| PHATRDRAFT 46348 |~ - - - -
60:0097159/
Jorganic
7202392 25| 46 16.09  33.86| 1.073417647|  0.0022864|PHATRDRAFT 47328 |- - eyelic - -
compound
binding
7195002 12 22 11.84] 1.070157215( 0. 0366116|PHATRDRAFT 48742 |- - - - -
7198005 12 22 6. 85| 1.067879856] 0. 03661 16| PHATRDRAFT 33692 |~ - - - -
K02920/ 1/5e— ]
22/ 101 ath:AT263760 |G0:0015934//1a (;Q'LO_OO.EL’IQ% 60:0010467//¢ 60:0010467//¢
7198006 23] 42) 42.93|  89.98| 1.067618194| 0.00386478|PHATRDRAFT 18859  [0|large subunit rge ribosomal bl"”fl“‘“ ene ene
ribosomal protein |subunit ‘:‘L’Litfti expression expression
L36e
7197548 18 33 7.77] __16.28] 1.067114196] 0.01021832|PHATRDRAFT 43499 |- - - - -
K10436/ 1] Te~ T?f?ﬁjﬂﬁ/“‘ 60:0009630//¢ 60:0009630//¢
s S [t | [t
7199546 17 31 19.47|  40.67| 1.062712107| 0.01337844|EB1 Lomnsconinted bounded |/tbulin | 20 sponse to
protein, RP/EB ggigg;;jzui?lf binding | ¢ chanical nechanical
family a1 microtubule stimulus stimulus
7197520 11 20| 16,51 34.41] 1.050487772 43676 |- - - - -
7196329) 11 20| 1413 29.44] 1.059016206) 42676 |- - - - -
60:0046914/
/transition
metal ion
binding;G0:
0016705//0x
idoreductas
e activity,
acting on
paired
7202614 28] 51 10,75  22.39| 1.058517868| 0.001485838|PHATRDRAFT 47513 |- - :‘;‘Z;”’ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxygen;G0:0
019842//vit
amin
binding
7202689 22) 40) 14.22]  29.58] 1.056700587]  0.005031]1S1P3 - - - - -
G0:0046914/
/transition
metal ion
K004721/5e~ binding;G0:
16/84. 3| ath:AT26430 0016491//0x
7194997 11 20| 6.28|  13.05| 1.055213343|  0.0485206|PHATRDRAFT 48732 |80 prolyl 4- - idoreductas |G0:0044710 60:0044710
hydroxylase e
[EC:1. 14. 11. 2] activity;G0
:0019842//v
itamin
binding




TUTTIUIS0Z7G0 TUTTIUIS0Z700
:1901135;G0: 0 :1901135;60:0
008610//1ipid 008610//1ipid
biosynthetic biosynthetic
process;G0:00 process;G0:00
19438/ /aromat 19438/ /aromat
ic compound ic compound
biosynthetic biosynthetic
process;G0:00 process;G0:00
06796/ /phosph 06796/ /phosph
ate- ate-

6010036094/ containing containing
K00218|1/8e- /small conpound compound
61/233| zma: 10028353 [G0:0009534//ch [molecule  |"et2POLiC metabolic
7201545 102 185 50.61)  104.96] 1.052345246|  1.52E-09|PHATRDRAFT 56588 |1 |protochlorophylli |loroplast binding;Go: |Process:00:00 process; G0:00
de reductase thylakoid 0016491/ /ox | 19637/ /organo 19637//organo
[EC: 1. 3. 1. 33] idoreductas [PhosPhate phosphate
 activity metabolic metabolic
° |process;G0:00 process;G0:00
09416/ /respon 09416/ /respon
se to light se to light
stimulus;GO:0 stimulus;G0:0
044255/ /cellu 044255/ /cellu
lar lipid lar lipid
metabolic metabolic
process;G0:00 process;G0:00
16070/ /RNA 16070/ /RNA
metabolic metabolic
process;G0:00 process;G0:00
G0:0031224//in
719520 16 29 10,95 227 1.051761428| 0.01754288|PHATRORAFT 39772 trinsic G0:0042887 |00:0015810//u (0:0015810//u
component of rea transport rea transport
membrane
G0:0003676/
/nucleic G0:0010467//g G0:0010467//g
7196851 11 20| 2. 24 4.64]  1.050626073] 0. 0485296| PHATRDRAFT_43055 acid ene ene
binding;G0: [expression expression
0034061
" G0:0044267//c G0:0044267//c
K09550 /1| 3e /
20/95. 9 osa: 4333507 [60:0043234//pr | 0: 0009515/ el lular ellular
7199153 20 36 35.04 72.37) 1.046388997| 0. 00854994|PHATRDRAFT 31140 o . - /protein protein protein
prefoldin subunit |otein complex A . .
4 binding metabolic metabolic
process process
7196607} 20 36 22. 37} 46.12] 1.043827257| 0.00854994| PHATRDRAFT 32443
G0:0036094/
/small
molecule
7204607| 24 43 15. 75| 32. 28] 1.03528875| 0. 00421684|PHATR 46694 binding;G0: [G0:0044710 G0:0044710
0003824/ /ca
talytic
activity
7201943] 19 34 18. 58 38.07] 1.034904068] 0.01116406|PHATRDRAFT 47157
G0:0003676/
K03437/12¢ ’”‘.’zle‘c 60:0010467//g 60:0010467//g
15/82.0/0ta:0t08g01 e inesGo: |ene ene
7195810] 14 25| 10. 68| 21.82| 1.030739455) 0. 0303282| PHATRDRAFT_49451 510|RNA - OégBigg;Vhé expression;G0 expression;G0
methyltransferase, thyl transfe :0009451//RNA :0009451//RNA
TrmH family ra;e modification modification
activity
G0:0004175/
/endopeptid
K01358/1|8e- ase
531204 |0lu:OSTLU_11 activity;G0 [G0:0019538//p G0:0019538//p
7203968 22 39| 31,09 69.29) 1.023208557 0.00713488|PHATR 10593 9581 |ATP-dependent |(0:0009552//pL | :0016757//¢ |rotein rotein
Clp protease, astid stroma [ransferase [metabolic metabolic
protease subunit activity, process process
[EC:3.4.21.92] transferrin
g glycosyl
groups
G0:0046488//p G0:0046488//p
hosphatidylin hosphatidylin
ositol ositol
metabolic metabolic
process;G0:00 process;G0:00
e ase 48017//inosit 48017//inosit
7199415 13 23 23.6(  47.91) 1.021539954|  0.0400052|PHATRDRAFT 17109  |phosphatidylinosito |- 60:0052742 [0} 11Pid- ol lipid-
1 d-kinase m§d1at?d m§d1at?d
[EC:2.7. 1. 67] signaling;GO: signaling;GO:
0046474/ /glyc 0046474/ /glyc
erophospholip erophospholip
id id
biosynthetic biosynthetic
process process
K12479/1/1e-
941345/ ota:0t04g008 y o y rann
7204608 35 62 18.49|  37.46] 1.018605675| 0.000683144|VPS45 50| vacuolar protein [~ - £0:0006887// £0:0006887//
sorting-associated xocytosis xocytosis
protein 45
K08916/1|1e-
16/85. 5| cre:CHLREDR
AFT_184397 | light—
harvesting complex
1T chlorophyll a/b
binding protein
5;K08907 /2| le-
15/82. 4| cme: CMN234C
light-harvesting
iﬁ"fﬂiiﬁhfn alb 60:0006091//5 60:0006091//5
_ N . e . binding protein  |G0:0009536//p1 eneration of eneration of
7197205, 13 23] 10. 94 22. 15| 1.017693961 0. 0400052|Lher? 1-K14172 4| 30— astid precursor precursor
M 77.8 | cre: CHLREDR metabolites metabolites
AFT 205903 Tight— and energy and energy
harvesting complex
1T chlorophyll a/b
binding protein
7;K08911/5|2e-
13/75. 1|ven: VOLCADR
AFT_108852| light—
harvesting complex
1 chlorophyll a/b
binding protein 5
7195262 13 23] 8.02 16.23] 1. 016988858 0. 0400052| PHATRDRAFT 48993 - - - - -
7195258 13 23] 4. 85] 9.8] 1.014797002] 0. 0400052| PHATRDRAFT 48986 - - - - -
7202066 21 37| 27.9 56. 33] 1. 01363835] 0. 00929292| PHATRDRAFT 47178 - - - - -




K01358| 1/9e—
:411 ;gh;“z,i_;f"mbk’\ 60:0004175/ [G0:0019538//p 60:0019538//p
7198812 29 51 47.78)  96.39| 1.012476628|  0.0022746|PHATRDRAFT 40933  |dependent Clp - /endopeptid Jrotein rotein
protease, protease ascv ) metabolic metabolic
. activity process process
subunit
[EC:3.4.21.92]
7202855 25 44] 15.48]  31.17] 1.009752683] 0. 0045765 PHATRDRAFT 47665 |- - - - -
60:0016866/
/intramolec
ular . o
i Cror < Ferase |60:0009451//R 60:0009451//R
7205105 16. 03} 28. 18 521  10.47] 1.006906165|  0.0250522| PHATRDRAFT bd1563 |- - activityico |¥ NA
0003676/ /n modification modification
ucleic acid
binding

7202573 16 28 16.66  33.38] 1.002505554]  0.0250522] PHATRDRAFT 37671 |- - - - -

7198753 23] 40) 35. —I 71.33] 0995758855 0. 00772194 PHATRDRAFT 50065 |- - - - -

7194793 15 26| 2171 43.14]  0.990666451] 0.0329024|PHATRDRAFT 48567 |- - - - -

7195955 52) 90) 20.25] _ 40.06] 0.984240513] 6. 77E-05|PHATRDRAFT 42574 |- - - - -
60:0006796//p 60:0006796//p
hosphate— hosphate—

K00873 1 8e— . natgon. |CONtaining containing
611233/ ppp: PHYPADRA tgggféié(f/ compound compound
7203591 22) 38 9.93) 19.6 0.980988031|  0.0100417|PK1 "T_108784|pyruvate |- : metabolic metabolic
/kinase N ~
e Lo process;G0:00 process;G0:00
7.1.40) actvILY  06007//glucos 06007//glucos
e catabolic e catabolic
process process
7194826 14 24 14. 16] 27.8]_0.97326361 0. 0432958| PHATRDRAFT 39127 |- - - - -
60:0046872/
K13412/1]2e~ {)"l‘;;;iglzg 60:0006464//c 60:0006464//c
65247 | gmx: 10079744 0004672)/;)} ellular ellular
7204598 21 36| 16.19  31.76] 0.972107927| 0.01306902|PHATR 1103 9/calciun-dependent |~ : protein protein
protein kinase Och modification modification
[BC:2.7.11. 1] kinase process process
activity;GO
:0032550
7196640 21 36) 11.41]  22.37] 0.971266465] 0.01306902| PHATRDRAFT 42431 |- - - - -
7199530 14 24] 8.31]  16.29] 0.971066222] 0. 0432958 PHATRDRAFT 45021 |- - - - -
60:0046914/
k003441 o= /Lrans%niun
19196. 3| 0sa: 4331066 netal ion
NADPH2: quinone bmn?mg;(JU:
Feductae 0036094//sm
7197351, 21 36| 13.85  27.15 0.971066222|  0.01306902(PUATRRAFT 43636 || all 60:0044710 60:0044710
5/ 20 ’2913?“%0
12172. 4| pop: POPTR 1 ancing;bu:
087070 0003824/ /ca
talytic
activity
0-0005254, |00:0015698//1 G0:0015698//1
. N /chloride no{rgamc no{rgamc
7197057 14 24 6.97|  13.66] 0.970726922|  0.0432958|PHATRDRAFT 43785 |- - P anion anion
activity transport;GO: transport;GO:
0044763 0044763
7199802 49) 34 14.8 29| 0.970455724] 0.000142774] cunD - - - - -
7199174 17 29| 838 16.34] 0.963385834]  0.027031[PHATRDRAFT 41383 |- - - - -
K02975 1/ 6e—
14]73.9] 0sa: 4347899 | .
7204647 36| 61 88.61| 172.61| 0.961974621| 0.001416676|PHATR 21073 small subunit ES;S:S"MON“ - - -
ribosomal protein
S25¢
60:0008094/
/DNA-
K03164/1/0.0/909 01 ;';?ZZS"“L 60:0071103//D 60:0071103//D
7202037 17 29| 4.22) 8.22| 0.961895305| 0. 027031[prarrorart 13581 | W OSTRUAIBIOINE o prsnsy factivityico |V ) A )
topoisomerase 11 . conformation conformation
o ) :0003677//D
[EC:5.99.1.3] NA change change
binding;G0:
0032550
K03626/ 1|5~
311132 vvi: 10024582
7195016 83| 141 117.16|  228.15] 0. 961502555 L. 08E-06| PLATRDRAFT 48728 |7/ "5Cent - - - -
polypeptide—
associated complex
subunit alpha
7203424 26| 44 22.43]  43.45] 0.953926557] 0. 00687996|PHATRDRAFT 48071 |- - - - -
K12822/ 1/ 4e—
10/63. 9] sbi:SORBI 0
79020335 RNA-
binding protein
25:K11824/2| 1o~
. e , , . acel N 08/59. 3| ven:VOLCADR | B B B
7202901, 26| 44 20.8|  40.27| 0.953121944) 0.00687996(PHATRDRAFT 47720 [ 20 O 7
complex subunit
alpha;K01115/3|9e~
06/49. 7| ven: VOLCADR
AFT 99471 phosphol i
pase D [EC:3. 1.4.4]
7195295 52 s8] 33.29]  64.44] 0.952867624] 0.000127797|PHATRDRAFT 54986 |- - - - -
60:0016740/
7200517 19.72) 33.33 10,23 19.77] 0.950506726| 0. 0158121|PHATRDRAFT 45712 |- - /transferas |- -
e activity
K11274/1/3e~
37/ 156/ bdi : 10082622 i’:‘f?gfim/
7195857 39.24 66. 33 6.86|  13.25| 0.949711878| 0.000916572|PHATRDRAFT 49526 |6]chromosome - e -
transmission o
fidelity protein 4 binding
K15289 1| 4e—
37/ 153/ bdi : 10084557
7200226 16 27 12,83 24.78] 0.949655017|  0.0354158|PHATRDRAFT 26807 |0|solute carrier |- - - -
family 35, member
F5
60:0031224//in
trinsic
k133481 1] 26- component of
19193. 6 smo: SELMODR |embrane:60:00
7195514 24. 51 41.28 32.96|  63.64] 0.949217593| 0.00831454|PHATRDRAFT 15699 - 43231/ /intrace| - - -
AFT 79996 | protein
Vov17 Tlular
membrane—
bounded
organelle




3&‘33%?5?/ 60:0006193//p 60:0006193//p
7198658 16 27 8.06|  15.55] 0.948062836|  0.0354158|PHATRDRAFT 49980 |- - galactosylt |Fotein 0 rotein 0-

N linked linked
1'an§191'asc glycosylation glycosylation
activity

60:0031224//in
7204671 35 59 24.41|  47.08| 0.947642025| 0.001823364|PHATR 36848 - trinsic - -
component of
membrane
7195480 22 37 17.43] _ 33.55] 0.944740197] 0.01402166|PHATRDRAFT 49308 |- - - - -
K15429] 1| Te-
63/242| ven: VOLCADRA
7197845 22 37 14.01] 2695 0.943828317] 0.01402166|PHATRORAFT 44373 || -O1528 LRNA - - - -
(guanine37-N1)—
methyltransferase
[EC:2. 1. 1. 228]
K13427| 1| Te-
35/147| vvi : 10026560
7195833 22 37 9.03|  17.36] 0.942969055 0.01402166|PHATRDRAFT 40200  [5/nitric-oxide - 60:0032550 |- -
synthase, plant
[EC: 1. 14. 13. 39]
7200192 24 40 26.43] 5045 _0.932677844] 0.01154702|PHATRDRAFT 34746 |- - - - -
K04710/ 1/ 6e- 0 atoon) )
10163, 9 mtr:NTR_4g0 |00:0031224//1n
7195657 18 30 10.94)  20.86|  0.93112642)  0.0289738|LAGL 86150 | ceramide trinsic - -
synthetase component of
[EC:2.3.1.24] membrane
K14423] 1| 9e-
15/80. 1 |aly:ARALYDR
AFT 3293524, 4~
dimethyl-9beta, 19—
cyclopropylsterol— 60:0046914/
dalpha-methyl /Ll‘fansiLion
7197166 21 35 12,1 23.07] 0.931010957|  0.0182278|PHATRDRAFT 18132  |oxidase - ! - -
[EC: 1. 14. 13. 72] ;K06 netal ion
67412 2e- binding
10/65. 5| ven: VOLCADR
AFT 106052 | structur
al maintenance of
chromosome 2
K14664] 1| 4e-
82/303| aly: ARALYDRA 60:0003824/
7202048 18 30 13.48 25.7|  0.930947863|  0.0289738|PHATRDRAFT 13725  [FT 892157 IAA-amino |- Jeatalytic |- -
acid hydrolase activity
G0:0016765/
/transferas
K09833/1/ e 60:0031224//in Lf‘:z;in
7202657 15 25 9.60|  18.47] 0.930615296|  0.0464754|PHATRDRAFT 47601 |2 172 leme:CN202CT firinsic T g -
homogenitisate component of R
phytyltransferase membrane aryl (other
than
methyl)
groups
(01362| 1130~ 60:0004175/ [G0:0019638//p 60:0019538//p
7205033 29.07 48.27 1335 25.36| 0.925715004|  0.0060704|PHATRDRAFT bd1554 |1272.0/0lu:0STLU 4 |~ /endopeptid frotein roteln
1296 [EC:3. 4. 21. -] ase metabolic metabolic
activity brocess brocess
7203422 26 43 8.33] 1575 0.918963428] 0.00950948|PHATRDRAFT 48068 |- - - - -
7202366 23 38] 9.29] _ 17.55] 0.917720529] 0.01497064|PHATRDRAFT 47281 |- - - - -
K00902| 1| 3¢~
1375, 1 |mtr:MIR 117
7194704 17, 28 9.05| 1704 0.912935638|  0.0378622|PHATRDRAFT 48523  [s0018|dolichol - - - -
kinase
[EC:2.7.1.108]
K10400| 1| 8e-
09/61. 6 |pop:POPTR 9
27223 Kinesin
family member
15:K10696 2] 1e—
06/54. 3 mtr:MTR 087
50035/E3 ubiquitin-
protein ligase BREL
[EC:6. 3. 2. 19] ;K0667
7198134 58 95 14.42[ 26,99 0.904353812| 0.000136677|PHATRDRAFT 44658  |5]3|2e~ - - - -
06/53.9/bdi: 1008310
33/ structural
maintenance of
chromosome
4;K03254 (4 26~
0653.9|0sa: 4326038
translation
initiation factor 3
subunit A
K14689 1|26~ G0:0015075/
50/198 | ppp: PHYPADRA |G0:0031224//in|/ion 60:0006811// 60:0006811//1
7198496 22) 36| 14.01|  26.22]  0.90421073| 0.01941976|PHATRDRAFT 23557 || |-0So8T solute trinsic transmenbra |on on
carrier family 30 component of [ne transport;GO: transport;GO:
(zinc transporter), |membrane transporter |0044763 0044763
member 2 activity
K01362| 1] 2e-
1-KL4810]5 |80 60:0009507//ch|G0: 0004175/ |G0: 0019638/ /p 60:0019638//p
7204721 33 54 18.92 35.4] 0.903837272|  0.004136|PHATR 46875 30/130 ota:0t01g04g | LO7OP1ast:60:0}/endopeptid |rotein rotein
50/ ATP-donondens  |009879//thylakase metabolic metabolic
RNA helicase oid activity process process
DDX56/DBPY
[EC:3.6.4.13]
G0: 0035556/ /1
227?2; imi?mozmz ntracellular ntracellular
2|Ras-related signal signal
7205095 34. 86 56. 68 46.23|  86.15| 0.898021434 0.00321694|PtRabX1 protein Rab- - 6010032550 ”"‘“Sd"““‘”}; ”"‘“Sd"““‘”};
oA:K0707613 20~ 60:0015184//c 60:0045184//c
441176 | osa : 4334590 Slabllshr.nenL Slabllshr.nenL
Rab family, other of protein of protein
’ localization localization




K15849 1|3~
94344 ven: VOLCADRA
FT_103084|bifunctio e
nal aspartate G0:0043231//in (/12"1?2;13168/
aminotransferase tracellular binding:GO: G0:0008152//m G0:0008152//m

7204794 48 78 27.41  50.93| 0.893813389| 0.000631906PHATRDRAFT bd870  |and membrane— 0008485)/111 etabolic etabolic
glutamate/aspartate [bounded . process process
—prephenate organelle anszvam}nasc
aminotransferase activity
[BC:2.6. 1.1
2.6.1.78 2.6.1.79]

K05356/ 1] 2~
8?1:3;15813%31*0 60:0043231//in|G0: 0097159/
u»n;oga eyl |tracellular |/organic  [60:0006259//D 60:0006259//D

7204836 14. 95| 24. 28 2.14 3.07| 0891528211 0. 0432958{PHATRDRAFT bd1883 | " hwg Y membrane— eyelic NA metabolic NA metabolic
¥ Ethalf \d bounded compound process process
b[l)ij B iLI 84 organelle binding
2.5.1.85]

K11407 1] Te—
64/246/ rcu:RCOM_146 60:0003824/

7200994 21 34 8.23|  15.23| 0.887951606|  0.0252054|PHATRDRAFT 45906 9870 histone - Jeatalytic |- -
deacetylase 6/10 activity
[EC:3.5. 1. 98]

60:0097159/
Jorganic  |G0:0006259//D 60:0006259//D

7194741 32.68 52.79 23.23|  42.93| 0.885997019| 0.00531786|PHATRDRAFT 48581 |- - eyelic NA metabolic NA metabolic

compound process process
binding
(:i’dgoﬁjfli/“‘ 60:0009987//c 60:0009987//c
mcmb;anc:‘ ellular ellular
7200859 16.51 26. 61 218 40.26| 0.885019037  0.0495394|PHATRDRAFT 35858 |- bounded - process; G0:00 process; 60:00
N 50896/ /respon 50896/ /respon
organelle;G0:0 e to e to
044444//““”)1 stimulus stimulus
asmic part
K06901 1/ Te—
102|372 smo: SELMODR 60:0051234//¢ 60:0051234//¢
AFT 419524 |putative stablishment stablishment

7195995 57] 92) 26.53|  48.96| 0.883978882| 0.000234682|PHATRDRAFT 17344  [WFS transporter, |- - of of
AGZA family, localization; localization;
xanthine/uracil G0:0044763 (G0:0044763
permease

7201393 44 71 24.89  45.93] 0.883870553] 0.001244632|PHATRDRAFT 46335 |- - - - -

7198777 59) 94 17.96] _ 32.7] 0.864503286] 0.000261096|PHATRDRAFT 49993 |~ - - - -
60:0044267//c 60:0044267//c
ellular ellular

7203221, 34 54 15.67)  28.46| 0.860930482 0.00593846|PHATRDRAFT 47970 |- - - protein protein
metabolic metabolic
process process

7198688 24] 38 12,0 21.75] 0.85677925] _0.021758|PHATRDRAFT 50093 |- - - - -

7195175 31 49) 27. 13| 49.08] 0.855246201] 0.00927132|PHATRDRAFT 48901 |- - - - -

60:0008135/
/translatio
n factor
activity,
K03240/ 1| 3¢~ ‘““ﬁ“”
86/318|pop: POPTR 11 ‘b‘;‘dmg co:

7201570 62 98 22,48 40.61| 0.853192002| 0000227684 PHATRORAFT 4gd7g | /2738 translation 0016772/ /1 |00:0006412//¢ 60:0006412//¢
initiation factor ansferase ranslation ranslation
eIF-2B subunit -

o activity,

epst lon transferrin
g
phosphorus—
containing
groups

'4‘22%? ! 6‘_']:HYPADH 60:0043231//in|G0: 0003676/

. 21632‘1’%“ * [tracellular  |/nucleic  [60:0006260//D 60:0006260//D

7199116 19 30) 9.7 17.51| 0.852122431|  0.0425374|PHATRDRAFT 50274 n membrane— acid NA NA
polymerase epsilon S N . . . .
cubunit 2 bounded binding;GO: |replication replication
Th(,g 7771 organelle 0034061

7200096 19 30) 7.24]  13.06] 0.851093294] 0. 0425374| PHATRDRAFT 45212 |- - - - -

K10357 1| e~
50 /
112]405 aly: ARALYDR (;Uuofmii
AFT 887631 | myosin . fucteoside
V-KO3165 121200 60:0015629//ac |~
7204901, 19 30) 7. 43 134 0.850798885  0.0425374|PHATRDRAFT bd29 e e |tin triphosphat |- -
111]402] ota:0t06g03
550 /DA cytoskeleton ase
topoi somerase 111 dgé;;;g(’)(’o
[EC:5.99.1.2] :
60:0017111/
/nucleoside
rinhosohat |60:0006412//t 60:0006412//t
k02355 1] 66— a:ep OSPREL | panslation; 6O ranslation;G0
5 : 54//, :0009154//,
o - oo |36/150/0ta:0t07038 activity;co | :0009184//pur :0009154//pur

7201808 28] 44 11,37 20.43]  0.84545695 0.01453448| PHATRDRAFT 27956 : 60:0044424 ine ine
40/ elongation 100325500 130 L ronucleotid
factor G :0003747//¢ |1 1POMENe0 rbonueieo

anslati e catabolic e catabolic
et Hprocess process
factor
activity
7202916 46| 72 4494 80.53] 0.841526209] 0.001854048|PHATRDRAFT 47746 |- - - - -
60:0009521;60:
0031224//intri 60:0006464//c 60:0006464//c
nsic component|G0:0046906/ [ellular ellular
7203256 27.09 42.16 3423 61.05| 0.834730003 0.01868632|Lhcf6 - of /tetrapyrro |protein protein
membrane;G0:00|Te binding |modification modification
09534/ /chlorop process process
last thylakoid

7199300 38| 59| 25.98]  46.14] 0.828616573] 0.00539108|PHATRDRAFT 50431 |- - - - -
G0:0043234//pr
otein
complex:60:003 60:0044237//¢ 60:0044237//¢

7203170 343 531 432,81  767.76| 0.826921566|  7.926-17|Lhcf10 - 4357;60:000950 |~ ellular. eltular.

metabolic metabolic
7//chloroplast o o
G0-00444357 /1 process process
embrane part
K029711/8e~
50:0005198/
20/94. 4| ppp: PHYPADR |G0:0030529/ /i TLOOQZ?I 60:0010467//g 60:0010467//g

7198575 22 34 40.71|  72.21| 0.826815421 0.036306|PHATRDRAFT 30670  |AFT 224961 |small  |bonucleoprotei Slr‘le & lene ene
subunit ribosomal |n complex Z‘L’LT\LIJ expression expression
brotein S2le




60:0036094/
7200948 22) 34 19.49)  34.48] 0.823025684|  0.036306|PHATRDRAFT 35643 |- - /snall - -
molecule
binding
7203939 24] 37 21.87 38.6] _0.819647627]  0.029506|PHATR 43793 - - - - -
60:0016646/
/oxidoreduc
tase
activity,
acting on
7197021, 24| 37 16.26  28.68| 0.818717767)  0.029506|PHATRDRAFT 33014 |- - the CH-NH |60:0044710 60:0044710
group of
donors, NAD
or NADP as
acceptor; G0
:0032553
K01725 1] 4e— 60:0016840; [GO:0006082//0 60:0006082//0
7196040 30 16 a7.00|  65.16| 0.812056336 0. 01599252(PHATRDRAFT 17187 |20 199/bdi: 10083441 60:0003677/ |rganic acid rganic acid
9|cyanate lyase /DNA metabolic metabolic
[EC:4.2.1.104] binding process process
gf;impjﬁ:pmyrkj 60:0006796//p 60:0006796//p
75135 arabidopsis hosphate= hosphate=
P . G0:0004871/ |containing containing
histidine kinase N
oo/ P /signal compound compound
2/3/4 (cytokinin . .
ceptor) transducer |metabolic metabolic
7197688 21 32 57.46|  100.73| 0.809863521|  0.0469084|PHATRDRAFT 10948 r[éz‘f’“;’ls a):k1a50 |- activity;G0 |process;G0:00 process;G0:00
olalse :0016301//k 071653/51@&1 071653/51@&1
- 1lnase transduction; transduction;
07/50. 8| gmx : 1008050 activity  |G0:0006351//t 60:0006351//t
23|ethylene P B
receptor ranscription, ranscription,
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161184/ cre:CHLREDRA [F1bosomal |00:0005198/ ¢y o7 555/ /0 60:0071555//c
7203146 53 72 63.33]  98.57| 0.638259547|  0.0147614PHATRDRAFT 29177  |FT 77517| large subunit:00:000\/structural | 17 oy ell wall
. . 5911//cell- molecule . . . .
subunit ribosomal coll activity organization; organization;
protein L17e Conetion:60:00 60:0010467//g 60:0010467//g
31090//organel ene . ene .
e membrane expression expression
K15105] 1| 2¢-
46/184] ppp: PHYPADRA e e
34303 solute 60:0031224//in i’?ﬁigixic i’?ﬁigixic
7198420 39 53 30.87]  62.05| 0638127605  0.0364008|PHATRORAFT 16210  [CAUTICK family 25 trinsic of of
(mitochondrial component of . . . .
aspartate/glutanate |menbrane localization; localization;
60:0044763 60:0044763
transporter),
member 12/13
7194680 47 64 14.01] 21.8] 0637871179 0. 0209262| PHATRDRAFT 48695 |- - - - -
7204003 67 91 43.91]  68.22]  0.63564522] 0. 00613016[PHATR 44048 - - - - -
K14521] 1| 26~
52/204] ven: VOLCADRA
FT 98273\~
acetyltransferase
1 60:0016772/
1;K05275/ 2| 4e~ ) o /transferas
13173. 9 zma: 1002727 ES{?SO%MUDI e activity, |6G0:0006090//p 60:0006090//p
7194985 68 92 58.08|  89.93| 0.630761015 0.00625638|PHATRDRAFT 42255 jzh‘y’;iégfrx‘it ! stroma;G0:0009 ;"“‘51“““ ;it;&:iu ;it;&:iu
[EC: 1. 1. 1. 651 :K0006 |28/ /P1astid 1 phorus— [process process
413[7 envelope containing
13/73. 2|aly:ARALYDR groups
AFT 491313 | D-threo—
aldose 1-
dehydrogenase
[EC:1.1.1.122]
G0:0046914/
/transition
metal ion
binding;G0:
0016616/ /0x
. . idoreductas
Ego%j imi?CMQOSZC ¢ activity, [60:0006547//h 60:0006547//h
7196477 19 66| 2.1 64.91| 0624620523  0.0218132|PHATRDRAFT 9654  |histidinol - acting on | istidine istidine
the CH-OH [metabolic metabolic
fonydrogenase srow of [process process
e donors, NAD
or NADP as
acceptor;G0
:0000166//n
ucleotide
binding
60:0015036/
ko73g0l1]le /disulfide [G0:0019725//c 60:0019725//c
7201588 75 101 62.19|  95.86| 0.624246323) 0.00454564|PHATRDRAFT 27072 |20/ 118 ppp:PHYPADRA ) oxidoreduct |ellular ellular
FT_153882 | monothiol ) )
. ase homeostasis homeostasis
glutaredoxin Lo
activity
K02876] 1| 26~ .
34/142| ven: VOLCADRA (;SL?SS‘Z’SZI 60:0010467//g 60:0010467//g
7197842 38 51 71.24)  109.74 0.623330059|  0.0454662(PHATRORAFT 10774  [FT 109530 large 60:0044391 Lo ar? Jene ene
subunit ribosomal f(’t":m“; expression expression
brotein Li5
G0:0046914/
/transition
metal ion
binding;G0:
0019842//vi
tamin
binding;G0:
K00472| 1| Te- (0:0043231//in| 0016705/ /0
25/114|aly: ARALYDRA |tracellulay | L0°TedUCtas
7204039 67] 90| 88.86|  136.8| 0.622462184| 0.00771472|PHATR 10655 FT 472257 |prolyl 4- |membrane— e activity, 46, 0044710 60:0044710
hydroxylase bounded acting on
[EC: 1. 14. 11. 2] organelle paired
donors,
with
incorporati
on or
reduction
of
molecular
oxvgen
K02995| 1| 4e-
62235 ppp: PHYPADRA |G0:0030529//ri 39'0095195'/ 60:0010467//g 60:0010467//g
7196104 134 180) 170.09|  261.81| 0.622221879| 0.000163294|PHATRDRAFT 17414  [FT 208398 |small bonucleoprotei '“l”‘leL“““ ene ene
subunit ribosomal |n complex Z‘L’LT\LL“; expression expression
brotein S8e
G0: 0050896/ /1 G0: 0050896/ /1
K14497| 1| 2e- 60:0032550; |esponse to esponse to
13176, 6 bdi : 1008389 60:0004672/ |stimulus;G0:0 stimulus;G0:0
7197968 142 191 45.86|  70.51| 0.620591526( 9. 85E-05|PHATRDRAFT 44306  |98|protein - /protein 006464/ /cellu 006464//cellu
phosphatase 2C kinase lar protein lar protein
[EC:3. 1.3, 16] activity  |modification modification
brocess brocess
7201898 38] 51 16,9 25.92] 0617042472 0. 0454662| PHATRDRAFT 46351 |- - - - -
K03152| 1| 2e-
38156 cme: CMS007C
A-methy1-5 (b~
7197297 39 52 63.17] 96.6] 0.612783617|  0.046349|PHATRDRAFT 32791  [hydroxyethyl)~ - - - -
thiazole
monophosphate
biosvnthesis




G0:0003899/
/DNA—
directed
RNA
polymerase
activity;G0 [G0:0006259//D G0:0006259//D
7196486 65) 87| 15. 76 24.1f  0.612765612| 0. 00932938| PHATRDRAFT 42826 - - :0046914//t [NA metabolic NA metabolic
ransition process process
metal ion
binding;GO:
0003676//nu
cleic acid
binding
K09874 |1 3e~
14/78. 6| 0sa:4340558 |G0:0031224//in G0:0051234//e G0:0051234//e
> p or . ORAALE el pram T onTE aguaporin trinsic stablishment stablishment
7201902] 188 251 108. 57 165. 78| 0. 610644454 1. 11E-05|PHATRDRAFT 20755 NIP:K09873 5| 2e— component of of of
12/72. 4| 0sa:4324276 |membrane localization localization
aguaporin TIP
7201812 39| 52 30. 65] 46. 76| 0. 609387856 0. 046349 PHATRDRAFT 46468 - - - - -
G0:0009908//f G0:0009908/ /1
lower lower
development ;G development ;G
0:0070918//pr 0:0070918//pr
oduction of oduction of
small RNA small RNA
involved in involved in
gene gene
silencing by silencing by
60:0043231//in RNA;GO:003519 RNA;GO:003519
tracel lular 4//posttransc 4//posttransc
K06674/1/0.0/920 | rc riptional riptional
u:RCOM_1500520] st ru | "E™ANE gene gene
7195804 49 65 11. 04 16. 73| 0.599697273 0. 0275342|SMC2 - bounded G0:0032550 - . - .
ctural maintenance 5 o silencing by silencing by
of chromosome g |Or€anelle;60:0 RNA;60: 000634 RNA;60: 000634
000793//conden p . p A
sed chromosome 2//chromatin 2//chromatin
silencing;GO: silencing;GO:
0000070//mito 0000070//mito
tic sister tic sister
chromatid chromatid
segregation;G segregation;G
0:0034968//hi 0:0034968//hi
stone lysine stone lysine
methylation;G methylation;G
0:0006260//DN 0:0006260/ /DN
A replication A reolication
7198938 53 70 45. 81 69. 26| 0. 596359825 0. 023468| PHATRDRAFT 50150
G0:0003676/
K02981/11 1e ’/”‘.’Z]e'c
86/317| zma: 10038298 D ing.Go: |60:0010167//¢ 60:0010467//g
7203664 41 54 38. 56| 58.13| 0.592177857| 0. 0480212| PHATRDRAFT 48411 0|small subunit G0:0044391 0005]9:): - |ene ene
ribosomal protein //st expression expression
26 ructural
molecule
activity
G0:0019866//or
ganelle %nn?r 60:0043169/ GO:OME]?M//e GO:OME]?M//e
7203182 58 76 139.95  210.8]  0.59096338 0.02033(PHATRDRAFT 22027 |- menbrane; 60:00( 5 on stablishnent stablishnent
05740/ /mi tocho binding of protein of protein
ndrial localization localization
envelope
G0:0043169/
/cation
K01537/1/0. 0/ 766/ sb |G0:0031224//in gégg;gggg
7194815 102 134 28.76)  43.17| 0.585965417| 0.001935142|PHATRDRAFT 228 1:SORBI_01g038990C | crinsic 0019829/ /ca |00: 00068117/ (0:0006811//%
a2+-transporting component of tion on transport on transport
ATPase [EC:3.6.3.8] |membrane .
transportin
g ATPase
activity
G0:0003006//d G0:0003006//d
evelopmental evelopmental
process process
involved in involved in
reproduction; reproduction;
0- //i . /), . /),
PRI 17 NN e oL I 8
341144 osa: 4348795
B | ) ] Ras-related protein membrane— structure structure
7204127 71 93 67. 43| 101. 12| 0.584605866( 0. 01031794|RabX2 bounded G0:0032550 |development ;G development ;G
Rab-18;K07976 2| 2e- y / /
341144 | eme : CMDO62C organelle;G0:0 0100"1518’1//?5 0100"1518’1//?5
; 044444/ /cytopl tablishment tablishment
Rab family, other . . . . N
asmic part of protein of protein
localization; localization;
G0:0035556//1 G0:0035556//1
ntracellular ntracellular
signal signal
transduction transduction
K08145/1/2e-
431176 | ppp: PHYPADRA
FTJWO”‘MFSW o4 /< [60:0022857/ 1G0:0051234/ /e G0:0051234//e
transporter, SP G0:0031224//in . .
. family, solute trinsic /transmembr [stablishment stablishment
7198458 55) 72 24. 89| 37.26| 0.582061444 0. 0242364 PHATRDRAFT_30620 A . |ane of of
carrier family 2 component of . . . .
(facilitated nenbrane travsporter IOCAIIZEA(\IOHJ IOCAIIZEA(\IOHJ
activity G0:0044763 G0:0044763
glucose
transporter),
member 8
o e dzziyf“‘ 60:0006721//¢ 60:0006721//¢
7204829 75 98 26.44)  30.49| 0.578765191| 0.00882432|DXS D-xylulose-5- - G0:0016744 |CTPeNO1 erpenoid
phosphate synthase metabolic metabolic
TBC.2.2. 1.7] process process
G0:0051234//e G0:0051234//e
7196371 43 56 31.83|  47.44| 0.575716853|  0.049573|PHATRDRAFT 42740 |- 60:0044464 |- Z;ﬂbmh‘“e“‘ Z;ﬂbmh‘“e“‘
localization localization
G0:0046872/
7202069 109] 142 25. 94] 38.62| 0.574169685| 0.00173737|PHATRDRAFT 47184 - - /metal ion (- -
binding
7196741 110] 143 90. 34| 134. 41 0.573203659| 0. 00176167|PHATRDRAFT 43127 - - - - -
N G0:0044237/ /¢ G0:0044237//c
- G0:0009523//ph GO:OO%WZ/ ellular v ellular v
7204373 60) 78 39. 32| 58. 47| 0. 57243327 0. 0209462(PHATR_43945 - /metal ion . .
otosystem IT L metabolic metabolic
binding
process process
7203943 501 65] 24. 52| 36.45] 0.571959836) 0. 0350858| PHATR 43801 - - - - -




G0:0015935//sm
e e
k02993 1] e~ 0536/ /plastid: |/RVA 60:0042254//1 60:0042254//1
551214 | ven: VOLCADRA GU'0071944/'/'CL\ binding;G0: [ibosome ibosome
7199058 51 66 68.6| 101.74] 0.568606518|  0.0355898|PHATRDRAFT 31073  |FT 73479 |small I 0005198//st |biogenesis;G0 biogenesis;G0
subunit ribosomal . y ructural :0010467//gen :0010467//gen
protein S7e porlphc’r’,\;(JU:O molecule e expression e expression
030684/ /prerib activity
osome;G0:00160
20//membrane
K11353] 1] 4e—
23/ 105 ppp: PHYPADRA
FT 162309 |NADH
7202327 65 84 11161 165.47 0.568103382| 0. 01808884 PHATRDRAFT 28620 | dChydrogenase - - - -
(ubiquinone) 1
alpha subcomplex 13
[BC:1.6.5.3
1.6.99.3]
60:0046873/
K16075|1/6e— /metal ion |G0:0044763;60 60:0044763; GO
7195909 48 62 20.74 30.62|  0.562058389 0. 0425758| PHATRDRAFT 49418 07154, /\vcmc:u\‘lllSOC _ transmembra |:0070838//div :0070838//div
magnesium ne alent metal alent metal
transporter transporter |ion transport ion transport
activity
60:0009636//1 60:0009636/ /1
esponse to esponse to
K01551|1/2¢~ e |toxic toxic
821304 | ppp: PHYPADRA tgggfig:g/ substance;G0: substance; G
7195386 69) 89) 53.1)  78.38| 0.561773712 0.01541336|PHATRDRAFT 22896  |FT 206681|arsenite— |- JiTpase 0009154//puri 0009154//puri
transporting ATPase L ne ne
[EC:3. 6. 3. 16] etV ibonueleotid ribonucleotid
e catabolic e catabolic
process process
K11294 /1] Te—
7200371, 69) 89) 31.48|  46.42] 0.560310982| 0.01541336PHATRDRAFT 45589  [05/50. 4|bdi: 1008366 |- - - -
65 nucleolin
7204171] 81 104 56.27]  82.65] 0.554648856] _0.00957126|PHATR 43941 - - - - -
(010781 1] 10 60:0044267//c 60:0044267//c
18192. 0/ ven: VOLCADR ellular ellular
7204662 85| 109) 75.38|  110.64] 0.553619361|  0.0081748|PHATR 46791 ey " |co:0044424 |- protein protein
AFT_80038 | chaperoni . .
b GroES metabolic metabolic
process process
60:0015075/
60:0031224//in|/ion 60:0006811//1 60:0006811//i
7195427 75 96| 60.95|  89.20| 0.550872389| 0.01347284|PHATRORAFT 49057 |- trinsie = | transmembra fon ) o .
component of ne transport;GO: transport;GO:
membrane transporter (0044763 0044763
activity
7203680 57] 73 26.4] __ 38.66] _0.550303708] 0. 0309956|PHATRDRAFT 48439 |- - - - -
60:0016813/
/hydrolase
activity,
acting on
carbon- 60:0009064//¢ 60:0009064//¢
K01476|1|8e~ nitrogen lutamine lutamine
7203478 108 138 107.71| 15759 0.549023792| 0. 00316782|PHATRDRAFT 38500 | 1269 3/ppp:PHYPADR | (but not | fanily amino fanily anino
AFT 234776 |arginase peptide) acid acid
[EC:3.5.3.1] bonds, in |metabolic metabolic
linear process process
amidines;G0
10043169/ /c
ation
binding
k06638 1 46— (52:3(113?41//“ (52:3(113?41//“
151, 2 oo DR remintion ot | [resutation of
7202575 68 87, 13.2) 19.3 0548062918 0.01879372(Pt-MAD1 _ - mitotic mitotic
spindle assembly
. . metaphase/ana metaphase/ana
checkpoint protein
it phase phase
transition transition
7198601 52 66 21 1] 30.62] 0.537231284] 0. 0447572 PHATRDRAFT 49896 |- - - - -
K09540/ 1/ 2e—
06/52. 8|aly: ARALYDR
AFT 477265 transloc
ation protein . aon .
SEC63:K09527 3| 3e— f?f?ﬁjﬁi /in
7203018 130) 165 60.08| 8718 0.537112301] 0.001498704 PUATRDRAFT 48025 |00 5% 018mx:100T8I4 ) ) b - - -
96/DnaJ homolog
subfamily C member |2°0nded
7:K03686 4 4e- organelle
06/51. 6/bdi: 1008413
35|molecular
chaperone Dna]
60:0003676/
K01687/1/0. 0/ 74101 /nucleic  |G0:0008652//c 60:0008652//c
i i ) w:0STLU 34354 dibyd |0 oooocse 1 facid. ellular anino ellular anino
7201155 164 208 86.81|  125.9 0.536345136 0.000372948|PHATRDRAFT 20547  |roxy-acid ’ binding;G0: |acid acid
dehydratase astid 0016836//hy |biosynthetic biosynthetic
[FC:4.2.1.9] dro-lyase |process process
activity
K02923 | 1/3e~
20/94. 7| cre: CHLREDR |G0:0015934//1a ifﬁg?fiii{ 60:0010467//g 60:0010467//g
7199800 77 97, 208.68)  302.43| 0.535308918| 0.01689564|PHATRDRAFT 19413  |AFT 194928 |large  |rge ribosomal | ene ene
subunit ribosomal |subunit molecule | oression expression
. activity
brotein L38e
60:0043231//in
k02872 1/ Tom tracellular
55/214/ ppp: PHYPADRA [MCT0TERe 3’9'0005198/ 60:0010467//g 60:0010467//g
7197472 80| 101 102.46  148.23| 0.532776665| 0.01424144|PHATRDRAFT 25375  [FT 184654 | large bounded /structural | ene
subunit ribosonal |OTEANCIe:G0:0molecule L cion expression
: 015934//1arge |activity
protein L13Ae v
ribosomal
subunit
60:0008289/
7201968 118 149) 50.25|  72.53| 0.529454253| 0.00289298|PHATRDRAFT 47192 |- - /lipid - -
binding
K11279/ 1/ 2e~ 60:0043231//in
40/ 164 gmx: 10077819 | tracellular 60:0034728//n 60:0034728//n
7196847 69) 87, 48.13|  69.43| 0528622748  0.0233656|NAP 8|nucleosome membrane— - ucleosome ucleosome
embly protein 1- [bounded organization organization
like 1 organelle
7202684 146] 184 120.37] _173.62] 0.528457276] 0.000985488|PHATRDRAFT 47649 |- - - - -




60:0032446//p 60:0032446//p
rotein rotein
modification modification
by small by small
k02927 1| 6e- G0:0031981//nu ) protvcln ) ) protvcln ) .
581920  cme: CHCO45C clear i G0:0005198/ con‘lu‘gau’on:(, con‘lu‘gau’on:(,
7203140 71 89) 150.19|  216.23|  0.52577794  0.0238286(UBI1/2 large subunit Lunen; 60:00159|/structural 0:0003006//de 0:0003006//de
ribosomal protein d-?//largc mol?clvllc velopmental velopmental
La0e ribosomal activity  [process process
subunit involved in involved in
reproduction; reproduction;
60:0010467//g 60:0010467//g
ene ene
expression expression
7195211 105 132 99.61] 14337 0.525380684] 0. 00555688|PHATRDRAFT 48918 |- - - - -
60:0000166/
/nucleotide
binding;GO:
0016616//0x
idoreductas
e activity,
acting on
K00102|1/5e- the LH’?H
18191, 3 gmx: 1008036 igg;’is“ A |60:0006620//1 60:0006629//1
7204106 113 142 49.91 71.7| 0.522644215|  0.00406434|PHATR 44190 iih?djz;:;; - or NADP as ;‘;tibom ;‘;tibom
(cytochrome) acceptor; 60 process process
[EC:1. 1. 2. 4] £0016765//¢
ransferase
activity,
transferrin
g alkyl or
aryl (other
than
methyl)
groups
7204417 78 98] 33. 77 48.5] 0.522242568]  0.0170622|PHATR 46687 - - - - -
60:0000785//ch (;ggg?gfi’%/
romatin;G0:004 acid
K11254/ 1] le- 3231//intracel | ©0. o 60:0034728//n 60:0034728//n
7199948| 62.94 78.77 10721 153.94| 0.521928673|  0.0327734|H4-1b 391160/ 0lu:0STLU 44 |lular 85 ucleosome ucleosome
on 1 0046983/ /pr L s
220 |histone H4 membrane— otein organization organization
:j:;:z(ljlo dimerizatio
n activity
60:0046914/
/transition
metal ion
binding;G0:
0016705//0x
idoreductas
e activity,
K00472/ 1| 7e- acting on
231107 gmy: 10079820 ‘:a““?
7195168 137 172 76.19|  109.39] 0.521807298 0.001605494|PHATRDRAFT 48891 |1 |prolyl 4- - ;‘f‘z:“ 60:0044710 60:0044710
e incorporati
on or
reduction
of
molecular
oxygen;G0:0
019842//vit
amin
binding
60:0009154//p 60:0009154//p
. 60:0017111/ | ™1™ ) urine )
K03531| 1|2~ fi’uﬁg?fﬁmﬂ f““”l"”“dc ifﬁi‘iﬁii?ﬁm ifﬁi‘iﬁii?ﬁm
— . N R 941344 cme: CMS complex;G0:001| 50:00 0:00
7199100) 91 114 45.07|  64.56( 0.518473120| 0.01065046(PHATRDRAFT 56243 | " e 5630/ /mt oxotub ‘LI:{ph()sphaL A4763:G0: 0043 A4763:G0: 0043
protein FtsZ ule :Ztmw <o |623//cellular 623//cel lular
cytoskeleton |’ ’ protein protein
10032550 | omplex complex
assembly assembly
60:0017111/
K14416/1/9e- /nucleoside |60:0009154//p 60:0009154//p
66249/ pop: POPTR 73 - urine urine
7194867 84 105 55.00[  78.77| 0.515855813| 0.01479774|PHATRDRAFT 15121  |7500]elongation - triphosphat |ribonucleotid ribonucleotid
factor 1 alpha-like ase e catabolic e catabolic
protein activity;GO |process process
10032550
K05337 | 1/9e-
7200462| 116 145 55.72|  79.63 0.5151168| 0. 00417648|PHATRDRAFT 45684  [12/70.5]0lu:0STLU 7 |- 60:0051540 |- -
956/ ferredoxin
60:0003700/
/sequence~
specific
60:0043231//in|DNA binding [60:0006366//t 60:0006366//t
tracellular transcripti [ranscription ranscription
7198740) 56 70 22.01 3145 0.514900872|  0.0466356PHATRDRAFT 50045 |- membrane— on factor [from RNA from RNA
bounded activity;G0 [polymerase 11 polymerase 11
organelle :0046914//t |promoter promoter
ransition
metal ion
binding
7204184] 69 86| 25.93]  36.94]  0.51056166] _0.0285848|PHATR 43964 - - - - -
7198459 61 76 30.55]  43.52] 0.510506177] 0.0398028|PHATRDRAFT 49791 |- - - - -
0:0046872, |00:0044237//¢ 60:0044237//c
7200830 66 82 76.52)  108.9| 0.509095175  0.0340016(0EE3 - 60:0009523//ph ;o) jon [S11UIAT eltular.
otosysten IT (70 * metabolic metabolic
brocess brocess
K09506 1 |2e-
07/55. 8| rcu:RCOM 14
69860 | DnaJ homolog
subfamily A member
5;K09510/2| 1e—
06/53. 5[ ven: VOLCADR
7200005| 119 148 62.52) 8892 0.50810017 0.00428372| PHATRORAFT 45384 |NFT-02070/Dnay - - - -
homolog subfamily B
member
4;K09523 3| 2e—
06/52. 8| ppp: PHYPADR
AFT 31787 |Dna]
homolog subfamily C
member 3
7197148 91 113 97.33] 138.42]  0.50809595] 0.01293316|PHATRDRAFT 43424 |- - - - -




7196530 149 185] 138.44] 196 78] _0.507322751] 0.001473508[PHATRDRAFT 42891 |- - - - -
60:0000054//1 60:0000054//1
ibosomal ibosomal

K14856] 1] To— subunit ) subunit )
7200942 74 92 2277\ 32.35| 0.506631421|  0.024475|PHATRDRAFT 45828  |71/270  olu:0STLU 78 |- - export from export. fron
- Cen nucleus;G0:00 nucleus;G0:00
Slprotein SDAI 07010/ /cytosk 07010/ /cytosk
eleton eleton
organization organization

KOI881 /1| Te- 60:0004812/ [G0:0006418//t 60:0006418//t
144[512 | cme : CMJ098C /aminoacyl- |RNA RNA

7196876 66 82 25.32|  35.96| 0.506115616|  0.0340016(PHATRORAFT 43097  ||prolyl-tRNA 60:0044424  [tRNA ligase |aminoacylatio aminoacylatio
synthetase activity;Go |n for protein n for protein
[EC:6. 1. 1. 15] 10032550 | translation translation
N o

7196029 87 108 aa50| 6320 0.505257368|  0.0151810|praTRORAPT 17172 |M03/3741smo:SELMODR | 60:0032550 |- -
AFT 123195 GTP-
binding protein bounded

organelle

K12616] 1| Te-
17191, 3|mtr:MIR_2g0

7204319 62 7 15.54] 22,05 0.504792152]  0.040148|PHATR 43922 27690 enhancer of |- - - -
mRNA-decapping
protein 4

60:0036094/
7196320 72 89) 66.97|  94.77|  0.50091547|  0.0293024|PHATRDRAFT 42659 |- - /anall - -
molecule
binding
7197784 59 73 28.56] __40.41] 0.500716372] 0. 0478628|PHATRDRAFT 44525 |~ - - - -
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7196598 119) 134 192. 02 248 0.360083537|  0.0458482|PHATRDRAFT 17954 i?nl-i‘?tf::ﬁuajm - 0008135//tr |elongat Lon; GO clongation; (0
: : O o etor anslation |:0006415//tra :0006415//tra
5 @ o factor nslational nslational
° activity, termination;G termination;G
nucleic 0:0018205//pe 0:0018205//pe
acid ptidyl-lysine ptidyl-lysine
binding modification modification
G0:0003006//d G0:0003006//d
evelopmental evelopmental
process process
involved in involved in
reproduction; reproduction;
G0:0006418//t G0:0006418//t
RNA RNA
aminoacylatio aminoacylatio
60: 0032550 n for pr(‘ncu‘! n for pr(‘ncu‘!
60+0052689, translation;G translation;G
Jearbor ”’ 0:0006605//pr 0:0006605//pr
K01873/1/0.0/1003 |p Lo T fotein otein
pp: PHYPADRAFT 12852 60:0009532//pl h’ drolas targeting;GO: targeting;GO:
7202384 155) 175] 40. 71 52.52| 0.367483695) 0. 0212144PHATRDRAFT 21513 8|valyl-tRNA o oo/ /plhydro fase 0009668 ;G0: 00 0009668 ;G0:00
astid stroma |activity;GO N o N o
synthetase ", |09886//post. 09886/ /post
:0004812//a - -
[EC:6.1.1.9] . embryonic embryonic
minoacyl morphogenesis morphogenesis
if[l“‘.\vl'tg“e £60:0009451// :60:0009451//
‘ Y |rw RNA
modification; modification;
G0:0042254//r G0:0042254//r
ibosome ibosome
biogenesis;GO biogenesis;GO
:0006448//reg :0006448//reg
ulation of ulation of
translational translational
elongation elongation
G0:0043169/
/cation
binding;GO:
0004721//ph {G0:0006796//p G0:0006796//p
osphoprotei [hosphate- hosphate-
n containing containing
K04345/1/2e- phosphatase |compound compound
- - 741277 | rcu:RCOM_105 activity;G0 [metabolic metabolic
P y ’ . . g ' T 20 , _ ;
7201218 134 151 122.12|  157.53| 0.367327107 0. 0335638PHATRDRAFT 3843 0860 protein kinase :0016772//% |process;60:00 process:G0: 00
A [EC:2.7.11.11] ransferase [06464//cellul 06464//cellul
activity, ar protein ar protein
transferrin |modification modification
g process process
phosphorus—
containing
groups
7204107 1309 1475 254.29]  327.36] 0.364403321 3. 16E-11|PHATR 44192 - - - - -
K13862|1/1e-
e T
7205100 352 396 150.56|  193.64| 0.363038466| 0.000627145|PHATRORAFT bd714  |family 4 (sodium |51 n (0:0006811//1 (0:0006811//1
component of . on transport on transport
borate antiporter
membrane L
transporter), activity
member 11
7201231 129 145) 74.1 95. 26 0.362397006[ 0. 0390984 PHATRDRAFT 46131 |- - - - -
G0:0036094/
K03953 1 1e- /"“{'“Hl
16/ 185 cme: CMM267C i o:
NADH dehydrogenase 00038251/'/C;‘ G0:0008152//m G0:0008152//m
7196196 122 137] 84.82[  108. 97| 0.36145462| 0. 0456908 PHATRDRAFT 17671 (ubiquinone) 1 - talytic “ |etabolic etabolic
alpha subcomplex 9 “ y . process process
TEC:1.6.5.3 activity;G0
- 00 a1 :0048037//c
1.6.99.3] ofactor
binding
7200405| 191 214 244.98|  314.53] 0.360533655| 0.01329758|FtrB - - G0:0016731 |G0:0044710 G0:0044710
G0:0006796//p G0:0006796//p
hosphate— hosphate—
K00873/1/3e~ . 190« containing containing
126450 | cre: CHLREDR ggggﬁ;é?/ compound compound
7195448 174 195) 84.67|  108.49| 0.357639275| 0. 01800598|PK3 AFT_136854 | pyruvate (- /kimse metabolic metabolic
kinase 1cti;it process;G0:00 process;G0:00
[EC:2.7.1.40] ¢ v 06007//glucos 06007//glucos
e catabolic e catabolic
process process
7197249 1480 1656 815. 13| 1043.03| 0.355678585 7. 40E-12[PHATRDRAFT 43716 |- - - - -
G0:0016209/
K00428|1|9e- /antioxidan |, . . - 0044710 -
St s Y ) I T
7205121 359 401 407.93[  521.93 0.355534719| 0. 0008117|PHATRDRAFT bd1023 [FT_192806 |cytochrom |~ activity;G0 |’ .
N . N ponse to ponse to
e c peroxidase :0046906//t stress stress
[EC:1.11.1.5] etrapyrrole
binding




60:0019842/
/vitamin
binding;G0:
0043169//ca
tion
7200158 382 427 154.81  197.82| 0.353689627| 0.000529698|PHATRDRAFT 51830 |- - binding;G0: |- -
0016866//in
tramolecula
N
transferase
activity
60:0046914/
/transition
metal ion
binding;GO:
k004131 1] T 0015078/ /hy
771287 | reu:RCOM 089 drogen ion
7640/ ubiquinol— transmembra
7199571, 213 237 205.49|  261.78 0.349286691| 0.01120446|PHATRDRAFT 26515 |cytochrome ¢ - ne 60:0044710 60:0044710
reductase transporter
e activity;G0
iz;zz?i‘)m“ el :0003824//c
atalytic
activity;G0
:0046906//t
etrapyrrole
binding
60:0003676/
K11654/1/0.0/760 | pp ‘/Ic"lem
p:PHYPADRAFT 216086 Dining:CO:
SWI/SNF-related  [60:0043231//in 0003635)/c1}
matrix-associated |[tracellular romatin G0:0006338//c G0:0006338//c
7202107] 218 243 43. 1 54.89 0. 34885547|  0.00970172|PHATRDRAFT 47011 actin-dependent membrane— b?ndir\g’GU' hromatin hromatin
rcgulfﬂgr of o bo.urrxdcd 0042623, /AT remodeling remodeling
chromatin subfamily |organelle Pase
3 activity,
coupled;GO:
0032550
60:0003824/ [G0:0009987//c 60:0009987//c
7204036 238 265 143.45  182.68| 0.348770727| 0.00716484|PHATR 44101 - - Jeatalytic |ellular ellular
activity process process
K08245 1|2~ 60:0004175/ [G0:0019538//p 60:0019538//p
7201126 197 219) 85.24 10834 0.345063498| 0.01512026|PUATRORAFT 45004  |18/92-8/0lu:0STLU 4} Jendopeptid |rotein roteln
4385 phytepsin ase metabolic metabolic
[EC:3.4.23.40] activity process process
7197714 143 159] 48.34]  61.43]  0.34572501]  0.0382694|PHATRDRAFT 44485 |- - - - -
7201381] 166] 184 48. 1] 60.93] 0.341115846] _ 0.027708|PHATRDRAFT 46307 |- - - - -
G0:0046906/
7202394 1339 1481 972.8| 1231.07| 0.339697663|  6.05E-10|PHATRDRAFT 47332 |- - /tetrapyrro |- -
le binding
60:0003824/
7198204 155 171 200. 91 254 0.338279123|  0.037315|PHATRDRAFT 49591 |- - Jeatalytic |G0:0044710 60:0044710
activity
K09458 | 1/ 9e—
;?Sfjjui‘xif?gzg??l 60:0016740/ [G0:0008152//m 60:0008152//m
7198787 202 223 139.87|  176.65|  0.33680719| 0.01712202(FABB oxoaeyLTLACYIT /transferas |etabolic etabolic
carrier-protein] S
synthase 11 e activity [process process
[EC:2.3.1.179]
60:0009165//n 60:0009165//n
ucleotide ucleotide
60:0016829/ [ ) : )
7204522 344 380) 55.19|  69.65 0.335716467 0.001811406|PHATR 46752 - - /lyase biosynthetic blosynthetic
Lo, |processico:00 process;G0:00
ACHVIRY 107165/ /signal 07165//signal
transduction transduction
K15283/ 1/ Te— o)
37/ 152/ cme : CHK114C (fi’_iOQ?IVZM/““
7197026 226 249 190.93|  240.76| 0.334551917| 0.01246388|TPT2 solute carrier fste - -
. - component of
family 35, member
k1l membrane
60:0006796//p 60:0006796//p
hosphate— hosphate—
K03083/ 1/9¢- 60:0004672/ |08 0 N
125446 | ppp: PHYPADR /protein SO o halic
7203003 197 217 85.72|  107.95| 0.332659488| 0.01977256|PHATRDRAFT 29223  [AFT 105861 glycogen |- kinase metabotie metabotie
o ki activityGo |ProcessiG0:00 process;G0:00
: ; 5464/ /ce 5464/ /ce
0L %] “ooass0  |06464//cellul 06464//cellul
ar protein ar protein
modification modification
brocess brocess
7197254 193 212 115.27] 144.82] 0.329243768]  0.0227784|PHATRDRAFT 43727 |- - - - -
7200531 370 405] 376.02]  471.3] 0.325836282( 0.001931874|PHATRDRAFT 45408 |- - - - -
K01968 | 1/5e—
96350 bdi : 10082804 0:0016879/
2|3-methylcrotonyl- T iens
CoA carboxylase Lo
alpha subunit ‘;L ‘l i
[EC:6. 4. 1. 4] ;K01961 .
7198785 513 562 207.41|  259.74 0.324582753| 0.000247218|PHATRDRAFT 51245 | |3|3e- - L‘:: on - -
95347 pop: POPTR 67 pitrogen
%03 ““T,L}:I’CE‘.A . 32550;60:00
carboxylase, bio %n 13160/ /cati
carboxylase subunit L
[FC:6.4.1.2 on binding
6.3.4.14]
60:0043648//d 60:0043648//d
icarboxylic icarboxylic
acid acid
metabolic metabolic
G0:0016615/ D008y 0:00
60:0043231//in|/malate o o o 'ﬁg?ﬁ‘i"f
K00026/ 1/3e~ tracellular  |dehydrogena |5 10 @P1OM1¢ se to ablotle
stimulus;GO:0 stimulus;GO:0
101366 pop: POPTR 8 |membrane— se " "
7199385 196 214 147.27)  183.99 0.321163784|  0.0257326(MDil 22907 [malate bounded activity;Go | oo 2/ Carbe oV ior/carho
3 s . ennl. /. |hydrate hydrate
dehydrogenase organelle;60:0(:0036094//s | M8 holic
[EC:1. 1. 1.37] 044444/ /cytopl [mall metabotie metabotice
aemic ooy Locul process;G0:00 process;G0:00
asmie pa Z‘T ZT ¢ [09060//aerobi 09060/ /aerobi
nding c c
respiration;G respiration;G
0:0006950//re 0:0006950//re
sponse to sponse to
stress stress
7200156 199) 217 128.64|  160.46| 0.318874391|  0.0255118|PHATRDRAFT 45297 |- 22;?309536//"1 - - -




K02714/1] 26 60:0009521; 60: co;ooogogl/fg GO:OUO(?’OBI/fg
. T 1RO 21994/ /1 . eneration o eneration o
7195719 178 193 273.32]  339.83| 0.314222187)  0.0398942|PsbM 06/50. 4| cme: CHT182C | 0031224/ /intri | precursor precursor
photosystem 11 nsic component . .
PsbM protein of membrane metabolites metabolites
and_energy and_energy
CU - UUU005 577 T G UUU005 577 T
atty acid atty acid
biosynthetic biosynthetic
process;G0:00 process;G0:00
44093;60: 0042 44093;60: 0042
254/ /ribosome 254//ribosome
biogenesis;GO biogenesis;GO
10006470/ /pro 10006470/ /pro
tein tein
Z:L?:O%ZG//M dephosphoryla dephosphoryla
envelope;0:00 tion;G0:00069 tion;G0:00069
33178/@;0‘.0"7 96//organelle 96//organelle
K02115/13e~ transporting |G0:0019829/ organization; organization;
98357 cme: CMQOSTC| [~ TP Jeation |60:0009694// 60:0009694//
7201470 162 176) 117.79|  146.42] 0.313895566 0. 0477478[AtpC F~type Hi APase transport in |25 I¢ acid asnonic acid
transporting ATPase complex, g ATPase metabolic metabolic
subunit gamma ratalyty\'r activity process;G0:00 process;G0:00
[EC:3.6.3.14] (iomain-(‘,(i'()o()‘) ) ’ 09767/ /photos 09767/ /photos
535//0}‘\10;0;1].3 ynthetic ynthetic
st thylakoid electron electron
membrane transport transport
chain;G0:0006 chain;G0:0006
351//transcri 351//transcri
ption, DNA- ption, DNA-
templated;GO: templated;GO:
0006754//ATP 0006754//ATP
biosynthetic biosynthetic
process;G0:00 process;G0:00
06090/ /pyruva 06090/ /pyruva
60:0015002/
/heme
7201260 189 205, 210.3|  261.26] 0.313037409| 0. 0339198|PHATRDRAFT 46187 60:0031967  [7P0
oxidase
activity
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu {G0:0006351//t 60:0006351//t
7197429 517 561 342.47|  425.11| 0.311858581| 0.000441726(PHATRDRAFT 43413 menbrane cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
60:0005083/
/small
GTPase 60:0032012//r 60:0032012//r
regulator  [egulation of egulation of
7196775 266 289) 41.59|  51.62) 0.311693456]  0.0111968|PHATRDRAFT 42942 activity;60 [ARF protein ARF protein
:0046914//t [signal signal
ransition transduction transduction
metal ion
binding
7198260) 634] 688] 177.4]  219.99] 0.310431936] 9. 94E-05[PHATRDRAFT 49618 |- - - - -
60:0042623/ |60:0019538//p 60:0019538//p
7203615 285 309 117.79|  145.99| 0.309652487| 0.00935604|PHATRDRAFT 48435 |- - /MPase —rotein roteln
activity, metabolic metabolic
coupled process process
60:0009314//r 60:0009314//r
esponse to esponse to
radiation;G0: radiation;G0:
0016042//1ipi 0016042//1ipi
60: 0046006/ d catabolic d catabolic
G0:0043231//in|/tetrapyrro pro(‘es/s’:GO:OO proces/s’:GO:OO
tracellular 1o 18588/ /develo 18588/ /develo
K00360| 1/8e- membrane- binding;60: pmer{‘;}(}gfééd pmer{‘;}(}gfééd
06/50. 4| ppp: PHYPADR |bounded 0046872/ /me | E7OVEI 601 grovth; 60:
7199083 167. 24 181. 24 96.85 120,03 0.309571081|  0.0469818|PUATRDRAFT 50347  [AFT_I84973 nitrate |organelle:G0:0|tal ion | 120//nitrate 2126//nitrate
reductase (NADID |044444//cytopl |binding;Go: |"tePOLIC netabolic
[EC:1.7.1.1] asmic 0008940//nj |PEOCESSi60:00 process;60:00
part:G0:001602|trate 096(38//resp0n 096(38//resp0n
se to se to
0//menbrane re‘:‘.‘f?:“ synbiont;G0:0 synbiont;G0:0
AV 044271/ /cel u 044271//cellu
lar nitrogen lar nitrogen
compound compound
biosynthetic biosynthetic
process process.
7204214] 1189 1286 901.3] 1115.45[  0.30754655 1. 58E-07|PHATR 44015 - - - - -
7197883 248] 268 247. 05| 305.69] 0.307266303] 0.01708084|PHATRDRAFT 44428 |- - - - -
60: 0046872/
7198341 307] 332) 135.45(  167.46| 0.306056137| 0.00774524| PHATRDRAFT 55097 |- - /metal ion |- -
binding
K03235| 1| 3e-
7198435| 1032 1117 10164 125.65| 0.305942391 9. 48E-07| PHATRDRAFT 49748 | 10/ 167/01u:05TLU36 | - - -
160 | elongation
factor 3
K07376 1| 3e- ) N
09162, 4] 0ta:0102g05 (0:0046872/
. . /metal ion
760|protein kinase, binding:G0:
cGMP-dependent 0016740,/1y- |60:0006468//p G0:0006468//p
[EC:2.7. 11. 12] ;K021 ansferase  |TOtein rotein
. . ; 8313 /5e- G0:0043234//pr[T 5 ° i phosphorylati phosphorylati
7198290) 180 194 8134 100.23 0301277493 0. 0449402 PHATRDRAFT 49634 |0 50”0001 [atein complex égéigééz,so on:G0: 0019725 on:G0: 0019725
19/ calmodulin;K0434 . . /e //cellular //cellular
- . rotein N N
5(4]2e- . homeostasis homeostasis
07/55. 8| gmx: 1007998 Kinase
. - . regulator
21 protein kinase A L
[EC:2.7. 11, 11] activity
60:0043169/
/cation
binding;G0:
K01012]1/6e- 0051536//ir | . - ) -
1071386 b : 1008276 on-sulfur |°0: 0006768//b (0:0006768//b
7202116 199 214 11423 140.49| 0.298525851  0.0371216{PHATRDRAFT 21296 |97 biotin - cluster lotin lotin
Synthetase binding:G0: metabolic metabolic
[EC:2.8. 1. 6] 0016783//su |PTO°°5° process
1furtransfe
rase
activity
7196577 250) 269] 82.91] 101.99] 0.298287752] 0.01913348|PHATRDRAFT 43213 |- - - - -




G0:0003677/
/DNA
G0:0043231//in|binding;GO0:
tracellular 0001071//nu [GO:0006351//t G0:0006351//t
7198840 274 294 191. 27| 234.8| 0.295821798| 0.01562194(PHATRDRAFT_50136 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
GUTUURIZTZ/ TS GUTUURIZTZ/ /S
ulfur ulfur
compound compound
biosynthetic biosynthetic
process;G0:00 process;G0:00
51707/ /respon 51707/ /respon
se to other se to other
organism;G0:0 organism;G0:0
60:0005911//ce UOGOU?//ngco UOGOU?//ngco
1-cell se catabolic se catabolic
junction;G0:00 process;G0:00 process;G0:00
. o 46394;G0:0006 46394;G0:0006
05576/ /extrace . .
091//generati 091//generati
K00927 1/ 3e- !ular on of on of
781291 [vvi: 10024441 |FCE10ni00:00001C0:0016301/ precursor
7203354] 2212 2374 1151. 6 1413.3| 0. 295428044 6. 23E-12|PHATRDRAFT 51125 ) : 532//plastid |/kinase . .
9/ phosphoglycerate X S metabolites metabolites
Kinase [EC:2.7,2,3] |SLronai00:008Ljactivity 1, and
090//organelle ) .
menbrane; 60: 00 c{xn}‘g) :G0:004 c{\n}‘g) :G0:004
30312:G0+ 00095 izbz//wlluld izbz//wlluld
i:’:gl;:“ d carbohydrate carbohydrate
metabolic metabolic
process;G0:00 process;G0:00
06796/ /phosph 06796/ /phosph
ate- ate-
containing containing
compound compound
metabolic metabolic
process;G0:00 process;G0:00
7195471 455| 488 295.46]  362.49] 0.294978368| 0.001884708[PHATRDRAFT 49297
7197954 514 550) 503.83| 617.26] 0.292941276] 0.001101426|PHATRDRAFT 44281
K07735/1/2e
26118/ smo: SELMODRA
7203502 536 573 308.92 377.7)  0.290007507|  0.00091376|PHATRDRAFT_48166 FT_102585|putative
transcriptional
regulator
K05681/1|3e
771288 cme : CMS467C
ATP-binding
cassette, subfamily
G (WHITE), member G0:0017111/
2;K12843 /2| 2e /nucleoside [G0:0009154//p G0:0009154//p
571221 vvi:10024840 urine urine
7200165| 853| 912 414.58  506.82| 0.289822937 2. 85E-05(PHATRDRAFT_34685 3|U4/U6 small triphosphat |ribonucleotid ribonucleotid
nuclear ase e catabolic e catabolic
ribonucleoprotein activity;GO [process process
PRP3;K02065 |4|8e~ 10032550
15/80. 5/pop: POPTR 2
75971 |putative ABC
transport system
ATP-binding protein
K13862/1| le- fghgggﬁif%
07 gz
7200682 373.52 399. 05 117.93|  143.99| 0.288037851| 0.00550992PHATRORAFT 54405  |family 4 (sodium |71 activity;60 |60:0006811//1 (0:0006811//1
borate component of :(?015301//a on transport on transport
membrane nion:anion
transporter), .
netber 11 entiporter
activity
7204491 463 371.52 452. 6] 0.284796707| 0. 00351662[PHATR 46690 - - - - -
7200373 2745 3562.23| 4334.12 0.282958429 2. 38E-12|PHATRDRAFT 45591 - - - - -
7199921 797 1382.63] 1681.75] 0.282548124] 0.000177707|PHATRDRAET 45040 - - - - -
K08176/15e-
sa:43315¢ 50:00: //1 ,
10 e | 020
7196256 690 734 280.16[  340.69( 0.282208613( 0.000248192(PHATRDRAFT 17265 o ! /transporte [G0:0044763 G0:0044763
PHS family, component of o
. . T activity
inorganic phosphate |membrane
transporter
K02896 |1 le-
231107 | gmx: 10049997 |G0:0030529//r1
7197621 213 226 270.77 329.2| 0.281896432 0. 0445824 |PHATRDRAFT 19152 9[large subunit bonucleoprotei |- - -
ribosomal protein n complex
L24e
7198707 669 710 766.28 931.55| 0.281761555| 0.000367412[PHATRDRAFT 50007 - - - - -
G0:0036094/
/small
K10251 /1| de- ‘{)“1"1]3::15(’0
711266 pop:POPTR_82 OOlGGli/’/m‘(
7197460 305) 324 222.34[  270.24[ 0.281473714| 0. 01558108 PHATRDRAFT 25360 1856 | beta-keto - {doreduct . |60:0044710 G0:0044710
reductase idoreductas
[EC:1. 1. 1.-] ¢ activity,
acting on
CH-OH group
of donors
K10636|1|8e-
20/97. 8| ppp: PHYPADR
AFT_112701 autocrin
e motility factor
receptor G0:0046914/
7203125 205 218 60,23 78.05| 0.281151336  0.0460756|PHATRORAFT 47933  |LEC:03- 2. 19J:K1060 | /transition | -
1/2]2e- metal ion
07/56. 6/aly:ARALYDR binding
AFT_897909 E3
ubiquitin-protein
ligase synoviolin
[EC:6.3.2.19]
7199283 302 321 120. 62 146. 56|  0.281022268| 0. 01576596| PHATRDRAFT 50498 - - - - -
K08902 |1/ 3e-
7196392 449 476| 13,74 57514 0.279817688  0.0037134|PraTRORAFT 42765 |22/ 103 cmes CUKITGC - - -
photosystem 1T
Psh27 protein
G0:0046914/
7196914 119 115 19.41|  50.94 0.278716028)  0.0046425(PHATRDRAFT 43159 |- - /transition | -
metal ion
binding
7199389 215) 228| 103. 44 125.42| 0.277973244 0. 0442128| PHATRDRAFT 50561 - - - - -




7204443]

214

226

58. 88|

71. 05]

0. 271056978

0. 049783

G6PDH/6PGDH

K00033 /1| 1e—-
157(556 |aly:ARALYDR
AFT_493822|6—
phosphogluconate
dehydrogenase
[EC:1. 1. 1. 44]

G0:0016616/
/oxidoreduc
tase
activity,
acting on
the CH-OH
group of
donors, NAD
or NADP as
acceptor; G0
:0048037//¢
ofactor
binding;GO:
0000166//nu
cleotide
binding

G0:0044710; G0
:0006007//glu
cose
catabolic
process

G0:0044710; G0
:0006007//glu
cose
catabolic
process

7196272

782

825

293. 56

354. 01

0.270134711

0. 000194264

PHATRDRAFT_42577

G0:0003677/
/DNA
binding;GO:
0001071//nu
cleic acid
binding
transcripti
on factor
activity

G0:0006351//t
ranscription,
DNA-templated

G0:0006351//t
ranscription,
DNA-templated

7200719]

1926]

2030

1308. 22|

1577. 42|

0. 269961664

6. 01E-09

PHATRDRAFT 45514

7200968

217]

229

41.7

50. 28| 0. 269937266

7195587

993

1046

159. 28

191. 67

0. 049138

PHATRDRAFT 45870

0. 267059419

3. 14E-05

PHATRDRAFT 49312

KO08333|1|3e~
1301465 | ppp: PHYPADR
AFT 144 phosphoi
nositide-3-kinase,
regulatory subunit
4, pl50
[EC:2.7.11.1]

G0:0016301/
/kinase
activity;GO

activity,
coupled;GO:
0032550

G0:0006464//c
ellular
protein
modification
process

G0:0006464//c
ellular
protein
modification
process

7196698

327]

344

121. 21

145.76

0. 266086136

0. 01769998

PHATRDRAFT 24374

K00392|1|5e~
167586 | cme : CMG0O21C
sulfite reductase
(ferredoxin)
[BC:1.8.7.1]

G0:0016673;
G0:0051536/
/iron-
sul fur
cluster
binding;G0:
0046906//te
trapyrrole
binding

G0:0044710

G0:0044710

7197776

858

902

504. 35

606. 42

0. 265892077

0. 000130296

PHATRDRAFT 44510

G0:0036094/
/small
molecule
binding

7197751

230}

242

7205026

531

715. 66

48. 86| 58. 74]

0. 265689402

0. 0464076

PHATRDRAFT 44465

859. 2|

0. 263719647|

0.00400076

PHATRDRAFT bd176

K00540| 1|9e-
43171 | ath:AT362762
0| [EC:1.-.—.-]

G0:0016020//me
mbrane

G0:0016682/
/oxidoreduc
tase
activity,
acting on
diphenols
and related
substances
as donors,
oxygen as
acceptor

(0:0044710;G0
10044707

(0:0044710;G0
10044707

7202003]

244

256

182. 54

219.13

0. 263574374

0. 043592

PHATRDRAFT 47080

7201798

288

302]

257)

308. 48

0. 263408597

0. 0288702

PHATRDRAFT 46444

G0:0051536/
/iron-
sulfur
cluster
binding;GO:
0043169//ca
tion
binding

7200191

562

590)

132.81

159. 31

0. 262473049

0. 0021256

PHATRDRAFT 26742

K01188/1/3e-

561219 /ath:AT3G4700 |

0/beta—glucosidase
[EC:3.2.1.21]

G0:0016798/
/hydrolase
activity,
acting on
glycosyl
bonds

(0:0044238

(0:0044238

7199724]

303

317|

130

155. 48

0. 25821739

0. 0270026

PHATRDRAFT 44750

(0:0043231//in
tracellular
membrane—
bounded
organelle

G0:0003677/
/DNA
binding;GO:
0001071//nu
cleic acid
binding
transcripti
on factor
activity

G0:0006351//t
ranscription,
DNA-templated

G0:0006351//t
ranscription,
DNA-templated

7202332

930

972

609. 92

729.21

0. 257714322

0.000118152]

PHATRDRAFT 13951

K00262|1|2e-
95347 | ppp: PHYPADRA

FT 179243/ glutamate |

dehydrogenase
(NADP+)
[EC:1.4.1.4]

G0:0016638/
/oxidoreduc

tase
activity,
acting on
the CH-NH2
group of
donors;G0:0

11 molecule
binding

G0:0019752/ /¢
arboxylic
acid
metabolic
process

G0:0019752//c
arboxylic
acid
metabolic
process

7202457|

1126

1176

1007. 94

1205

0. 257623385

2. 4TE-05

TIM_1

K01803 | 12e-
67254 | zma: 10019411
4| triosephosphate
isomerase (TIM)
[EC:5.3.1.1]

G0:0043231//in
tracellular
membrane—
bounded
organelle;G0:0

044444/ /cytopl ¢

asmic part

G0:0016861/
/intramolec
ular
oxidoreduct
ase
activity,
interconver
ing
aldoses and

ketoses

G0:0006007//g
lucose
catabolic
process;G0:00
50896/ /respon
se to
stimulus

G0:0006007//g
lucose
catabolic
process;G0:00
50896/ /respon
se to
stimulus




60:0016903/
/oxidoreduc
tase
K00134/1| Te- activity,
115414 | ppp: PHYPADR ‘Eiém“ o 160:0044710;60 60:0044710; GO
7203381 3183. 36 3325. 26| 2190.08|  2617.2| 0.257040606|  1.25E-12(GapC2b AFT_109421 [glyceral | aldehyde or | 0019318//hex :0016318//hex
dehyde 3-phosphate ose metabolic ose metabolic
dehydrogenase Z?O group process process
[BC:1.2.1.12] donors:60:0
000166/ /nuc
leotide
binding
7200638 253 264 248. 28] 296.63] _0.256696463] 0. 0465812[ PHATRDRAFT 45582 |~ - - - -
K01624] 1| Te-
116/419/0lu:0STLU_9 G0:0046914/
4831 fructose— /transition
bisphosphate metal ion |GO:0006007//g G0:0006007//g
’ p g £ ’ P . P N P N . aldolase, class II binding;G0: [lucose lucose
7204792 524. 39 547. 42 241,43 288.16]  0.25526513| 0. 00410986|FbaCl TBCoa 12, 130 K001z |~ 0016835, /a1 |entonalic e
0[3]2e— dehyde— process process
16/86. 3| aly: ARALYDR lyase
AFT 472044] [EC:1. 1. activity
60:0016705/
/oxidoreduc
tase
activity,
K06694 | 1| 6e— acting on
06/50. 8|ath:AT2G034 paired
7204536 347 362 198.66|  237.02| 0.254707384| 0.01997626|PHATR 54643 30/265 proteasone donors, 60:0044710 60:0044710
non-ATPase with
regulatory subunit incorporati
10 on or
reduction
of
molecular
oxvgen
60:0017111/
/nucleoside
triphosphat (1)8;2226007/@ (1)8;2226007/@
K01689 1/5e- jztmu-co catabolic catabolic
7199375, 476 197 8891 106.09 0.251381365| 000616964 PHATRDRAFT 50537 | 1451914 01usOSTLU 260: 0043234/ /br | (Process:G0: 00 process; G0:00
8765 enolase otein complex 046872/ /m 09154/ /purine 09154/ /purine
[EC:4.2. 1. 11] [t ribonucleotid ribonucleotid
etal don " tabolic e catabolic
binding;G0:
0016836//}]){ process process
dro-lyase
activity
7198166] 308] 320 170,51 202.6] 0.248777822] 0. 0324578|PHATRDRAFT 49683 |- - - - -
K08332| 1| 2¢-
7196062 326 339) 64.04|  76.09| 0.248733555 0. 02696 PUATRORAFT 42512 |08/95- 9] ven:VOLCADR | - - -
AFT_41528|vacuolar
protein 8
G0:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |G0:0006351//t 60:0006351//t
7205005 1710) 1776 1158.75 1376.77| 0.248718227| 5. 02E-07|PHATRDRAFT bd1650 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
K03885 1| 4e-
95347 cme: CMF056C (0:0003824/
7199997 299) 310 108.21) 12824 0.245012502 0. 0374908|PHATRDRAFT 26970 - Jcatalytic [G0:0044710 60:0044710
NADH dehydrogenase A
[EC:1. 6. 99. 3] activity
K14327| 1| 4e- 0
81/302| reu:RCOM_107 (;Sggi)gfg%/
7198839 288) 298 55.3|  65.37] 0.241349217  0.0437322|PHATRDRAFT 50132  |0440| regulator of |- L 60: 0044260 60: 0044260
nonsense e
transcripts 2 binding
G0:0043087//r G0:0043087//r
egulation of egulation of
K04523 1|26~ G0:0008047/ |CTPase (lPase
06/55. 1| cre:CHLREDR Jenzyne  |2Ctivity:iG0:0 activity;60:0
7204509 719) 744 79.15|  93.55| 0.241148303| 0.001443726|PHATR 46730 e el B ’ 007264//small 007264//small
AFT 179183 |ubiquili activator N N
e GTPase GTPase
n activity  yediated mediated
signal signal
transduction transduction
7203517 2131 2195] 3048.2| 3599.33] 0.239770815] 1. 00E-07|PHATRDRAFT 48195 |- - - - -
7204323 297] 306 201.74] _237.78] _ 0.23713021] _ 0.0462456[PHATR 33260 - - - - -
7195266] 300] 315 266.4] 31389 0.236664985] 0. 0442356| PHATRDRAFT 49001 |~ - - - -
G0: 0036094/
/small
molecule
binding;G0:
0016620//0x
idoreduct
e activity,
acting on
K13356 1| 4e- the
12173. 2 bdi : 1008420 aldehyde or
7204105 311 320 55.6|  65.35| 0.233102353  0.0431564|PHATR 44189 81| fatty acyl-CoA |- oxo group |- -
reductase of donors,
[EC:1.2.1.-] NAD or NADP
acceptor; G0
10043168/ /a
nion
binding;G0:
0016740//tr
ansferase
activity
7204115 327, 335] 547.22]  643.1]  0.23292213]  0.0438862|PIATR 44202 - - - - -
7204463 1302 1336 1300.04] 1527, 44| 0.232559697] 4. 87E-05PHATR 46937 - - - - -
60:0043231//in]G0: 0004175/
K01414/1/0.0/641 | gn ;:;gil:\:‘}“ gz:d"pep“d 60:0019538//p 60:0019538//p
7196142 303 311 121,50 14266 0.230556207|  0.0494908|PLATRORAFT 8670 |} 100TB03TTI0Tigope | e activity;6o |1 rotein
ptidase A metabolic metabolic
[EC:3. 4. 24.70] organelle;60:0\:0013169//c | | 0o o process
o g et 044444/ /cytopl |ation 59 59
asmic part __|binding




K10838/ 1|3~
231109/ ota:0t14g028
80| xeroderma
pigmentosum group
C-complementing
protein;K00588|2  9e 60:0005488/
09/61. 6/pop:POPTR 8 /3533122/30
7198950 596 611 136.47|  159.86| 0.228225154|  0.0062959|PHATRDRAFT 50174  [05093 |caffeoyl-CoA |- : o -
O-methyltransferase ethyltransf
[EC:2. 1. 1. 104] ;K130 erase.
6713 3e- activity
07/56. 6|ath:ATIG679
90 putative
caffeoyl-CoA 3-0—
methyltransferase
[BC:2.1.1.-]
60:0035556// 1 60:0035556// 1
ntracellular ntracellular
K07901|1|7e~ signal signal
. e el E N g PR - . 651245 ota:0t05g023 N e transduction; transduction;
7195643 339 346 314.64) 367.63| 0.224552409|  0.0453894|Secd 90| Ravvelated - 60:0032550 | e €0-0045184, /0
protein Rab-8A stablishment stablishment
of protein of protein
localization localization
60:0016772/
/transferas |, rap . R,
k07203 1]0.0] 1245 v © aetivity, |00:0006796//p 60:0006796//p
cn:VOLCADRAFT 65073 transferrin |1OSPhate hosphate-
7202587 725 741 70.75|  82.59| 0.223236963| 0.00315048(PHATRDRAFT 21660 | |FKBP12-rapamycin |- g tz;;;::;"g tz;;;::;"g
complex-associated phosphorus— . .
s I metabolic metabolic
protein ;fg:::n[iggo process process
032550
60:0012510//tr
ans—Golgi
‘l‘:x;’:l;“ 60:0015031//p 60:0015031//p
7201122 1538 1571 147.95|  172.6| 0.222322768|  1.85E-05|PHATRDRAFT 45889 |- o rotein rotein
membrane ; 60:00 transport transport
05905//coated
bit
k123911146 G0:0030119//4P
168]590 | smo:SELMODR | “YP° BEIPEAN 66 0005188/ 16020015031/ /p 60:0015031//p
7204604 349 356 107.76|  125.62] 0.221244419|  0.0431466|PHATR 13511 AFT_154964] AP-1 “:”“1““‘,"?“_” /binding;G0 |rotein rotein
complex subunit (:Ump C%'GOZOOO 10022892 transport transport
o 5794//Golgi
apparatus
60:0043231//in
tracellular
K01507/110.0/655/0l |membrane— G0:0016462/
u:0STLU_48479] inorg |bounded /pyrophosph [G0:0006818//h G0:0006818//h
7195544 4650) 4717, 2112.5| 2450.01| 0.213836296|  1.27E-12|PHATRDRAFT 15815 |anic organelle;G0:0|atase ydrogen ydrogen
pyrophosphatase 044444/ /cytopl |activity;G0 |transport transport
[EC:3.6.1.1] asmic 10015405
part;G0:001602
0//membrane
60:0016746/
/transferas
7199502 356 361 196.96|  228.41 0.213723148| 0. 0499608 PHATRDRAFT 44980 [ - e activity, -
transferrin
g acyl
groups
60:0051540;
60:0016491/
7200902 2292) 2322 1219.96| 1413.33| 0.212264516| 7. 936-07|PHATRDRAFT 12416 |- 60:0044424  |/oxidoreduc |G0:0044710 60:0044710
tase
activity
60:0004175/ [G0:0019538//p 60:0019538//p
7199818 5290 5352 2301.86|  2662.4| 0.209927248| 1. 11E-13|PHATRDRAFT 54319 |- - /endopeptid frotein rotein
ase metabolic metabolic
activity___|process brocess
60:0006354//D 60:0006354//D
. onr , |NA-templated NA-templated
K11292] 1] 26— (;:ug?gf?%/ transcription transcription
75283 smo: SELMODRA acid  lonation GO  lonation GO
7203094 752 760 107.92|  124.59) 0.207226024|  0.0054365|PHATRDRAFT 47879  [FT 164675|transcrip |- binding;G0: foggggéé‘/"/" 5 foggggéé‘/"/" 5
tion elongation 0016787//hy r}smpmmud r}smpmmud
factor SPT6 drolase e 0 RuA from RNA
VI o lymerase 11 polymerase 11
promoter promoter
600016903/
Joxidoreduc
tase
K00134/1| Te- activity,
115/414/ ppp: PHYPADR ‘L‘;:‘“g O 160:0044710;60 60:0044710;60
7203376 3124. 64 3146.74 2156.62|  2484.7| 0.204299679|  3.43E-08|GapC2a AFT_109421 | glyceral aldehyde or | 0019318//hex 0019318/ /hex
dehyde 3-phosphate ose metabolic ose metabolic
dehydrogenase o BrOUP | process process
(BC:1.2.1.12] donors;G0:0
000166/ /nuc
Teotide
binding
K01904 | 1/8e~
80/296  rcu:RCOM 132 60:0016874/
7197367 662 666 371.78|  427.75| 0.202318693| 0.01165428|CCLL 5310/ 4-coumarate— |- /ligase - -
CoA ligase activity
[EC:6.2.1.12]
600004721/
K14497 |1/ 4e~ (‘:?Z’ph"pm 60:0006464//c 60:0006464//c
25/ 114/ gmx: 10079175 ellular ellular
7203497 188 191 245.4|  282.33| 0.202247187|  0.0301728[PHATRDRAFT 48157  [4|protein - ?}f"“f?}_"‘“"_‘;; protein protein
phosphatase 2C e Inodification wodification
[EC:3. 1. 3. 16] ST process process
ation
binding
7204205 494 496 529.7] 609.09]  0.20147991]  0.0317856|PHATR 44000 - - - - -
7196924 1892] 1896 1902 47| 2182.99] 0.198431817] 3. 50-05|PHATRDRAFT 43175 |- - - - -
g}fzzmﬁj ARALYDR 60:0050896//+ 60:0050896//+
7200555 1206 1205 2321.94| 2663.25| 0.197857168| 0.001239258|HSP20A AFT 439800 | HSP20 - esponse to esponse to
family protein stimulus stimulus




7203858

662]

419.

99

481. 14

0.196101767|

0. 01486554

PHATR_10260

K00323 | 1|9e~
881322 | ven: VOLCADRA
FT_80229|NAD (P)
transhydrogenase
[EC:1.6.1.2]

G0:0031224//in
trinsic
component of
membrane

G0:0008746/
/NAD (P) +
transhydrog
enase
activity;GO
:0000166//n
ucleotide
binding

G0:0044710

G0:0044710

7205031

1288

1289

1030.

16

1179. 82|

0. 195698343

0. 000725616

PHATRDRAFT bd1693

7199292

946

939

296.

81!

336. 7|

0. 181924022

0.00667272

PHATRDRAFT_50516

G0:0031224//in
trinsic
component of
membrane

G0:0015078/
/hydrogen
ion
transmembra
ne
transporter
activity

G0:0044763 ;G0
:0006811//ion
transport

G0:0044763 ;G0
:0006811//ion
transport

7197557]

691

686

90.

56]

102. 7

0. 181490318|

0. 0202324

PHATRDRAFT 32738

7194806

4433

4400

598.

48

678. 54

0. 181130829

4. 41E-09

AcCClL

K11262/1/0.0/2003] 0
ta:0101g03240|acety

1-CoA carboxylase /| _

biotin carboxylase
[EC:6.4.1.2
6.3.4.14]

G0:0016421/
/CoA
carboxylase
activity;GO
:0043169//c
ation
binding;GO:
0016879//11
gase
activity,
forming
carbon—
nitrogen
bonds;G0:00
32550

G0 UUI09U07

G0:0006631//1
atty acid
metabolic
process

G0:0006631//1
atty acid
metabolic
process

7199362

1377

1366

305.

18

345. 9|

0. 180694596

0. 00112829 PH;

ATRDRAFT_31339

K05917/1/1e
113[409 | cme
cytochrome
family 51 (sterol
14-demethylase)
[EC: 1. 14. 13.70]

G0:0044464

/tetrapyrro
le
binding;G0:
0046914//tr
ansition
metal ion
binding;G0:
0016741;G0:
0016712//0x
idoreductas
e activity,
acting on
paired
donors,
with
incorporati
on or
reduction
of
molecular
oxygen,
reduced
flavin or
flavoprotei
n as one
donor, and
incorporati
on of one

G0:0044710

G0:0044710

7199411

4223

4185

1615.

07,

1829. 52,

0. 179868492|

1. 57E-08|PH,

IATRDRAFT_50525

G0:0036094/
/small
molecule
binding

7201322

12
=

108.

68|

122. 96

0. 178102599

0. 0495466/ PH.

IATRDRAFT_46078

G0:0003676/
/nucleic
acid
binding

G0:0006351//t
ranscription,
DNA-templated

G0:0006351//t
ranscription,
DNA-templated

7199747

689

682

193.

61

219

0. 1777774

0. 0236758|PH.

IATRDRAFT_44788

K14445|1|6e-

06/52. 0| pop:POPTR 7
17389 solute
carrier family 13
(sodium-dependent
dicarboxylate
transporter),
member 2/3/5

G0:0031224//in
trinsic
component of
membrane

G0:0044763

G0:0044763

7204049

1235

1219]

287.

09)

=

. 173510794

0. 00311806|PH;

ATR_25840

K00323/1/0.0/815/cr
e:CHLREDRAFT 139758
NAD (P)
transhydrogenase
[EC:1.6.1.2]

G0:0031224//in
trinsic
component of
membrane

G0:0008746/
/NAD (P) +
transhydrog
enase
activity;G0
:0000166//n
ucleotide
binding

G0:0006818//h
ydrogen
transport;GO:
0044710

G0:0006818//h
ydrogen
transport;GO:
0044710

7201142

1044

1030)

366.

37

413. 14|

=)

. 173329374

0. 006788,

PHATRDRAFT_35766

K03234/1/0.0/1011 (b
di:100836272 | elonga
tion factor 2

G0:0016020//me
mbrane;G0: 0043
231//intracell
ular membrane-
bounded
organelle;G0:0
044444/ /cytopl
asmic part

G0:0032550
G0:0017111/
/nucleoside

triphosphat
ase

activity;G0
:0043167//1
on binding

G0:0009154//p
urine
ribonucleotid
e catabolic
process

G0:0009154//p
urine
ribonucleotid
e catabolic
process

7194773

936

1098.

28]

1233. 04,

=

. 166973694

0.01462314]

PHATRDRAFT 48527

7196652

1615

972.

1089. 82,

4

163993386

0. 001586122

Fba4

K00640 1| 7e-
35/146 | cme : CMAOO7C
serine 0-
acetyltransferase
[EC:2.3.1.30]

G0:0005737//cy
toplasm

G0:0016832/
/aldehyde—
lyase
activity;G0
:0016412//s
erine 0-
acyltransfe
rase
activity

G0:0006007//g
lucose
catabolic
process;G0:00
00097//sul fur
amino acid
biosynthetic
process;G0:00
06563//L-
serine
metabolic
process

G0:0006007//g
lucose
catabolic
process;G0:00
00097//sul fur
amino acid
biosynthetic
process;G0:00
06563//L-
serine
metabolic
process

7202701

21722. 73|

21298.78

4636.

5194. 19|

=)

. 163803514

1. 62E-31

PHATRDRAFT_47693

G0:0097159/
/organic
cyclic
compound
binding

G0:0006259//D
NA metabolic
process

G0:0006259//D
NA metabolic
process

7204549

753)

737

559.

41

626. 47

=

163339381

0. 032279| PH,

ATR 36843

7195677

6965

6817]

5081.

72

5690. 76

=

. 163304451

7. 65E-11|PH,

ATRDRAFT 49202




60:0035251/ [G0:0006074// ( 60:0006074// (
/UDP— 1->3)-beta-D- 1->3)-beta-D-
. woaa s |glucosyltra |glucan glucan
K11000/1/0.0/740  gm 2?&?:“234/”” nsferase metabolic metabolic
e \ . .. o x:100806685 | cal lose o enn 00y [aCtiViLY 6O [process;60:00 process;G0:00
7196891 810 784 103.74]  114.7| 0.144893117 0. 0463978[BGS1 nthase zj:;ijurgtzc(l):ﬂfl 00352510 0607477 (1 0607477 (1
[BC:2.4.1.-] P Dp- >3)-beta-D- >3)-beta-D-
comple:
plex glucosyltra [glucan glucan
nsferase metabolic metabolic
activity process process
D m—
7200601, 1015 979 122.6) 13508 0.139855105|  0.0315948| PHATRDRAFT 19982 ILLT‘rc*mRNA* - bonucleoprotei |- 60:0000377 60:0000377
P . . n complex
processing factor 8
7199707 1452 1397 1509. 67| _1663. 31 0. 139823852 0. 01234742 PHATRDRAFT 44725 |- - - - -
7200037 2039] 1962 1646. 2] 1812. 78] 0.139064227] 0.00299288|PHATRDRAFT 45349 |- - - - -
60:0004175/ [G0:0019538//p 60:0019538//p
7204427 1634 1573 629.98)  693.24| 0.138048872 0.00757224|PHATR 46872 - - /endopeptid Jrotein rotein
ase metabolic metabolic
activity process process
7203220 2855) 2740) 196. 48] 0.132328864] 0.000644768[PHATRDRAFT 47968 |- - - - -
7204993 1214. 16] 1162. 68| 803.22] 0.131273614] 0. 0308268|PHATRDRAFT bd1770 |- - - - -
60:0043169/
/cation
K01958/1/0.0/1176 0 zg‘;g;?g/(/’(fl
ta:0108g00930| pyruy ase
ate carboxylase ‘gitl it
[EC:6. 4. 1. 1];K01968 }‘Mm‘mg” 60:0006006//g 60:0006006//g
- 5/5e— lucose lucose
7198165 2903 2781 600.48)  657.22| 0.130260189 0.00075048PYCL 01395 | anx: 5480943 ;Tfff;m e e e e
—methylcrotonyl-CoA N process process
bonds;G0:00
LdrbO}f)’ld:L alpha 03676/ /nucl
subunit eic acid
[EC:6.4.1.4] binding:Go:
0016885;60:
0032550
7201728] 5264] 5002 5665. 71| 6165.74] 0.122017295] 3. 83E-05|PHATRDRAFT 46597 |- - - - -
60:0008233/
7201200 2696] 2551 1101. 45| 1191.4] 0.113253858|  0.0052539| PHATRDRAFT 46243 |- - /peptidase |- -
activity
60:0051234//¢ 60:0051234//c
7203738 4467 4226] 1463.79|  1582.69| 0. 112670109| 0.000338688|PHATRDRAFT 48315 |- - - Zi"‘bmm“cm Zi"‘bmm“cm
localization localization
7203020 16093 15198 7568. 14| 8171.76] 0. 110708057 3. 08E—11|PHATRDRAFT 48027 |- - - - -
60:0070011/
/peptidase 10010558/ 60:0019538//p
activity, rotein rotein
7197898 14984. 58 14143. 56 3904.33 4211.01| 0.109091305|  1.98E-10[SMP1 - - acting on ) )
L—amino metabolic metabolic
o process process
acid
peptides
60:0097159/
Jorganic  |G0:0006259//D 60:0006259//D
7195771, 1540. 96| 1454. 18 314.56|  339.15| 0.108588266|  0.0404432|PHATRDRAFT 49379 |- - eyelic NA metabolic NA metabolic
compound process process
binding
7197797 2121 2000) 155.56] _ 167.53] 0. 106948326] 0. 01813868|PHATRDRAFT 44551 |- - - - -
7199280 3781 3557 1819.09] 1956.68] 0. 105190911 0.00226962| PHATRDRAFT 50491 |~ - - - -
7195681 14446] 13582 7368. 43 _7921.65] _0.104443705 3. 33E-00|PHATRDRAFT 49211 |- - - - -
K09835 1| Te—
1271, 6] reu:RCOM 04 60:0003824/
7202950 8539) 7787 2571.69| 2680.13| 0.059586235| 0.01031272|PHATRDRAFT 54800  [22660 |prolycopene |- Jeatalytic |- -
activity
60:0006796//p G0:0006796//p
. hosphate— hosphate—
K01006/1/0.0/857 | vy tgggfzgg?/ containing containing
1100247690 pyruvat /phosphotra L()szml‘? L()szml‘?
7203153 9524 8655, 1869.27| 1940.74| 0.054131885 0.01344706|PPdK e, orthophosphate |- nsferase |l o0 te metabotie
ibirnen o ieite |process;60:00 process;G0:00
e ACHIVEEY 139787/ /monoca 32787/ /monoca
[EC:2.7.9.1] paired monoc monoc
rboxylic acid rboxylic acid
acceptors X X
metabolic metabolic
brocess brocess
60:0015698//1 60:0015698//1
7198328 63. 56 0 3141 0.001| -14.93893632| 6. 52E-18|PHATRDRAFT 55090 |- - - norganie norgante
anion anion
transport transport
60:0009687//a G0:0009687//a
bscisic acid bscisic acid
metabolic metabolic
process;G0:00 process;G0:00
09642/ /respon 09642/ /respon
se to light se to light
intensity;G0: intensity;G0:
0044267//cell 0044267//cell
ular protein ular protein
50:0005515/
K09517 /1| Te~ 60:0005911//e io 030?515' metabolic metabolic
12/69. 7| pop:POPTR 8 |1 1‘;' e g‘;rzie ‘?co. process;G0:00 process;G0:00
7194848 5 0 2816 0.001| ~14.78135971] 0. 0458808[PHATRORAFT 7934 |16712Dna] homolog |, €70 |1 PEEE 100802/ /respon 00302//respon
subfamily B member |JUNCL1OMItO: 28e e to se to
44432 talytic o o
11 activit reactive reactive
activity oxygen oxygen
species;G0:00 species;G0:00
00904//cell 00904//cell
morphogenesis morphogenesis
involved in involved in
differentiati differentiati
on;G0:0009408 on;G0:0009408
//response to //response to
heat heat
600004721/
ohos
k14497 1] 26- 'L‘:?;”ph"pm 60:0006464//c 60:0006464//c
: ellular ellular
7201517 13. 63 0 20.28) 0,001 -14.5674808] 0.000299064|PHATRDRAFT 12786 |>° 123 0sa: 32418211 phosphatase | |\ i protein
protein phosphatase activity;GO s . e .
2C [EC:3. 1. 3. 16] 0043169, /¢ modification modification
S i P Jprocess process
binding
7203932 5 0 16.71]  0.001] -14.02842411] 0. 0458808|PHATR 33598 - - - - -
7205113 8.2 0 14.17]__0.001] -13.79055214] 0.00694914|PHATRDRAFT bd1537 |- - - - -
K02838 1/ 3¢~
471185 ] vo POPTR 71 60:0010467//g 60:0010467//g
7199082 7.38 0 13.31)  0.001| -13.70022295( 0.01303658| PHATRDRAFT 41282 o pop: - ene ene
0069 ribosome ) )
rocve v taetor expression expression




G0:0036094/
/small
molecule
Koess1|le- 097156/ o
541210 |mtr:MTR_2g09 ganic
7197521 9 12. 96 0.001| -13.6617781 0.00370422|PHATRDRAFT 10102 3100 Lufitl;‘gxi - cyclic - -
. compound
omplex subunit 4 binding;G0:
[EC:6.3.2.19] 0046914/ /tr
ansition
metal ion
binding
7198312 5| 12. 94 0.001 —13. 65955 0. 0458808 PHATRDRAFT 40435 - - - - -
G0:0005515/
7200863] 12. 39 12. 04 0.001| —13.55554777[ 0.000561044|PHATRDRAFT 46003 - - /protein - -
binding
7196024 5| 10. 98| 0.001] —13. 42259043 0. 0458808| PHATRDRAFT 42686 - - - - -
KO7566| 1| le—
331142 |ven: VOLCADRA
FT_56845] tRNA G0:0003723/
7199778 13. 13 10. 95 0.001| —13.41864325( 0.000299064|PHATRDRAFT 11288 threonylcarbamoylad |- /RNA - -
enosine binding
biosynthesis
protein
G0:0016866/
K06182|1/8e- /intramolec
g;?égéuiﬁigﬁw ! ‘ifz‘sm <o |00:0000151//R 60:0009451//R
7203525| 5| 10. 47| 0.001| -13.35397382 0. 0458808(PHATRDRAFT 14856 P - S . [NA NA
pseudouridine2604 activity;GO . . . .
synthase -0003676, /1 modification modification
[EC:5.4.99.21] ucleic acid
binding
7200693 12. 64 10. 3| 0.001] —13. 33035672 0.000561044| PHATRDRAFT 35176 - - - - -
G0:0003677/
/DNA
(0:0043231//in|binding;GO:
tracellular 0001071//nu {G0:0006351//t G0:0006351//1
7200184] 7.37 5. 74 0.001| -12.48683502 0.01303658|PHATRDRAFT 34724 - membrane— cleic acid |[ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7202507] 9 5.31 0.001 2.37449615] 0. 00370422| PHATRDRAFT 47347 - - - - -
7199273] 6 5. 29 0.001] —12. 36905201 0. 0244566 PHATRDRAFT 24119 - - - - -
G0:0016620/
/oxidoreduc
tase
activity,
acting on
the
aldehyde or
0X0 group
of donors,
E 5 NAD or NADP
?22}2:9?;&:1008102 as G0:0044710; G0 G0:0044710; G0
17| glyceraldehyde acceptor;G0 [:0006007//glu :0006007//glu
7197206 5. 66| 5. 03| 0.001| -12.29634268| 0. 0458808 GapC4 p - :0016861//1 |cose cose
3-phosphate . .
ntramolecul [catabolic catabolic
fonydrogenase process process
e oxidoreduct
ase
activity,
interconver
ting
aldoses and
ketoses;GO:
0000166//nu
cleotide
binding
7201059 6 4. 74 0.001] —12.21067134f 0. 0244566 PHATRDRAFT 35856 - - - - -
7201140] 6 4. 64 0.001) —12. 17990909 0. 0244566 PHATRDRAFT 45928 - - - - -
G0:0016811/
/hydrolase
activity,
acting on
carbon— G0:0008152//m G0:0008152//m
7200556 5| 4. 36| 0.001| -12.09011242 0. 0458808(PHATRDRAFT 45451 - - nitrogen etabolic etabolic
(but not process process
peptide)
bonds, in
linear
amides
7199452 5| 4. 3] 0.001] —12.07012094f 0. 0458808 PHATRDRAFT 41620 - - - - -
G0:0043169/
7199782 6. 29 2. 18] 0.001| -11.09011242 0. 0244566(PHATRDRAFT 34367 - - /cation - -
binding
K00868 | 1|3e~ G0:0042823//p G0:0042823//p
731273 |mtr:MTR_5g07 G0:0016301/ |yridoxal yridoxal
7196962 11 11. 37| 1.18[  —3.26837349] 0.00695024|PHATRDRAFT 8828 9730 pyridoxine - /kinase phosphate phosphate
kinase activity biosynthetic
[EC:2.7.1.35] process
7196781 11 11. 05 1. 15| —-3.264340603] 0. 00695024| PHATRDRAFT 32071 - - - - -
7203168 10} 13. Oj 1.5] —3.124328135[ 0.01211664|PHATRDRAFT 38235 - - - - -
K12818/1 4e~
123/440|cre:CHLREDR
AFT 127996 | ATP—
dependent RNA
helicase DHX8/PRP22
[EC:3. 6. 4. 13] ;K1281 ?0:0042623'/
N 3]2[1e- /AlPase
7201027] 10} 4. 16| 0.48[ -3.115477217| 0.01211664|PHATRDRAFT 20335 1221439 ppp: PHYPADR - evtutl\'lty, ] - -
AFT_180557  pre- ng;é:gm.
mRNA-splicing e
factor ATP—
dependent RNA
helicase DHX16
[EC:3.6.4. 131
7202658 9 7.71 0.98] —2. 975877206 0. 0210012[PHATRDRAFT 37859 - - - - -
7201640] 9 9. 43| 1.2] —2.974223365 0. 0210012[PHATRDRAFT 46380 - - - - -
K01304|1|9e~
19/92. 0| ven: VOLCADR 60:0019538//p 60:0019538//p
7197114 9 10. 83 1.38| -2.972293071|  0.0210012|PHATRDRAFT 43368  |AFT 62493 |pyrogluta |- - rotein rotein
myl-pept idase metabolic metabolic
TEC:3. 4. 19. 3] process process
7203946| 9 6. 58| 0.84] —2. 969626351 0.0210012[PHATR 33111 - - - - -




K05658 1| 2¢-
14/75. 5| ven: VOLCADR .
AFT 103054] ATP— 60:0097159/
binding cassette, /or *f(.lmc
subfamily B z;;p;lcmd
7200353 9 1 39.22 5.04] -2.960093897|  0.0210012|PHATRDRAFT 7426 f“z'f;;:'l)ﬂ,l jin” - binding;G0: |- -
09/57. 8| zma: 1003825 0036094//m
. all
38/ heterogeneous
molecule
nuclear binding
ribonucleoprotein
AL/A3
K03363] 1| 26~
121434 | ppp: PHYPADR
7205042 17, 2 11.33 1.53| -2.888544303| 0.001127354|PHATRDRAFT ba7 | M 1130843 Tcell i - - -
division cycle 20,
cofactor of APC
complex
K06927| 1| Te-
7201443 8 1 10. 81 1.55| -2.802026402  0.0361534|PHATRDRAFT 5702 |31/134/0lu:0STLU 68 |- - - -
53
K03809 | 1 Te- 60:0032553; |GO:0044710;60 60:0044710; GO
7195004 3 1 12. 53 1.8 -2.799317603|  0.0361534|PHATRDRAFT 15393  |?2 204 0sa:4327039 (0:00038214/:0006351//tra 10006351/ tra
Trp repressor /catalytic [nscription, nscription,
binding protein activity DNA-templated DNA-templated

7200057 15. 07 1.97] 21.81 328 2.73322205] 0.000719854|PHATRDRAFT 34630 |- - - - -

7198935 15 2 21.6 3.3] —2.710493383] 0. 00323974[PHATRDRAFT 41026 |~ - - - -
60:0097159/

Jorganic
cyclic
e e o . o EEAncaAn: , . compound N oo N oo

7195339 22.55 3.36 6.93 1.18| -2.554068493| 0. 00031807| PHATRDRAFT 49118 |- - bindine:Go: |00:0044238 60:0044238
0016298//11
pase
activity

60:0031224//in
7204302 20 3 9.2 1.58| —2.541709303| 0.000883142|PHATR 33218 - trinsic 60:0044763 60:0044763
component of
membrane
G0:0003676/

7196889 13 2 8. 41 1.48| -2.506508625]  0.0091011PHATRDRAFT 43117 |- - /nucleic 60:0006281// 60:0006281//
acid NA repair NA repair
binding

K02895| 1| 3¢~ .
1268. 2/ ppp: PHYPADR | 0 00 o ,39-0_00519?‘j 60:0010467//g 60:0010467//g

7202991 12 2 39. 65 7.62| -2.379457963|  0.01509904|PHATRDRAFT 14535  [AFT 36942 | large :0005840//ri | /structural | o ene

. . bosome molecule . .
subunit ribosomal - expression expression
S activity
protein 1.24
7202405 17] 3 10.61] 2. 14| —2.309741955] 0. 0039299| PHATRDRAFT 47350 |- - - - -
7203494 17] 3 841 1.7|_-2.306571054] 0. 0039299| PHATRDRAFT 38545 |~ - - - -
K14769 ] 1| 6e-
gézﬁz Z;lnii(fm 32 0: 0030684/ /pr 60:0042254//r 60:0042254//r
7202509 11 2 11.18 2.33 -2.262518328| 0. 0248508|PHATRDRAFT 21538 : - ibosome ibosome
nucleolar RNA- eribosome . . . .
. . biogenesis biogenesis
associated protein
11
K15437| 1| Te-
35144 ] aly: ARALYDRA 60:0003723/
FT_483125|aminoacyl /RNA
tRNA synthase binding;G0:
complex-interacting 0016876//11
multifunctional gase
7198810 11 2 20. 62 4.3| -2.261635768|  0.0248508|PHATRDRAFT 16545  |protein - activity, |- -
1:K15439(5] 1e- forming
32/137| ven: VOLCADRA aminoacyl-
FT 121172 | eukaryoti tRNA and
¢ translation related
elongation factor 1 compounds
epsilon-1

7194693 16] 3 15. 21] 3.27] 2217657612 0. 00638492| PHATRDRAFT 38977 |- - - - -

K11982/ 1| 8e-

0753. 1|bdi : 1008339

84/E3 ubiquitin-

protein ligase

RNF115/126

[EC:6. 3. 2. 19] ;K1060

1]2]1e-

06/52. 4| zma: 1002172 60:0046914/

7199525 16 9 36.15 8.00| 2159784039 2. 90E-O6|PHATRDRAFT 45011 |°0 b9 ubiauitin= /transition | -

protein ligase metal ion
synoviolin binding
[EC:6. 3. 2. 19] ;K0528
34| 7e~
06/50. 1]aly: ARALYDR
AFT 354960 phosphat
idylinositol
glycan, class W
[BC:2.3.-. -]
K10244| 1| 3e-
24/110| ppp: PHYPADRA
FT 195959 |elongatio
n of very long
chain fatty acids
protein 5
[EC:2.3.1.-
1:K10249 /2| 3e- 60:0031224//in
7201238 20 4 18. 46] 4.23| 2.125672985 0.00273066{FLOGH 2 19/94.4|ota:0109g02 | trinsic - -
550|elongation of  |component of
very long chain membrane
fatty acids protein
4;K10247| 4| 26~
0755. 1| pop:POPTR 5
93429 elongation of
very long chain
fatty acids protein
1
G0:0003676/
i . . /nucleic

7204165 15 3 24.16 5.54| -2.124662573 0.01029972|PHATR 33267 - - e -
binding

7203918 10) 2 846 1.94] —2.124601011] __0.040532|PIATR 44188 - - - - -

7201721 10) 2 2611 6.01] —2.119165562] _0.040532|PIATRDRAFT 36578 |- - - - -

7204557 10) 2 21 1] 6.24] 2 118674917 0.040532] PHATR 13534 - - - - -




G0:0060089;
60:0016682/
/oxidoreduc
tase
activity,
jf;;:iuf‘; 60:0006259//D 60:0006259//D
and related NA mcLabo\lic NA mcLabo\lic
7196086 8 1.73 2.2) 0.54 -2.026472211|  0.0361534|PHATRORAFT 42537 |- - ‘subztanccs jz;f;sz(’gogg 323?5?&&33
jiy;:":z 154//cell 154//cell
., |communication communication
acceptor; G0
:0097159//0
rganic
cyclic
compound
binding
7194715 18] 4 15. 72 4] —1.974529312] 0. 00687924[ PHATRDRAFT 54920 |~ - - - -
K14788] 1| 5e- 60:0043231//in
981356 | ven: VOLCADRA |tracellular
7200375 13 3 7.9 19| -1.921997488  0.0261528|PHATRORAFT 51897  [FT_118613|ribosome [membrane— - - -
biogenesis protein |bounded
ENP2 organelle
7202387 13 3 7.31 1.93] -1.921270559] 0. 0261528|PHATRDRAFT 47315 |~ - - - -
K13102/ 1| 3¢~ . )
46/181 | reu:RCOM_108 %rggf?ﬁig 60:0007010//c 60:0007010//c
7204316 13 3 29.38 7.79| -1.915139162|  0.0261528|PHATR 5508 6480 DNA/RNA- 60:0044464 ! ytoskeleton ytoskeleton
binding protein m?La% ton organization organization
. binding
KINIT
K04710/ 1| Te- o atoon) )
12173, 6 cre:CHLREDR | 003 0031224//in
7201868 2 6 11.89 3.4 -1.806142064) 0.00299582|PHATRDRAFT 46595  [AFT 105088 ceramide [710S1¢ - -
synthetase component of
[EC:2.3.1.24] menbrane
G0:0016765/
K061251] T /transferas
871320/ olu:0STLU_43 [60:0031224//in|® 1T 160:0006743//u 60:0006743//u
450 |4~ trinsic transferrin biquinone biquinone
7200838 12 3 12,01 3.44| -1.803755681| 0. 0410902|PHATRDRAFT 12269 e alkyl or " !
hydroxybenzoate component of metabolic metabolic
. aryl (other
hexaprenyltransfera |membrane process process
than
se [EC:2.5.1.-] nethyl)
groups
K13447| 1| 4e- o atoons )
25115 vi 10026261 |°0: 031224770166 0003824/
7195281 5243 1362 1528.48|  453.75| -1.752128127 0[FRE5 4| respiratory burst |2 catalytic [60:0044710 60:0044710
. < . component of -
oxidase [EC:1.6.3.— activity
LiLL-] membrane
7198176 19) 5 17. 32 5.22| ~1.730317218] 0. 0108228|PHATRDRAFT 40467 |- - - - -
7204188 19) 5 318 9.6] —1.727920455] __0.0108228[PHATR 43971 - - - - -
7195157 15 4 10. 09 3.08] —1.711923918] 0. 0259588| PHATRDRAFT 48871 |- - - - -
7199595 15 4 27.23 8. 33| —1.708808582] 0. 0259588| PHATRDRAFT 34433 |- - - - -
K06167| 1| 2e- G0:0003824/
7202667 22 6 16. 25 5.07| -1.680382066 0.00697722|PHATRDRAFT 47617  [34]145] ath:AT4G0361 |- Jeatalytic |- -
0|PhnP protein activity
7195859 18 5 9.38] 298] —1.654275592] 0.01649378|PHATRDRAFT 49528 |- - - - -
— =7 m <577
e el I
2171 6laly:ARALIDR 60:0043169/ |inorganic inorganic
- | ) ) . AFT_335720[ glutathi | Jcation |substance;GO: substance;G0:
7198783 14 4 4.78 1.56] 1. 615464589 0. 0396764 PIATRDRAFT 50006 fone gamna— bindine:Go: |0013043, Toept 0043043, Foopt
glutamyleysteinyltr 0016755 ido ido
ansferase biosynthetic biosynthetic
[EC:2.3.2.15]
brocess brocess
7200203 14] 4 10.38] 339 —1.614449265] _ 0.0396764|PHATRDRAFT 45150 |- - - - -
K03648 | 1| 8e- .
’ 60:0019104/
471184 |zna: 10023440 /DNA N~ 60:0006281//D 60:0006281//D
7196748 14 4 18.57 6.08| ~1.610830586|  0.0396764|PHATRORAFT 8763 |6 |uracil-DNA - $0RBo B
alycosylase glyg)fylasc NA repair NA repair
[BC:3. 2.2, 27] activity
7200178 14] 4 18.66] 6. 11| ~1.610704701] _0.0396764|PHATRDRAFT 34708 |- - - - -
7195683 21 6 3501 11.47] -1.60990167] 0.01053224|PHATRDRAFT 39869 |- - - - -
K01231] 1| 4e- 60:0043231//in
49/191| sbi :SORBI 10 |tracellular  |G0:0015923/ |G0:0006486//p 60:0006486//p
7202778 14 4 25. 41 8.33| ~1.609007976  0.0396764|PHATRDRAFT 52248  [g008770 alpha- membrane— /mannosidas |rotein rotein
mannosidase IT bounded e activity [glycosylation glycosylation
[EC:3.2. 1. 114] organelle
G0:0017111/
/nucleoside |60:0009154//p 60:0009154//p
K06207 1/0.0/666/be | o 100ac 0 |- urine urine
7198423 34 10 12,12 4.07| -1.574288999|  0.00123081|PHATRDRAFT 23444  |i:100827491|GTP- : triphosphat [ribonucleotid ribonucleotid
binding protein  |25t19 ase e catabolic e catabolic
activity;G0 |process process
10032550
7194843 17] 5 14,56 4.9] ~1.571156701] 0. 0249162|PHATRDRAFT 39159 | - - - -
7196263 20 6 zz.a 7.72] —1.540685175] _0.01577234|PHATRDRAFT 31578 |- - - - -
7194832 20 6 26.9 9.25]_—1.540080902 0. 01677234| PHATRDRAFT 48626 |~ - - - -
K03773/ 1| Te-
40/162/ 01u:0STLU_30
671| FKBP-type
peptidyl-prolyl
cis-trans isomerase 60:0016859/ |G0:0018208//p 60:0018208//p
R R N - FKIB /cis-trans |eptidyl- eptidyl-
7200519 13 3.99 32.75 1155 1.503602055  0.0261528|PHATRORAFT 12088 [t ooon reonornse |oboline oline
42~ activity  |modification modi fication
20/95. 5| gmx: 1008102
43|FK506-binding
protein 4/5
[EC:5.2.1.8]
G0: 0036094/
/small
molecule
K12735/ 1] Te- S(‘)‘;;‘igé/igr
62/239 cre: CHLREDRA qanic . |c0:0018208//p 60:0018208//p
7197667 29) 9 13. 28 4.71| ~1.495456182| 0.00413348PHATRDRAFT 44426 |||~ 15080 peptidyl- cyelic eptidyl- eptidyl-
prolyl cis-trans proline proline
isomerase-like 4 compound | 4ification modification
[EC:5.2.1.8] binding;G0:
0016859//ci
activity




60:0043234//pr| .\ o
K02210/1/8e~ otein (/ch(l)[:(c):zi()/
éillLi'zﬂEf;niggzgzg ij’j"‘l’j;:n(l‘?d?g? activity:G0 |60:0032392//D 60:0032392//D
7204498| 16 5 7.57] 2.7| -1.487333893|  0.0372816|MCM7 . ) :0003676//n |NA geometric NA geometric
maintenance protein |lular . .
7 (cell division membrane— u?lc%c aqld change change
control protein 47) |bounded binding;G0:
0032550
organelle
60:0043231//in
tracellular
7202772| 16 5 18.78) 6.72| —1.482663925| 0. 0372816|PHATRDRAFT 37769 |- membrane— - - -
bounded
organelle
7196340) 16 5 18. 5 6.62] —1.482622149]  0.0372816[PHATRDRAFT 31740 |- - - - -
K12179/ 1] le-
14179, 3| smo:SELMODR
7201349 16 5 13.19) 4.72|  -1.4825858|  0.0372816|PHATRDRAFT 46122  |AFT 230963|COP9 - - - -
signalosome complex
subunit 6
03350/ 1 le-
901331 smo: SELMODRA
7196156] 16 5 14.22) 5.09| —1.482183904| 0. 0372816|APC3 FT_409868 |anaphase— |- - - -
promoting complex
subunit 3
0:0031224/,/in | 00:0022857/ [60:0051234/ /e 60:0051234//e
trinsic /transmembr |stablishment stablishment
7205076| 16 5 21. 35 7.65| —1.480704417|  0.0372816|TRD5 -  |ane of of
component of . . . .
nembranc transporter |localization; localization;
activity _ [60:0044763 60:0044763
60:0016881/
7202291 16 5 26. 67 9.56| —1.480135302| 0. 0372816|PHATRDRAFT 37751 |- - {‘C‘i;"h‘;‘fx 60:0036211 60:0036211
activity
K01974/ 1| 2¢-
54211 ven: VOLCADRA
FT 80268 |RNA 3 —
terminal phosphate
?ézmg L 4]:K11108 60:0009975/ [G0:0010467//g 60:0010467//¢
7196124 19 6| 13.79) 4.98| —1.469404809| 0. 0234182|PHATRDRAFT 42732 e - Jeyelase  [ene ene
26117 ppp:])HY[)ADR[’\ activity expression expression
FT_106207 [RNA 3"~
terminal phosphate
cyclase-like
protein
K15637| 1| 2¢-
20/98.6/ota:0t11g03
7202171 22 7 17.05 6.21| ~1.457106566 0.01482792|PHATRDRAFT 47096 i?gl_ztig”“h“”"“‘ - - - -
phosphatase PGAMS
[EC:3.1.3.16]
7198871 25] 8 31,27 11.47] -1.446913828] 0. 009447|PHATRDRAFT 41079 |- - - - -
7197383 31 10) 40. 18 0. 00388848| PHATRDRAFT 43323 | - - - -
7197826 34 11 15. 37] 0. 00250826| PHATRDRAFT 44347 |~ - - - -
7201883 14 4.63 8.8 0. 0396764| PHATRDRAFT 36628 | - - - -
7197449 21 7 8. 38| 3.19] —1.39339389]  0.0217052|PHATRDRAFT 43679 |- - - - -
60:0016866/
K15452|1/4e- /intramolec
32 i;i;’lu'o“w 36 ‘Cll_::‘sm_asc 60:0009451//R 60:0009451//R
7195930) 18 6| 16. 56) 6.32| —1.389706209| 0. 0344518|PHATRDRAFT 15960 . - D NA
pseudouridine activity;GO . . . .
synthase 2 0003676/ /n modification modification
[EC:5.4.99. -] ucleic acid
binding
K13420/ 1 |4e-
47186 sbi:SORBI_06
2028760 LRR
7201666| 30 10) 29. 71 11.34] —1.389527965| 0.00563604| PHATRDRAFT 1196 receptor-like - - - -
serine/threonine—
protein kinase FLS2
[EC:2.7.11.1]
60: 0046906/
/tetrapyrro
le
K00360/1/0.0/782 | pp binding;G0:
p:PHYPADRAFT 184973 0046914//tr
nitrate reductase ansition e 0049126//n 0:0042126//n
(NADH) metal ion | ;
7195287 65 22 19. 85| 7.68 -1.369960791 4. 67E-05| PHATRDRAFT 54983 | [EC:1.7. 1. 11;K00387 |~ binding:60: |- itrate
. metabolic metabolic
4]1e- 0016661;60:
95/34901u:0STLU_35 0000166/ /nu |PFOC5S process
54/sulfite oxidase cleotide
[EC:1.8.3.1] binding;G0:
0050662/ /co
enzyme
binding
7199168 72. 75 25. 26 28. 23 11.2] -1.333730397 2. 65E-05|PHATRDRAFT 50412 |- - - - -
7203642] 43 15 18. 12) 7.23 25515403| 0. 001302412|PHATRDRAFT 48378 |- 60:0044424 - - -
7197675| 20 7 17. 45] 6.99] —1.319862676] 0. 0314926|PHATRDRAFT 33867 |- - - - -
60:0009887//0 60:0009887//0
rgan rgan
morphogenesis morphogenesis
£02953 1| 30 60:0005840//ri ;60:0010467// ;60:0010467//
> bosome;60:0030{G0: 0005198/ |gene gene
- 671251 smo:SELYODRA |51 600031981 | /structural |expression;G0 expression;G0
7195982| 31 11 64.93|  26.46| -1.295072148| 0. 00744526PHATRDRAFT 9199 FT_171673 small J/muclear e leoule -0000904/ /o1 -0000904/ /61
subunit ribosomal S
. lumen;G0:00095 |activity 1 1
protein S13e 36//plastid morphogenesis morphogenesis
involved in involved in
differentiati differentiati
on on
7199142| 39 14] 15.2) 6.24] —1.284453380] 0.00284192|PHATRDRAFT 41302 |- - - - -
7196655| 41 15 17. 36| 7.26] —1.257725494] 0. 00259786 PHATRDRAFT 42451 |- - - - -
7201032] 27 10) 23. 13 9.8] -1.238911612] 0.01646778|PHATRDRAFT 35809 |- - - - -
7204765 26. 55| 9.99| 14. 32) 6.16] —1.217029237]  0.0126831|PHATR 37020 - - - - -
7201452 27.12) 10. 24] 30. 69 13.28] —1.208513499] 0.01646778|PHATRDRAFT 36008 |- - - - -
K06889 | 1/8e-
7202592| 37 14 43.07 18.67| —1.205961396| 0. 00560632|PHATRDRAFT 14054  |07|52. 4|rcu:RCOM 10 |- - - -
47030/
60:0016782/
K00566 1 |4e- /transferas
541210/ 0lu:0STLU 43 e activity, [60:0006399//t 60:0006399//t
7202896| 21 8 15. 85| 6.91| -1.197725225|  0.0406176|PHATRDRAFT 3425 910/ tRNA-specific  |G0:0044424 transferrin |RNA metabolic RNA metabolic
2-thiouridylase g sulfur-  [process process
[EC:2.8.1.-] containing
groups




G0:0016298/
7199453 39 15 19.15 8.42| -1.185452254]  0.0050704|PHATRDRAFT 41624 |- - /lipase 60:0044238 60:0044238
activity
7201805 39 15 26.9] _ 11.83] 1. 185156099 0.0050704| PHATRDRAFT 46456 |- - - - -
60:0044444//cy
K11098 /1] le~ ‘OI’,lf‘ZE%SOBO,Z 60:0097159/ [G0:0010467//g 60:0010467//¢
25115/ ven: VOLCADRA ga,l,tfb N \l\a Jorganic ene ene
7200761 1000 385 1156.24|  509.93| -1.181069767| 5. 49E-47|PHATRDRAFT 20167  |FT 109863 small //rIbonuCIeon] (o ic expression;G0 expression;G0
nuclear 1'0‘01’3,160_003 compound | :0009451//RNA :0009451//RNA
ribonucleoprotein F ig:‘f/,;;(mléar binding modification modification
lumen
G0:0003824/
7198748 44 17 30.84) 1363 ~1.178017203 0.00298644|PHATRORAFT 40919 |- - Jeatalytic |- -
activity
7199129 44 17] 40.31] 1783 -1.17683108] 0.00298644|PHATRDRAFT 50293 |- - - - -
K09517| 1 Te- tz;vgfgfiw G(in(lJ44267//c G(in(lJ44267//c
481192 gmx: 10080788 A N ellular ellular
7197081 90 35 62.07|  27.61| -1.168705258| 2. 14E-05|PHATRDRAFT 18036  |5/DnaJ homolog - Dinding;00: | iy protein
a 0043169/ /ca ) )
subfamily B member tion metabolic metabolic
11 binding process process
7204394 41 16 38,47 17.19] ~1.162164285] _0.0045761|PHATR 33327 - - - - -
7198342 23 9 17. 59 7.88] 1. 158487948 0. 036321[PHATRDRAFT 49755 |- - - - -
7198643 23 9 25,93 11.62] ~1.158012137] _ 0.036321|PHATRDRAFT 40786 |- - - - -
7197944 84 33 37.08] _ 16.65] —1.155119067] 4. 84F-05|PHATRDRAFT 44266 |- - - - -
G0:0070011/
/peptidase
activity,
7200504 28 11 15.02 6.75| -1.153925406|  0.0207974|PHATRDRAFT 45412 |- - acting on |- -
L-amino
acid
peptides
60:0004553/
/hydrolase
activity,
hydrolyzing
O-glycosyl | 928, (: . 929.(,
7198854 43 17 21.61 9.77| ~1.145268605 0.00412274|PHATRDRAFT 50155 |- - compounds ;G 986823:?8'[’0 986823:?8'[’0
0:0097367// | :
carbohydrat
e
derivative
binding
G0:0016740/
7199442 43 17 23.84]  10.78| -1.145027058| 0.00412274|PHATRDRAFT 50605 |- - /transferas |~ -
e activity
7201410 35] 14 2292|1049 ~1.127592366] 0.01079522| PHATRDRAFT 46046 |~ - - - -
K13412| 1| 4e- . i . "
11167. 0/ota: 010303 G0:0016301/ |00:000664//¢ 60:0006464//c
o e o o PO e 430] calcium- /kinase cllul'-iw cllul'-iw
7197506 25 10 26.81) 12,28 -1.126460659| 0. 0323998|PHATRDRAFT 32914 - nase lprotein protein
dependent protein activity;GO S . . .
Kinase 0032550 modification modification
process process
G0:0006626//p G0:0006626//p
7198103 47] 19 57.28]  26.53| -1.110406817  0.0033324|PHATRDRAFT 44606 (- tochondrial |- rotein rotein
inner membrane L’“f’g"}““g‘ to L’?‘f g"}““g' to
mitochondrion mitochondrion
7195571 37 15 20.22| ~1.106889722 0. 00966752|PHATRDRAFT 49282 |~ - - - -
7196185 32 13 1692 —1.103622631] 0. 01662606|PHATRDRAFT 42929 |~ - - - -
G0:0016772/
/transferas e, 0006796/ /p 60:0006796//p
e activity,
transferrin }I()SDIIF%L?’ hosphé‘.?i
7194706 27 11 49.01  22.91| -1.097098688| 0. 028852|PHATRDRAFT 15134 |- - g containing containing
phosphorus— uompounq uompounq
A metabolic metabolic
containing
croueiGoso |Process process
032550
7203646 39 16 30.37] _ 14.26] ~1.090672927] 0.00864744|PHATRDRAFT 48383 |- - - - -
K00366/ 1|6~ %L?fjfff%
1221436 | gmx: 1007755 o
7201461 34 14 13.92 6.55 ~1.087592399| 0.01483544(PHATRDRAFT 27757 (19| ferredoxin- - binding:Go: |00:0044710 60:0044710
e 0051540:60:
0016664
G0:0043168/
/anion
7200514 114 47 66.83|  31.51) -1.08468612| 6. 416-06|PHATRDRAFT 45701 |- - binding;G0: |_ -
0003824/ /ca
talytic
activity
7200543 29 19 23 11| 10.94] ~1.078904522] 0. 0256608|PHATRDRAFT 35135 |- - - - -
7203266 809 337 4363 207.84] ~1.069847138] 7. 116-33[PHATRDRAFT 48096 |- - - - -
K06911|1|5e-
7196555 43 18 39.48)  18.92| ~1.061209901| 0.00690038|PHATRDRAFT 42930 (39159 ppp: PHYPADRA |- - - -
FT 130782
60:0030176//in
tegral
7202320 38 16 18. 22 8.77| -1.054874211| 0.01178094|PHATRDRAFT 47282 |- component of | _ - -
endoplasmic
reticulum
membrane
7202618 26 1105 14.02]  6.82] —1.039642705] _0.0397006|PHATRDRAFT 47240 |- - - - -
7198628 61 26 54.32 26.5] _1.03549112] 0.001540606|PHATRDRAFT 49930 |~ - - - -
K12585/ 1| Te- i’:ﬁ?g?‘jm/
81/302| reu:RCOM 087 e
7200206 28] 12 13. 25 6.49) ~1.029701976|  0.0351092|PHATRDRART 26775 | 0-0 €Xosome - binding;G0: |- -
complex exonuclease 001515 s
DIS3/RRPA44 Mence
[FC:3. 1. 13.-] ity
7204678 35] 15 18.91 9.27]_—1.028508119] 0. 01797402|PHATR 46821 - - - - -
G0:0003676/
/nucleic
acid
K11273/ 1] Te-  [binding;co:
i ° 60:0043231//in
3?0‘3:&2’1‘252’?‘?“ 37 | tracel lular gongzg'/'/]z” 60:0032392//D 60:0032392//D
7204067 28 12 13.36 6.55| ~1.028353196|  0.0351092[PHATR 10282 o membrane- activisy.qo WA seometric NA geometric
fidelity protein 1 |°0Unded -0042623// | Chenee change
[EC:3.6.4.13] organelle TPase
activity,
coupled;GO:
0032550
7194976 30 13 2215|1098 —1.012428644]  0.0310418|PIATRDRAFT 48903 |- - - - -
7203297 39 17] 2521 12.5# 1.004011468] 0. 01414962| PHATRDRAFT 48149 |- - - - -




K15849 1| 26~
31/135| pop: POPTR 76
0138 bifunctional
aspartate (Y. P .
aminotransferase 52‘;(32;13158/ 60:0008152//m 60:0008152//m
7197552 39 17 26.81)  13.37] -1.003771754| 0.01414962|PHATRDRAFT 10073  |and - binding:co: |ctEboLie etabolic
glutamate/aspartate 0070548' " [process process
—prephenate
aminotransferase
[BC:2.6. 1.1
2.6.1.78 2.6.1.791
K01519/ 1] Te- )
64244 cre: CHLREDRA ?Elgg?ifﬁ%
7204096 62 27 84.59|  42.22| -1.002560543 0.001839032(PHATR 44176 FT_179025] inosine :0016787//h |- -
triphosphate drolase
pyrophosphatase v “? E?SL
[EC:3.6. 1. 19] activity
7201604 136 60) 65.99]  33.20] 0.987158547] 4. 935-06|PHATRDRAFT 46530 |- - - - -
7199191 4743 2103 3706. 95| _1880. 84| -0.97885653] 9. 89E-160|PHATRDRAFT 41316 |~ - - - -
7201848 36] 16] 18.01] 9. 15| _~0.976954533] 0. 0214522| PHATRDRAFT 46567 |~ - - - -
K05853| 1| 4e-
98358 olu:0STLU_14
777| Ca2+ 60:0043169/
transporting /cation
ATPase, natons /s |binding;GO:
sarcoplasmic/endopl (:Siggf»izﬂ//m 0032550;60: 1, h006811//1 60:0006811//1
7198636 1275 567, 337.76|  171.64| -0.976612678 5. 73E-44|PHATRDRAFT 23629 |asmic reticulum 0019829/ /ca | :
[EC:3. 6. 3. 81 :K01537 component of Lion- on transport on transport
. membrane .
2/ Te- transportin
98357 | sbi:SORBI 01 g ATPase
2038990 | Ca2+— activity
transporting ATPase
[EC:3.6.3.8]
K15106] 1| 5e-
37/153] smo: SELMODRA
FT_233107solute
carrier family 25
(mitochondrial
carrier), member
14/30;K15104 2| e~
331139 bdi : 10082742
g;‘fi;‘;acdm“ 60:0031224//in 60:0051234//¢ 60:0051234//¢
7198347 27 12 22,43  11.41| -0.975130820|  0.0476462|PHATRDRAFT 49764 | (mitochondrial trinsic stablishnent stablishnent
oxoglutarate component of of v v of v v
Lransporter), membrane localization localization
member
11;K15112(3]le~
32138 ppp: PHYPADRA
FT 98857 solute
carrier family 25
(mitochondrial
uncoupling
protein). member 27
7200332 139 62 66.84]  34.09] -0.971363134] 5. 195-06|PHATRDRAFT 45149 |- - - - -
7196953 125.57 56.04] 58. 12| 29.66] ~0.970516105] 1. 74E-05|PHATRDRAFT 43232 |- - - - -
7203856 27 1) 55.74] _ 28.45] -0.97028435] 0.0476462|PHATR 33436 - - - - -
7202902 47 21 20.96] 1071 ~0.968680237] 0. 00875804| PHATRDRAFT 47724 |- - - - -
K08150| 1| 26~
40 165/ vvi: 10026802 | oon s+ |60:0022857/ |G0: 0051234/ /e 60:0051234//e
3|MFS transporter, |G0:0031224//in ° °
SP family, solute trinsic /transmembr |stablishment stablishment
7203970 19 22 24.47) 1256 -0.962177637|  0.0077683|PHATR 18469 amily, sofut ane of of
carrier family 2 |component of N N
(myo-inositol membrane transporter | localization; Localizat ion;
Cransporter), activity  |G0:0044763 60:0044763
member 13
gggg;ugiizloowu 60:0031224//in{G0:0004175/
7195190 10 18 16. 26 8.36| -0.95975241|  0.0167769|PHATRDRAFT 48717  [17)rhomboid domain- | "S1¢ /endopeptid | -
containing protein |COWPOReRt of (ase
1 [BC:3.4.21. -] membrane activity
K05531 | 1| 26~
26/119] bdi : 10084669
9mannan polymerase 60:0016757/
IT complex MNN10  |G0:0031224//in|/transferas
. - | R PR o ime|subunit [EC:2.4.1.- |trinsic e activity, | B
7197819 122 55 616 31.76) ~0.955710438  2.55E-O5|PHATRDRAFT 44330 |00 Lt comonent of | tranetersin
0858. 2| 0sa:4329539 |menbrane g glycosyl
xyloglucan 6- groups
xylosyltransferase
[EC:2.4.2.39]
K00995 1| 3¢~
231108 cme: CUN196C
"DP-dis erole
Egllyj:‘;uﬁgfy““’l 60:0016772/
phosphate 3- /transferas
Dhosbatidy] transte e activity, |60:0006644//p 60:0006644//p
7199176 34,98 15.79) 14.93 7.7| -0.955283815|  0.0242626|PHATRDRAFT 50348  |rase - ;r"”‘srem“ :ZIZEZES“‘ :ZIZEZES“‘
L:2.7.5.5) k0874 R e
211102 pop: POPTR 85 containing
6644 cardiolipin groups
synthase
[BC:2.7.8.-]
7204965 51 23 34.21] 1765 —0.954749921] 0. 0068908|PHATRDRAFT bd1759 |- - - - -
G0: 0036094/
7198574 31 14 25.73 13.3| -0.952025211|  0.0369196|PHATRDRAFT 49844 |- - /small - -
molecule
binding
7195081 1480. 03 669. 12 1073. 44 5.26] 0.951006178] 8. 105-49|PHATRDRAFT 48827 |- - - - -




K00870/ 1/ 9e-
15/81. 3| cme: CMDO15C
protein kinase
[BC:2.7.1.37];K1343
0[2[9e~
15/81. 3| 0sa:4329463
serine/threonine—
protein kinase PBS1
[BC:2. 7. 11. 1];K0092
4]3[2e~
f\fsgé‘?‘f;‘ '[QEAF‘IY’R 60:0004672/ |G0:0006464//c 60:0006464//c
L T iK04424 4] 20 /protein  |ellular ellular
7199241 106 18 31270 16,18 0.950367611 9. G26-05(PHATRDRAFT 50519 |1 oy o |- kinase protein protein
188 sterile alpha activity;G0 |modification modification
it e 10032550 |process process
zipper containing
kinase AZK
[EC:2.7. 11. 25] ;K134
14/5(2¢~
14179, 7| vvi: 1002412
28 'mitogen—
activated protein
kinase kinase
kinase 1, plant
[EC:2. 7. 11. 251
K00620 1| Te
331143 ota: 01085026
50/glutamate N
7198821 33 15 15. 38 7.99| -0.944788095  0.0325208|PHATRORAFT 50103 |2cCt¥!transferase /
amino-acid N
acetyltransferase
[EC:2.3.1.35
2.3.1.11
7199554 1.7 18.94 22,98 11.94] ~0.944575961] 0.01255134|PHATRDRAFT 44836
7197181 139 63 209.@ 108. 97| ~0.94425825] 7. 93E-06[PHATRDRAFT 43479
K14844 /1| le )
311136 smo: SELMODRA 60:0003676/
7202132 33 15 14.95 7.77 ~0.944158981| 0. 0325208|PHATRDRAFT 47058  |FT_74812|pumilio ’”‘.’E]e”
homology domain ;‘?r“ding
familv_member 6
K11806/ 1] le
103/375 | pop:POPTR 8
7204230 2y 20) 2574 13.38| -0.943933938| 0.01312986|PHATR 44047 386501WD repeat and
SOF domain
containing protein
1
60:0003676/
/nucleic
acid
binding;G0: |G0:0009451//R 60:0009451//R
7201712 33 15 15. 25 7.93| ~0.943416472]  0.0325208|PHATRDRAFT 46577 0016866//in |NA NA
tramolecula [modification modification
N
transferase
activity
7194713 323 147 89.12]  46.35] -0.943179894] 1. 11G-11[PHATRDRAFT 48538 |- - - - -
7195806 14 20 37. 13 19.32] ~0.942490221] 0.01312986|PHATRDRAFT 40147 |- - - - -
K03363| 1| 5e-
27/121 | ath: ATAG3327
7200506 519) 241 221,78  117.73| -0.913647275 4. 7AE-17|PHATRDRAFT 45416  |0[cell division - - - -
cycle 20, cofactor
of APC complex
7197596 84 39] 64. 94| 34.5]_-0.912511023] 0.000789544|PHATRDRAFT 43293 |- - - - -
60:0016782/
€0:0031224//in|/ trENSLOTES
trinsic e a(‘tlvlty.
7202987 13 20 3L.7] 1687 -0.910022867| 0.01735816|PHATRDRAFT 47857 |- comonent of | transterrin [60:0044723 60:0044723
nenbrane g sulfur-
containing
Zroups
7196977 90 12 22.62]  12.06] -0.907369022] 0.00055557|PHATRDRAFT 43268 |- - - - -
K04708| 1/9e- 60:0036094/
291126 smo: SELMODRA /small
FT_79314]3- molecule
7195251 30 14 20. 43 10.9| -0.906361069|  0.092864|PIATRDRAFT 48977 |0 con e - binding;60: [60:0044710 60:0044710
reductase 0003824/ /ca
[EC:1. 1. 1. 102] talytic
activity
60:0036094/
7198184 32 15 15. 89 8.51| -0.900888088 0. 0432708|PHATRDRAFT 49556 |- - /small - -
molecule
binding
60:0032550;
K06883 1/ 2e- 60:0016462/
7199055 64 30 33.63) 1802 -0.900149768| 0.00390232(PHATRDRAFT 31068  [82/304  reu:RCOM 177 |- /pyrophosph |- -
5060 atase
activity
60:0003676/
60:0043231//in /"L.‘Zle”
K04682 1| 4e- tracellular 291d. o:
16/84. 3| smo: SELMODR |membrane- oéglé?f}/nﬁ 60:0006351//t 60:0006351//t
7196708 32 15 23.31 12.5)  -0.89902091|  0.0432708|B2F1 AFT 445661 | E2F bounded cloic aniy [ranscription, ranscription,
transcription organelle;G0:0 binding DNA-templated DNA-templated
factor 4/5 043234/ /protei Lo
n complex transcripti
on factor
activity
7198338 73.54 34.54 48.05] __ 25.89] 0.89604743[ 0.001855434[PHATRDRAFT 49750 |- - - - -
60:0009790//e 60:0009790/ /e
K12197/1|5e~ mbryo mbryo
35144/ olu: 0STLU 29 development ;G development ;G
7200520 32.01 15 60.01|  32.29| -0.894115489|  0.0432708|PHATRDRAFT 11901  |213|charged - - 0:0045184//es 0:0045184//es
multivesicular body tablishment tablishment
protein 1 of protein of protein
localization localization
7195036 34 16] 52. 11| 28.12] 0.88996366] _ 0.038019|PHATRDRAFT 39303 |- - - - -
7200850 36] 17] 27.51] _ 14.86] ~0.888522024]  0.033429|PHATRDRAFT 45981 |- - - - -
7204001 91 43 50.41] 2724 ~0.887983251] 0.000640588|PHATR 44046 - - - - -
K10592!1(36- 60:0019787/ [60:0032416//p 60:0032446//p
701263 gnx: 10080263 Jsmall rotein rotein
7204969 42. 06 19. 8 36.25|  19.61] -0.88639146 0.01484034|PHATRORAFT bd383  [0|E3 ubiquitin- 0:0014461  |COMdusating Inodification modification
protein ligase proteln by smgll by smgll
HUWEL [EC:6.3. 2. 19] ligase protein protein
activity conjugation conjugation
7202732 9 15 87. 23] 47.3|_~0.882981206] 0. 000506334| PHATRDRAFT 47747 |~ - - - -
7198200 7d 36] 90.31] 49 01] -0.881809599[ 0.001901514[PHATRDRAFT 40322 |- - - - -




KO8907 | 1|7e~
08155. 8| cre: CHLREDR
AFT_184730|light— N 0100
har:csling coiplcx (JU,:OE)?%Z};()OE . . . A6
I chlorophyll a/b 00.%1224//1ntl'1 ) o G0:0006464//c G0:0006464//c
binding pr;JLcin nsic component|G0:0046906/ |ellular ellular
7197086 42.9 20. 33| 51.4 27.91] -0. 880986235 0. 0228116(Lhcf3 1:K08915 28— /tetrapyrro [protein protein
Uéj 48,9 zma: 542478 an ;G0:00(1le binding |modification modification
light-harvesting 09534//chlorop process process
complex 11 last thylakoid
chlorophyll a/b
binding protein 4
K02155 13- G0:0033176//pr[G0:0015077/ |GO:0015988/ /e G0:0015988//e
15179, 3| gmx: 1007792 oton— /monovalent [nergy coupled nergy coupled
90/ V-type Hi— lranspor'l‘ing inorganic proton proton
7198807 38 18 66.31|  36.04| ~0.879627444)  0.0294126|PUATRDRAFT 23706  [transporting Apase ||~ (/P ATPase jeation transnenbrane transnenbrane
16kDa proteolipid cf){npl’o’%;(JUEOUiS transmembra Lragsport, Lragsport,
subunit 1224//intrinsi|ne against against
[EC 3. 14] ¢ component of [transporter |electrochemic electrochemic
- membrane activity al gradient al gradient
G0:0016740/
7198024] 82] 39 42.95 23.36| —0.878617857| 0.001330224|PHATRDRAFT 44326 - - /transferas |- -
e activity
7203141 67] 32 62. 05| 33.93] —0.87086978] 0. 00398598| PHATRDRAFT 47957 - - - - -
G0:0003677/
/DNA
(G0:0043231//in|binding;GO:
tracellular 0001071//nu {G0:0006351//t G0:0006351//t
7200741 69| 33| 35. 45| 19.39] -0. 870472824 0. 0035322| PHATRDRAFT 45560 - membrane— cleic acid [ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
K09291|1|2e~
08/59. 7|bdi : 1008257
30/ nucleoprotein
TPR;K10696 | 2| 2e~
08159. 7| rcu:RCOM_14
55450 E3 ubiquitin-
protein ligase BREL
5. G0:0043229//1in
7196198] 54 26 18. 29 10.07| -0.860991392| 0.01077106|PHATRDRAFT 42955 tracellular - - -
07/55. 8| smo: SELMODR |organelle
AFT 439954 |mitotic
spindle assembly
checkpoint protein
MAD1;K10400(5| le=
06153. 9] 0sa:4352674
kinesin family
member 15
G0:0004888/
K12385/1|6e~ G0:0031224//in/transmembr
7204717 143 69) 39.89 22| -0.8585236|  3.09E-05|PHATR 46867 291128 |aly: ARALYDRA ftrinsic — —jane - -
FT_490595 |Niemann- |component of signaling
Pick Cl protein membrane receptor
activity
G0:0003824/
7198429 247 119 232.02 127.97| -0. 858443531 3. 84E-08| PHATRDRAFT 49735 - - /catalytic |- -
activity
G0:0016682/
k1185111 |56 /oxidoreduc
16185. 1| reu:RCOM_01 ity
fiigls?i":ﬁﬁ:dl acting on  |G0:0019941//n 60:0019941//n
hydrul;tsc 30 diphenols odification— odification—
[BC:3. 1.2, 15] :K1184 and related [dependent dependent
7204878 143 69 50. 6 27.91] -0.858355261 3. 09E-05|PHATRDRAFT bd1763 421 ' - substances proLcIrl\ proLcIrl\
s 00eas as donors, |catabolic catabolic
?7‘ i&:&’fhloow% oxygen as  |process;G0:00 process;G0:00
carboxyl-terminal auchfLor,GO 44710 44710
hydrolase 16/45 h?gi‘zzgz?f“
[EC:3.1.2.15] hydrolase
activity
G0:0006796//p G0:0006796//p
G0:0003824/ |osPhate hosphate-
7200101 50 24 189.19|  104.78| -0.852472467| 0.01380778|PHATRDRAFT 7629 |- - Jeatalytic |COMAININE containing
activity c()mpoum.i c()mpoum.i
metabolic metabolic
process process
7199434] 202, 97. 99| 113.15 62.77) 0. 850089471 5. 96E-07| PHATRDRAFT 50619 - - - - -
G0:0016879/
/ligase G0:0006760//f G0:0006760//f
K01938/110.0/738 gm activity, olic acid- olic acid-
7195695! 70 3] 30. 68) 17.03] -0.849220048] 0. 00404304|FTHFS x:100806844 | formate _ forming containing containing
——tetrahydrofolate carbon— compound compound
ligase [EC:6.3.4.3] nitrogen metabolic metabolic
bonds;G0:00 [process process
32550
7197364] 35| 17| 15. 74 8. 74] —0.848730356) PHATRDRAFT 43654 - - - - -
7196268 74 36 5| 18. 66| —0. 84636378} PHATRDRAFT 42568 - - - - -
7203878 37] 18] 37. fd 21] —0.843792467 PHATR 33484 - - - - -
7204082 82 40] 47. ﬂ 26.53] —0.841820666| 0. 00196032[PHATR 44153 - - - - -
G0:0016772/
/transferas
K00876/ 1/9e~ e activity, gz;gggfg‘i/'/p gz;gggfg‘i/'/p
10/62.4/pop:POPTR 8 | o0 oo0cae | transterein | 2P0 1OSPEe
7197279 57 28 60.29|  33.92| -0.820782559| 0.01087734|PHATRDRAFT 43766  |15577|uridine HIPOR containing containing
Kinase astid phosphorus— c()mp()unr?l c()mp()unr?l
A metabolic metabolic
containing
aroups;G0:0 |PTOCeSS process
032550
G0:0016209/
K00434]1)1e- Jantioxidan |66 004471060 60:0044710;G0
0859. 7] gmx: 1001707 t :0006950//res :0006950//res
7204866 891 439 446. 75 251. 69 -0.827819832 4. 20E-24|PHATRDRAFT bd1645 |27|L- orbate - activity;GO |’ T . T
peroxidase :0046906//1 | PO *° ponse to
[EC: 1. 11. 1. 11] etrapyrrole |**7°% stress
binding




K05657 1/ 2~
101368 smo: SELMODR
AF,[.‘M%ZEOA,“L G0:0017111, |00:0009154//p 60:0009154//p
binding cassette, /nucleoside “?‘“C . “?”‘C .
subfamily B 60:0031224//in |~ ribonucleotid ribonucleotid
IR /TAPY . P . e catabolic e catabolic
7204277 79 39 31.54 17.8| -0.825305419| 0. 00283444|PHATR 18473 (DR/TAP), member —|trinsic - eriphosphat | oo e o0 process;G0:00
10;K05658 2| 4e— component of |ase 9 e
s o [44763:60: 0051 44763;60: 0051
971354 ppp: PHYPADRA |membrane activity;Go |, ’ e ’
FT 170613 | ATP- -0032550. GO 234//establis 234//establis
A . ' hment of hment of
binding cassette, 10015405 o O
subfamily B localization localization
(MDR/TAP) . member 1
7204552 83 41 49.16] _ 27.77] —0.823957739] 0.00222722|PHATR 46805 - - - - -
60:0016209/
{a““"“da“ 60:0044710; GO 60:0044710; G0
7203399) 70. 86 35.17 40.62)  23.06| -0.816797727| 0.00589372|PHATRDRAFT 48278 |- - activity;co |}0006950//res 20006950/ /xes
0046906//( ponse to ponse to
f‘:u’apu'rolc stress stress
binding
7201690 2208 1101 955. 92| 544.93] 0.810818968] 2. 65E-55|PHATRDRAFT 46547 |~ - - - -
K02065 1/ 7e—
07/54. 3| gmx: 1007892
?iﬁ”‘:ﬁ‘c Aﬁm 60:0017111/
‘—\Tl(ilel)ndinbw /nucleoside |G0:0009154//p 60:0009154//p
AroL*ln‘KO%b"S 3186 - urine urine
7200529) 110) 55 50.62|  28.94| -0.806642586| 0.000534028|PHATRDRAFT 45404  [PFOMEHIRTO0OSISISE 1 triphosphat |ribonucleotid ribonucleotid
06/50. 8 |mtr:MIR 1g0 ase e catabolic e catabolic
25560.\ ‘—\TI’*b.lndingg activity;GO [process process
! ne 10032550
cassette, subfamily
B (MDR/TAP), member
1
60:0009908//1 60:0009908//1
lower lower
development ;G development ;G
0:0048827//ph 0:0048827//ph
yllome yllome
development ;G development ;G
0:0009913//ep 0:0009913//ep
idermal cell idermal cell
differentiati differentiati
on;G0:0031497 on;G0:0031497
K10752/1|2e~ . Ana i //chromatin //chromatin
121]434] cre: CHLREDR G?ngfi’iig‘"“ (0:0005488, | 255CnDLY:60:0 assenbly;60:0
7196597 40| 20| 23.42|  13.39] -0.806585115 0. 0386686NURF-55 AFT_131412[histone— |00 @t 8 Tbindin 051726/ /regul 051726/ /regul
binding protein ;glig//xia'iid daing ation of cell ation of cell
RBBP4 pras cyele;60:0009 cyele;60:0009
887//organ 887//organ
morphogenesis morphogenesis
:G0:0048229// :G0:0048229//
gametophyte gametophyte
development ;G development ;G
0:0040029//re 0:0040029//re
gulation of gulation of
gene gene
expression, expression,
epigenetic epigenetic
7195451 40) 20| 17.94] 49097 |- - - - -
7204921 209. 5 106) 80. 02 bd1601 |- - - - -
7204950 209. 5 106) 80. 02 bd1249 |- - - - -
60:0008135/
K03238 1/8e— /translatio
45/177 | 0lu: 0STLU 88 n factor
1010006412, 1010006412/
7200753 44 22.26 66. 02 38.3| -0.785558746|  0.029879|PHATRDRAFT 27282  [846|translation - activity, |00:0006412//t 60:0006412//%
P . ranslation ranslation
initiation factor 2 nucleic
subunit 2 acid
binding
60:0003676/
/nucleic
K02327/1/0.0/1032|s acid
bi:SORBI 04g004200 binding;G0: |G0:0006259//D 60:0006259//D
7202225 55| 28 14. 16 8.24| -0.781105023|  0.0179123|PHATRDRAFT 54677  [DNA polymerase - 0036094//sm |NA metabolic NA metabolic
delta subunit 1 all process process
[EC:2.7.7.7] molecule
binding;G0:
0034061
7203657 55| 28] 34.56] _ 20.13] —0.779756045 _0.0179123|PHATRDRAFT 38849 |- - - - -
K15332/1/9e— - -, [60:0010467//5 60:0010467//¢
43/ 173 smo: SELMODRA (;U?gofifgr/ ene ene
7196498 49) 25 20.33|  11.86| -0.777506205  0.0261688|PHATRDRAFT 42844  [FT 440228 tRNA - oo ™ expression; 60 expression;G0
(uracil-5-)- i |-0009151//RNA :0009451//RNA
methyltransferase ATV modification modification
7201018 2070. 97 1057. 88 1650 22| 964.66] 0. 77456592 2. 2448 PHATRDRAFT 45944 |- - - - -
60:0036094/
e
7197814 129) 66 75.47|  44.16| -0.773163102| 0.000293928|PHATRDRAFT 44253 |- - /small - -
molecule
binding
K06639 1] 4e— 60:0004721/
N (¢H //) 50 //)
75/279| smo: SELMODRA /phosphopro COLO?OGMO“D COLO?OGMO“D
7194718 45| 23 45.52|  26.64 -0.772906475  0.0337924|cdc14 FT 91859 cell - tein rotein rotein
division cycle 14 phosphatase |d¢PRosphoryla dephosphoryla
[EC:3.1.3. 48] activity |7 tion
60:0016876/
/ligase
activity,
forming
G0 // G0 //
7200872 44,03 22.56 17.21)  10.08| -0.771751459|  0.029879|PHATRDRAFT 45715 |- 0:0044424  |aminoacyl- |°0:0006412//t (0:0006412//%
LRNA and ranslation ranslation
related
compounds ;G
0:0032550
7196027 43 22 4334 25.39] ~0.771438758 0. 03844| PHATRDRAFT 42672 |- - - - -
60:0016866/
3 - /intramolec
igﬁgz ! 1?CMQ041C 'if“““’“’l“ 60:0006399//t 60:0006399//t
e o forase |RNA metabolic RNA metabolic
7201776 41 21 28.39|  16.64 -0.770727416  0.0437602|PHATRDRAFT 46408 . - FANSIErASe | rocess; G0: 00 process;G0:00
pseudouridine38-40 activity;G0 > >
e 003676, /0 |09451//RNA 09451//RNA
E;gj 99, 12] eloto onit |modification modification
binding




K05349 1/ 7e—
41/167 | reu:RCOM_ 190 €0:0016798/
3090 beta—
. /hydrolase
glucosidase activit
7198460 76] 39| 23.53 13.8| -0.769833054|  0.0058457| PHATRDRAFT 49793 | [EC:3.2.1.21];K1592 |- aoting Zn 60:0044238 60:0044238
0[4[1e-
33/143| 0sa: 4337166 ggz;’syl
beta-D-xylosidase 4
[EC:3.2.1.37]
7202889) 111 57 38. 34 22.5] 0. 768925336] 0. 000849886|PHATRDRAFT 47705 |- - - - -
7197788 113 58 61.06]  35.84] —0.768656952 0.000754934[PHATRDRAFT 44536 |- - - - -
7196574 105] 541 46. 71 27.46] -0.76639982] 0.001213628|PHATRDRAFT 43209 |- - - - -
60:0070011/
/peptidase
activity,
acting on
K11835]1/8e- z;"ﬂ”““ 60:0019941//m 60:0019941//m
841310 pop:POPTR_79 . . |odification— odification—
8230 ubiquitin peptides; GO dependent dependent
7202708 68 35 16.61 9.77| -0.765621606| 0. 00954246( PHATRDRAFT 47704 uitin - :0016790//t | 4PN epend
carboxyl-terminal . protein protein
PR hiolester . .
hydrolase 4/11/15 catabolic catabolic
[EC:3.1.2.15] hydrolase process process
B activity;G0
:0046914//t
ransition
metal ion
binding
60:0046914/
/transition
metal ion
binding;GO: | . \ (Y. e
0070011 /pe (;ULS?II‘QBSS//[) (;ULS?II‘QBSS//[)
7201053 832 430 295.73  174.7| -0.759400995 1. 06E-19|PHATRDRAFT 45988 |- - ptidase ° ) ° )
- metabolic metabolic
activity,
. process process
acting on
L-amino
acid
peptides
7205020 209. 7 108. 38| 98.4] _ 58.14] 0.759127244]  5.54E-06|PHATRDRAFT bd1646 |- - - - -
60:0004175/ [G0:0019538//p 60:0019538//p
7198172 109 56 348.13|  206.04| -0.756701698| 0.000956914|PHATRDRAFT 7679 |- - /endopeptid |rotein rotein
ase metabolic metabolic
activity process process
60:0036094/
/small
molecule
K08679 /1| le— binding;G0:
581225 vvi: 10024717 0016854//ra
7200136 139) 72 76.51|  45.32] -0.755500462| 0.000228864|PHATRDRAFT 26862  |5|UDP-glucuronate |- cemase and |G0:0044238 60:0044238
4-epimerase epimerase
[EC:5. 1. 3. 6] activity;G0
10048037/ /c
ofactor
binding
7204756] 52 21 20.71]  17.64] —0.752098044] 0. 0258872|PHATR 46929 - - - - -
60:0043169/
/cation
binding;G0:
0016491//0x
idoreductas
Koodlil]le- 60:004323L/7inje - |60.0044710;60 60:0044710;60
631239 0ta:0t13g031 |tracellular activity;GO £0006091//gen £0006091//gen
60| ubiquinol- membrane— :0051536//1 |0 ° sen o sen
205 . P 0 7 Q9 7 > p . ST 19999 eration of eration of
7200395 56| 29| 97.32|  57.83| -0.750918218  0.0201166|PHATRDRAFT 12233  |cytochrome c bounded ron-sul fur
. precursor precursor
reductase iron— organelle;G0:0|cluster stabolites stabolites
sulfur subunit 044425/ /menbrabinding;60: |70 70 148 A
[EC:1.10.2.2] ne part 0015078/ /hy |1 1CTEY and enerey
drogen ion
transmembra
ne
transporter
activity
7204108] 75 39| 56.45| _ 33.50] —0.748941785] 0.00738492|PHATR 44195 - - - - -
60:0016788/
X - /hydrolase
K10848|1]de- activity, |G0:0044260;60 60:0044260; GO
126]451 smo: SELMODR v ; n ; ”
AFT. 90546 | XA acting on  |:0050896//res :0050896//res
7198823 46] 24 13.3 7.93| -0.746033475|  0.0379528|XPF rcicion ronair - ester ponse to ponse to
e ERCO bonds ;60:00 |stimulus;G0:0 stimulus;G0:0
brotetn 03676/ /nucl |090304 090304
[BC:3.1.~.~] X .
eic acid
binding
60:0043168/
/anion
binding;G0:
7198268 48 25 51.28]  30.59| -0.745336155  0.0333876|PHATRDRAFT 40382 |- - 0046914//tr |- -
ansition
metal ion
binding
K00549 1| Te—
156]351  ppp: PHYPADR 60:0046914/ [60:0000097//s 60:0000097//s
AFT 2053525 o ; ;
thyl totrahydropt /transition [ulfur amino ulfur amino
7201888 272 142) 96. 36 -0.744872438| 3. 41E-07|PHATRDRAFT 28056 M.~ S Mranvaropte . metal ion [acid acid
royltriglutamate— S X . X .
. binding;G0: [biosynthetic biosynthetic
homocysteine
0008172 process process
methyltransferase
[EC:2.1.1.14]
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu |GO:0006351//t 60:0006351//t
7194905 46] 24 30.76|  18.36| -0.744489445|  0.0379528|PHATRDRAFT 48667 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7202665 84 44 43.03] __ 25.77] ~0.739650303] 0. 00506042|PHATRDRAFT 37873 |- - - - -
G0:0008135/
K03237|1/6e~ /translatio
841308 vvi: 10025006 n factor
a0 BED G0 412/ /' G0 412/ /-
7199497 42 22 39.28]  23.55| -0.73806787|  0.049147|PHATRDRAFT 34538 |1|translation 60:0048234//pr| |5y, [60:0006412// (0:0006112//%
PP otein complex . ranslation ranslation
initiation factor 2 nucleic
subunit 1 acid
binding




k08243 1] 4e-
11/67.0|gmx:547911
6" —deoxychalcone
synthase
[EC:2.3. 1. 170] ;K145
21]32e- . .
09/61. 6| ven: VOLCADR (0: 0008106/
AFT 98273 |N- /alcohol
7199902 42 22) 41.31)  24.78| -0.737314873|  0.049147|PHATRDRAFT 11273 - ) - dehydrogena [60:0044710 60:0044710
acetyltransferase e (NADP4)
10 [EC:2.3.1.- .
1:K00085 |4/ 5e- activity
07/53. 5/ath:AT26212
60 aldose—6-
phosphate reductase
(NADPH2)
[EC: 1. 1. 1. 2001
K142091]2e-
491195 gnx: 10079154 |G0:0031224//in
7198434 78 a1 4579 27.53| ~0.734027955 0. 00728174 PHATRORAFT 40517 |B/SOlute carrier - ftrinsic - -
family 36 (proton— [component of
coupled amino acid |membrane
transporter)
7203947 146] 71] 83.47]  50.35] —0.729265993] 0.000247778[PHATR 43808 - - - - -
60:0003824/
7204925/ 121. 96| 64. 39) 51.7 31,2 -0.728618251| 0.000911468PHATRDRAFT bd1603 |- - /eatalytic |- -
activity
7198595| 1201 634] 740. 03] 446.83] -0.727857706] 6. 06E-26[PHATRDRAFT 49880 |- - - - -
K05643 | 1]6e-
45/ 180 ppp: PHYPADRA
FT 221752 | ATP- 60:0017111/
binding cassette, /nucleoside [G0:0009154//p G0:0009154//p
subfamily A (ABCL), - urine urine
7194858 68 36) 42.26|  25.59| -0.72371262| 0.01342862|PHATRDRAFT 15212  |member 60:0044464 triphosphat |ribonucleotid ribonucleotid
3;K05641 5 2¢- ase e catabolic e catabolic
421171 ota:0118g014 activity;GO |process process
60/ ATP-binding 10032550
cassette, subfamily
A (ABC1). member 1
7198928 129) 65| 98.87]  60.28] 0.713853415] 0.001007656[PHATRDRAFT 50127 |- - - - -
60:0000166/
/nucleotide
binding;G0:
K00058 | 1/6e- 0016616//0x
871319/0lu:0STLU_39 idoreductas
7200642 58 31 s7.86|  23.13| 0.700662218| 0. 0240774 praTRORAFT 45502 |°00/073 - e activity, 46, 0044710 60:0044710
phosphoglycerate acting on
dehydrogenase the CH-OH
[EC:1.1.1.95] group of
donors, NAD
or NADP as
acceptor
60:0009057//m 60:0009057//m
7196571 45 24 82.21|  50.32| -0.708181971|  0.0481676|PHATRDRAFT 9223 |- - Go:0016755 |Acronelecule acromolecule
catabolic catabolic
process process
7201887 45 24| 83.82]  51.31] -0.708054496] 0. 0481676[PHATRDRAFT 36635 |- - - - -
7195118 86 46 74. 64] 45.1 707754821] 0. 00622188[PHATRDRAFT 48813 |- - - - -
7202651 Q 30) 47.69]  29.24[ -0.705743471] 0. 0283136[PHATRDRAFT 37848 |- - - - -
7200283 80 43 39.79]  24.45] -0.702571434] 0.008 PHATRDRAFT 45062 |- - - - -
ggsgéz ;D;TI)HYI)ADRA 60:0032550: |60:0006464//c 60:0006464//c
FT 178081 Inale gorn 60:0004672/ |ellular ellular
7195407 65 35, 31.92|  19.65] -0.699931339)  0.0190432[hCDK4 " - /protein  |protein protein
cell-associated A S . . .
Kinase ku@s? modification modification
HZ(,Z 711 22‘ activity process process
7199845) 61 33 31. 53] 19.5] -0.693251046] 0. 0243992 PHATRDRAFT 44950 [~ - - - -
K03355 1] 4e- . B
105380 | smo: SELMODR 9?"90001"2//““ 60:0007088//r 60:0007088//
7203613, 48 26 21. 63 13.4| -0.690800665 0. 0469922|APC8 AFT 268860 anaphase ‘b‘_“rv ) egulation of egulation of
“promoting complex ||7191tN mitosis mitosis
cubunit 8 igase complex
60:0046914/
7203764 81 44 24.05|  14.93| -0.687822729] 0. 00985528|PHATRDRAFT 48479 [ 60:0044464 ;éii‘l‘bi::’“ - -
binding
121691 Te-
12/73. 2] smo: SELMODR
AFT 149782 Kipl
7199685| 57, 31 26.72|  16.61| -0.685867935  0.0313116{PHATRDRAFT 45020  [ubiquitination— - - - -
promoting complex
protein 1
[EC:6.3. 2. 19]
60:0046914/
/transition
metal ion
binding;G0:
0016705//0x
idoreductas
e activity,
acting on
paired
7197966 57] 31 36.87|  22.94| -0.684582025  0.0313116|PHATRDRAFT 44303 |- - :‘;‘Z;”’ 60:0044710 60:0044710
incorporati
on or
reduction
of
molecular
oxygen;60:0
019842/ /vit
anin
binding
7199674 57 31 58.27]  36.29] -0.683181254]  0.0313116|PUATRDRAFT 34584 |- - - - -
7204683 77, 42 27.62]  17.22] -0.681628177] 0.01255348[PHATR 46827 - - - - -
K01739]1/5e-
20/98. 2| zma: 541650 60:0043168/
7198605| 64 35, 25.13|  15.71| -0.677727491|  0.0237648|PHATRDRAFT 49903 [cystathionine - /anion - -
binding
7200567, 534 292 301.08] 188.28] -0.677267118] 4. 40E-11[PHATRDRAFT 45464 |- - - - -
60:0036094/
7201815 86 47 105. 72 66.2| -0.675315208| 0. 00851766(PIATRDRAFT 36435 |- - /small - -
molecule
binding
7201182) 102) 56 39.45]  24.76] -0.672013986] 0. 00445616|PIATRDRAFT 46213 |- - - - -
7201497 62' 34] 66.73]  41.91] -0.671040982]  0.026892[PHATRDRAFT 46304 |- - - - -




60:0016772/
g‘;:‘zfii?s 60:0006796//p 60:0006796//p
trans[crri;'n hcsphz?t%‘* hcsphz?t%‘*
7205037 51 28 47.39|  29.78 -0.670238907|  0.0456772|PHATRDRAFT bd1463 |- - g containing containing
phosphorus— ccmpounq ccmpounq
S metabolic metabolic
contalning
groups;GO:U process process
032550
K12818/ 1] 4e—
07/53.9/0ta:0104g02
270 | ATP-dependent
RNA helicase
DHX8/PRP22 60:0003676/
[EC:3. 6. 4. 13] ;K1479 /nucleic
2[3[2e~ acid
7194796 91 50) 83.73|  52.67| -0.668763166 0.00735816|PHATRDRAFT 39066  [06/51.2]gmx: 1007977 |- binding;G0: |- -
45/ TRNA biogenesis 0003824//ca
protein talytic
RRP5;K02945 |4 | 4e~ activity
06/50. 4| ppp: PHYPADR
AFT 122522 small
subunit ribosomal
protein S1
K00924 1/6e—
15/81. 3| 0sa:4341290
[EC:2.7.1.~
1;K08286 /2| 4e-
14/78.6|ath:AT46284
90 protein—
serine/threonine
kinase [EC:2.7.11.-
1:K13415/3| 3e~
1272. 4| pop: POPTR 6
7198447 247 136) 107.75 6783 -0.667602471| 9. 985-06|PHATRORAFT dg7g9 | 20816 /protein. - - - -
brassinosteroid
insensitive 1
[BC:2.7.10. 1
2.7.11. 1]:K13420( 4
3e—
11/68.9|ath:AT56463
30/ LRR receptor—
like
serine/threonine—
protein kinase FLS2
[BC:2.7.11.1]
7203333 370 205] 114.74] _ 72.65] -0.65933372] 8. 93E-08|CVCPL - - - - -
7201764 541 30) 26.07] _ 16.56] -0.65468791] 0. 044266|PHATRDRAFT 46385 |- - - - -
60:0043231//in . A ] A
K03403/110.0/1733|p |tracel lular 60:0006779//p 60:0006779//p
pp: PHYPADRAFT 22617 |membrane— orphyrin= orphyrin-
7204596 68 38 1461 9.33| -0.647007192| 0. 025286|CHLH 5| nagnesium bounded 60:0051003 |COMtAIMINE containing
. N compound compound
chelatase subunit H [organelle;G0:0 biosyntheti biosyntheti
[EC:6.6. 1.1 044444/ /cytopl synthetic rosynthetic
. process process
asmic part
60:0004888/ | . N ] N
60:0031224//in|/transmenbr (L‘(floggz;i?f/“ (L‘(floggz;i?f/“
7195604 66| 37 25. 75| 16.5) -0.642106408| 0. 0285702 PHATRDRAFT 49346 |- trinsic ane receptor receptor
component of |signaling . . . .
signaling signaling
membrane r (:c(.:pvjor pathway pathway
activity
7199534 57] 32 45. 72| 20.37] —0.638482138]  0.0427926|PHATRDRAFT 45027 |- - - - -
K13862/1/8e—
20/97. 4/ote : 30:0015301/
T A et B i
7205098 5592. 3 3145. 67 2399.25| 1542.86| -0.636976336] 6. 69E-O1|PHATRORAFT bd1677 |family 4 (sodium | 1PSIC n 60:0006811//1 60:0006811//1
borate component of antiporter on transport on transport
transporter), menbrane activity
member 11
7197029 194 109] 245.89]  158.3] —0.635351808| 0.000169082| PHATRDRAFT 33028 |- - - - -
60:0046488//p 60:0046488//p
hosphatidylin hosphatidylin
7204358 223 12| 73.81|  47.66| -0.631037339] 6. 64E-05|PHATR 43917 - - - ositol ositol
metabolic metabolic
brocess brocess
60:0004888/ [G0:0007166//c 60:0007166//c
/transmembr |ell surface ell surface
szl [ e
7203886 90| 51 22.7) 14.7| -0.626876142| 0.01212968|PHATR 44133 - trinsic ¢ |receptor Ipathvay;G0:00 pathway;G0:00
;::ﬁ::?t ' activity;60 [09117//nucleo 09117//nucleo
:0003824//c |tide tide
atalytic metabolic metabolic
activity___|process brocess
K10357|1/9e— ]
141]499] aly: ARALYDR (;:u??ijﬂ;:
L B P
7199569) 210 119) 70. 4 45.6| -0.626541604| 0.000119368|myoAd 1301462 ota: 0106503 | 11" triphosphat |- -
550 DNA cytoskeleton ase. .
topoisomerase T1T “85;‘2;%(0
[EC:5.99.1.2] e
60:0004175/ [G0:0019538//p 60:0019538//p
7203298 60| 34 48.35]  31.35| -0.625050447|  0.041283|PHATRDRAFT 48151 |- - /endopeptid |rotein rotein
ase metabolic metabolic
activity__|process brocess
K08269 1| Te— 60:0004672/ [G0:0006464//c 60:0006464//c
611234/ smo: SELMODRA /protein  |ellular ellular
7201830 113 64 133. 17| 86.41| -0.623998928| 0.00483578|hCDK6 FT 268528 |uncsl- |- kinase protein protein
like kinase activity;G0 |modification modification
[EC:2.7.11.1] 10032550 |process brocess
60:0046914/
7199053 81 46 28.13|  18.26| -0.623422787| 0.01792644|PHATRDRAFT 50304 |- - /transition | -
metal ion
binding
7204858 73.01 41.46 61.8  40.17] -0.621488377]  0.021663[PHATRDRAFT bd1180 |- - - - -
7198324 781 444 418.04] 271,77 -0.621254783] 1. 506-13[PHATRDRAFT 55087 |- - - - -
60:0016903/
K00161 /1|7 ((;xldoreduc
53/207 | pop:POPTR 75 activity,
7201049 65| 37 20.22|  13.15| -0.620720198|  0.035194|PDH1 5473 | pyruvate acting on |- -
dehydrogenase El e
component subunit
alpha [EC:1.2.4.1] aldehyde or
0X0 group
of donors




60:0004457/
/lactate
dehydrogena
se
activity;G0
k001021 1] 56— :0000166//n
931340/ aly: ARALYDRA ucleotide
FT_487468|D-lactate binding;60:
7195789 58 33 25.94 1687 ~0.620718506 0. 0AGT018|PHATRORAFT 55010 | ol - 0016616//0x |GO:0044710 60:0044710
(cytochrome) 1dorc(v1u?tas
[EC:1.1.2.4] e activity,
e acting on
the CH-OH
group of
donors, NAD
or NADP as
acceptor
60:0046872/
g"l‘z(‘ji 123 60:0006560//p 60:0006560//p
K00318| 1/ 3¢~ 0016642)/0' roline roline
911334 |ven: VOLCADRA idorcductaz metabolic metabolic
7204685 160) 91 93.16 60.6| -0.620392846| 0. 00086883[PHATR 13232 FT 64330 proline |- oS |process;60:00 process;G0:00
dehydrogenase acting cn)‘ 06536/ /glutam 06536/ /glutam
[EC:1.5.99.8] the CHini  |2te metabolic ate metabolic
. process process
group of
donors
K14772/ 1] Te—
69/265 | aly: ARALYDRA
7197172 142 81 14. 06) 0.16| -0.618177091| 0. 00183094|PIATRORAFT 43264  |1T-333720/U3 small - - -
nucleolar RNA-
associated protein
20
7204810 142 81 42. 5] 27.7]_—0.617576865] 0. 00183094| PHATRDRAFT bd1730 |- - - - -
K14550 | 1|3~
35/150 | ath:AT360653
. .. ap ; p R, , e 0/U3 small
7201070 63 36| 8. 03 5.24| -0.615833176|  0.039758|PHATRDRAFT 46012 - - -
nucleolar RNA-
associated protein
10
71] 44 23. 71| 15.48] —0.615090191] _0.0227528|PHATRDRAFT 49927 |- - - - -
63 36) 25.46] _ 16.63] —0.614444251] _0.039758|PHATRDRAFT 38174 |- - - - -
7195443 597 341 810.64]  530.7] -0.611164816] _ 1.61E-10|PHATRDRAFT 49088 |- - - - -
B 60:0006779//p 60:0006779//p
Tgé?ggbhi; [E194C G0:0016831/ |orphyrin— orphyrin—
7197643 75 43 20.42|  13.38) -0.60990475  0.0256392|HenE 2 uroporphyrinogen |00 0009936//pl|/carboxy=containing containing
decarboxylase astid lyase compound compound
[E(LL(“-/L 1X‘1 373 activity biosynthetic biosynthetic
R process process
60:0046872/
K05389 1| 2e~ . N9 100 . |/metal ion |, ... . . N0 .
231108 | pop: POPTR. 75 (:Siggizw/m binding:0: 22.0034210//1 22.0034210//1
7196767 61 35 37.43|  24.56| -0.607884488  0.044926|PHATRDRAFT 43171  [5721|potassium 0005261/ /ca
channel subfamily component of tion transmembrane transmembrane
K, other cukaryotc membrane channel transport transport
activity
60:0003677/
/DNA
binding;G0:
0001071//nu |G0:0006351//t 60:0006351//t
7200016 400 230 198.01|  130.18| -0.605065473| 2. 49E-07|PHATRDRAFT 45314 |- - cleic acid |ranscription, ranscription,
binding DNA-templated DNA-templated
transcripti
on factor
activity
7197266| 106] 61 51.06]  33.59] —0.604161742] _0.0083166|PHATRDRAFT 43747 |- - - - -
?22;233} 1CTI’H\’]’=\DR (0:0046872/
7202801, 95| 55 131.71] 87.4] -0.591659701| 0.01372328|PHATRDRAFT 21744 [ = ‘1 o PPPEHEAEA /metal ion |- -
AFT 180168 calmodul e
in binding
60:0003676/
/nucleic
acid
7201367 86| 50) 34.08]  22.65| -0.589414285  0.0202506|PHATRDRAFT 46151 |- 0:0044464  |PindingiGO: ] -
0046914//tr
ansition
metal ion
binding
60:0016811/
/hydrolase
K14662| 1/6e- et
12170 9] vvi: 1002459 actine on
27| protein N- carbon™
7197902 98] 57 54.64|  36.35| -0.588002119| 0.01319456|PHATRDRAFT 44704 : e nitrogen |- -
terminal asparagine (but not
amidohydrolase peptide)
[EC:3.5.1.-] bonds, in
Tinear
ami des
7203102 204 119) 53. 14| 35.42] -0.585234016] 0.00036318|PHATRDRAFT 47888 |- - - - -
60:0008152//m 60:0008152//m
7204521 695 405 458.96|  305.95| -0.585072524|  3.81E-11|PHATR 46747 - - 60:0016741 [etabolic etabolic
brocess brocess
7198064 487 284 238.32]  158.91] -0.584690114] _3.33E-08|PHATRDRAFT 54251 |- - - - -
7196095 72) 49) 17.62]  11.75] -0.584553167] 0.0352324| PHATRDRAFT 42555 |- - - - -
K00953 1/ 2e~ 60:0009108//c 60:0009108//c
7201316 144 84 10615 70.85| -0.583264613| 0.00277548|PHATRDRAFT 12894 |20 191/bdi:100841621 - penavme penayme
0|FAD synthetase biosynthetic biosynthetic
[EC:2.7.7.2] brocess brocess
7196517 97] 57 42.64] __ 28.65] -0.573672299 0. 01594928|PHATRDRAFT 42871 |- - - - -
K03539 1/ 4e~
07/54. 7|bdi : 1008307
72| ribonuclease
P/MRP protein
subunit RPPL
7204278 240 141 143.04|  96.12| -0.573510088| 0.000139907|PHATR 43850 [EC:3. 1. 26. 5] :K1212 |- - - -
712|9e-
07/53. 5| pop:POPTR 7
84463 | pseudo-
response regulator
1
60:0015698//1 60:0015698//1
7199669) 68| 40 44911 30.22| -0.571533062|  0.0447138|PHATRDRAFT 1631 |- - - noreanic noreanic
anion anion
transport transport
7198661 112 66 6169  41.57] -0.569493898] 0.01000542[PHATRDRAFT 49833 |- - - - -




K00654 1/ 2¢~ ?0'9043“’8/
145513 smo: SELMODR b?::ﬁ: Go: |60:0008152//n 60:0008152//m
7204344 565 333 342,23 230.7| -0.568948228)  6.23E-09|PHATR 10378 AFT 108076 serine |- 000382_?1)/&'1 etabolic etabolic
palmitoyltransferas . process process
e [BC:2.3.1.50] talytic
activity
k09272 1/5e—
11/67.0|aly:ARALYDR
AFT_905150 | structur
e-specific
7201035 370) 218 202.11|  196.95 -0.568682331| 2. 576-06|PHATRORAFT 45968 |“Ccognition protelin ) - - -
1;K108022 ] 1e-
10/65. 9| ven: VOLCADR
AFT_72419|high
mobility group
protein Bl
7202636 69. | 40. 87 30.42]  20.57] —0.564478359] 0.0367218|PHATRDRAFT 47574 |- - - - -
60:0016772/
/transferas [G0:0006796//p G0:0006796//p
e activity, [hosphate— hosphate—
7201478 71 42 18.81] 12,72 -0.564401178|  0.0427778|PHATRDRAFT 54547 |- - transferrin fcontaining containing
g compound compound
phosphorus— [metabolic metabolic
containing |process process
£roups
7199277 71 49) 78.09]  52.91] —0.561597395] 0. 0427778|PHATRDRAFT 50486 |- - - - -
K00826/ 1/ Te— 60:0004084/
511202 ven:VOLCADRA /branched-
7197801 118 70 s3.5  36.34| 0.560136162 0.00920002|PraTRORAFT 50806 |F-102054[branched= | chain= -
chain amino acid amino—acid
aminotransferase transaminas
[EC:2.6. 1. 42] e activity
60:0046914/
/transition |G0:0009058//b 60:0009058//b
7201867 118 70| 114.23|  77.58| -0.558184912| 0. 00920092|PHATRDRAFT 46593 |- - metal ion [iosynthetic iosynthetic
binding;G0: [process process
0051540
7195607 111 66 23.68] _ 16.09] —0.557504755] _0.0120174|PHATRDRAFT 49135 |- - - - -
K06632 1|2~ 60:0004672/ [G0:0006464//c 60:0006464//c
30133/ ppp: PHYPADRA /protein ellular ellular
7199700 385 229 100.5  68.31| -0.557026804|  2.68E-06|WYTL FT 193308 lweel-like |- kinase protein protein
protein kinase activity;GO |modification modification
[EC:2.7.11. 1] :0032550 process process
60:0016407/
/acetyltran
sferase 60:0051726//1 60:0051726//1
7203882 147 87 322.08|  218.98| -0.556619967| 0.00343424|CYCP6 - - activity;G0 |egulation of egulation of
:0019900//k |cell cycle cell cycle
inase
binding
60:0042578/
/phosphoric
7197515 74 44 44.41 30.2| -0.556336022|  0.040897|PHATRDRAFT 43665 |- - ester 60:0044238 60:0044238
hydrolase
activity
K06685 1/ 66—
32/ 135 0sa: 4333310
7203211 128 76| 158.71  107.97| -0.555762524| 0.00676476[Mob1 maintenance of - - - -
ploidy protein MOBL
(MPS1 binder 1)
K06674| 1/9e—
16/84. 7| pop: POPTR 8
26684 | structural
maintenance of
chromosome
2:K06669 5|2~ 60:0000793//co 60:0000725/ /v 60:0000725/ /v
7204040 89) 53 23.28|  15.84| -0.555518723| 0. 0252446(SMC5 13/76. 6] ath:AT26271 |ndensed - ecombinationa ecombinationa
70| structural chromosome 1 repair 1 repair
maintenance of
chromosome 3
(chondroitin
sulfate
proteoglvean 6)
60:0016798/
/hydrolase
7202246 188 112 51.61|  35.13| -0.554947054| 0.001106224|PHATRDRAFT 54681 |- - :Zﬁ:‘:(’m 60:0044238 60:0044238
glycosyl
bonds
7195408] 414 247 122.06] __ 83.29] —0.552588302) 1. 34E-06| PHATRDRAFT 49026 |- - - - -
7202147 552) 330 120.78 82.5] —0.549915554] 2. TSE*OQPHATRDRAFT 54686 |- - - - -
K10357 1/ 2~ ]
101]369] aly: ARALYDR (;SUSTEZSK
AFT 887631 myosin |
V-K03165 12| 30 60:0015629//ac |~
7204087 102 61 36.88|  25.21| -0.548842538| 0.01759936|myoCl ; _|tin triphosphat |- -
99/361 | ota:0t06g035
50 DNA cytoskeleton ase
topoisonerase T1T “;S;‘Z;éém
[EC:5.99.1.2] e
7195314 120 72 47.53 32.6] —0.543966437] 0. 01054446|PHATRDRAFT 49072 |- - - - -
7195271 2070) 1241 1760. 9] _1208. 28| 1. 03E-26|PHATRDRAFT 49007 |- - - - -
7202917 75 45 63.67]  43.73 0. 0438998| PHATRDRAFT 47748 |- - - - -
7198624 978 588 427. 74 294] 0.5 2. 85E-13| PHATRDRAFT 49926 |~ - - - -
7196990 143 86 145.67] 100 32| -0.538094539] 0. 00545682| PHATRDRAFT 43687 |- - - - -
7196682 484 292 13193 90.96] -0.536468502] 3. 58E-07|PHATRDRAFT 42501 |- - - - -
K00390 1/ 7e~
62235/ ppp: PHYPADRA
FT 123215 | phosphoad
enosine 60:0008152//m 60:0008152//m
phosphosul fate ’ °
reductase 0:0003824/ e"“?"l_“fmloo e"“?"l_“fmloo
7204140 83| 50) 73.45|  50.65| -0.536200222  0.0356186|PHATR 25956 [EC: 1. 8. 4. 8] ;K05907 |- Jeatalytic ?g‘;;jjwm] ?g‘;;jjwm]
4]3e~ activity . .
45| adenylyl-sulfate
reductase
(glutathione)
[EC:1.8.4.9]
G0:0046914/
7200347 169) 102 94. 6] 65.3| -0.534757192| 0. 00272644|PIATRDRAFT 45173 |- - /transition -
metal ion
binding




KO8869 | 1|3e—
116/417 | cme: CMP122C
aarF domain—
containing G0:0016740/
7204870] 177] 107 85. 59 59.16] -0.532820195| 0. 00224538|PHATRDRAFT bd474 kinase;K13457[4/4e- |- /transferas |- -
781290/ vvi:10025276 e activity
4|disease
resistance protein
RPM1L
7197763 1249| 755 642. 82 444. 33| —0. 532783265, 3. T9E-16[PHATRDRAFT 44488 - - - - -
K14510/1|3e~
341143 | ppp: PHYPADRA
FT 30352/ serine/thr
eonine—protein
kinase CTRIL G0:0004672/ |G0:0006464//c G0:0006464//c
L 11.1];K0442 /protein ellular ellular
7200441 96 58 134.18 92.93] -0. 529953336 0. 0246812| PHATRDRAFT 12198 - kinase protein protein
33/138|aly:ARALYDRA activity;GO [modification modification
FT_909157 | sterile 10032550 process process
alpha motif and
leucine zipper
containing kinase
AZK [BC:2.7.11.25]
K14079 /1| 7e~
12/72. 0|mtr:MTR_005
7195625| 150] 91 31.53 21.85| -0.52909189| 0. 00532504(PHATRDRAFT 49177 50002|poly (A) RNA [~ - - -
polymerase GLD2
[EC:2.7.7.19]
G0:0019941//m G0:0019941//m
e 2 i N
64/244/ath: NT262127 |0 00 o o
7198049 107 65 75.12| 5221 -0.524870904)  0.0192022{hUrd1 0fubiquitin fusion |’ 7SOV proteiit protetn
degradation protein toplasmic part catabulu: catabulu:
1 process;G0:00 process;G0:00
09451/ /RNA 09451/ /RNA
modification modification
K06627 | 1| 1e—
10/65. 9|ath:AT5G430
. . e e . . o . N 80 cyclin
7198520] 528 321 353.31 245. 72 -0.523919295) 1. 81E-07|dsCYCT A:K14505 4] 2
09162 4]vvi: 1002640
93 cvelin D3. plant
G0:0070011/
/peptidase
activity,
7196500 942] 5744 408. 03 284. 24 0. 521565635 4. 10E-12|PHATRDRAFT 42846 - - acting on - -
L-amino
acid
peptides
7201361 412] 251 291.89 203. 45| —0. 520750505 4. 5TE-06|PHATRDRAFT 46143 - - - - -
7202075 615] 375 401. 49 280. 04 —0.519731143] 2. 26E-08| PHATRDRAFT 13587 - - - - -
7204338 113] 69| 43. 12| 30. 1] —0.518593691] 0.01748788|PHATR 43879 - - - - -
7203284] 282 172 294. 99 206. 04 —0.517741604] 0.000157939|TRD1 - - - - -
G0:0034062/
/RNA
polymerase
activity;GO
KO3 . 0/12 . [:0046914/
lucost iz . (000831 /ink 2080
directed RNA tracellular netal ion G0:0010467//g G0:0010467//g
7202167] 88 544 19. 83| 13.9[ -0.512599795 0. 0386998[RPC157 membrane— R N ene ene
polymerase 111 bounded binding;G0: expression
subunit RPC1 0003676//nu
[EC:2.7.7.6) organalle cleic acid
binding;GO:
0001882//nu
cleoside
binding
G0:0006007//g G0:0006007//g
lucose lucose
catabolic catabolic
process;G0:00 process;G0:00
06996/ /organe 06996/ /organe
G0:0031224//in lle lle
trinsic organization; organization;
component of G0:0010038//r G0:0010038//r
membrane ; GO: 00 esponse to esponse to
7199278 105 64 357.96 251. 49 0. 509297348 0. 021452|PHATRDRAFT 31254 - 43231//intrace |- metal metal
1lular ion;G0:000972 ion;G0:000972
membrane— 5//response 5//response
bounded to to
organelle hormone ; GO: 00 hormone ; GO: 00
06972/ /hypero 06972/ /hypero
smotic smotic
response;G0:0 response;G0:0
042044//f1uid 042044//f1uid
transport transport
7198010 218 1344 103. 49 72. 73| —0.508868889| 0.001134558/PHATRDRAFT 44301 - - - - -
G0:0046914/
/transition
metal ion
binding;GO:
7197838 89 55 23.39 16.52| -0.501678175 0. 0411854PHATRDRAFT 44362 - - 0097159/ /or |- -
ganic
cyclic
compound
binding
7197217] 123] 76 109. 08| —0. 498199367, PHATRDRAFT 43542 - - - - -
7202060 84 52 52. 57| —0.496790533] PHATRDRAFT 47166 - - - - -
7198649 111 69| 32. 46| —0. 492899651 PHATRDRAFT 49957 - - - - -
7199578 373 232 134. 75| —0. 491608017, PHATRDRAFT 44873 - - - G0:0044238 G0:0044238
G0:0016861/
/intramolec
K01810/1/0. 01664 cm ulz.tr G0:0050896//r G0:0050896//r
e:CNO124C glucose™ 0044444/ /ey Z:;d()mduu TZ?;:TE:(()OO TZ?;:TE:(()OO
7199139 305 190 112. 86 80.36| —0.489984786( 0.000198787|GPT_3 P.‘rph()sphav.e toplasmic puri activity, 006007//gluco 006007//gluco
isomerase X . .
[EC:5.3. 1.9] lr.ﬂ.erc()n\'er se catabolic se catabolic
ting process process
aldoses and
ketoses




60:0046914/ [G0:0009057//m 60:0009057//m
/transition [acromolecule acromolecule
metal ion catabolic catabolic
binding;G0: [process;G0:00 process;G0:00
7199189 134. 32 83.81 100.04]  71.43| -0.485974936|  0.0125402|PHATRDRAFT 50367 |- - 2?19787//5"' j“%//p“”“ j“%//p“”“
conjugating [modification modification
protein by small by small
ligase protein protein
activity conjugation conjugation
7198662 1675) 1048]  1327.29] 950.33] —0.481983142] 5. 976~ 18| PHATRDRAFT 49834 |- - - - -
7204565 212) 133 116.61] __ 83.66] 047908161 0.00236498|PHATR 46841 - - - - -
K08332| 1| 6e-
7195667 129 81 431 30,93 -0.478681036|  0.0182378|pUATRORAFT do176 |09 616/ ven:VOLCADR | - - -
AFT_41528| vacuolar
protein 8
60:0046872/
/metal ion
binding;GO:
) ] 0016301/ /K1 64 6006790/ /s 60:0006790//s
K13811/1/2e~ nase . ..
107389 | ppp: PHYPADR activity;60 |V ulfur
AFT_151174]3 - 0016462/ /p [cOmPOUN conpound
. metabolic metabolic
7200552 159) 100) 475 34 14| -0.476464455)  0.00900572|PHATRDRAFT 19901  [PPOSPROadenosine ey 04400y [yrOPhOSPRAL | es160:00 process;G0:00
5 “phosphosulfate ase 06793/ /phosph 06793/ /phosph
synthase activity;GO [~ L
[EC:2.7.7.4 10032550360 |0 orus
2.7.1.25] . metabolic metabolic
process process
adenylyltra
nsferase
activity
60:0046914/
/transition
metal ion
binding;G0:
o1l 0016701//0x
ggoggéskaﬁ:;«ﬂcm idoreductas [60:0006020//i 60:0006020//i
7200414 502 316 2125 152.92| -0.474685736 3. 42E-06|PHATRDRAFT 45657  [20] inositol 0:0044424  |° Activity, nositol nositol
acting on metabolic metabolic
oxygenase ; B B
[EC: 1. 13.99. 1] single : process process
donors with
incorporati
on of
molecular
oxvgen
7204707 809 510 513.64] 370.39] -0.471712409) PHATR 54658 - - - - -
7203434 747, 470) 1025.7]_ 739.7 PHATRDRAFT 48086 |~ - - - -
60:0004888/ | . N . N
60:0031221//in| /transmenbr |00:0007166//¢ 60:0007166//¢
) irinsic ane ell surface ell surface
7201995 141 89) 52.52|  37.89| -0.471049776 0.01494994|PHATRDRAFT 47068 |- e receptor receptor
component of |signaling . . . .
nembranc receptor signaling signaling
Lo pathway pathway
activity
7197403 114 72 55.22]  39.88] —0.469525478]  0.0291086|PHATRDRAFT 43361 |- - - - -
7203379 109 69| 20.04] 1449 ~0.467824914] 0. 0340658| PHATRDRAFT 48282 |- - - - -
7200388 275 174 124.67]__90. 18| ~0.467234929] 0.000714574|PHATRDRAFT 45610 |~ - - - -
K08286 1| 4e-
24/112| ath: AT462849
7197013 248 157, 7736 55.97| -0.466934047] 0.001337602|PHATRORAFT 43724 |°/PrOtein” - - - -
serine/threonine
kinase [EC:2.7.11.-
1
G0:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  |0001071//nu |G0:0006351//t 60:0006351//t
7201138 101 64] 69.21|  50.17| -0.464155567|  0.0420324|PHATRDRAFT 45926 |- membrane— cleic acid |ranscription, ranseription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
60:0015291/
/secondary ¢, 0015893//d 60:0015893//d
active
7203872 397 259) 150.09|  108.9| -0.462823904|  5.53E-05|PHATR 44112 - - transmembra | & . e .
e transport;G0: transport;G0:
0044763 0044763
transporter
activity
60:0043169/
1f$‘f§§$§§%$325§ (fi’_iggimw“‘ 003255060 |G0:0006812//c 60:0006812//c
7203272 104 66| 42.75|  31.02| -0.462725734]  0.0398994|PHATRDRAFT 676 ’ 0019829//ca |ation ation
+-exporting ATPase |component of |-
" 3.3 nembrane tion— . transport transport
transportin
g ATPase
activity
7198703 170.68| 10843 73.6] _ 53.45| —0.461515818] 0. 0086395|PHATRDRAFT 50000 |- - - - -
G0:0046914/
/transition |G0:0044763;60 60:0044763; G0
K15172( 1] Te- metal ion  |:0050794//reg 10050794/ /reg
0860. 8| ven: VOLCADR binding;G0: |ulation of ulation of
7199730 1315 838 317.77|  231.39| -0.457656413|  3.73E-13|PHATRDRAFT 44761 |AFT 106802 transcri |- 0097159/ /or |cellular cellular
ption elongation ganic process;G0:00 process;G0:00
factor SPT5 eyelic 06950/ /respon 06950/ /respon
compound se to stress se to stress
binding
G0:0019941//m G0:0019941//m
odification- odification
7195917 281 179) 158.33|  115.34| -0.457041712| 0.000791926PHATRDRAFT 49430 |- - - dependent dependent
protein protein
catabolic catabolic
brocess brocess
K12198/ 1| Te-
23/108| ppp: PHYPADRA
7203985 206 131 245,82 179.09| -0.456917516| 0. 00391878|PHATR 18620 FT 163299 |charged |- - - -
multivesicular body
protein 5
7200523 655] 418 135.22] 9859 —0.455795326] 3. 336 07| PHATRDRAFT 45399 |- - - - -
7197519 934 596 298.3] 21754 —0.455483278] 1. 076-00|PHATRDRAFT 43674 |- - - - -
7198378 117.5 75.31 3891 28.5|_—0.449179061] 0. 034144|PHATRDRAFT 49810 |~ - - - -
60:0043231//in
tracellular
7199251 284 182 151,35 110.92| -0.448369154| 0.000916338|PHATRDRAFT 50437 |- membrane- - - -
bounded
organelle




7195368] 328] 210 375. 7] 275.53] 0. 447371706] 0.000352058]PHATRDRAFT 48950 |- - - - -
K11568 1] 26—
09/64. 3| ven:VOLCADR
AFT 121384 ] DASH
complex subunit
DAD3;K10400 |2 | 3e~
08160. 5| cme: CHO070C 60:0000301//r 60:0000301//r
kinesin family
etrograde etrograde
member
7196145, 285 183 47.64] 3495 0.446880958| 0.000961162|PHATRDRAFT 42770  |15:K09291|3[4e~ |- - transport, transport,
07156. 6| ven: VOLCADR vesicle vesicle
AFT_89403 | nucleopro 190)?11@ . 190)?11@ .
. within Golgi within Golgi
tein
TPR:K06675 5| 2¢-
06/54. 7| ven:VOLCADR
AFT_61097| structura
1 maintenance of
chromosome 4
C0:0031224//in stblismment stblismment
7201414 105. 5| 67.72 35.79|  26.26| -0.446689628|  0.0421024|PHATRDRAFT 20424 |- trinsic of of
component of . . . .
nembranc localization; localization;
60:0044763 60:0044763
e 60:0043231//in| .
i gg/gsmaﬁ:mm’m tracellular ?2;2?2?‘;76/ 60:0006259//D 60:0006259//D
7195567 134 86 70.02|  51.39) -0.44627941|  0.0237712|PHATRDRAFT 49277 A YA membrane— - NA metabolic NA metabolic
AFT 329623 [replicat bounded acid process process
ion factor Al organelle binding
7203579 3056] 1965 1556. 91 1144, 71| _-0.443703396] 3. 77E-27| PHATRDRAFT 54892 |- - - - -
7196590 144. 43 92.96 77.75] __ 57.22] —0.442323178] 0. 0175024|PHATRDRAFT 32401 |- - - - -
7198329 211] 136) 44.7] 32,92 -0.441310496] _0.00501106|PHATRDRAFT 49706 |~ - - - -
7196688 275 177 208. 27| 153.39] —0.441250611 0128196| PHATRDRAFT 42510 |~ - - - -
K12319/ 1|3~
32/139] cre: CHLREDRA
FT_142791 | guanylate
cyclase soluble
subunit beta
[zcéi;b.l.z],KllSBS 60:0016829/
231108 cre: CHLREDRA yase  60.0009165//n 60:0009165//n
FT_171763|ubiquitin dgéé;ﬁ;;}? ucleotide ucleotide
7203640 169 109 40.15|  29.59| -0.440290291| 0.01226296|PHATRDRAFT 48375 E‘y‘i’_zgiotzg‘"‘““l - yelic- EI‘ZZZS:“(‘JSISO EI‘ZZZS:“(‘JSISO
[EC:3. 1. 2. 15] :K1375 ““d_“‘”;‘_"'_ 07165//signal 07165//signal
5/5]3 ﬁ?i:ii‘o s[4 ransduction transduction
13/76. 3| ven: VOLCADR -
AFT 59941 calciun/c activity
almodul in-dependent
3,5 —cyclic
nucleotide
phosphodiesterase
[EC:3.1.4.17]
7195458] 529 342 201.24] 148,71 -0.43641543] 1. 026-05|PHATRDRAFT 49268 |- - - - -
60:0097159/
Jorganic
eyelic
compound
7202712 179) 16| 71.29|  52.81| -0.43288858| 0.01104996|PHATRDRAFT 47713 |- - binding;G0: |- -
0046914//tr
ansition
metal ion
binding
K05641 1|2~
177]622] ota:0t18g01
460 |ATP-binding 60:0017111/
cassette, subfamily /nucleoside |G0:0009154//p 60:0009154//p
A (ABC1), member - urine urine
7198365 9477] 6160) 1326.52|  984.93| -0.429553328|  1.51E-75|PHATRDRAFT 23497 | 1;K05643|3|2¢- - triphosphat |ribonucleotid ribonucleotid
168592 ppp: PHYPADR ase e catabolic e catabolic
AFT 221752 ATP- activity;G0 |process process
binding cassette, 10032550
subfamily A (ABCL),
member 3
60:0007165//s 60:0007165//s
7197647 143 93 53.64|  39.87| -0.428005632|  0.0248194|PHATRDRAFT 44656 |- - - ignal ignal
transduction transduction
7199471 3824. 52) 2491, 49] 716.93]  533.58] —0.426127672] 3. 98E-31|PHATRDRAFT 50642 |- - - - -
K05666/ 1/0. 0/697 ol
o
5 cassette /nucleoside | ) ) )
x:i;y};ﬂl{;)c . 60:0031224//in|- ubor‘.luzli(.)ud ubor‘.luzli(.)ud
, member I . e catabolic e catabolic
7201683 135, 88 28.05|  20.89| -0.425188278|  0.0304472|PHATRDRAFT 20872  |2:K05658/2| le- I Lriphosphat process;G0:00
591230/ ppp: PHYPADRA ;::ﬁ::?t ° :Ztmuy @ 44763;60:0051
FT 59717 |ATP- 0asas0.co |231//establis 234/ /establis
binding cassette, 0015405 |ment of hment of
subfamily B : Tocalization Tocalization
(MDR/TAP) . _member_1
7204179 211 138] 69. 78] 52.16] -0.419869728] 0.00730496|PHATR 43954 - - - - -
60:0004175/ [G0:0019538//p 60:0019538//p
7203528 304 199) 209.15|  156.63| -0.417177433| 0.00130722|PHATRDRAFT 54873 |- - /endopeptid |rotein rotein
ase metabolic metabolic
activity _ |process brocess
7202190 836 549] 270.12]  202.73] -0.414040868] 1. 26E-07|PHATRDRAFT 47203 |- - - - -
7203705 411 270 198.29]  148.94] -0.41288066] 0.000217658|PHATRDRAFT 48482 |- - - - -
K15692 /1|66~
| pp: PHYPADR
563 |E3
ubiquitin-protein
ligase RNFI3 600046914/
7203113 280 184 180.62| 13879 -0.411655226  0.002317|PUATRORAFT 4712 | [PC:6 3 2 191:K1198 | /transition -
212|1e- metal ion
09/63. 2|ath:AT3G565 binding
80/E3 ubiquitin-
protein ligase
RNF115/126
[EC:6.3. 2. 19]
K05389 1| Te—
07/57.0/01u:0STLU 4 3’01'109036?9’/
7204955 149) 98 53.99|  40.59| -0.411567877|  0.0270498|PHATRDRAFT bd1748 |[1153|potassium - /PROSPROLIP | -
channel subfamily ase
K. other eukarvote activity
K03453| 1| Te~
12/70. 5| ven: VOLCADR
7199672 125 82) 235.9| 177.62 -0.40938138|  0.041335|PHATRDRAFT 11271  [AFT 102664 bile - - - -
acid:Nat+ symporter,
BASS family




K01510/1/3e— 0000255
S , A I O 18/92. 4| ven:VOLCADR 60:0003824/
7200002 170) 112 69.26]  52.16| —0.409078518| 0.01877128|PHATRDRAFT 45377 e - Jeatalytic |- -
AFT_91259|apyrase -
[EC:3.6.1.5] activity
7203433 199] 131 143.36] _ 107.97] -0.409012034]  0.0107443|PHATRDRAFT 48085 |- - - - -
60:0043231//in
k09486 1186- lra«;cllular c(ﬂotfows?//c c(ﬂotfows?//c
299 CATAC1eepe |membrane— ellular ellular
7198546 476 314 134.68|  101.53| -0.40762955| 8. 60E-05|HSP70G 3?‘3}1312);?;}1[;21%1%5 bounded 60:0032550  [process;G0:00 process;G0:00
regulated 1 organelle;G0:0 06950/ /respon 06950/ /respon
044444/ /cytopl se to stress se to stress
asmic part
K01120 1/9e—
10/63. 9| cre:CHLREDR
AFT_101278]3°,5 -
cyclic—nucleotide
phosphodiesterase G0:0004112/
5%‘11 4.171:K1375 giﬁiéidh 60:0007154//c 60:0007154//c
7205144 180) 119) 83.5  63.12) ~0.403678992|  0.01678422 PRATRDRAFT b1656 |07 ) v e |- Mhosphodies o el
T B . , communication communication
AFT_59941 | calcium/c terase
almodul in-dependent activity
3,5 —cyclic
nucleotide
phosphodiesterase
[EC:3.1.4.17]
7204572 239 158] 125.73] __ 95.05] —0.403570395] 0. 00580284|PHATR 46645 - - - - -
K00654 1] 4e—
75280/ ppp: PHYPADRA 60:0043168/ [G0:0008152//m 60:0008152//m
7203907 210 139) 152.83|  115.74| -0.401040218| 0. 01004472|PHATR 41807 FT 198015|serine |- /anion etabolic etabolic
palmitoyltransferas binding process process
e [EC:2.3.1.50]
7199360 181 120) 63.08]  47.8] —0.400172042] 0.01751718[PHATRDRAFT 50575 |- - - - -
60:0008641/
/small
protein
activating
enzyme
activity;GO
10019783/ /s
K08341/ 1] Te— mall
50/ 196/ ven: VOLCADRA conjugating |G0:0033554//c 60:0033554//c
7198968 233 154 407,42 308.97| -0.399050039 0. 00641834|PHATRDRAFT 50303  |F 172218 W oo:00aaa37  [Protein— fellular ellular
receptor-associated specific response to response to
protein (autophagy— protease stress stress
related protein 8) activity;GO
:0016879//1
igase
activity,
forming
carbon—
nitrogen
bonds
K06171| 1| 4e- (0:0031224//in 60:0051604//p 60:0051604//p
7197212 140 93 149.95|  37.93| -0.397145306|  0.0381592|PHATRORAFT 43532  |18/92. 0/bdi: 1008318 |“"11S1¢ rotein rotein
65/nicastrin component of maturation maturation
membrane
K15015|1|9e—
g;gg" SJJIZ‘L’L\RLOM 04 60:0031224//in
7195781, 134 89) 63.51  48.23| -0.39705206|  0.0424746|PHATRDRAFT 49391 |carrier family 32 |“"1PSiC - -
(vesicular component of
inhibitory amino  |"eRPTeRe
acid transporter)
G0: 0008252/
:2“”1“'"““ 60:0009117//n 60:0009117//n
7204094 531, 353 107.65|  81.76| -0.396881218| 5. 27E-05[PHATR 44174 - - activity;eo |Ueleotide ucleotide
0046872/ /m metabolic metabolic
° process process
etal ion
binding
7197165 218 145 54. 85 395790248| 0. 00985874| PHATRDRAFT 32665 |- - - - -
71975&§| 379 252 326. 63} 0. 000645478|PHATRDRAFT 43483 |- - - - -
7198969 234 156) 81.95] 0.00796314| PHATRDRAFT 50305 |~ - - - -
7200103 147, 95 99.93 . 390937539 0. 035794|PHATRDRAFT 45223 |- - - - -
7199926 153 102 165.93]  126.69] —0.389272095] _0.0321854|PHATRDRAFT 11792 |- - - - -
K13342/ 1/ 2~
7196238 154 103 78. 46 60| -0.386994835  0.0335568|PHATRDRAFT 32173  [58/225 gmx: 10078987 |- - - -
8lperoxin-5
G0:0009165//n G0:0009165//n
600016829/ utj'l(:()leL‘ ) utj'l(:()leL‘ )
7197411 233 156 34. 65| 26.5| -0.386862993| 0. 00907574|PHATRDRAFT 43378 |- - /lyase biosynthetic biosynthetic
ase process;G0:00 process;G0:00
activity  167165//signal 07165//signal
transduction transduction
60:0015031//p 60:0015031//p
K13427|1|Te~ ~ rotein rotein
16/85. 5| vvi: 1002656 gg;?gf;?fg//e“ 60:0016787/ | transport;G0: transport ;G0:
7204759 240 161 45.78|  35.00| -0.383657515 0.00852758|PHATR 46935 05/nitric-oxide S /hydrolase |0006664//glyc 0006664//glyc
synthase, plant - activity  |olipid olipid
[EC:1. 14. 13. 39] metabolic metabolic
brocess brocess
G0:0003824/
7204020 146) 98 89.57|  68.77 -0.381236261|  0.0410336|PHATR 44074 - - Jeatalytic |- -
activity
60:0008652//¢ 60:0008652//c
K00284/1]0.0] 15062 ?0500(_)5488/ ellular anino ellular anino
/binding;GO0 |acid acid
na:542710 glutanate | oo 000536, /1 |:0015930/ /¢ [biosynthetic biosynthetic
7196513 247 166) 38.33|  20.43| -0.381186456| 0.00801032|PHATRDRAFT 56605 |synthase ’ &
(ferredoxin) astid lutamate process;G0:00 process;G0:00
synthase  |06536//glutam 06536//glutam
[EC:1.4.7.1] - . X
activity ate metabolic ate metabolic
brocess brocess
7201663 406 213 86.42]  66.39] ~0.380399279] 0.000680096|PHATRDRAFT 46420 |- - - - -
7195214 1@ 133 152.5d 117. 23] -0.379656623] 0. 01747252 PHATRDRAFT 48923 |- - - - -




K11541/1/0.0/ 1469 |c 60:0016884/

me: CMQ255C | carbamoy /carbon—

1-phosphate nitrogen G0:0006541//¢g G0:0006541//¢g
synthase / ligase lutamine lutamine
aspartate activity, [metabolic metabolic
carbamoyltransferas with process;G0:00 process;G0:00

7199350 572 385 87.95|  67.62| -0.379233561|  5.80E-05|PHATRDRAFT 24195 | [EC:6.3.5.5 - glutamine  |44271//cellul 44271//cellul

2.1.3.2];K01955|2/0 as amido-N- |ar nitrogen ar nitrogen
. 01759/ smo: SELMODRA donor;G0:00 |compound compound
FT_440891 | carbamoy1 43169/ /cati [biosynthetic biosynthetic
—phosphate synthase on process process
large subunit binding;GO:
[EC:6.3.5.5] 0032550
7202293 7152. 48] 4836. 51 1304. 22] 1007 53] -0. 372364452 1. 48E-44| PHATRDRAFT 47520 |- - - - -
60:0036094/
/small
K00010/1|5e- molecule
641243 cme : CMFO86C binding;GO:
7204481 191 129) 164.61|  127.25| -0.371386325|  0.022077|PHATR 3639 myo-inositol 2- - 0004022//a1 |G0:0044710 60:0044710
dehydrogenase cohol
[EC:1.1.1.18] dehydrogena
se (NAD)
activity
K11594] 1] 26— 60:0032550;
133]474 | 0sa: 4350856 G0:0042623/
7201394 266 180) 141,58 109.56] —0.369896309| 0. 00723786|PHATRDRAFT 2097 ATP-dependent RNA |- /ATPase - -
e activity,
.4.13] coupled
60:0019941//m 60:0019941//m
K03869/ 1| T~ 60:0000151//ub odification- odification-
7203743 149 101 5178 40.12| -0.368073359|  0.0462574|CUL1 1 1611568 0sa:4330720 | iquitin 1igase|G0:0044389 |IePendent dependent
cullin 3 complex prommv proLcmv
catabolic catabolic
process process

7196681 351, 238] 98. 6] 76.4]_—0.368015008] 0. 00217946|PHATRDRAFT 42500 |~ - - - -

7197934 149) 101 72. 25| 56| _-0.36757076] 0. 0462574| PHATRDRAFT 44709 |- - - - -
60:0051234//c 60:0051234//¢
stablishment stablishment

7199382 168 114 43.59 33.8| -0.366973957|  0.0349156|PHATRDRAFT 50551 |- - - of of
localization; localization;
60:0044763 60:0044763

7203861 327] 222 154. 54 3798| PHATR 44091 - - - - -

7203413 505] 343 265. 82) 6452| ru2 - - - - -

7203355 962 655 249. 52 132375 5. 626-07|PHATRDRAFT 48245 |- - - - -

60:0036094/
7195651, 4334 2953 2581.31  2011.6| -0.359759952|  3.00E-26|PHATRDRAFT 49151 |- - ;z‘fj&tlc - -
binding
k07887 1 10 60:0035556// 1 60:0035556// 1
551214 osa: 4333662 ngaccllular ngaccllular
- signal signal
Ras-related protein Lo o .
7197170 231, 157 354.07|  275.95| -0.359627725| 0.01381478|Rab5a Rab-54;K07976 |2 1e— |- G0:0032550 |\ransduction: transduction;
531907 oL+ 0STLU 33 60:0045184//c 60:0045184//c
. . stablishment stablishment
115[Rab family, . - . .
other of prgtcu} of prgtcu}
localization localization
7195907 1064 726 380.57] _ 296.8] —0.358670748] 1. 78E-07|PHATRDRAFT 49414 |- - - - -
60:0015291/
/secondary
active
transmembra
60:0031224//in|ne
7202936 694. 61, 473.55 819.73|  640.21| -0.356603586| 2. 31E-05|PHATRDRAFT 47653 |- trinsic Lransporter e, 5044765 60:0044765
component of [|activity;GO
membrane 10005326/ /n
eurotransmi
tter
transporter
activity
7195830 162 111 36.34]  28.45] —0.353120767] _0.0458144| PHATRDRAFT 49478 |- - - - -
7195260 241] 165] 125.54]  98.29] —0.353030564] _0.01440338|PHATRDRAFT 54973 |- - - - -
K06699 1/ 6e—
7198943 299 205 5156 42.73| -0.352504327]  0.00667506|PHATRORAFT S0162 | 19/97- 9 me: 1007816 | - - -
22 proteasome
activator subunit 4
7197398 628 431 179. 71| 140.95] —0.350487212] 8. 80E-05|PHATRDRAFT 43354 |- - - - -
K03183/ 1/ Te— (;2;0008757/
07/56. 2| zma: 1003844 adenosylnet
59 [ubiauinone/menaq |04 (o 60:0008152//m 60:0008152//m
7195379 527 362 380.61)  299.13| -0.34754086| 0.000344268|PHATRDRAFT 39627 |uinone biosynthesis [ > = - etabolic etabolic
toplasmic part|dependent
methyltransferase +thyl trans |PYOCess process
[hC2 1.1 163 nethylerans
2.1.1.201] ferase
activity
K14617 |1/ 26— . o)
58224/ pop: POPTR 83 (:(r)igg?(leM//U‘
7198795 311 214 17307 136,19 0. 345734895~ 0.00636324| PHATRDRAFT 30810 | 1922|LUBRI domain— | /5% = - -
containing protein
1 membrane
7199868 167, 115 63. 11| 49.67 -0.345493877  0.0466874|PHATRDRAFT 44742 |- - - - -
K13354| 1| Te~
28124/ smo: SELMODRA
FT 160785 |solute
carrier family 25
(peroxisomal
adenine nucleotide |G0:0031224//in 60:0051234//e 60:0051234//e
7198756 177] 122 66.8|  52.63 -0.313062708|  0.0412614|PHATRDRAFT 23723  |tTensPorter), trinsic stablishment stablishment
member component of of of
17;K00133] 4] 2~ membrane Tocalization Tocalization
19/96. 7| ota:0t01g02
440 | aspartate—
semialdehyde
dehydrogenase
[EC:1.2.1.11]




60:0016421/
/CoA
carboxylase
activity;G0
K11262/1/0.0/1371|p 10043169/ /c
pp: PHYPADRAFT_11530 ation - 160:0006631//f 60:0006631//f
1|acetyl-CoA binding;GO: X X
7199234 1572 1086 196. 43 155| -0.341747068|  1.43E-09[ACC2 carboxylase / - 0016879//17 |11 acid atty acid
A metabolic metabolic
biotin carboxylase gase
[EC:6.4.1.2 activity, |PrO°*s® process
6.3.4.14] forming
carbon—
nitrogen
bonds;G0:00
39550
7200290 317 219 63.37]  50.01] -0.34158341] 0.00668792[PHATRDRAFT 45084 |- - - - -
7204693 191 132 118.37]  93.57] —0.339185528] 0. 0358484|PHATR 46842 - - - - -
7199433 224 155 95.62] _ 75.64] —0.338163042]  0.0236464[PHATRDRAFT 50618 |- - - - -
60:0036094/
/small
molecule
7199306 472 327 90.32)  71.49| -0.337304034| 0.001056252|PHATRDRAFT 41409 |- - binding;G0: |G0:0044710 60:0044710
0003824//ca
talytic
activity
7201250 203 141 100.2]  79.58] -0.332404704]  0.0339332 PHATRDRAFT 36063 |- - - - -
7196674 492 342 120. 63 95.51 32340594 0. 000970204| PHATRDRAFT 42488 |~ - - - -
7197031 764 532 220.62]  175.56] —0.329509407( 4. 426-05|PHATRDRAFT 43746 |- - - - -
K00281/1/0.0/994 pp o tes s | en anng 0008
p:PHYPADRAFT 171132 (;ZQ?S?M/ (I?L?:S%M/ /g (I?L?:S%M/ /g
7203267 495 345 138.1)  109.99 -0.328340956| 0.001062952GDCP glycine - e ) )
binding;G0: [metabolic metabolic
dehydrogenase 0016642 process process
[EC:1.4.4.2]
7199409 240. 09) 167.91 97. 71| 78.12] —0.322814271] 0.0219872[PHATRDRAFT 50589 |- - - - -
60:0015291/
/secondary
active
transmembra
60:0031224//in|ne
7202861 2094. 39) 1466. 45 506. 11| 404.91| ~0.321849707| 3. 68E-11|PHATRORAFT 47656 |- trinsic o |Lransporter e, 5014765 60:0044765
component of activity;GO
membrane :0005326//n
eurotransmi
tter
transporter
activity
7203570 230 161 233.74] __187.36] 0.319091663] 0. 0287324| PHATRDRAFT 48358 |- - - - -
60:0097159/
Jorganic
cyclic
compound
7204351, 263 185 52.17|  41.93| -0.315237603|  0.021921|PHATR 43902 - - binding;G0: |- -
0046914//tr
ansition
metal ion
binding
7203405 4611.92 3245. 47 588. 21| 472.82] 0.315040249]  7.62E-2| PHATRDRAFT 48047 |- - - - -
7201397 306] 215 233.2] 187 48] —0.314831089] 0.01294352| TRD3 - - - - -
60:0003677/
/DNA
60:0043231//in|binding;G0:
tracellular  [0001071//nu [G0:0006351//t 60:0006351//t
7196246 400 281 362.61)  291.6| -0.314427992 0.00443686|PHATRDRAFT 43051 |- membrane— cleic acid |ranscription, ranscription,
bounded binding DNA-templated DNA-templated
organelle transcripti
on factor
activity
7203074 570 402 233.43] 1882 —0.310723357 0.000833308|PHATRDRAFT 47847 |- - - - -
7200157 709 500 444.55] __358.6 —0.309970205( 0.000192393[PHATRDRAFT 34965 |~ - - - -
K05681| 1|2~
781292/ cme : CHS467C
ATP-binding
cassette, subfamily
G (WHITE), member
2:K12843/2| e~
581226/ vvi: 10024840 60:0017111/
3|U4/U6 small /nucleoside |G0:0009154//p 60:0009154//p
nuclear - urine urine
7196649 248 175 113.03|  91.19] -0.309758208|  0.028184|PHATRDRAFT 31433  [ribonucleoprotein |- triphosphat |ribonucleotid ribonucleotid
PRP3;K05663 |4 60— ase e catabolic e catabolic
1477, 8| reu:RCOM 02 activity;G0 |process process
61010 |mi tochondrial :0032550
ABC transporter
ATM;K05643 5| 8e-
14]77. 4] olu:0STLU 4
2103/ ATP-binding
cassette, subfamily
A_(ABCD). member 3
G0:0006464//c 60:0006464//c
ellular ellular
protein protein
ngﬁéo}piszpﬁxmnre i 60:0032550; [modification modification
AFT 22627 serine/th |60:0003911//ce|G0:0004672/ |process;60:00 process;G0:00
7204028 212 150) 121,69 98.48| -0.305307951|  0.0450584|PHATR 10531 reonine pratein l-cell /protein  |06796//phosph 06796/ /phosph
Kinase SRPK3 Jjunction klnijLS? ate— o ate— o
[BC:2.7.11. 1] activity containing containing
compound compound
metabolic metabolic
brocess brocess
7201748 560 397 344.31]  279.19] -0.302460814 0.001207952| PHATRDRAFT 13078 |- - - - -
7198248 286| 203 80.55] _ 65.34] ~0.301918134] _ 0.0215956|PHATRDRAFT 49592 |- - - - -
60:0005543/
/phospholip
id
7203868 1609) 1141 1151.37| 934,15 -0.301625394| 4. 136-08|ANXAI - - binding;G0: |- -
0046872/ /me
tal ion
binding
7202989 935 664 182.3  147.91] -0.301594967] 3. 29E-05|PHATRDRAFT 47863 |- - - - -




K13752/ 1] 4e—
35/ 147 ota:0t11g026
40|solute carrier
family 24
(sodium/potassium/c
alcium exchanger), [G0:0031224//in 60: 0046872/
7196670) 260 185 14806 120.48| ~0.297388250|  0.0303448[PGP_1 member trinsic o tal don |60:0044763 60:0044763
4;K13754 13 le— component of bindin
15/82. 8 smo: SELMODR |membrane a
AFT_89075] solute
carrier family 24
(sodium/potassium/c
alcium exchanger),
member 6
7198542 284 202 200.21] _ 162.92[ 0.297350316] __0.023338PHATRDRAFT 49939 |- - - - -
7202109 257 183 165.75] 135 01] —0.295942601] 0. 0318954| PHATRDRAFT 47015 |- - - - -
K13367/1/5e—
27/121 | ath: AT365905 0:0036084/
0|non-specific Jsmall
polyamine oxidase molecule
SV, ) o R 1 ’ . _ [EC:1.5.3.17]:K1145 FRSTRRI BN .
7203867 310 221 135.65  110.56| -0.295059527| 0.01901708|PHATR 44106 03] 10 - binding;G0: |G0:0044710 60:0044710
231110 ota: 01205006 0003824/ /ca
N otariteley talytic
60| lysine-specific activit
histone demethylase Y
1 IBC:1.—— -]
7204314 1103 787 606 71| 495.05] —0.293432846] 1. 01E-05|PHATR 43911 - - - - -
K06119 1|2~
34/ 145/ ota:0t15g011 60:0008152//m 60:0008152//m
7196665 687 491 272.86| 222,92 -0.291634859 0.00054841|PHATRDRAFT 42467 |20 sulfoquinovosylt |~ - etabolic etabolic
ransferase process process
[BC:2.4.1.-]
60:0050896/ /1 60:0050896/ /1
- e N es, se to esponse to
K04079/1/0. 0/832] sb 60:0005515/ |*5POnse o P o
) . ; i J— s o croan | 1:SORBI 07g028270(m Jprotein | Stimulus:G0:0 stimulus;G0:0
7199468 2796) 2000) 1064.09|  870.04| -0.290466543 3. 63E-12|PHATRDRAFT 55230 | )" " B8R0 M| o, |014267//cellu 044267//cellu
HLLG apero 0032555' " |lar protein lar protein
P metabolic metabolic
process process
K13462/ 1|3~ 60:0005083/ | . . 009
110/399 | reu:RCOM_07 /small ES'OgsfSiiﬁA ES'OgsfSiiﬁA
7201827 423 303 55.75|  45.62] -0.289305358| 0.00733544[SecTD 08240 | guanine - GTPase ] ]
nucleotide-exchange regulator siena . siena .
Factor activity transduction transduction
7196337 1480 1061 230.83] _ 189.03] -0.288215522]  5.63E-07|PHATRDRAFT 42689 |- - - - -
K12828/1/0.0/ 1419 |m
7199008 318 228 88.09 7217 ~0.287578990| 0. 0207258|PUATRORAFT 16704  |UF IR 26009110spl | - - -
icing factor 3B
subunit 1
7198417 2790) 2004 1382. 72| 1135. 62| —0.284028879] 9. 85E-12| PHATRDRAFT 49722 |- - - - -
K10406 1|2~
7203388 314 226 s5.76|  45.85| 0.282308827|  0.0240532| PHATRORAFT 4sps3 |09 63 9 emx: 1008000 | - - -
16 kinesin family
member C2/C3
60:0031224//1n 60:0051234//c 60:0051234//c
trinsic stablishment stablishment
7198724 243 175 72.62|  59.77| -0.280945387|  0.0479674|PHATRDRAFT 50026 |- fste of of
component of N -
nembrane localization; localization;
rembrane 60:0044763 60:0044763
7195807 247 178 6194 51.01] —0.280091282]  0.0468686|[PHATRDRAFT 49445 |- - - - -
7199763 248] 179) 66. 13| 54.54] —0.277990201] 0. 048114[PHATRDRAFT 44814 |- - - - -
60:0015103/
Jinorganic
K07240/ 1/6e— a:l‘z;g“““ 60:0015698//1 60:0015698//i
7194763 431, 311 207.94) 17156 -0.277454085| 0. 0089793{PHATRDRAFT 4g511 |20 207 /0lusOSTLU.89 1 transmembra | 0T84 norganie
366 | chromate he anion anion
transporter L'ianspm_w! transport transport
activity
7199755( 849 613 600 01| 495. 64| —0.275693922( 0. 000252562 PHATRDRAFT 44800 |~ - - - -
60:0044699; GO 60:0044699; GO
:0009056//cat :0009056//cat
abolic abolic
K00685 1|2~ )
s51910 aly‘:ARALYDRA process;G0:00 process;G0:00
PT 178464] arginine- 06464//cellul 06464//cellul
7195215 422 305 172 142.11| -0.275400487|  0.01032574|PHATRORAFT 48924 | oi'™ H‘ siminem ] 60:0016755 |ar protein ar protein
et modification modification
LES'}; ) ;”;J process;G0:00 process;G0:00
Bt 32502//develo 32502//develo
pmental pmental
brocess brocess
7198511 435 314 428.84|  354.43| -0.274938756| 0.00878466|PHATRDRAFT 49879 |- 22;?309536/&)1 - - -
7197959 1250 904 411.82]  340.39] -0.274825242]  1.05E-05|PHATRDRAFT 44296 |- - - - -
7204766| 479. 86| 347, 05 178. 11| 147.24] —0.274598864] 0. 00689738|PHATR 46949 - - - - -
60:0032550;
50:0005548/
sohoqogazll?, 60:0006869//1 60:0006869//1
'i‘; OSPROTIP ipig ipid
trans N transport;GO: transport;
r‘t?*‘:‘:rig 0071705;60:00 0071705;60:00
‘.‘801%81;'/ n |22622//r00t 22622/ /root
GO':(?04323}//in Jdrolase | |sten v system v
k148021 1] 7e- tracellular | *¥0 & development ;G development ;G
1%‘546‘&;”1%98 membrane— :Zti\ng (ym 0:0016192//ve 0:0016192//ve
7203524 269) 196) 76.93|  64.05| -0.264347738]  0.049642|ATPase-P4 20[phospholipid- | ounded acid siele sicle
° organelle;G0:0 ) mediated mediated
transporting ATPase ° M anhydrides; ) )
(EC:3.6.3. 1] 031224//intrin G0: 0046872/ | transport;GO: transport;G0:
R sic component | "5 PY Y 10006820/ /anio 0006820/ /anio
of membrane 148 A {n . n .
0008321 /o | EranSPOXLIGO: transport ;GO
i /7€810044767:60:00 0044767;60:00
o enbra |16907//intrac 46907//intrac
rARSIENDTE o 1ular ellular
?iamporter transport transport
activity
50 509/
k0332011 ]2e- 60:0031224//1 so ?008509'
831308 cre: CHLREDRA |/ 7 n 'L‘if“ on bra |60:0015696//a 60:0015696//a
7201627 1708 1244 828.26  689.75 ~0.261010165 6. 67E-OT|PHATRDRAFT 27877 |FT 157754 ammoniun | *10S1° | HARSIIDEE fon i mmon ium
transporter, Amt component ok ne transport transport
Family membrane transporter
activity
7203457 354 245.32]  204.55] 0.262211319] 0. 0244038| PHATRDRAFT 48087 |- - - - -
7204158 469 54228 454.3] -0.255392657] 0.01090842| PHATR 43797 - - - - -




60:0044763; GO 60:0044763; GO
:0071704;60:0 :0071704;60:0
k057681 1196- 60:0008092/ 044237/ /cel Lu 044237/ /cel lu
7197808 1107 811 749.54|  628.2| -0.254781528| 0.000104688|GEL3 101162/ vvi:10025477 [G0:0044424 |/ c¥toskelet |lar metabolic lar metabolic
5| gelsolin a% pljotcm pr.oc‘css;(JO:OU pr.oc‘css;(JO:OU
binding 16043/ /cellul 16043/ /cellul
ar component ar component
organization organization
7199615 371] 272 187. 34| 157. 05 0. 0255292| PHATRDRAFT 44931 |- - - - -
7201656 558 409 333.27]  279.39 0. 00605538] PHATRDRAFT 46406 |~ - - - -
7199670 293 215 111 1] 93.9) 0. 0483632| PHATRDRAFT 45002 |- - - - -
7195570 585 429] 574.08] 482,02 —0.252158787] 0.00505924| PHATRDRAFT 49281 |- - - - -
60:0016836/
K01673/1/8e- f“‘y‘hyo
15179, 3| vvi: 1002639 vase
7196274 672 493 625.07|  524.97| -0.251782782|  0.00271296|PHATRDRAFT 42406 |97 carbonic - activity;60 -
anhydrase :004[?9%4//L
[BC:4.2.1.1] ransition
metal ion
binding
7202762 950 699 158.91]  133.57] —0.250613902] 0.000447848|PHATRDRAFT 47538 |- - - - -
7202742 324 238 349. 16| 293. 74| —0.249348555] 0. 0389522 PHATRDRAFT 47760 |~ - - - -
7198931 345 254 132.42]  111.44] —0.248853879]  0.035316|PHATRDRAFT 50133 |- - - - -
7200809) 868 640 370.54] 312,33 0.246558141 0.00091145[PHATRDRAFT 45797 |- - - - -
K15377 /1] 7e—
11/65. 9| cre:CHLREDR
AFT 189789 solute  [G0:0031224//in
7202236 304 224 368.93 31145 -0.244346536]  0.0493024[PHATRORAFT 13553  |Crrier family 44 jtrinsic o - -
(choline component of
transporter—like membrane
protein), member
2/4/5
60:0043231//in
tracellular
7201052 737 545 86.37|  72.95| -0.243622311|  0.0026484|PHATRDRAFT 45987 |- membrane— - - -
bounded
organelle
KI3177/1]3e~
07/55.8[01u:0STLU_4
7199932 1109 821 456.13|  386.02| -0.240769464| 0.00024672|PHATRDRAFT 45060 |1294|ATP-dependent |- - - -
RNA helicase DDX1
[EC:3.6.4.13]
7200102 719 533 180] 152,47 -0.239471501] 0.00341718|PHATRDRAFT 45221 |- - - 60:0044763 60:0044763
60:0014070/ /1 60:0014070/ /1
G0:0043231//in esponse to esponse to
K08770/1/0.0/715 pp |tracellular organic organic
7200913 3957] 2886) 2516.35 2140.27| -0.233539794 5. 73E-14|hUbi p:PHYPADRAFT 222215 |membrane— - eyelic eyelic
ubiquitin C bounded compound ; GO: 0 compound; GO: 0
organelle 044767;60: 003 044767;60:003
6211 6211
7204654 690 515 111.73] _ 95.26] —0.230074154] 0. 00586352|PHATR 46779 - - - - -
K15013/ 1] Te—
139[495|ota: 011600
030 long—chain—
fatty-acid—CoA . e | . ) . ot e
Ligase 4CS56 6030015645/ |G0:0006631//¢ G0:0006631//¢
7200591 390) 291 154.97) 132, 18| -0.229485056  0.0381788|ACS4 [EC:6. 2. 1. 3] ;K01897 |- /fatty acid jatty acid atty acid
3/ 1o llg'cvlslv.‘ metabolic metabolic
621239 | cme: CML197C activity process process
long—chain acyl-CoA
synthetase
[EC:6.2.1.3]
7196462] 543 404 7953 678.39] —0.229384267] 0.01278444| PHATRDRAFT 42882 |- - - - -
7196039 714 532 719.64]  613.97] -0.229107215] 0. 0046293 PHATRDRAFT 42469 |~ - - - -
7195877 402.17] 300.3 134. 15 114.48] —0.228751477] 0. 0354834| PHATRDRAFT 49357 |- - - - -
7198997 430. 83 321.7 144.61] 123 41] —0.228708018] __0.029939|PHATRDRAFT 50346 |- - - - -
K14319/ 1| Te—
15/84. 0| mtr:MTR 1gl
7195819 419 313 135,54 115.72| -0.228080448|  0.0328332|PHATRDRAFT 40174  [05040 |Ran GTPase— |- - - -
activating protein
1
60:0046914/
/transition
metal ion
binding;G0:
K11366/ 1|4~ ?gmfff_m‘ 60:0019941//m 60:0019941//m
34/ 145 shi:SORBI 06 odification— odification—
030580 |ubiquitin hydrolase 1/ endent dependent
7199869) 467 349 123.14]  105.16| -0.227713427|  0.0245756|PHATRDRAFT 44745  |%* >% 210 o activity:Go | EPUES protein
hydrolase 22/27/51 0T | abo e catabolic
[EC:3. 1.2. 15] :Sm?t? process process
acting on
L-amino
acid
peptides
7195023 1021 763 305.29] 0. 227440031] 0. 00087418|PHATRDRAFT 48735 |- - - - -
7199438 515 384 635 —0.226333753| 0. 01668768 PHATRDRAFT 50594 |- - - - -
7200229 586| 437 1053. 88| 0. 223510605] 0. 01072078|PHATRDRAFT 45193 |- - - - -
7203808 957 721 103.82]  89.34] -0.216706233] 0.00218654|PHATRDRAFT 48348 |- - - - -
K03283/1/0. 0904 rc
. i | Lo RCOM 1442270 homt 60:0050896//+ 60:0050896//+
7196800 1794 1355 752.7|  649.91| -0.211835025| 3. 64E-05|HSPT0A - 60:0032550 [esponse to esponse to
shock 70kDa protein P "
stimulus stimulus
1/8
7199425 1362 1031 578.25] _ 500.4] -0.208611571] 0.00039211|PHATRDRAFT 50604 |- - - - -
7195733 1229 931 885.37| _ 767. 36| —0.206376926| 0. 000804218|PHATRDRAFT 49510 |- - - - -
7194677 748] 567 485.35] _ 420.85] 0205719375 _0.00927378| PHATRDRAFT 48691 |- - - - -
600016769/
/transferas
K00815/1|7e~ e activity, |G0:0019752//c 60:0019752//¢
611233 cme: CNT533C transferrin |arboxylic arboxylic
7204239 672 510 373.48|  324.15| -0.204369415| 0.01444384|PHATR 51609 tyrosine - g acid acid
aminotransferase nitrogenous |metabolic metabolic
[FC:2.6.1.5] groups;G0:0 |process process
043168/ /ani
on binding
K00166/ 1| 3¢~ 60:0016903/
100363 smo: SELMODR i‘;’:;d‘“d”“
AFT 169956 2- activity,
7196835 720 548 630.02|  548.86| -0.198959426| 0.01301952|PHATRDRAFT 9476 |O*Oisovalerate - acting on |- -
dehydrogenase El e
tz‘;‘ﬁ:‘l“f“‘ alpha aldehyde or
) 0X0 group
[EC:1.2.4.4] of donors




60:0043168/
/anion
7198211 496 378 250.9|  218.64| -0.198555106|  0.0412116|PHATRDRAFT 49601 |- - binding;G0: | -
- 0008483//tr
ansaminase
activity
60:0016667/
/oxidoreduc
UTUUUNIPIN L 60:0019725//c 60:0019725//c
7201628 994 758 669.85| 584.36] —-0.19698064| 0.00397188|PHATRDRAFT 46359 |- (0:0009536//pljactivity, |y o ellular
astid acting on a . .
. homeostasis homeostasis
sulfur
group of
donors
7195950 700 535] 720. 8] 630.84] -0.19232487] 0.01738926|PHATRDRAFT 42564 |- - - - -
KO1188/ 1/ 3¢~
115[415 | vvi: 1002329
00/ beta—glucosidase ., [G0:0030243//c G0:0030243//c
[5C:3.2. 1. 21] 140595 G0:0015926/1 1 11 ose / ellulose &
7199179 640 491 184.07|  161.38| -0.189792718|  0.0269152|PHATRDRAFT 50351 o : - /glucosidas ° °
0/5]2e- . metabolic metabolic
111]402 | zma: 1002742 e activity process process
88 |beta-glucosidase
[EC:3.2.1.21]
7203012 487 372 1092.13] _ 958.5] —0.188294258] 0. 0465608 PHATRDRAFT 14646 |~ - - - -
60:0043169/
/cation
K01968| 1|5~ 60:0043231//in|binding;G0:
135[479|zma: 1002806 |tracellular  [0032550;G0:
65/3- membrane— 0016879//11
7204016 1242 954 785.65|  690.28 -0. 186705063 0.00222934|PHATR 843 methylerotonyl-CoA  [bounded gase - -
carboxylase alpha organelle;G0:0|activity,
subunit 044444/ /cytopl|forming
[BC:6.4.1.4] asmic part carbon—
nitrogen
bonds
e e
§\sumingmir ° ion 60:0006817//p 60:0006817//p
7202857 7941 6108 3498.07| 3076. 05| 0. 185480205, 1L 8TE=L|PHATRDRART 47667 |\ ) 100 000 = transmembra |hosphate ion hosphate ion
ne transport transport
dependent phosphate
cotransporter) Lransporter
activity
7195239 770 592 588.9] 518.09] —0.184819936] 0.01685326|PHATRDRAFT 48957 |- - - - -
géjzgma?;::mcwz 60:0050896/ /1 60:0050896/ /1
7203940 1004 772 781.83|  687.93| -0.184593172(  0.0063828|HSP20B o - - esponse to esponse to
50 HSP20 family . .
. stimulus stimulus
protein
7199054 986 758] 904.36] _ 795.88] 0. 18434626] 0. 0067886 PHATRDRAFT 50306 |~ - - - -
7203409 2558. 08 1972.53 310.09] 273.12[ -0.183152038] _1.93E-05|PHATRDRAFT 48048 |- - - - -
E%Z;iulagégot\;gfuti 60:0008152//m 60:0008152//m
7203740 656 506 219.59|  193.58] -0.18188245|  0.0313982|GLNA : - 60:0016211 [etabolic etabolic
mine synthetase
““(/ 3. 121 process process
6010043231/ /1n 60:0035556// 1 60:0035556// 1
tracellular ntracellular ntracellular
K07874|1/9e~ - (;‘0:00?3824/ signai signai
e ol e . - 87/318 sbi:SORBI 04 catalytic |transduction; transduct ion;
7195044 709 546 738.96|  651.67| -0. 181354692  0.0235144|Rabla 2033160 |Rasorelated [Po0ded L ac0 [cos0015184, /e O 00IB 18 T
protein Rab-1A organellesG0:0F, qoa0500" | (ab 1 i shment stablishment
016020/ /membra . .
e of pY(?LO“,‘ of pY(?LO“,‘
localization localization
K11498/ 1| Te—
7199146 4030) 3118 2737.35  2422.86| -0.176068867| 1. 81E-07|PHATRORAFT 503ge | 0|72 8 aly:ARALYDR | - - -
AFT 478343 centrome
ric protein E
K08860 1/ 2e—
261120/ smo: SELMODRA
FT 83492 eukaryotic
translation
initiation factor 60:0004672/ |G0:0006464//c 60:0006464//c
2-alpha kinase .
. o ) ) [BC:2. 7. 11 1) :K0828 /protein [ellular ellular
7197739 806 626 192,111 170.49| ~0.172245497| 0. 0237738| PHATRDRAFT 44445 |,% 15 - kinase protein protein
241112 aly: ARALYDRA 455;;;;6(;() l!l()‘dlf“bLLl()ﬂ m(#if{uﬁatmn
FT 486408 | non- : process process
specific
serine/threonine
protein kinase
[BC:2.7.11.1]
7202590 1077 837 507.32] _ 450.79] -0. 170440525 0.00929076|PHATRDRAFT 47483 |- - - - -
7204256 1297. 05] 1008. 05 1006.38] _ 895.01] 0. 16919945 0.00431114|PHATR 54153 - - - - -
7203456 720 562 329. 02| 293. 62| -0.164225042] 0. 0403232 PHATRDRAFT 48084 |- - - - -
7203002 836 655 438.17] 392, 57| -0.158540784] __0.032357| PHATRDRAFT 48004 |- - - - -
60:0031224//in
trinsic
component of
membrane ; G0:00|G0: 0009975/
7202869) 939 739 442.07|  397.79| -0.152267824|  0.0292738|VIEL - 43231//intrace|/cyclase |- -
Tlular activity
membrane—
bounded
organelle
K03458]1]6e- 60:0051234//e 60:0051234//e
116]416] cre: CHLREDR ’ ’
AFT 169264 nucleoba stablishment stablishment
7198355 1448 1140 715.55 64414 0.151678297 0.00695054(PHATRDRAFT 52619 [ %= - - of of
Cmoortor-2, NCS2 Tocalization; Tocalization;
" ' 60:0044763 60:0044763
family
K13993 /1|26~
7201549 959 756 60574 546.21| ~0.149242056) 0. 0300424|PHATRORAFT 46aag |09 0% 4]7ma: 1002820 | - - -
88/HSP20 family
protein
7198209) 1050 831 653.00] 591,22 -0.143586744]  0.0286822| PHATRDRAFT 49598 |- - - - -
60:0001071/
/nucleic
60:0043231//in|acid
tracellular  |binding 60:0006351//t 60:0006351//t
7198208 1422 1126 968.19|  877.06| -0.142614652| 0.01127364|PHATRDRAFT 49596 |- membrane— transcripti |ranscription, ranscription,
bounded on factor |DNA-templated DNA-templated
organelle activity;G0
:0003677//D
NA binding
7199772 1986 1574 815.27] _ 738.64] -0.142406536] _0.00297982| PHATRDRAFT 44828 |- - - - -
7201450 1130 897 490.7] _445.31] ~0.140031262] 0.0274936[PHATRDRAFT 46118 |- - - - -




K09291 |1 Te-
1377, 4]ath:ATIG792
80 nucleoprotein G0:0043229//in
7204057 1034] 823 33792 307.4| -0.136564575|  0.0401284|PHATR 33512 TPR;K10400(3/8e~  [tracellular |- - -
12[71. 2|vvi: 1002556 |organelle
24 |kinesin family
member 15
C0:0017111/ ﬁgiggomsy/p ﬁgiggomsy/p
K05658/ 1| 5¢e~ /nucleoside | . . . .
821305 reu:RCOM_159 |G0:0031224//in|~ ribonucleotid ribonucleotid
X . Ao 8590 ATP-binding  |trinsic triphosphat |° C3tabolic e catabolic
7205140 1361 1085, 32153 292,88 -0.134643674)  0.0204986|PIATRORAFT ba161s | =0 n PIREAR TR C process;G0:00 process;G0:00
’ o [44763;60:0051 44763;60:0051
B (MDR/TAP), member [membrane activity;Go |, ’ b ’
1 £0032550160 254//csgablls 254//csgablls
hment of hment of
10015405 O O
localization localization
K13076] 1| Te-
0652.8/0lu:0STLU_1 60: 0046906/
7195399 1270) 1017, 74348 680.92| -0.126808625|  0.0328272|PHATRDRAFT 49003  |5110|delta8-fatty- |- /tetrapyrro |- -
acid desaturase le binding
[EC: 1. 14.19. 4]
7198442 1515] 1217] 653. 91| 600.52] 0. 122879791] _ 0.0243364[ PHATRDRAFT 49759 |- - - - -
7197075 5934. 56 4789.53 4510. 57| _4165.44] 0. 114840861] 2. 395-05|PHATRDRAFT 43305 |~ - - - -
60:0012510//tr
ans-Golgi
K04646110. 0/ 1461 |- | 7¢Ok 60:0015031//p 60:0015031//p
7203043 2607] 2141 421.5]  395.44 -0.09207 0. 0268668 CHC cu:RCOM 0838580 cla | FoNSPOrt - rotein rotein
thrin heavy chain vesicle transport transport
05905//coated
bit
60:0046914/
7203359 2811 2308 998.34|  936.89 ~-0.09165156|  0.0210738|PHATRDRAFT 48252 |- - ;zfz‘;hi;““ - -
binding
G0: 0004888/
K12385/1|6e- G0:0031224//in|/transmembr
7201088} 8030) 6806 1180.96) 1431.01| 0.04647759|  0.015228|PHATRORAFT a5gas |15 9% 4mx:1007955 furinsic - fane -
51 |Niemann-Pick Cl |component of |signaling
protein membrane receptor
activity




Suppl. Table 6

#Term

Database

Input
number

Backgrou
nd
number

P-Value

Corrected
P-Value

Input

Hyperlink

Biosynthesis of
amino acids

KEGG
PATHWAY

ko01230

41

S

6|

4. 13E-24]

1. 02E-21

7205056 | 7203478 | 7195850 | 7196652 720037
417195267 7195880 7199266 | 7205108 | 7203
740 7202457 7203024 7197905 | 7204239 71
974377203376 7197206 7203160 | 7195448
7199911 7202848 | 7196176 7196707 | 719747
317201792 7203381 | 7204794 72047927199
350| 7198605 | 7202846 | 7198165 | 7196967 | 72
029157203240 | 7195265 | 7200642 | 7197646
7204815 7201155 | 7204951

http://www. genome. jp/kegg—
bin/show_pathway?ko01230/K01079%09red/K01689
%09red/K01687%09red/K01649%09red/K01624%09re
d/K00815%09red/K01915%09red/K00873%09red/KO01
702%09red/K00134%09red/K00058%09red/K01958%0
9red/K15849%09red/K01834%09red/K00814%09red/
K00286%09red/K01623%09red/K00891%09red/K1020
6%09red/K01663%09red/K01694%09red/K17989%09r
ed/K01758%09red/K01736%09red/K01735%09red/KO
0615%09red/K01739%09red/K01948%09red/K01803%
09red/K01476%09red/K00766%09red

Carbon metabolism

KEGG
PATHWAY

ko01200

41

e

0|

1. 09E-17]

1. 34E-15]

7195267 | 7205056 | 7203153 | 7203267 719912
717199385 7200374 7199894 | 7199266 | 7205
1087202457 7205097 | 7203024 7197905 | 72
009787197206 | 7203376 7202138 | 7197637
7195448 | 7201458 7198785 | 7202968 | 720435
317199139 /7203381 7194878 | 72047927199
3507202915 7202926 [ 7201046 7198165 | 71
96967 | 7196652 | 7201080 | 7203879 | 7200642
7197646 7204815 7204951

http://www. genome. jp/kegg—

bin/show_pathway?ko01200/K01079%09red/K00855
%09red/K01689%09red/K11517%09red/K01638%09re
d/K01623%09red/K01624%09red/K01810%09red /K00
873%09red/K03841%09red/K00058%09red/K01958%0
9red/K01834%09red/K00281%09red/K01899%09red/
K01895%09red/K00236%09red/K01006%09red/K1798
9%09red/K01966%09red/K01965%09red/K00134%09r
ed/K00615%09red/K01637%09red/K01948%09red/KO
0164%09red/K00297%09red/K01803%09red/K00029%
09red/K00382%09red/K00814%09red/K00026%09red

Ribosome

KEGG
PATHWAY

ko03010

36

123

5. 75E-10

4. T3E-08

7202135|7196104 | 7204185 7204200 | 720471
317197621 7198389 7197987 | 72043287199
9007195509 7198575 |7197472(7202089 71
95602 | 7203146 7202478 7203140 7195130
7204609 | 7195982 7204647 | 7204199 | 720304
8/7204554 | 7199800 7203316 | 72036647196
740| 7198006 | 7195444 7196170] 7200128 |71
986877199058 7198183

http://www. genome. jp/kegg—
bin/show_pathway?ko03010/K02953%09red/K02872
%09red/K02937%09red/K02885%09red/K02938%09re
d/K02868%09red/K02880%09red/K02958%09red/K02
993%09red/K02991%09red/K02979%09red/K02995%0
9red/K02865%09red/K02975%09red/K02974%09red/
K02976%09red/K02971%09red/K02877%09red/K0287
1%09red/K02923%09red/K02920%09red/K02921%09r
ed/K02927%09red/K02898%09red/K02873%09red/KO
2896%09red/K02906%09red/K02925%09red/K02901%
09red/K02903%09red/K02984%09red/K02980%09red
/K02981%09red/K02966%09red/K02941%09red/K029
62%09red

Glycolysis or
Gluconeogenesis

KEGG
PATHWAY

ko00010

20]

38

—

. T2E-09]

1. 06E-07

7199139 7203381 7197206 | 7204792 | 719989
417203376 17202915] 7205097 | 7197637 7205
0567196967 | 7199127 7196652 | 7202457| 71
9526717201214 (7195448 7204815 | 7199266
7199256

http://www. genome. jp/kegg—
bin/show_pathway?ko00010/K03841%09red/K01623
%09red/K00001%09red/K01689%09red/K01835%09re
d/K01834%09red/K01803%09red/K00134%09red/K01
624%09red/K00382%09red/K01810%09red/K00873%0
9red/K01895%09red

Methane metabolism

KEGG
PATHWAY

ko00680

-

. 24E-08|

3. 58E-06

7199266 | 7204792 7202915 | 7205097 | 719763
717205056 | 7196967 | 7196652 | 7200374 | 7200
6427197905 | 7204815

http://www. genome. jp/kegg—
bin/show_pathway?ko00680/K01079%09red/K03841
%09red/K00058%09red/K01689%09red/K01834%09re
d/K01623%09red/K01624%09red/K01895%09red

Pyruvate
metabolism

KEGG
PATHWAY

ko00620

14

28

~

T0E-07]

3. 17E-05

7195267 |7195789/7201368 7205097 | 720315
37198165 7194806 7195448 | 7199385 7203
2407199894 | 7199234 7201046 7201080

http://www. genome. jp/kegg—
bin/show_pathway?ko00620/K00026%09red/K01958
%09red/K01006%09red/K01759%09red/K01649%09re
d/K00029%09red/K00382%09red/K01638%09red/K0O0
873%09red/K01895%09red/K11262%09red/K00102%0
9red

Cell cycle — yeast

KEGG
PATHWAY

ko04111

58

. 94E-05]

=

. 000613562

7196156 7203613 | 7195792( 7205163 | 719627
57200964 | 7204498 7204180 | 7200617 7196
0237205042 |71947187202316| 7198409 | 72
032117201897 7195804

http://www. genome. jp/kegg—

bin/show_pathway?ko04111/K06676%09red/K06677
%09red/K06674%09red/K06669%09red/K04382%09re
d/K03456%09red/K02210%09red/K03353%09red/K03
350%09red/K02213%09red/K03363%09red/K03355%0
9red/K03349%09red/K04563%09red/K06685%09red/
K06639%09red/K03364%09red

Pentose phosphate
pathway

KEGG
PATHWAY

ko00030

10

[

12E-05

=

000613562

7199139|7199266 | 7204792 7202915719763
717199127 7196652 7203024 | 7197646 7199
256

http://www. genome. jp/kegg—
bin/show_pathway?ko00030/K03841%09red/K01835
%09red/K01810%09red/K01623%09red/K01624%09re
d/K00615%09red

Glyoxylate and
dicarboxylate
metabolism

KEGG
PATHWAY

ko00630

24

[N

. 24E-05)

=

000613562

7194878 7203160 7203267 | 7203740 719938
517196513]7199894 7198785 | 7202968 | 7200
9787201080

http://www. genome. jp/kegg—
bin/show_pathway?ko00630/K11517%09red/K00284
%09red/K01638%09red/K00281%09red/K01966%09re
d/K01965%09red/K00382%09red/K01915%09red/KO01
637%09red/K00026%09red

Vibrio cholerae
infection

KEGG
PATHWAY

ko05110

12

©

. 44E-05]

o

. 002330809

7198807 7195027 7195026 7204611 | 719483
37199151 7202914 7202589 | 7198846 | 7201
6687194844 | 7196829

http://www. genome. jp/kegg—
bin/show_pathway?ko05110/K10956%09red/K05692
%09red/K02144%09red/K02145%09red/K02146%09re
d/K02155%09red/K02154%09red/K02151%09red/K02
150%09red

Selenocompound
metabolism

KEGG
PATHWAY

ko00450

=

000159

0. 003490315

7200552 | 7198605 | 7200252 | 7199666 | 719585
0/7197552|7204065

http://www. genome. jp/kegg—
bin/show_pathway?ko00450/K01758%09red/K03341
%09red/K13811%09red/K01874%09red/K00816%09re
d/K01739%09red

Meiosis — yeast

KEGG
PATHWAY

ko04113

13

F

4

0.00017|

0. 003490315

7196156 7203613 | 7195792 7205163 | 719627
5/7204498|7200964 | 7194718 7196666 | 7202
316]7198409 | 7205042 | 7196023

http://www. genome. jp/kegg—
bin/show_pathway?ko04113/K06639%09red/K06669
%09red/K04382%09red/K03456%09red/K02210%09re
d/K03353%09red/K03350%09red/K02213%09red/KO03
363%09red/K03355%09red/K03349%09red/K04563%0
9red/K06269%09red

Fructose and
mannose metabolism

KEGG
PATHWAY

ko00051

0o

1

0. 000187|

0. 003552661

7197943 7199266 | 7204792 | 7202915 | 719763
717196652 7198789 7197497 | 7202457

http://www. genome. jp/kegg—
bin/show_pathway?ko00051/K01809%09red/K03841
%09red/K01803%09red/K01805%09red/K01711%09re
d/K01623%09red/K01624%09red

Porphyrin and
chlorophyll
metabolism

KEGG
PATHWAY

ko00860

[\

2

0.000247|

0. 004278499

7197643 7204596 7201329 7204128 | 719702
31719724217200644 | 7196312 7200041

http://www. genome. jp/kegg—
bin/show_pathway?ko00860/K02492%09red/K10960
%09red/K04040%09red/K03403%09red/K03404%09re
d/K00228%09red/K01772%09red/K00218%09red/KO01
599%09red

Collecting duct
acid secretion

KEGG
PATHWAY

ko04966

7

0. 00026

0. 004278499

7198807 7204611 7194833 7199151 720291
417202589 |7201668 | 7194844

http://www. genome. jp/kegg—

bin/show pathway?ko04966/K02145%09red/K02146

%09red/K02155%09red/K02154%09red/K02151%09re

d/K02150%09red



http://www.genome.jp/kegg-bin/show_pathway?ko04966/K02145%09red/K02146%09red/K02155%09red/K02154%09red/K02151%09red/K02150%09red
http://www.genome.jp/kegg-bin/show_pathway?ko04966/K02145%09red/K02146%09red/K02155%09red/K02154%09red/K02151%09red/K02150%09red
http://www.genome.jp/kegg-bin/show_pathway?ko04966/K02145%09red/K02146%09red/K02155%09red/K02154%09red/K02151%09red/K02150%09red
http://www.genome.jp/kegg-bin/show_pathway?ko04966/K02145%09red/K02146%09red/K02155%09red/K02154%09red/K02151%09red/K02150%09red

7199571 7204173 7198807 | 7199151 | 719880
817194833|7204611 7201470/ 7198101 | 7199

http://www. genome. jp/kegg—

Oﬁ"%‘”‘t"’el, ) KEGC |ko00190 21 110 0.000457| 0. 007047608|258 7202914 | 7202589 7194844 | 7201668 71 51”/ Sgﬂwfpath;vay?kﬂoz‘%ﬁ/ K22145Z"09r9d/ K;)ZW’
phosphorylation  |PATHWAY 06196 | 7202327 7200395 | 7195544 7204353 | |P09red/K02155%09red/K02154%09red/K02151%09re
7202688 | 7196829 d/K02150%09red
http://www. genome. jp/kegg—
I;:l‘:';azi?;zge” gigﬁwm' k004626 5 6| 0.000626| 0. 009100315 1202801‘7199468‘7194947‘71%%1‘719897 bin/show_pathway?ko04626/K02183%09red/K09487
%09red/K13412%09red/K04079%09red
http://www. genome. jp/kegg—
Synaptic vesicle |KEGG 7198807 7194833 | 7204611/ 7203043719915 |bin/show_pathway?ko04721/K04646%09red/K02144
oyele paTiAy [K004721 11 40| 0. 000875 0. 011563042(1]7202914| 7202589 | 7201668 | 71965697194 |%09red/K02145%09red/K02146%09red/K15015%09re
8447196829 d/K02155%09red/K02154%09red /K02151%09red/K02
150%09red
http://www. genome. jp/kegg—
Arginine KEGG 7199350 7205108 7203478 | 7203160 | 720374 [bin/show_pathway?ko00220/K00262%09red/K01948
biosynthesis pATIAY [(<000220 7 16/ 0. 000889) 0. 011563042) 7509335 79001 13 %09red/K01476%09red/K00814%09red/K01915%09re
d/K15371%09red
http://www. genome. jp/kegg—
Amino sugar and | 7199139 7197943 7203905 7199127 | 720098 [bin/show_pathway?ko00520/K01809%09red/K00326
nucleotide sugar |oori [k000520 10 34| 0.000969| 0. 011961655(5|7197497| 7200293 | 7204758 | 7198727 7199 |%09red/K01835%09red/K08679%09red/K12447%09re
metabolism 256 d/K01711%09red/K01810%09red/K00012%09red/K06
118%09red
g . http://www. genome. jp/kegg—
Ej‘;gn;‘;;fm By k000061 5 8 0.001544| 0. 017334033 1194806‘7199234‘7196866‘72004”‘720059 bin/show_pathway?ko00061/K01897%09red/K15013
‘ St %09red/K11262%09red/K03921%09red
http://www. genome. jp/kegg—
. |Kece 7197713 | 7198605 7200552 7204140 | 719669 [bin/show_pathway?ko00920/K00392%09red/K00390
Sulfur metabolism |p pyy,y k000920 5 8] 0.001544) 0. 0173310335 %09red/K01739%09red/K00387409red /K13811%09re
d
http://www. genome. jp/kegg—
Starch and sucrose |KEGG 7191397200191 7194914 7203905 | 719912 [bin/show_pathway?ko00500/K01835%09red/K01188
metabolism paTHIAY [<000500 8 25) 0.001986) 0. 02044389817 17199179 7900203 | 7199256 %09red/K16055%09red/K08679%09red /K01810%09re
d/K00012%09red/K05349%09red
http://www. genome. jp/kegg—
Propanoate KEGG 7205097 | 7196835 7194806 7201458 | 719989 [bin/show_pathway?ko00640/K01899%09red/K00166
metabolism paTHIAY |K00640 8 25) 0.001986) 0. 0204438981 ) 1795745 7199234 | 7200978 %09red/K01966%09red/K01965%09red /K00382%409re
d/K01895%09red/K11262%09red
Glyeine, serine ypq 7204951 | 7203267 | 7196967 | 7195850 720037 Et'tr/):li/www' gﬁnomikjgégzgiomw%w 4/K00058
A in/show_pathway?ko re
:Zi;};ﬁ:;mc paTHIAY |<00260 9 32) 0.002228) 0.022007797) ) 17199894 7200642 | 7197905 7196707 %09red/K01694%09red /K01 758%09red/K17989%09re
‘ d/K00281%09red/K00382%09red/K01834%09red
http://www. genome. jp/kegg—
7200552 | 7204516| 7197863 | 7204613 | 720091 bin/show_pathway?ko00230/K01756%09red/K03007
. . 2 %09red/K01835%09red/K01519%09red/K00760%09re
KEGG 617199116 7202167 |7204448| 72009661 7195 | 4 1 5060001 0/K03015409red /K1381 1%09red/KO3
Purine metabolism |hor’ k000230 21 130[ 0.002879| 0. 027348286|448 | 7204365 | 7204096 | 7203014 7199256 | 71 ‘
PATHWAY 05267 | 7201977 17197412 7195734 7104347 | |201909red/KOL88%09red/KO1522%409red/K0301240
T197416]7202225 9red/K02327%09red/K00106%09red /KO0873%09red/
K02999%09red/K00365%09red/K03019%09red /K0301
8%09red/K02325%09red
http://www. genome. jp/kegg—
Aninoaey - (RNA |KiGG 7205014 7196876 | 7200252 7199666 | 720388 |bin/show_pathway?ko00970/K04567%09red/K01883
biosynthesis PATHIAY |K000970 11 48[ 0.003026( 0. 027681075|3]7199943 | 7196856 | 7202999 71950797195 |%09red/K01881%09red/K01880%09red/K03341%09re
0067202384 d/K01870%09red/K01873%09red/K01872%09red/K01
874%09red/K01868%09red/K01893%09red
Alanine, aspartate http://www. genome. jp/kegg—
and glu‘mmate KEGG k000250 8 a0l 0. 00427] 0. 036995967 7199350|7205108| 7203160 | 7203740| 720233 |bin/show_pathway?ko00250/K00262%09red/K01756
ol PATHWAY 2/7196480|7200113| 7197416 %09red/K01948%09red /K00294%09red/K00814%09re
d/K01915%09red/K15371%09red
http://www. genome. jp/kegg—
Arginine and KEGG . o ; opn| 7204681 17203478 7198992( 7195168 | 720375 [bin/show pathway?ko00330/K00318%09red/K00294
proline metabolism|PaTiAy |K00330 Y 36] 0.004344) 0. 036995967) 17196480 7203329 | 7197473 7204039 %09red/K00286%09red /K12251%09red/K01476%09re
d/K00472%09red/K00797%09red
http://www. genome. jp/kegg—
7197170|7198807 | 7195027 7195026720461 |bin/show_pathway?ko04145/K08517%09red/K01365
KEGG . 1]7194833 7197359 | 7196974 7202914] 7199 |%09red/K10956%09red/K05692%09red /K10413%09re
Phagosome paHiAY |KO04145 16 94 0.005588) 0. 01600866).) ' 709589 | 7198846 | 7201668 | 7199151 | 71 |d/KOT889%09red/K02144%09red/K02145%09red /K02
948447196829 146%09red/K02155%09red /K02154%09red/K02151%0
9red/K02150%09red
Ascorbate and KEGG http://www. genome. jp/kegg—
aldarate PATIAy |K000053 1 7| 0.005945| 0. 047367133(7202539| 7195740 7200985 | 7203905 bin/show_pathway?ko00053/K00012%09red/K00225

metabolism

%09red/K00434%09red/K12447%09red
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