
Ecology and Evolution. 2019;9:7157–7172.	 		 	 | 	7157www.ecolevol.org

 

Received:	30	October	2018  |  Revised:	6	May	2019  |  Accepted:	8	May	2019
DOI: 10.1002/ece3.5287  

O R I G I N A L  R E S E A R C H

Expression of calcification‐related ion transporters during blue 
mussel larval development

Kirti Ramesh1,2  |   Tejaswi Yarra3,4 |   Melody S. Clark3  |   Uwe John5,6 |   
Frank Melzner1

This	is	an	open	access	article	under	the	terms	of	the	Creat	ive	Commo	ns	Attri	bution	License,	which	permits	use,	distribution	and	reproduction	in	any	medium,	
provided	the	original	work	is	properly	cited.
©	2019	The	Authors.	Ecology and Evolution	published	by	John	Wiley	&	Sons	Ltd.

Kirti	Ramesh	and	Tejaswi	Yarra	contributed	equally	to	this	work.	

1GEOMAR	Helmholtz	Centre	for	Ocean	
Research,	Kiel,	Germany
2Department	of	Biological	and	
Environmental	Sciences,	Sven	Lovén	
Centre	for	Marine	Infrastructure‐
Kristineberg,	University	of	Gothenburg,	
Fiskebäckskil,	Sweden
3British	Antarctic	Survey,	Natural	
Environment	Research	Council,	Cambridge,	
UK
4Ashworth	Laboratories,	Institute	of	
Evolutionary	Biology,	University	of	
Edinburgh,	Edinburgh,	UK
5Ecological	Chemistry,	Alfred‐Wegener‐
Institut	Helmholtz‐Zentrum	für	Polar‐und	
Meeresforschung,	Bremerhaven,	Germany
6Helmholtz‐Institute	for	Functional	Marine	
Biodiversity,	Oldenburg,	Germany

Correspondence
Kirti	Ramesh,	GEOMAR	Helmholtz	Centre	
for	Ocean	Research,	Kiel	24105,	Germany.
Email:	kirti.ramesh@bioenv.gu.se

Funding information
European	Union’s	Seventh	Framework	
Programme;	NERC	Core	Funding

Abstract
The	physiological	processes	driving	the	rapid	rates	of	calcification	in	larval	bivalves	
are	poorly	understood.	Here,	we	use	a	calcification	substrate‐limited	approach	(low	
dissolved	inorganic	carbon,	CT)	and	mRNA	sequencing	to	identify	proteins	involved	
in	bicarbonate	acquisition	during	shell	formation.	As	a	secondary	approach,	we	ex‐
amined	expression	of	ion	transport	and	shell	matrix	proteins	(SMPs)	over	the	course	
of	larval	development	and	shell	formation.	We	reared	four	families	of	Mytilus edulis 
under	ambient	(ca.	1865	µmol/kg)	and	low	CT	(ca.	941	µmol/kg)	conditions	and	com‐
pared	expression	patterns	at	six	developmental	time	points.	Larvae	reared	under	low	
CT	exhibited	a	developmental	delay,	and	a	small	subset	of	contigs	was	differentially	
regulated	between	ambient	and	low	CT	conditions.	Of	particular	note	was	the	iden‐
tification	of	one	contig	encoding	an	anion	transporter	 (SLC26)	which	was	strongly	
upregulated	 (2.3–2.9	 fold)	 under	 low	CT	 conditions.	 By	 analyzing	 gene	 expression	
profiles	over	the	course	of	larval	development,	we	are	able	to	isolate	sequences	en‐
coding	ion	transport	and	SMPs	to	enhance	our	understanding	of	cellular	pathways	
underlying	larval	calcification	processes.	In	particular,	we	observe	the	differential	ex‐
pression	of	contigs	encoding	SLC4	family	members	(sodium	bicarbonate	cotransport‐
ers,	 anion	exchangers),	 calcium‐transporting	ATPases,	 sodium/calcium	exchangers,	
and	SMPs	such	as	nacrein,	tyrosinase,	and	transcripts	related	to	chitin	production.	
With	a	range	of	candidate	genes,	this	work	identifies	ion	transport	pathways	in	bi‐
valve	larvae	and	by	applying	comparative	genomics	to	investigate	temporal	expres‐
sion	patterns,	provides	a	foundation	for	further	studies	to	functionally	characterize	
the	proteins	involved	in	larval	calcification.
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1  | INTRODUC TION

During	bivalve	ontogeny,	major	developmental	steps	occur	rapidly	
within	 the	 first	days	of	 life	 to	produce	the	 larval	 shell,	prodisso‐
conch	 I	 (PD	 I).	 Successful	 deposition	 of	 the	 PD	 I	 shell	 is	 essen‐
tial	 for	 subsequent	 development	 as	 the	 calcified	 shell	 provides	
structural	 support	 for	 swimming	 and	 feeding	 (Galtsoff,	 1964).	
Calcification	 begins	 as	 the	 precipitation	 of	 a	 calcium	 carbonate	
shell	onto	an	organic	template	during	the	trochophore	larval	stage	
which	 is	characterized	by	a	free‐swimming,	ciliated	 larva	 (Bayne,	
1976).	The	supply	of	calcification	substrates	(Ca2+	and	HCO3

−) to 
the	 site	 of	 calcification	 by	 means	 of	 transepithelial	 transport	 is	
crucial	(Ramesh,	Hu,	Thomsen,	Bleich,	&	Melzner,	2017).	In	addi‐
tion,	organic	matrix	components	such	as	shell	matrix	proteins	and	
carbohydrates	 (up	 to	 5%	 of	 shell	mass,	 Simkiss	 &	Wilbur,	 2012)	
are	 synthesized	and	 incorporated	 into	 the	growing	shell,	provid‐
ing	 the	organic	 template	 for	Ca2+	 deposition.	Although	 compris‐
ing	a	 small	proportion	of	 the	 shell	 content,	 shell	matrix	proteins	
are	a	diverse	assemblage	of	proteins	that	are	important	for	poly‐
morph	control,	crystal	nucleation,	deposition	kinetics,	and	struc‐
ture	(Marin,	Luquet,	Marie,	&	Medakovic,	2008;	Miyamoto	et	al.,	
2013).	Within	2	days	of	development,	bivalve	larvae	precipitate	an	
inorganic	aragonitic	shell	that	is	almost	equivalent	to	their	somatic	
mass	and	covers	the	entire	larval	body	(Waldbusser	et	al.,	2013).	
Accompanying	this	transition	into	PD	I	larval	stage	is	a	250‐fold	in‐
crease	in	larval	calcium	content	within	a	few	hours	(Ramesh	et	al.,	
2017).	In	bivalve	larvae,	the	substrates	for	calcification	(Ca2+	and	
HCO3

−)	are	not	accumulated	prior	to	calcification	but	are	continu‐
ally	supplied	during	larval	shell	formation,	most	likely	by	means	of	
transepithelial	transport	(Ramesh	et	al.,	2017).

The	transport	of	calcium	and	bicarbonate	 ions	to,	and	removal	
of	protons	 from,	 the	calcification	space	 in	bivalves	 is	 regulated	by	
the	expression	and	activity	of	membrane‐bound	ion	transport	pro‐
teins	 (Ramesh	et	al.,	2017;	Sillanpaa,	Sundh,	&	Sundell,	2018).	The	
close	 relationship	 between	 calcification	 and	 acid–base‐related	 ion	
transport	processes	makes	it	difficult	to	distinguish	between	these	
processes	as	 intracellular	pH	regulation	 is	also	achieved	via	move‐
ment	of	protons	and	bicarbonate	across	the	cell	membrane.	Primary	
active	 ion	 transporters	 such	 as	 V‐type	 H+	 ATPases	 and	 H+/K+‐
ATPases	utilize	energy	 (ATP)	 for	proton	 translocation.	 Secondarily	
active	 proton	 transport	 is	 driven	 by	 the	 electrochemical	 gradient	
provided	by	other	membrane‐bound	 transport	 proteins,	 often	 the	
ubiquitous	Na+/K+	ATPase	(NKA).	These	secondarily	active	proteins	
are	important	for	pHi	regulation	and	are	involved	in	the	translocation	
of	protons	and	bicarbonate	via	Na+‐coupled	pathways	 (Na+/H+	ex‐
changers	SLC9,	Na+	HCO3

−	cotransporters,	SLC4),	anion	exchangers	
(Cl−/HCO3

−	 exchangers,	 SLC4),	 or	 voltage‐gated	 proton	 channels.	
The	cellular	pathways	elicited	 to	 regulate	 intracellular	pH	are	 fun‐
damentally	 conserved	 in	 eukaryotes,	 and	 the	presence	of	 all	 rele‐
vant	transporter	families	in	bivalves	has	been	confirmed	by	genome	
and	transcriptome	sequencing	projects	in	the	last	decade	(Li,	Sun,	et	
al.,	2016;	Murgarella	et	al.,	2016;	Takeuchi	et	al.,	2012;	Zhang	et	al.,	

2012).	Several	of	these	membrane‐bound	proteins	have	been	func‐
tionally	characterized	to	be	involved	in	mollusc	intracellular	pH	regu‐
lation	(Boron	&	DeWeer,	1976;	Ellington,	1993;	Sillanpaa	et	al.,	2018;	
Zange,	Grieshaber,	&	Hans,	1990).	However,	the	role	and	regulation	
of	 the	 ion	 transport	 proteins	 that	 facilitate	 substrate	 uptake	 and	
proton	extrusion	have	not	yet	been	characterized	in	mollusc	larval	
calcification.	While	 there	are	a	number	of	 transcriptome	sequenc‐
ing	studies	available	that	challenged	adult	and	 larval	mollusc	calci‐
fication	processes	using	future	ocean	acidification	scenarios,	there	
are	 no	 published	 accounts	 of	 direct	 functional	 characterization	of	
putative	calcification‐relevant	ion	transporters	using	knock	down	or	
knock	out	techniques	(DeWit,	Durland,	Ventura,	&	Langdon,	2018;	
Goncalves	et	al.,	2016;	Hüning	et	al.,	2013).	On	 the	other	hand,	a	
number	 of	 studies	 have	 successfully	 used	 RNAi	 to	 demonstrate	
functional	roles	of	specific	shell	matrix	proteins	and	have	shown	that	
their	presence	is	critical	to	“normal”	shell	development	(Fang	et	al.,	
2011;	Funabara	et	al.,	2014;	Suzuki	et	al.,	2009).	Previous	studies	on	
mollusc	larval	development	have	revealed	several	shell	matrix	pro‐
teins	and	genes	associated	with	 shell	production	 (Li,	Zhang,	et	 al.,	
2016;	Liu	et	al.,	2015)	and	indicate	that	bivalve	larvae	utilize	notably	
different	shell	matrix	proteins	when	compared	with	adults	(Zhao	et	
al.,	2018).

The	absence	of	 information	on	 the	 fundamental	mechanisms	
of	bivalve	 larval	calcification	physiology	 limits	our	ability	to	pre‐
dict	how	these	organisms	can	respond	and	adapt	to	environmen‐
tal	change.	One	way	to	address	hypotheses	regarding	the	role	of	
various	ion	transporters	related	to	mineral	formation	and	organic	
deposition	 in	 the	 larval	 calcification	 pathway	 is	 by	 challenging	
calcification	in	a	substrate‐limited	environment.	In	this	study,	we	
used	RNA‐Seq	techniques	to	identify	ion	transport	and	shell	ma‐
trix	proteins	involved	in	the	different	developmental	stages	of	cal‐
cifying	larvae	of	the	blue	mussel,	Mytilus edulis.	We	hypothesized	
that	the	genes	involved	in	calcification	in	M. edulis	would	exhibit	
severe	 changes	 in	 expression	 related	 to	 the	 rapid	 rates	 of	 PD	 I	
calcification	in	these	organisms.	Based	on	previous	empirical	data	
on	larval	mussels	which	demonstrated	that	 limiting	conditions	of	
dissolved	inorganic	carbon	(CT)	elicited	strong	reductions	in	larval	
calcification	 (Thomsen,	 Haynert,	Wegner,	 &	Melzner,	 2015),	 we	
used	a	substrate‐limited	approach	(low	CT)	to	gain	insight	into	the	
role	of	these	genes,	primarily	those	 involved	 in	 inorganic	carbon	
acquisition	and	crystal	formation.

2  | MATERIAL S AND METHODS

Adult	mussels	were	collected	in	Kiel	Fjord	(54°19.8′N;	10°9.0′E)	from	
subtidal	depths	(ca.	1.5	m)	in	June	2016.	Kiel	mytilids	are	Mytilus edu‐
lis × trossulus	hybrids	with	high	edulis‐like	allele	frequencies	(Stuckas,	
Stoof,	Quesada,	&	Tiedemann,	2009).	We	will	refer	to	them	as	Baltic	
Mytilus edulis‐like	according	to	Stuckas	et	al.	 (2017).	Spawning	was	
induced	by	exposing	the	adults	to	rapidly	elevated	water	tempera‐
ture	 between	18	 and	25°C.	 Spawning	 individuals	were	 separated,	
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and	gametes	were	collected	in	individual	beakers	filled	with	0.2	µm	
filtered	seawater	(FSW).	Eggs	were	fertilized	with	sperm,	and	ferti‐
lization	success	was	estimated	by	the	presence	of	polar	bodies/cell	
cleavage.	Cleaving	embryos	were	reared	in	10‐L	Duran	glass	bottles	
at	a	density	of	10	embryos	ml−1	bubbled	with	pressurized	air	through	
plastic	tubing.	All	experiments	were	performed	at	17°C.	A	total	of	
four	separate	 fertilizations	were	obtained	to	conduct	 replicate	ex‐
periments	(n = 4).

2.1 | Experimental treatments and sample collection

Seawater	carbonate	chemistry	was	manipulated	by	the	addition	of	
1	M	HCl	 to	FSW,	 thereby	 lowering	 the	 availability	 of	 calcification	
substrates	 (HCO3

−,	but	also	CO3
2−).	Excess	carbon	dioxide	was	 re‐

moved	by	aeration	with	pressurized	air	for	1	hr.	Seawater	pH	was	de‐
termined	on	the	NBS	scale	using	a	WTW	3310	pH	meter	equipped	
with	a	Sentix	81	electrode.	Water	for	carbonate	chemistry	samples	
was	collected	from	the	culture	bottles	 just	before	adding	embryos	
to	the	bottles.	Samples	were	collected	in	52‐mL	Duran	Schott	glass	
bottles	with	glass	stoppers	and	preserved	by	the	addition	of	10	μl 
of	 saturated	 HgCl2	 solution.	 Seawater	CT	 was	measured	 using	 an	
AIRICA	CT	analyzer	(Marianda,	Germany)	and	verified	with	certified	
reference	material	(batch	142;	Scripps	Institution	of	Oceanography,	
University	of	California,	San	Diego,	CA,	USA).	Seawater	carbonate	
chemistry	parameters	were	calculated	using	 the	CO2SYS	program	
with	KHSO4,	K1,	and	K2	dissociation	constants	after	Dickson	(1990)	
and	Roy	 et	 al.	 (1993),	 respectively.	 Cleaving	 embryos	were	 added	
to	treated	water	once	pH	had	increased	to	stable	values	(ca.	8.14).	
Temperature,	 salinity,	 and	 carbonate	 chemistry	 parameters	 of	 ex‐
perimental	conditions	are	shown	in	Table	S1.

For	 each	 experiment,	 embryos	 from	 single	 fertilizations	 were	
added	 to	 both	 control	 (FSW)	 and	 treatment	 (low	 CT)	 bottles	 and	
sampled	at	 six	developmental	 time	points	as	determined	by	hours	
postfertilization	(hpf).	Samples	were	collected	at	20,	22,	24,	27,	30,	
and	35	hpf	from	control	bottles,	based	on	time	points	that	were	pre‐
viously	identified	to	be	critical	for	calcification	(Ramesh	et	al.,	2017).	
To	 correct	 for	 developmental	 delay	 in	 treatment	 bottles,	 samples	
were	collected	at	similar	developmental	 stages	 to	 those	 in	control	
bottles,	as	determined	by	frequent	microscopic	observation	of	per‐
centage	shell	cover	of	the	larval	body	(Figure	S1).	Stage	1	occurred	
prior	to	calcification	while	at	Stage	2,	the	onset	of	calcification	was	
observed,	and	 larvae	exhibited	a	dorsal	 flattening	at	 the	 region	of	
the	shell	field.	At	Stages	3	and	4,	the	trochophore	shell	was	observed	
by	the	presence	of	a	shell	that	covered	ca.	10%	and	49%	of	the	larval	
body,	respectively.	Finally,	at	Stages	5	and	6,	larvae	had	secreted	a	
shell	that	covered	ca.	76%	and	100%	of	the	larval	body,	respectively.

Samples	were	 quickly	 concentrated	 on	 a	mesh	 (55	µm),	 trans‐
ferred	 to	 1.5‐ml	 Eppendorf	 tubes	 and	 centrifuged	 at	 10,000	 g to 
form	a	larval	pellet	(~6,000	larvae).	Seawater	was	removed	using	a	
pipette,	and	samples	were	flash	frozen	in	liquid	nitrogen	and	stored	
at	−80°C.

For	each	sample	time	point,	ca.	100	larvae	for	photographs	were	
fixed	in	4%	paraformaldehyde	prepared	in	FSW,	buffered	to	pH	8.2	

using	5	mM	NaOH.	Samples	were	photographed	using	a	Zeiss	Axio	
Scope	A1	microscope	equipped	with	a	ProgRes	CF	Jenoptik	camera	
and	ProgRes	Capture	Pro	software	(v.	2.9.0.1).

2.2 | RNA extractions and sequencing

Total	RNA	was	extracted	from	samples	using	a	RNeasy	Mini	Kit	ac‐
cording	to	manufacturer's	instructions	(Catalog	no.	74104,	Qiagen).	
RNA	 yield	 and	 purity	were	 initially	 assessed	 by	measuring	 A260/
A230	and	A260/A280	 ratio,	with	a	NanoDrop	spectrophotometer	
(NanoDrop2000;	Thermo	Scientific),	 followed	by	 integrity	analysis	
on	 a	 bioanalyzer	 (Experion,	 Bio‐Rad).	 The	 libraries	were	 prepared	
from	1	µg	RNA	per	sample	with	the	TruSeq	stranded	mRNA	HT	sam‐
ple	preparation	kit	 (Illumina).	The	quality	and	concentration	of	 the	
resulting	 libraries	were	 checked	with	 a	 bioanalyzer	 (Agilent	 2100)	
using	an	Agilent	DNA	7500	Kit	(Agilent	Technologies).	Library	prepa‐
ration	and	bioanalyzer	validation	were	performed	according	to	man‐
ufacturer	protocols.	DNA	fragment	 length	and	concentration	data	
were	then	used	to	calculate	the	molarity	of	individual	libraries,	which	
were	subsequently	pooled	equimolarly	(10	nM)	and	sequenced	on	an	
Illumina	NextSeq500	sequencer	to	generate	75	bp	single	end	reads.	
Illumina	BCL	files	were	converted	to	fastq	files	and	de‐multiplexed	
using	bcl2fastq	(v2.17;	Illumina)	using	default	settings.

2.3 | Bioinformatics analysis

All	 bioinformatics	 analyses	were	 carried	 out	 using	 default	 param‐
eters,	unless	otherwise	specified.	 Illumina	adapter	trimming	of	the	
reads	was	 performed	 using	 Trimmomatic	 v.0.33	 (Bolger,	 Lohse,	 &	
Usadel,	2014),	and	the	reads	were	further	trimmed	based	on	qual‐
ity	and	length	using	Fastq‐mcf	v.1.04.636	(Aronesty,	2011),	setting	
the	Phred	quality	 score	 to	30	and	minimum	read	 length	 to	60	bp.	
A	published	mantle	transcriptome	of	Baltic	M. edulis‐like	individuals	
(Yarra,	 2018,	PRJNA494236),	 collected	 from	 the	 same	geographic	
coordinates	 as	 the	 animals	 in	 this	 study,	 was	 used	 for	 mapping	
reads.	 The	 cleaned	 reads	were	 aligned	 to	 the	 Baltic	M. edulis‐like	
mantle	transcriptome	(Yarra,	2018)	using	Bowtie	v.1.1.1	(Langmead,	
Trapnell,	Pop,	&	Salzberg,	2009),	and	the	digital	measure	of	transcript	
abundance	was	 calculated	 using	 RSEM	 (RNA‐Seq	 by	 Expectation‐
Maximization)	 v.1.2.20	 (Li	&	Dewey,	2011).	All	 contigs	with	digital	
expression	levels	less	than	2	counts	per	million	(CPM)	at	the	Trinity	
“gene”	 level,	 in	 at	 least	 half	 the	 libraries,	were	 filtered	 out	 before	
analysis	for	differential	expression.	Preliminary	analysis	of	the	data	
revealed	mislabeling	of	 four	samples,	and	the	mislabeling	was	cor‐
rected	as	discussed	in	Appendix	S1.

Contigs	 from	 the	mantle	 transcriptome	were	annotated	with	a	
few	different	databases	(Yarra,	2018).	Sequence	similarity	searches	
of	the	transcript	sequences	were	performed	using	BLAST	(Altschul,	
Gish,	Miller,	Myers,	&	Lipman,	1990,	blastx)	with	an	E‐value	cut	off	
of	 1e−10	 against	 public	 databases	 SwissProt	 (accessed	 08	 January,	
2017),	Trembl	(accessed	04	August,	2016),	Shell	Matrix	Protein	data‐
base	(01	JULY	2018;	Yarra,	2019,	https	://doi.org/10/cz2w),	and	the	
in‐house	transmembrane	transporters	list..	Matches	were	considered	

https://doi.org/10/cz2w
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where	at	least	40%	of	the	query	sequence	was	aligned	to,	were	con‐
sidered	to	reflect	strong	sequence	similarity.	Transdecoder	(part	of	
the	Trinity	pipeline)	was	used	to	translate	contigs	into	putative	pro‐
tein	sequences	of	at	least	20	codons.	Translated	protein	sequences	
were	mined	 for	domain	and	 family	 information	using	 Interproscan	
(Jones	et	al.,	2014),	and	Gene	Ontology	(GO)	terms	for	contigs	were	
assigned	based	on	the	Interpro	database	(Finn	et	al.,	2017).

Differentially	 expressed	 contigs	 between	 developmental	
stages	and	treatments	were	identified	using	edgeR	3.20	(Robinson,	
McCarthy,	 &	 Smyth,	 2010).	Differential	 gene	 expression	 between	
the	different	 libraries	was	 assessed	using	 the	paired	experimental	
model	 (Family	 +	 Treatment	 and	 Stage),	 and	 only	 results	with	 FDR	
values	of	at	 least	0.001	were	considered.	EBSeqHMM	(Leng	et	al.,	
2015)	was	used	to	assess	the	expression	profile	of	genes	over	the	
developmental	stages	and	to	cluster	genes	by	expression	paths.	The	
expression	profiles	of	both	control	and	treatment	libraries	through	
the	development	stages	were	analyzed	and	compared.	Only	results	
with	 a	 FDR	 value	 of	 at	 least	 0.001	 were	 considered.	 For	 further	
GO	 enrichment	 analysis,	 only	 expression	 profiles	 with	 at	 least	 a	
50%	posterior	probability	 (Max	PP)	were	used.	Enrichment	of	GO	
terms	 for	 genes	 clustered	 into	 the	 same	 expression	 profile	 using	
EBSeqHMM	was	performed	using	downstream	Trinity	pipeline	 for	
Trinotate	and	GOSeq	(Grabherr	et	al.,	2011),	and	only	results	with	
at	least	FDR	value	of	0.05	were	considered.	For	the	purpose	of	fur‐
ther	characterizing	contigs	of	interest,	translated	protein	sequences	
were	globally	aligned	to	sequences	from	the	public	databases	using	
Mafft	 (Katoh,	 Rozewicki,	 &	 Yamada,	 2017),	 with	 the	 BLOSUM62	
(Henikoff	&	Henikoff,	1992)	scoring	matrix,	and	neighbor	joining	(NJ)	
trees	were	constructed	using	the	WAG	matrix	(Whelan	&	Goldman,	
2001)	with	a	bootstrap	value	of	100,	on	only	the	conserved	residues	
between	all	sequences.	The	expression	profiles	for	contigs	of	inter‐
est	with	the	highest	posterior	probability	were	displayed,	along	with	
the	normalized	count	values	of	all	four	larval	families	in	the	control	
libraries	(with	a	trend	line	represented	using	lowess	smoothing).	The	
bicarbonate	transport	phylogenetic	tree	was	constructed	based	on	

95	conserved	sites	of	43	sequences,	including	10	Baltic	M. edulis‐like	
contigs,	and	a	cystic	fibrosis	transmembrane	conductance	regulator	
from	zebrafish	as	an	outlier.	All	accession	ID's	for	protein	sequences	
used	in	the	tree	are	provided	in	Table	S2.

3  | RESULTS

3.1 | Larval development

Manipulation	of	seawater	carbonate	chemistry	by	the	addition	of	
1	M	HCl	resulted	in	a	reduction	of	CT	from	1865.5	±	26.2	µmol/
kg	 seawater	 under	 control	 conditions	 to	 941.7	 ±	 51.3	 µmol/kg	
seawater.	In	addition,	a	reduction	in	bicarbonate	availability	from	
1840.8	 ±	 23.2	 to	 888.3	 ±	 47.5	 and	 carbonate	 availability	 from	
108	±	 3.7	 to	 43.7	 ±	 5	was	 observed	 (Table	 S1).	 Further,	 seawa‐
ter CT	 reductions	were	associated	with	a	decrease	 in	pCO2	 from	
423.4	±	7.2	µatm	under	control	conditions	to	244.6	±	23.7	µatm	
and	Ωaragonite	 from	1.7	±	0.03	 to	0.6	±	0.08.	Development	at	 re‐
duced	 CT	 resulted	 in	 a	 developmental	 delay	 starting	 at	 22	 hpf,	
corresponding	 to	 the	 onset	 of	 calcification	 (Ramesh	 et	 al.,	
2017,	 Figure	 S1,	 Table	 1).	 The	 mean	 developmental	 delay	 was	
1.71	±	1.38	hr,	 and	 in	one	 family,	 the	delay	was	observed	 to	 go	
up	to	6	hr	(Table	1).	The	variability	in	developmental	delay	across	
replicates	may	be	attributed	to	biological	variability	 in	 larval	en‐
ergy	budgets	or	differences	in	the	degree	of	M. edulis × M trossulus 
hybridization	between	the	four	replicate	families.	Morphologically	
distinct	developmental	stages	were	ascribed	to	Stages	1–6	for	fur‐
ther	analyses.

3.2 | Quality control of sequencing reads

Sequencing	of	48	larval	libraries	yielded	a	total	of	590	million	reads,	
with	541	million	reads	remaining	after	filtering	based	on	quality	and	
length.	Cleaned	reads	were	aligned	to	the	Baltic	M. edulis‐like	man‐
tle	transcriptome	(Yarra,	2018),	and	mapping	rates	of	approximately	

TA B L E  1  Morphological	stages	at	which	Baltic	Mytilus edulis‐like	larvae	were	sampled	during	the	experiment

Stage Description

Hours postfertilization

Control 
families

Reared under low CT conditions

F001 F002 F003 F004

Early	trochophore Precalcification 20 20 20 20 20

Trochophore Larvae	exhibit	dorsal	flattening	at	the	region	of	the	shell	field	which	
marks	the	onset	of	calcification

22 22 22 22 22

Trochophore First	trace	of	mineralization	is	observed	by	the	presence	of	a	small	(ca.	
20	µm)	shell	and	birefringence	at	the	hinge	area.	Presence	of	an	early	
trochophore	shell	has	previously	been	observed	at	22	hpf	(Ramesh	et	
al.,	2017)

24 25 25 24 25

Trochophore 49%	±	7.7%	of	the	larval	shell	is	covered	by	a	mineralized	shell 27 29 29 28 28

Late	trochophore 76.9%	±	7.9%	of	the	larval	shell	is	covered	by	a	mineralized	shell 30 33 32 31 31

D‐veliger Larvae	have	secreted	the	PD	I	shell	and	exhibit	a	distinctive	“D”	shape 35 41 35 36 36

Note:	Changes	in	shell	cover	are	quantified	from	N	=	20	larvae	and	are	reported	as	mean	±	SD.	Under	control	conditions,	larval	development	across	
families	was	relatively	uniform	(maximum	standard	deviation	=	ca.	+7%	shell	cover,	Table	1)	and	sampled	at	six	identical	time	points.
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80%	were	observed	for	all	 larval	 libraries.	Filtering	based	on	CPM	
values	yielded	29,177	Trinity	genes	for	further	analysis.

3.3 | Gene expression analysis

Three	types	of	differential	gene	expression	analysis	were	conducted	
for	this	dataset:	pairwise	comparisons	between	treatment	and	con‐
trol	groups	at	each	developmental	stage,	pairwise	comparisons	be‐
tween	developmental	stages,	and	time	course	comparisons	between	
the	developmental	stages	using	an	auto‐regressive	hidden	Markov	
statistical	model.

In	 the	 pairwise	 comparisons	 between	 treatment	 and	 control	
libraries,	 very	 few	contigs	 (53)	were	 found	 to	be	differentially	 ex‐
pressed	at	each	developmental	stage	(Table	S3).

However,	 multiple	 contigs	 were	 found	 to	 be	 differentially	
expressed	 between	 the	 pairwise	 comparison	 of	 developmental	
stages.	 A	 large	 number	 of	 contigs	 (22,564)	 were	 differentially	
expressed	 between	 Stage	 1	 and	 each	 subsequent	 developmen‐
tal	 stage,	 and	 multiple	 contigs	 were	 also	 found	 to	 be	 differen‐
tially	 expressed	between	each	 consecutive	developmental	 stage	
(Table	S4).	Two	hundred	and	forty‐five	contigs	were	differentially	
expressed	following	the	onset	of	 larval	shell	deposition	(Stage	2)	
in	comparison	to	the	precalcifying	ontogenetic	stage	(Stage	1;	at	
20	hpf,	Table	S5).

The	 time	 series‐based	 differential	 gene	 expression	 analysis	
revealed	 two	 expression	 paths	 to	 be	 the	most	 prevalent	 during	
PD	 I	 development	 in	 the	 Baltic	M. edulis‐like	 trochophore	 stage	
(Table	2).	Enrichment	of	GO	terms	in	the	most	prevalent	expres‐
sion	 profile	 “Down‐Up‐Up‐Up‐Up”	 (for	 families	 reared	 under	
control	 conditions)	 revealed	 multiple	 functions	 associated	 with	
biomineralization,	 such	 as	 calcium	 ion	 binding,	 chitin	 binding,	
transmembrane	 transporter	 activity,	 etc.	However,	 very	 few	GO	
terms	were	enriched	in	the	second	most	prevalent	expression	pro‐
file	“Up‐Down‐Down‐Down‐Down”	(Table	3).	Although	the	abso‐
lute	number	of	differentially	expressed	contigs	within	the	control	

and	 treatment	 libraries	 was	 different	 between	 developmental	
stages	(Table	S4),	the	enriched	GO	functionalities	were	very	simi‐
lar	between	treatments.

3.4 | Identification of transport pathways involved 
in calcification

The	primary	objective	of	 this	study	was	to	 identify	candidates	of	
ion	transporter	proteins	potentially	involved	in	providing	substrates	
(Ca2+,	 HCO3

−)	 for	 larval	 calcification.	 Substrate	 (CT)	 limitation	

TA B L E  2  Top	ten	expression	profiles	and	number	of	contigs	within	each	expression	profile

Control libraries Treated libraries

Expression profile Num. contigs Expression profile Num. contigs

Down‐Up‐Up‐Up‐Up 1,249 Down‐Up‐Up‐Up‐Up 1,242

Up‐Down‐Down‐Down‐Down 837 Up‐Down‐Down‐Down‐Down 867

Up‐Down‐Down‐Down‐Up 492 Down‐Down‐Down‐Down‐Down 447

Down‐Down‐Down‐Down‐Down 470 Down‐Up‐Down‐Down‐Down 393

Down‐Up‐Down‐Down‐Down 357 Down‐Up‐Down‐Down‐Up 354

Down‐Up‐Up‐Up‐Down 333 Down‐Up‐Down‐Up‐Up 294

Down‐Up‐Up‐Down‐Down 137 Down‐Up‐Up‐Up‐Down 291

Up‐Down‐Down‐Up‐Up 105 Up‐Down‐Down‐Down‐Up 205

Down‐Up‐Down‐Down‐Up 99 Up‐Down‐Up‐Down‐Down 191

Up‐Down‐Up‐Up‐Up 92 Up‐Down‐Up‐Up‐Down 173

Note:	Only	contig	expression	profiles	with	at	least	0.001	FDR	and	posterior	probability	of	at	least	50%	are	summarized.

TA B L E  3  Enrichment	of	GO	terms	in	the	top	two	expression	
profiles

Control libraries Treated libraries

Profile	1:	“Down‐Up‐Up‐Up‐Up”

Calcium	ion	binding Calcium	ion	binding

Hydrolase	activity	(O‐glycosyl	
compounds)

Hydrolase	activity	(O‐glycosyl	
compounds)

Transporter	activity Transporter	activity

Chitin	binding Chitin	binding

Catalytic	activity Catalytic	activity

Oxidoreductase	activity Oxidoreductase	activity

Polysaccharide	binding Polysaccharide	binding

Heme	binding Heme	binding

Ion	channel	activity Carbohydrate	binding

Transmembrane	transporter	
activity

ß‐N‐acetylhexosaminidase	
activity

Profile	2:	“Up‐Down‐Down‐Down‐Down”

None Nucleic	acid	binding

 Microtubule	binding

 ATP	binding

Note:	Top	ten	Molecular	Function	(MF)	terms	with	at	least	0.05	FDR.	
Only	contig	expression	profiles	with	at	least	0.001	FDR	and	posterior	
probability	of	at	least	50%	were	used	for	GOSeq	analysis.
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induced	a	small	set	of	contigs	to	be	differentially	regulated	(Table	4,	
Table	S3)	with	fold	change	values	between	0.26	and	0.57	and	be‐
tween	1.54	and	16.11	for	down	and	upregulated	contigs,	 respec‐
tively	(Figure	S2).	Only	one	contig	showed	high	sequence	similarity	
to	an	ion	transporter	(SLC26A11,	TRINITY_DN175059_c1_g4)	and	
belongs	to	solute	carrier	family	26	(SLC26),	a	group	of	ion	transport	
proteins	 that	 transport	 a	 diverse	 set	 of	 anions,	 including	 HCO3

− 
(Cordat	&	Casey,	2009).	During	the	course	of	Baltic	M. edulis	larval	
development,	 expression	 of	 this	 SLC26A11	 contig	 was	 progres‐
sively	upregulated	under	control	conditions	(Figure	1a,	Down‐Up‐
Up‐Up‐Up‐‐0.7301	[posterior	probability]).	The	expression	of	this	
contig	was	observed	to	be	2.3	and	2.9‐fold	higher	under	substrate	
limitation	at	Stage	4	and	5,	respectively	(Table	S3).

3.5 | Putative homology of bicarbonate ion 
transporters

There	are	multiple	families	of	bicarbonate	transporters	present	 in	
eukaryotes	(Alper	&	Sharma,	2013;	Pushkin	&	Kurtz,	2006).	To	fur‐
ther	characterize	the	sequence	similarity	of	differentially	expressed	
contigs	with	bicarbonate‐transporting	domains,	a	phylogenetic	tree	
from	multiple	sequence	alignments	of	translated	protein	sequences	
was	assessed	(Figure	2).	The	phylogenetic	analysis	presented	here	
indicates	that	like	most	eukaryotes,	Baltic	M. edulis‐like	larvae	pos‐
sess	 several	 cellular	 HCO3

−‐transporting	 proteins.	 Two	 putative	
mussel	 HCO3

−‐transporting	 proteins,	 which	 share	 high	 sequence	
similarity	 with	 membrane‐bound	 SLC4	 and	 SLC26	 proteins,	 are	
the	most	interesting	in	the	context	of	the	present	study	(Figure	3).	
These	sequences	have	been	associated	with	calcification	processes	
as	they	were	found	to	be	upregulated	during	adult	mussel	shell	re‐
pair	(Yarra,	2018).

In	 contrast	 to	 the	 small	 number	of	 contigs	 exhibiting	differen‐
tial	 expression	 in	 response	 to	 substrate	 limitation,	 several	 contigs	

putatively	encoding	ion	transport	proteins	corresponding	to	solute	
carrier	families	SLC4,	SLC9,	and	SLC26	were	differentially	expressed	
during	 the	 course	 of	 larval	 development	 and	 shell	 deposition	
(Figure	1).	Among	these	SLC	families,	several	contigs	exhibited	pro‐
gressive	increases	in	expression	during	the	course	of	development	
(Table	S3).	These	sequences	encoded	proteins	such	as	sarco/endo‐
plasmic	reticulum	Ca2+‐ATPase,	sodium/calcium	exchangers	 (NCX),	
and	the	sodium/potassium	ATPase.	The	putative	ion	transport	path‐
ways	involved	in	larval	calcification	based	on	expression	patterns	for	
contigs	of	interest	are	presented	schematically	in	Figure	3.

3.6 | Shell matrix proteins

Multiple	 genes	 that	 encode	 shell	 matrix	 proteins	 previously	 iden‐
tified	 in	 the	 shell	matrices	 of	 adult	Mytilus	 spp.	 and	 expressed	 by	
the	adult	mantle	tissue,	particularly	during	shell	repair,	were	found	
to	 be	 differentially	 expressed	 during	 larval	 shell	 development.	
Approximately,	 33%	 of	 the	 contigs	 annotated	 with	 SMP	 domains	
displayed	an	increasing	expression	profile	starting	from	the	trocho‐
phore	stage	(Table	S6).	A	few	shell	matrix	proteins	(α‐carbonic	anhy‐
drase,	β‐lactamase,	concanavalin	A,	and	cyclophilin	PPIase)	displayed	
decreasing	expression	levels	as	the	initial	shell	was	completed.

4  | DISCUSSION

In	 this	 study,	we	 employed	 a	 two‐stage	 analysis.	 First,	we	 used	 a	
calcification	 substrate‐limited	 approach	 (low	 dissolved	 inorganic	
carbon,	CT)	to	identify	acid–base	regulatory	proteins	necessary	for	
larval	 calcification.	 Second,	 we	 analyzed	 gene	 expression	 profiles	
over	the	developmental	time	course	of	M. edulis	larvae	and	observed	
the	 dynamic	 expression	 of	 several	 contigs	 encoding	 ion	 transport	
and	shell	matrix	proteins	associated	with	particular	developmental	

Stage Upregulated
Sequence similarity to transmembrane 
transporters of interest Downregulated

1 0  0

2 0  0

3 16  0

4 13 Sodium‐independent	sulfate	anion	
transporter

1

5 22 Sodium‐independent	sulfate	anion	
transporter

1

6 21  5

TA B L E  4  Number	of	differentially	
expressed	contigs	in	treatment	libraries	
compared	to	control	libraries,	at	each	
stage

F I G U R E  1  Genes	encoding	putative	ion	transport	proteins	involved	in	larval	calcification	in	Mytilus edulis.	The	morphological	stages	
described	in	Table	1	and	Figure	S1	are	marked	as	1–6	on	the	x‐axes.	Expression	values	for	(a)	The	candidate	SLC26	protein	identified	by	
the	substrate	limitation	experiment.	Expression	values	for	low	CT	and	ambient	conditions	marked	in	red	in	black,	respectively.	(b–d)	Anion	
transport	proteins	(e,	f)	Anion	exchange	proteins	(g,	k)	A	SLC4	sodium	bicarbonate	cotransporter	(h–j)	SLC4	chloride‐bicarbonate	exchange	
proteins	(l)	A	SLC26	prestin	protein	(m,	o)	Sarco/endoplasmic	reticulum	calcium	ATPase	(SERCA)	proteins	(n,	p)	Calcium‐transporting	
ATPase	proteins	(q–s)	Sodium‐calcium	exchange	proteins	(t)	Cation‐transporting	protein	(u)	Sodium	potassium	ATPase	α	subunit	(v)	Sodium	
potassium	ATPase	β	subunit	(w,	x)	Mitochondrial	isoforms	of	sodium‐hydrogen	exchange	(NHE)	proteins	from	SLC9	and	(y)	Sodium‐hydrogen	
exchange	(NHE)	regulatory	cofactor.	Maximum	posterior	probability	for	all	contigs	is	reported	in	Table	S7
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stages.	The	putative	 roles	of	 these	candidate	contigs	 in	acid–base	
homeostasis	and	larval	calcification	are	discussed	below.

4.1 | Substrate limitation approach

We	used	low	dissolved	inorganic	carbon,	CT	to	challenge	larval	acid–
base	 regulatory	 systems	 and	 identify	 candidate	 contigs	 putatively	
involved	in	calcification.	In	comparison	to	controls,	substrate	limita‐
tion	treatments	(mean	CT	=	941.7	µmol/kg	seawater)	were	character‐
ized	by	a	ca.	51%	and	ca.	59%	decrease	in	bicarbonate	and	carbonate	
availability,	 respectively.	 Such	modifications	 in	 seawater	 carbonate	
chemistry	were	accompanied	by	a	developmental	delay	 in	 shell	 ac‐
cretion	that	was	consistent	with	previous	empirical	data	(Thomsen	et	
al.,	2015).	These	observations	in	developmental	delay	demonstrated	
that	low	CT	conditions	were	correlated	with	decreases	in	larval	calci‐
fication	rates	 in	Mytilus edulis	 (Thomsen	et	al.,	2015).	However,	 the	
relatively	 short	 developmental	 delay	 1.71	 ±	 1.38	 hr	 also	 indicated	
that	 larvae	are	 capable	of	 compensating	 for	dramatic	 reductions	 in	
CT	availability.	Developmental	delays	in	response	to	adverse	changes	
in	seawater	carbonate	chemistry	have	been	reported	for	several	bi‐
valve	species	(e.g.,	Ross,	Parker,	O'Connor,	&	Bailey,	2011,	Timmins‐
Schiffman,	O'Donnell,	Friedman,	&	Roberts,	2012).	However,	previous	
transcriptomic	 studies	 have	 not	 accounted	 for	 such	 developmental	
delays	 (Kelly,	 Padilla‐Gamino,	&	Hofmann,	 2016).	Our	 results	 dem‐
onstrate	the	importance	of	correcting	sample	collection	for	develop‐
mental	delays	since	we	observed	that	differences	in	shell	morphology	
(percentage	 shell	 cover)	 were	 related	 to	 specific	 gene	 expression	
profiles,	 as	 has	 been	 previously	 demonstrated	 for	 larval	 echino‐
derms	(Stumpp,	Dupont,	Thorndyke,	&	Melzner,	2011;	Stumpp,	Wren,	
Melzner,	Thorndyke,	&	Dupont,	2011).	We	identified	only	53	contigs	
to	be	differentially	expressed	between	control	and	low	CT conditions.	
However,	median	fold	change	of	contigs	significantly	regulated	in	low	
CT	libraries	with	respect	to	control	libraries	was	ca.	2.44	(Up)	and	0.52	
(Down;	Figure	S2),	 indicating	 that	more	 subtle	 changes	 in	 gene	ex‐
pression	were	not	detected	with	the	present	experimental	design.

Of	particular	 interest	was	the	2.32‐	and	2.96‐fold	upregulation	
of	one	gene	 (contig	TRINITY_DN175059_c1_g4)	at	Stages	4	and	5	
encoding	an	anion	transporter	with	strong	sequence	similarity	to	the	
solute	carrier	 family	26	 (SLC26)	members.	Solute	carrier	 family	26	
members	 transport	a	broad	group	of	anions,	 including	HCO3

−,	 the	
substrate	for	larval	calcification.	Stages	4	and	5	are	particularly	in‐
teresting,	as	they	are	characterized	by	exponential	increases	in	shell	
deposition,	corresponding	to	a	shell	cover	increase	from	ca.	10%	to	
ca.	76%	of	the	larval	body.

Phylogenetic	 tree	 analyses	 revealed	 similarity	 between	 the	M. 
edulis	SLC26	contig	and	the	human	SLC26A11	sulfate/anion	trans‐
porter	(Figure	3).	Recently,	the	function	of	SLC26A11	transporters	
as	 sodium‐independent	 sulfate	 transporters	has	been	critically	 re‐
viewed	based	on	observations	of	their	function	as	a	chloride	channel	
in	mice	neurons	using	electrophysiological	 techniques	 (Rahmati	 et	
al.,	2013).	Furthermore,	 transfection	of	 the	SLC26A11	transporter	
in	mouse	neuronal	 cells	hints	 toward	 the	activation	of	V‐type	H+‐
ATPases	 by	 SLC26A11	 transporters	 inducing	 proton	 translocation	

(Rahmati	et	al.,	2013).	Alternatively,	the	upregulation	of	this	trans‐
porter	during	 larval	development	may	be	 related	 to	 the	uptake	of	
sulfate	for	synthesis	of	sulfated	macromolecules	such	as	proteogly‐
cans	that	are	present	in	the	organic	matrix	of	mollusc	shells	(LeRoy	&	
Marie,	2012).	Sulfated	constituents	of	the	organic	matrix	in	calcified	
structures	have	been	proposed	to	play	a	 role	 in	crystal	nucleation	
(Cuif	 &	 Dauphin,	 2005;	 Cuif,	 Dauphin,	 Doucet,	 Salome,	 &	 Susini,	
2003).	However,	further	characterization	(heterologous	expression)	
is	necessary	to	verify	substrate	specificity.

In	addition	to	the	SLC26	candidate,	the	substrate	limitation	ap‐
proach	also	yielded	several	contigs	that	encoded	proteins	with	po‐
tential	roles	in	M. edulis	 larval	calcification,	 including	at	 least	eight	
differentially	 regulated	 contigs	 with	 high	 sequence	 similarity	 to	
transcripts	that	have	been	previously	demonstrated	to	be	involved	
in	bone	mineralization	and	resorption	or	have	been	shown	to	form	
components	of	organic	matrices	in	mammals.	For	example,	mice	de‐
ficient	 of	 transcription	 factor	 Sox	8	 (upregulated	 under	 low	CT	 at	
Stages	5	and	6)	exhibit	reduced	bone	mass	and	impaired	osteoblast	
differentiation	(Schmidt	et	al.,	2005).	Interestingly,	the	function	of	
transcription	 factor	 Sox	 8	 is	 strongly	 linked	 to	 the	 expression	 of	
runt‐related	 transcription	 factor	 2	 (Runx2;	 Schmidt	 et	 al.,	 2005),	
where	 Runx2	 (upregulated	 under	 low	CT	 at	 Stages	 3	 and	 5)	 is	 an	
important	regulator	of	mammalian	bone	formation	 (Fowlkes	et	al.,	
2008;	Franceschi	&	Xiao,	2002;	Takarada	et	al.,	2013)	and	arterial	
calcification	 (Ruffenach	 et	 al.,	 2016).	 Two	 other	 transcripts	 puta‐
tively	 encoding	 tumor	 necrosis	 factor	α‐inducing	 proteins	 and	 in‐
terleukin1	receptor‐associated	kinase	4	(IRAK4)	that	were	observed	
to	be	upregulated	under	low	CT	conditions	in	M. edulis	larvae	have	
also	been	 associated	with	osteoblast	 differentiation	 and	bone	 re‐
sorption	(Katsuyama	et	al.,	2014;	Tintut,	Patel,	Parhami,	&	Demer,	
2000).	Tumor	necrosis	factor	α	 is	 involved	in	the	activation	of	nu‐
clear	factor‐kappa	B	(NF‐κB,	upregulated	under	low	CT	at	Stage	5),	a	
protein	whose	activation	is	linked	to	arterial	calcification	in	humans	
(Zhao	et	al.,	2012).	Substrate	limitation	also	induced	upregulation	of	
a	contig	with	sequence	similarity	to	a	zinc	transporter	during	Stage	
5	of	M. edulis	larval	development.	In	mammals,	the	knockout	of	zinc	
transporters	has	been	demonstrated	to	result	in	skeletal	disorders	
(Fukada	et	al.,	2008)	and	the	role	of	zinc	is	established	in	bone	min‐
eralization	 (Yamaguchi,	 1998)	 and	mollusc	 shell	 deposition	 (Tan	&	
Mai,	2001).	Finally,	the	expression	of	a	contig	encoding	putative	C‐
type	lectins	was	also	upregulated	under	low	CT	in	M. edulis	larvae.	C‐
type	lectins	form	important	components	of	the	shell	organic	matrix	
in	molluscs	(Mann,	Edsinger‐Gonzales,	&	Mann,	2012).	For	example,	
the	shell	matrix	protein	perlucin	that	is	expressed	in	M. edulis	larvae	
during	PD	I	formation	contains	a	C‐type	 lectin	domain.	Therefore,	
our	substrate	(CT)	limitation	technique	elicited	an	expression	change	
in	several	contigs	that	can	be	related	to	M. edulis	larval	development.

The	low	number	of	differentially	expressed	contigs	with	respect	
to	 substrate	 limitation	 was	 certainly	 linked	 to	 the	 high	 variability	
in	gene	expression,	as	observed	before	 (Hüning	et	al.,	2013;	Yarra,	
2018),	but	was	also	in	line	with	previous	studies	on	calcifying	larvae	
that	observe	no	significant	changes	in	gene	expression	in	response	to	
simulated	ocean	acidification	(Evans,	Chan,	Menge,	&	Hofmann,	2013;	
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Kelly	et	al.,	2016).	In	contrast,	adult	bivalves	have	been	observed	to	
exhibit	differential	regulation	of	genes	related	to	ion	and	acid–base	
regulation	in	response	to	elevated	seawater	pCO2	(Li,	Huang,	et	al.,	
2016).	 Differences	 in	 larval	 and	 adult	 transcriptomic	 responses	 to	
CO2	in	other	studies	may	reflect	differences	in	acclimation	pCO2,	ex‐
perimental	design	and	individual	variability.	Alternatively,	acid–base	
regulation	may	be	ensued	via	posttranslational	mechanisms,	for	ex‐
ample,	the	translocation	of	membrane‐bound	transport	proteins	to	
compensate	for	increased	transport	of	calcification	substrates	(Roa,	
Munévar,	&	Tresguerres,	2014;	Tresguerres,	Parks,	Wood,	&	Goss,	
2007)	and	phosphorylation	of	ion	transport	proteins	(Flemmer	et	al.,	
2010;	Levitan,	1994)	that	can	induce	their	rapid	activation	(Ramnanan	
&	Storey,	2006;	Rapoport	&	Murad,	1983).	Additionally,	mapping	of	
data	to	a	larval	transcriptome	may	enable	a	deeper	insight	of	differ‐
entially	expressed	transcripts	that	are	nonmantle	specific,	whereas	
the	present	study	utilized	a	 transcriptome	assembled	 for	 the	adult	
Baltic	M. edulis‐like	mantle	tissue.

4.2 | Developmental time course analyses

4.2.1 | HCO3
− transport

In	eukaryotes,	 the	transport	of	HCO3
−	may	occur	via	two	possible	

families	of	membrane‐bound	transport	proteins,	the	SLC4	and	SLC26	

transporters	(Alper	&	Sharma,	2013;	Pushkin	&	Kurtz,	2006).	Within	
the	group	of	SLC4	transporters,	proteins	are	characterized	into	three	
major	groups,	based	on	mechanism	of	action:	Cl−/HCO3

−	exchangers	
(also	known	as	anion	exchangers	(AE),	Na+	−	HCO3

−	cotransporters	
(NBCs)	 and	 Na+‐driven	 Cl−/HCO3

−	 exchangers	 (NDCBE;	 Romero,	
Chen,	Parker,	&	Boron,	2013).	The	Cl−/HCO3

−	exchangers	are	elec‐
troneutral	and	exchange	Cl−	and	HCO3

−	at	1:1	stoichometry,	while	
the	 NBCs	may	 function	 at	 a	 Na+:HCO3

−	 stoichiometry	 of	 1:3/1:2	
(electrogenic)	or	1:1	(electroneutral;	Romero	et	al.,	2013).	The	SLC26	
family	of	transport	proteins	(as	discussed	above)	transports	a	vari‐
ety	of	anions	 including	HCO3

−,	 sulfate	 (SO4
2−),	oxalate,	 and	others	

and	 may	 similarly	 also	 be	 functionally	 characterized	 into	 various	
groups	 depending	 on	 stoichiometry	 (Soleimani,	 2013).	 Therefore,	
depending	on	which	HCO3

−‐transporting	protein	 is	 utilized,	Cl− or 
Na+	is	required	to	provide	the	electrochemical	gradient	required	for	
HCO3

−	transport.	The	provision	of	such	gradients	through	Na+/K+‐
ATPase	 is	discussed	 in	 the	 following	sections.	However,	 if	Cl−	was	
the	coupled	ion	for	HCO3

−	acquisition	during	larval	calcification,	Cl− 
gradients	may	be	maintained	via	proton	exchange,	 cation‐coupled	
Cl−	exchange	(Na+‐K+‐2Cl−	cotransporters,	SLC12)	and	Cl−	channels.

Among	all	the	contigs	putatively	encoding	ion	transport	and	shell	
matrix	 proteins	 investigated	 in	 this	 study,	 a	 sequence	 encoding	 an	
NBC	exhibited	high	transcript	abundance	during	the	larval	develop‐
ment	of	M. edulis	with	a	peak	in	expression	during	early	calcification	

F I G U R E  2  An	ion	transport	model	depicting	the	cellular	transport	processes	of	membrane‐bound	ion	transport	proteins	exhibiting	
elevated	expression	during	Mytilus edulis‐like	larval	development.	The	Na+/K+	ATPase	(NKA)	provides	the	electrochemical	gradient	for	
secondary	ion	transport	via	proteins	such	as	the	Na+/H+	exchanger	(NHE,	SLC9),	sodium	bicarbonate	cotransporters	(NBC,	SLC4),	and	Na+/
Ca2+	exchangers	(NCX,	SLC8).	Additionally,	septate	junctions	may	regulate	the	permeability	of	ions	via	the	paracellular	pathway	(Jonusaite,	
Kelly,	Donini,	2017).	The	putative	precipitation	of	calcium	carbonate	in	an	extracellular	calcification	space	is	described	in	gray.	The	precise	
cellular	location	(apical/basolateral)	and	distribution	of	these	ion	transport	proteins	are	unknown.	In	situ	hybridization	studies	are	necessary	
to	ascertain	the	expression	of	these	transporters	calcifying	epithelia
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F I G U R E  3  Phylogenetic	tree	depicting	relationships	between	bicarbonate	transporter	families	in	Homo sapiens	(human),	Stylophora 
pistillata	(Spi),	Crassostrea gigas	(Cgi),	Strongylocentrotus purpuratus	(Spu),	and	larval	mussels	(TRINITY).	All	sequences,	along	with	accession	
IDs,	are	provided	in	Table	S2.	Starred	sequences	were	differentially	expressed	in	adult	mussels	during	shell	regeneration	(Yarra,	2018),	and	
values	above	the	nodes	represent	bootstrap	values
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(Figure	 1k,	 TRINITY_DN175808_c1_g5).	 The	 peak	 in	 expression	 of	
NBC	encoding	contigs	 is	accompanied	by	the	onset	of	shell	 forma‐
tion.	Following	early	trochophore	development,	expression	levels	of	
this	NBC	sequence	rapidly	decreased.	Within	 the	contigs	encoding	
HCO3

−	transport	in	the	transcriptome	that	exhibited	differential	ex‐
pression	during	larval	development,	two	contigs	clustering	with	SLC4	
(TRINITY_DN167998_c0_g2)	 and	 SLC26	 (TRINITY_DN173725_c0_
g1)	 families	 were	 also	 observed	 to	 be	 upregulated	 during	 induced	
shell	repair	in	adult	Mytilus edulis,	further	supporting	the	role	of	these	
transcripts	in	substrate	acquisition	for	calcification	(Yarra,	2018).

4.2.2 | Ca2+ transport

Prior	to	the	onset	of	calcification	at	the	trochophore	larval	stage,	
Ca2+	 is	not	accumulated	and	stored	by	mussel	 larvae	 (Ramesh	et	
al.,	 2017).	 Rapid	 calcification	 of	 the	 PD	 I	 shell	 in	mussels	 is	 ac‐
companied	 by	 a	 tremendous	 uptake	 of	 calcium	 by	 larvae	within	
a	 few	 hours	 (Ramesh	 et	 al.,	 2017).	 In	 contrast	 to	 larval	 sea	 ur‐
chins	 (Vidavsky	 et	 al.,	 2016;	 Vidavsky,	 Masic,	 Schertel,	Weiner,	
&	 Addadi,	 2015)	 the	 acquisition	 of	 the	 calcification	 substrates	
Ca2+	 and	 HCO3

−	 from	 seawater	 via	 endocytotic	 transport	 does	
not	seem	to	be	a	major	pathway	for	calcium	acquisition	 in	 larval	
mussels,	suggesting	that	uptake	of	Ca2+	likely	occurs	via	transepi‐
thelial	 pathways	 (Ramesh	 et	 al.,	 2017).	Our	 study	 indicated	 that	
in	M. edulis,	 four	 transcripts	 (sarco/endoplasmic	 reticulum	Ca2+‐
ATPase	 [SERCA],	 Ca2+‐ATPases,	 Ca2+	 channels,	 and	 sodium/cal‐
cium	 exchangers	 [NCX])	 were	 involved	 in	 Ca2+	 transport	 during	
larval	development	(Figure	1m–s).	Expression	of	contigs	encoding	
these	four	Ca2+	transport	proteins	was	upregulated	as	ontogenetic	
development	progressed,	with	largest	increases	in	expression	for	
contigs	 encoding	 SERCA	 and	 NCX,	 suggesting	 a	 pivotal	 role	 of	
these	transporters.	In	mammalian	cells,	SERCA	is	crucial	for	main‐
taining	low	intracellular	Ca2+	concentrations	by	sequestering	Ca2+ 
within	 the	 sarco/endoplasmic	 reticulum	 (Arruda	 &	 Hotamisligil,	
2015).	In	adult	bivalves,	SERCA	has	been	suggested	to	play	a	role	
in	 biomineralization	 due	 to	 its	 high	 expression	 (Truebano	 et	 al.,	
2010)	and	localized	expression	of	one	SERCA	isoform	(Fan	et	al.,	
2007)	in	mantle	tissue.	Aside	from	SERCA,	organisms	may	also	em‐
ploy	calcium‐binding	proteins	to	reduce	free	Ca2+	concentrations	
intracellularly.	 Expression	 of	 contigs	 for	 one	 such	 calcium‐bind‐
ing	protein,	calbindin,	was	observed	to	increase	during	the	course	
of	M. edulis	 larval	development	with	a	peak	in	expression	at	PD	I	
stage.	Sodium/calcium	exchangers	(SLC8)	is	a	group	of	membrane‐
bound	transport	proteins	that	facilitate	the	reversible	exchange	of	
three	sodium	ions	(Na+)	for	one	calcium	ion	and	has	an	established	
role	 in	mammalian	osteoblast	 (bone)	 calcification	and	avian	egg‐
shell	mineralization	(Cheidde,	Viera,	Lima,	Saad,	&	Heilberg,	2003;	
Sosnoski	 &	 Gay,	 2007).	 Recently,	 immunolabelling	 techniques	
have	demonstrated	that	an	NCX	protein	 is	particularly	abundant	
within	calcifying	cells	of	the	coral,	Acropora yongei	 (Barron	et	al.,	
2018).	The	simultaneous	elevated	expression	profiles	of	the	puta‐
tive	NKA	and	NCX	during	M. edulis	ontogenetic	development	sup‐
ported	the	role	of	NCX	in	larval	Ca2+	transport.	Finally,	increased	

transcript	abundances	for	contigs	encoding	several	Ca2+	channels	
(Ca2+	 load	activated	Ca2+	channel,	voltage‐dependent	Ca2+	chan‐
nels,	Ca2+	channel	subunit	α)	were	observed	during	M. edulis	 lar‐
val	development.	Such	cellular	pathways	have	also	been	observed	
to	take	part	in	Ca2+ transport	in	the	calcifying	mantle	epithelia	of	
adult	 oysters	 (Sillanpaa	 et	 al.,	 2018).	 Specifically,	 Sillanpaa	 et	 al.	
(2018)	suggest	the	role	of	NCX	proteins	on	the	basolateral	mem‐
brane,	 while	 voltage‐dependent	 Ca2+	 channels	 facilitate	 Ca2+ 
transport	 on	 the	 apical	membranes	of	 the	 calcifying	 epithelia	 in	
adult	oysters,	Crassostrea gigas.

4.2.3 | Na+ transport

The	Na+/K+	 ATPase	 (NKA)	 protein	 is	 an	 active	membrane‐bound	
pump	present	on	the	basolateral	membrane.	It	is	critical	for	mainte‐
nance	of	cell	membrane	potential	and	generates	the	electrochemi‐
cal	gradient	necessary	to	facilitate	the	subsequent	transport	of	ions	
by	 secondary	 transport	 proteins	 (Boron	 &	 Boulpaep,	 2009).	 The	
exchange	 of	 sodium	 and	 hydrogen	 ions	 via	 the	 sodium/hydrogen	
exchanger	(NHE)	belonging	to	the	SLC9	family	is	one	such	second‐
ary	 pathway	 driven	 by	 the	NKA.	 The	 elevated	 coexpression	 pat‐
terns	 of	 a	mitochondrial	 NHE	 and	NKA,	where	 contigs	 encoding	
these	 proteins	 exhibit	 peaks	 in	 expression	 during	 trochophore	
development,	 suggest	 that	 the	NHE	 is	 critical	 for	 proton	 (H+) re‐
moval	(Figure	1u–y).	In	accordance	with	the	upregulation	of	contigs	
encoding	NKA	during	early	shell	 formation,	NKA	activity	has	also	
been	recorded	to	peak	during	early	shell	formation	in	oyster	larvae	
(Frieder,	Applebaum,	Pan,	Hedgecock,	&	Manahan,	 2017).	 Similar	
transport	processes	are	present	in	the	primary	mesenchymal	cells	
in	sea	urchin	larvae	which	are	responsible	for	calcification	and	skel‐
etogenesis	 where	 amiloride‐sensitive	 ion	 transport	 proteins	 such	
as	 the	NHE	have	been	demonstrated	 to	be	significant	 for	cellular	
pH	regulation	(Stumpp	et	al.,	2012).	In	addition	to	elevated	expres‐
sion	of	contigs	encoding	NHEs	at	the	onset	of	 larval	calcification,	
we	 also	 observed	 a	 peak	 in	 expression	 of	 gene	 encoding	Na+/H+ 
exchange	regulatory	factor	 (NHERF).	Na+/H+	exchange	regulatory	
factor	proteins	are	involved	in	regulating	the	function	of	NHE	and	
have	 a	 pivotal	 role	 in	 bone	 formation,	 where	 their	 regulation	 of	
NHEs	 is	 crucial	 for	osteoblast	differentiation	and	strength	 (Liu	et	
al.,	2012).

4.2.4 | H+ transport

Apart	 from	 NHE	 (see	 above),	 several	 contigs	 putatively	 encoding	
H+	 transporters	were	 differentially	 expressed	 during	 larval	 devel‐
opment.	Among	these,	contigs	encoding	VHAs	exhibited	a	peak	in	
expression	during	PD	 I	stage	of	 larval	development.	 In	addition	to	
the	active	 transport	of	H+,	 secondary	H+	 transport	pathways	such	
as	voltage‐gated	hydrogen	channels	also	exhibited	dynamic	expres‐
sion	profiles	during	development	of	M. edulis.	Proton	efflux	via	volt‐
age‐gated	hydrogen	channels	are	responsible	for	pH	homeostasis	in	
calcifying	 coccolithophore	 cells,	 preventing	 cytoplasmic	 acidifica‐
tion	 (Taylor,	 Chrachri,	 Wheeler,	 Goddard,	 &	 Brownlee,	 2011).The	
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elevated	expression	of	H+	transport	pathways	during	larval	calcifica‐
tion	is	consistent	with	the	requirement	to	extrude	protons	that	are	
generated	by	the	mineralization	of	calcium	carbonate	from	HCO3

− 
and	the	observed	increases	in	pH	at	the	site	of	calcification	in	larval	
mussels	(Ramesh	et	al.,	2017).

4.2.5 | Transport of other ions

Parallel	to	the	acquisition	of	substrates	for	calcification	(Ca2+	and	
HCO3

−)	and	removal	of	proton	by‐products	of	calcification,	there	
are	 ion	 transport	 proteins	 that	 are	 essential	 for	 maintenance	 of	
cellular	 electrogenic	 gradients,	 cell	 volume,	 etc.	 During	 the	 on‐
togenetic	development	of	M. edulis,	expression	of	several	contigs	
encoding	chloride	(Cl−)	and	potassium	(K+)	channels	was	observed.	
In	 particular,	 elevated	 expression	 for	 various	 chloride	 channels	
during	PD	I	larval	stage	was	detected	(Figure	S3).	Efflux	of	Cl−	from	
the	basolateral	membrane	due	to	acquisition	of	HCO3

−	in	the	calci‐
fication	space	via	anion	exchangers	may	be	coupled	to	the	elevated	
activity	 of	 Cl−	 channels.	 Alternatively,	 Cl−	 efflux	 may	 occur	 via	
cation‐coupled	 pathways	 (SLC12)	 or	 H+/Cl−	 exchange.	 However,	
contigs	encoding	such	Cl−	 transport	proteins	did	not	exhibit	high	
transcript	 abundances	 during	 larval	 development	 or	 shell	 forma‐
tion	in	M. edulis.

Expression	of	several	K+	channels	was	seen	in	the	larval	tran‐
scriptome.	However,	significant	changes	in	the	expression	of	only	
one	K+	channel	was	observed	during	the	course	of	development,	
the	 inward	 rectifier	K+	 channel	 (Kir,	 Figure	S3).	 Interestingly,	 this	
group	of	membrane‐bound	 transport	 proteins	was	 also	 found	 to	
be	upregulated	during	shell	repair	in	adult	M. edulis	(Yarra,	2018).	
Kir	channels	are	important	in	sustaining	electrochemical	gradients	
and	cell	resting	potential	by	recycling	K+	ions	(Weber,	Cunningham,	
&	Schulte,	2001).	 In	addition,	their	absence	 in	mammalian	osteo‐
blasts	has	been	observed	to	inhibit	osteoblastgenesis	due	to	a	de‐
creased	efficiency	in	production	of	an	extracellular	matrix	(Sacco	
et	al.,	2015).

4.3 | Shell matrix proteins (SMPs)

It	 has	 long	 been	 known	 that	 SMPs	 play	 a	 critical	 role	 in	 calcium	
deposition	and	shell	development	(Weiner	&	Traub,	1984;	Wheeler	
&	 Sikes,	 1984),	 but	 these	 are	 poorly	 characterized	 in	 larvae.	
Interestingly,	approximately,	65%	of	the	SMPs	expressed	in	the	adult	
Baltic	M. edulis‐like	mantle	transcriptome	(Yarra,	2018)	and	ca.	65%	
of	the	SMPs	extracted	from	adult	shells	were	expressed	during	larval	
development.	 Similar	 to	M. edulis‐like	 larvae,	 three	SMPs	 (nacrein,	
EGF‐like,	and	tyrosinase)	have	also	been	observed	to	be	expressed	
in	 other	 bivalve	 larvae	 (Fang	 et	 al.,	 2011;	 Li,	 Zhang,	 et	 al.,	 2016;	
Liu	et	al.,	2015).	Multiple	contigs	with	sequence	similarity	to	other	
adult	shell	SMPs,	but	not	yet	identified	in	larval	shells,	were	found	
to	be	differentially	expressed	throughout	PD	I	development.	Most	
of	the	differentially	expressed	contigs	encoded	domains	involved	in	
structuring	the	shell	or	tissue,	such	as	β‐hexosaminidase,	glycoside	
hydrolase,	chitin	synthase,	chitin	binding,	von	Willebrand	factor	A,	

and	Fibronectin	type	III.	These	were	all	found	to	have	an	increasing	
expression	profile	as	the	shell	field	was	expanding	over	the	surface	
of	 the	 larvae.	 Contigs	 containing	 copper‐binding	 domains	 such	 as	
amine	 oxidase,	 dopamine‐β‐hydroxylase,	 and	 tyrosinase	were	 also	
shown	 to	 increase	 in	expression	as	 the	PD	 I	 shell	was	 formed.	Of	
particular	interest	were	contigs	containing	tyrosinase	domains	that	
showed	a	decrease	 in	expression	right	before	the	end	of	PD	I	 for‐
mation.	Tyrosinase	proteins	are	involved	in	periostracum	formation	
(Zhang,	Xie,	Huang,	Chen,	&	Zhang,	2006),	and	the	drop	in	expres‐
sion	of	contigs	containing	tyrosinase	domains	may	reflect	the	com‐
pletion	of	periostracum	formation	in	PD	I.

Other	SMPs	 linked	 to	mineral	deposition	and	crystallographic	
control	 include	proteases	and	protease	 inhibitors	 that	behave	an‐
tagonistically,	 where	 the	 former	 are	 known	 to	 be	 important	 for	
crystal	nucleation	(Hershey	et	al.,	2016;	Tiaden	et	al.,	2012).	During	
the	formation	of	the	Baltic	M. edulis‐like	PD	I	shell,	contigs	contain‐
ing	protease	inhibitor	domains	such	as	BPTI/Kunitz	and	Kazal	were	
increasing	 in	 expression	 throughout	 shell	 formation.	 BPTI/Kunitz	
domain‐containing	contigs	exhibited	a	peak	 in	expression	prior	to	
the	completion	of	PD	I,	supporting	the	domains	involvement	in	ter‐
minating	crystal	growth.	Conversely,	the	contig	with	the	protease	
inhibitor	domain	β‐lactamase	(Gigasin	6)	was	highly	expressed	be‐
fore	 larval	 calcification,	 suggesting	 a	 putative	 involvement	 in	 ini‐
tial	crystal	deposition.	The	contig	containing	the	protease	domain,	
peptidase	C1A,	was	observed	to	increase	in	expression	throughout	
shell	 formation,	 thus	 not	 following	 the	 pattern	 of	 other	 protease	
and	protease	 inhibitors.	However,	 this	may	be	because	peptidase	
C1A	domains	occur	 in	multifunctional	 proteins	which	 are	 also	 in‐
volved	in	immune	functions.

Although	 bivalve	 larval	 shells	 are	 composed	 of	 only	 one	 cal‐
cium	carbonate	polymorph,	aragonite	 (Kudo	et	al.,	2010;	Yokoo	et	
al.,	 2011),	 several	 SMPs	 (tyrosinase,	 gigasin‐like	 and	 alveoline‐like	
proteins)	that	were	previously	identified	in	the	calcitic	fibrous	prism	
structures	of	adult	mytilid	shells	(Gao	et	al.,	2015;	Liao	et	al.,	2015)	
were	 also	 expressed	 in	 the	Baltic	M. edulis‐like	 developing	 larvae.	
This	emphasizes	the	need	for	further	investigation	into	larval	stages	
over	 a	 longer	 developmental	 time	 period	 to	 determine	 whether	
there	is	specific	SMP	partitioning	with	development.

5  | CONCLUSIONS

By	 rearing	mussel	 larvae	 under	 conditions	 of	 substrate	 limitation	
for	 calcification	 and	 analyzing	 differential	 gene	 expression	 pat‐
terns,	we	were	able	to	 identify	a	membrane‐bound	transport	pro‐
tein	 potentially	 involved	 in	 HCO3

−	 acquisition,	 belonging	 to	 the	
SLC26	 family	 of	 anion	 transporters	 and	 other	 candidate	 genes	
previously	 identified	 in	human	biomineralization.	 Interestingly,	the	
present	study	identifies	only	a	small	subset	of	contigs	to	be	differ‐
entially	expressed	under	substrate	limitation.	Although	this	may	be	
improved	 by	 a	 stronger	 CT	 treatment	 (>50%	 decrease	 relative	 to	
control),	higher	sequencing	depth,	and	 level	of	replication,	bivalve	
larvae	may	possess	a	fixed	capacity	to	modify	their	transcriptomic	
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developmental	program.	This	is	consistent	with	previous	studies	on	
bivalve	larval	development	that	observed	no	significant	changes	in	
gene	expression	 in	 response	 to	 induced	acid–base	stress	 (Kelly	et	
al.,	2016).	Our	data	demonstrated	an	increased	expression	of	con‐
tigs	encoding	for	Ca2+	and	HCO3

−‐transporting	proteins	during	lar‐
val	development,	 in	particular,	once	 larval	shell	 formation	started.	
In	particular,	the	dynamic	expression	patterns	and	high	expression	
levels	of	contigs	encoding	SERCA,	NCX,	and	NBC	hint	toward	the	
role	of	these	ion	transport	pathways	in	bivalve	larval	calcification.	
Similarly,	the	analyses	of	SMP	expression	patterns	revealed	several	
proteins	with	hypothesized	roles	in	shell	structure,	crystallographic	
control,	and	periostracum	deposition	to	be	upregulated	during	larval	
development.	To	date,	functional	analyses	using	RNA	interference	
techniques	have	been	limited	to	SMPs	(Fang	et	al.,	2011;	Funabara	
et	al.,	2014;	Suzuki	et	al.,	2009).	However,	knock	out/knock	down	
techniques	are	required	to	establish	the	role	of	candidate	ion	trans‐
porters	 in	 larval	 calcification.	 The	 identification	 of	 candidate	 bi‐
omineralization	genes	in	this	study	paves	the	way	for	future	in	depth	
investigations.	Heterologous	expression	techniques	 in	conjunction	
with	electrophysiology	 techniques	should	be	used	 to	characterize	
the	 substrate	 specificity	 and	 stoichiometry	of	 these	 ion	 transport	
genes	(in	particular,	the	SLC26A11	ortholog)	and	their	complex	in‐
teractions	with	SMPs	to	produce	a	robust	larval	shell.

ACKNOWLEDG MENTS

This	 study	 was	 funded	 by	 the	 European	 Union's	 Seventh	
Framework	 Programme	 [FP7]	 ITN	 project	 “CACHE”	 under	 REA	
grant	 agreement	 #[605051]13	 and	 partially	 financed	 by	 the	
Helmholtz‐Gemeinschaft	 Deutscher	 Forschungszentren	 through	
the	 research	 program	 “Polar	 regions	 And	 Coasts	 in	 the	 chang‐
ing	 Earth	 System”	 (PACES	 II)	 of	 the	 Alfred‐Wegener‐Institut	
Helmholtz‐Zentrum	 für	 Polar‐und	 Meeresforschung.	 MSC	 was	
supported	by	NERC	core	funding	to	the	British	Antarctic	Survey.	
We	 thank	Ulrike	Panknin	 and	Nancy	Kühne	 for	help	with	 the	 li‐
brary	preparation	and	sequencing.

CONFLIC T OF INTERE S T

None	declared.

AUTHOR CONTRIBUTIONS

K.R.	and	F.M.	designed	the	study.	K.R.	conducted	the	larval	exper‐
iments,	RNA	extractions,	and	sequencing	library	preparations.	T.Y	
conducted	the	bioinformatics	analysis.	K.R.	and	T.Y.	analyzed	the	
data	and	wrote	the	manuscript.	All	authors	contributed	to	paper	
revisions.

DATA ACCE SSIBILIT Y

Transcriptomics	 data	 are	 available	 at	 the	NCBI	 short	 read	 archive	
under	accession	number	PRJNA494236.

ORCID

Kirti Ramesh  https://orcid.org/0000‐0001‐7889‐6722 

Melody S. Clark  https://orcid.org/0000‐0002‐3442‐3824 

R E FE R E N C E S

Alper,	S.	L.,	&	Sharma,	A.	K.	(2013).	The	SLC26	gene	family	of	anion	trans‐
porters	 and	 channels.	Molecular Aspects of Medicine,	34,	 494–515.	
https	://doi.org/10.1016/j.mam.2012.07.009

Altschul,	S.	F.,	Gish,	W.,	Miller,	W.,	Myers,	E.	W.,	&	Lipman,	D.	J.	(1990).	
Basic	 local	alignment	search	 tool.	Journal of Molecular Biology,	215,	
403–410.	https	://doi.org/10.1016/S0022‐2836(05)80360‐2

Aronesty,	E.	(2011)	Command‐line tools for processing biological sequencing 
data.	In	ea‐utils.	Retrieved	from	http://code.google.com/p/ea‐utils	

Arruda,	A.	P.,	&	Hotamisligil,	G.	S.	 (2015).	Calcium	homeostasis	 and	or‐
ganelle	 function	 in	 the	 pathogenesis	 of	 obesity	 and	 diabetes.	 Cell 
Metabolism,	22,	381–397.	https	://doi.org/10.1016/j.cmet.2015.06.010

Barron,	M.	E.,	Theis,	A.	B.,	Espinoza,	 J.	A.,	Barott,	K.	L.,	Hamdoun,	A.,	
&	 Tresguerres,	M.	 (2018).	 A	 vesicular	Na+/Ca2+	 exchanger	 in	 coral	
calcifying	 cells.	PLoS ONE,	13,	 e0209734.	 https	://doi.org/10.1371/
journ	al.pone.0205367

Bayne,	B.	 L.	 (1976).	 The	biology	of	mussel	 larvae.	 In	B.	 L.	Bayne	 (Ed.),	
Marine mussels: Their ecology and physiology	(pp	8t–120).	Cambridge,	
UK:	Cambridge	University	Press.

Bolger,	A.	M.,	 Lohse,	M.,	&	Usadel,	 B.	 (2014).	 Trimmomatic:	A	 flexible	
trimmer	for	 Illumina	sequence	data.	Bioinformatics,	30,	2114–2120.	
https	://doi.org/10.1093/bioin	forma	tics/btu170

Boron,	W.,	&	Boulpaep,	E.	L.	(2009).	Medical physiology: A cellular and mo‐
lecular approach	(2nd	ed.).	Toronto,	Canada:	Saunders	Elsevier.

Boron,	 W.,	 &	 DeWeer,	 P.	 (1976).	 Intracellular	 pH	 transients	 in	 squid	
giant	axons	caused	by	CO2,	NH3,	and	metabolic	inhibitors.	Journal of 
General Physiology,	67,	91–112.	https	://doi.org/10.1085/jgp.67.1.91

Cheidde,	L.,	Viera,	T.	C.,	Lima,	P.	R.	M.,	Saad,	S.	T.	O.,	&	Heilberg,	I.	P.	(2003).	
A	novel	mutation	 in	the	anion	exchanger	1	gene	 is	associated	with	
familial	distal	renal	tubular	acidosis	and	nephrocalcinosis.	Pediatrics,	
112,	1361–1367.	https	://doi.org/10.1542/peds.112.6.1361

Cordat,	E.,	&	Casey,	J.	R.	 (2009).	Bicarbonate	transport	 in	cell	physiol‐
ogy	 and	 disease.	 Biochemical Journal,	 417,	 423–439.	 https	://doi.
org/10.1042/BJ200	81634	

Cuif,	 J.	 P.,	&	Dauphin,	Y.	 (2005).	 The	 two‐step	mode	of	 growth	 in	 the	
Scleractinian	 coral	 skeletons	 from	 the	 micrometre	 to	 the	 over‐
all	 scale.	 Journal of Structural Biology,	 150,	 319–331.	 https	://doi.
org/10.1016/j.jsb.2005.03.004

Cuif,	J.	P.,	Dauphin,	Y.,	Doucet,	J.,	Salome,	M.,	&	Susini,	J.	(2003).	XANES	
mapping	 of	 organic	 sulfate	 in	 three	 scleractinian	 coral	 skeletons.	
Geochimica Cosmochimica Acta,	67,	75–83.	https	://doi.org/10.1016/
S0016‐7037(02)01041‐4

DeWit,	P.,	Durland,	E.,	Ventura,	A.,	&	Langdon,	C.	(2018).	Gene	expres‐
sion	correlated	with	delay	in	shell	formation	in	larval	Pacific	oysters	
(Crassostrea gigas)	exposed	to	experimental	ocean	acidification	pro‐
vides	 insights	 into	 shell	 formation	mechanisms.	BMC Genomics,	19,	
160.	https	://doi.org/10.1186/s12864‐018‐4519‐y

Dickson,	A.	G.	(1990).	Standard	potential	of	the	reaction	–	AgClS+1/2	H2	
=	AgS+HClAq	and	the	standard	acidity	constant	of	the	ion	HSO4	–	in	
synthetic	sea‐water	from	273.15‐K	to	318.15‐K.	Journal of Chemical 
Thermodynamics,	22,	113–127.

Ellington,	 W.	 R.	 (1993).	 Studies	 of	 Intracellular	 pH	 Regulation	 in	
Cardiac	 Myocytes	 from	 the	 Marine	 Bivalve	 Mollusk,	 Mercenaria‐
Campechiensis. Biological Bulletin,	184,	209–215.

Evans,	 T.	 G.,	 Chan,	 F.,	 Menge,	 B.	 A.,	 &	 Hofmann,	 G.	 E.	 (2013).	
Transcriptomic	responses	to	ocean	acidification	in	larval	sea	urchins	
from	 a	 naturally	 variable	 pH	 environment.	Molecular Ecology,	 22,	
1609–1625.	https	://doi.org/10.1111/mec.12188	

info:x-wiley/peptideatlas/PRJNA494236
https://orcid.org/0000-0001-7889-6722
https://orcid.org/0000-0001-7889-6722
https://orcid.org/0000-0002-3442-3824
https://orcid.org/0000-0002-3442-3824
https://doi.org/10.1016/j.mam.2012.07.009
https://doi.org/10.1016/S0022-2836(05)80360-2
http://code.google.com/p/ea-utils
https://doi.org/10.1016/j.cmet.2015.06.010
https://doi.org/10.1371/journal.pone.0205367
https://doi.org/10.1371/journal.pone.0205367
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1085/jgp.67.1.91
https://doi.org/10.1542/peds.112.6.1361
https://doi.org/10.1042/BJ20081634
https://doi.org/10.1042/BJ20081634
https://doi.org/10.1016/j.jsb.2005.03.004
https://doi.org/10.1016/j.jsb.2005.03.004
https://doi.org/10.1016/S0016-7037(02)01041-4
https://doi.org/10.1016/S0016-7037(02)01041-4
https://doi.org/10.1186/s12864-018-4519-y
https://doi.org/10.1111/mec.12188


7170  |     RAMESH Et Al.

Fan,	W.,	Li,	C.,	Li,	S.,	Feng,	Q.,	Xie,	L.,	&	Zhang,	R.	(2007).	Cloning,	charac‐
terization,	and	expression	patterns	of	three	sarco/endoplasmic	retic‐
ulum	Ca2+‐ATPase	isoforms	from	pearl	oyster	(Pinctada fucata). Acta 
Biochimica Et Biophysica Sinica,	39,	722–730.

Fang,	D.,	Xu,	G.,	Hu,	Y.,	Pan,	C.,	Xie,	L.,	&	Zhang,	R.	(2011).	Identification	
of	 genes	 directly	 involved	 in	 shell	 formation	 and	 their	 functions	
in	 pearl	 oyster,	 Pinctada fucata. PLoS ONE,	 6,	 e21860.	 https	://doi.
org/10.1371/journ	al.pone.0021860

Finn,	R.	D.,	Attwood,	T.	K.,	Babbitt,	P.	C.,	Bateman,	A.,	Bork,	P.,	Bridge,	
A.	J.,	…	Mitchell,	A.	L.	(2017).	InterPro	in	2017‐beyond	protein	family	
and	domain	annotations.	Nucleic Acids Research,	45(D1),	D190–D199.	
https	://doi.org/10.1093/nar/gkw1107

Flemmer,	 A.	 W.,	 Monette,	 M.	 Y.,	 Djurisic,	 M.,	 Dowd,	 B.,	 Darman,	 R.,	
Gimenez,	I.,	&	Forbush,	B.	(2010).	Phosphorylation	state	of	the	Na+/
K+/Cl‐	cotransporter	(NKCC1)	in	the	gills	of	Atlantic	killifish	(Fundulus 
heteroclitus)	during	acclimation	 to	water	of	varying	 salinity.	 Journal 
of Experimental Biology,	 213,	 1558–1566.	 https	://doi.org/10.1242/
jeb.039644

Fowlkes,	J.	L.,	Bunn,	R.	C.,	Liu,	L.,	Wahl,	E.	C.,	Coleman,	H.	N.,	Cockrell,	
G.	E.,	…	Thrailkill,	K.	M.	 (2008).	Runt‐related	transcription	 factor	2	
(RUNX2)	and	RUNX2‐related	Osteogenic	genes	are	down‐regulated	
throughout	Osteogenesis	in	type	1	diabetes	mellitus.	Endocrinology,	
149,	1697–1700.	https	://doi.org/10.1210/en.2007‐1408

Franceschi,	R.	T.,	&	Xiao,	G.	(2002).	Regulation	of	the	osteoblast‐specific	
transcription	factor,	Runx2:	Responsiveness	to	multiple	signal	trans‐
duction	pathways.	Journal of Cellular Biochemistry,	88,	446–454.

Frieder,	C.	A.,	Applebaum,	S.	L.,	Pan,	T.	C.	F.,	Hedgecock,	D.,	&	Manahan,	
D.	(2017).	Metabolic	cost	of	calcification	in	bivalve	larvae	under	ex‐
perimental	 ocean	 acidification.	 ICES Journal of Marine Science,	 74,	
941–954.	https	://doi.org/10.1093/icesj	ms/fsw213

Fukada,	T.,	Civic,	N.,	Furuichi,	T.,	Shimoda,	S.,	Mishima,	K.,	Higashiyama,	
H.	…	Hirano,	T.	(2008).	The	zinc	transporter	SLC39A13/ZIP13	is	re‐
quired	for	connective	tissue	development;	its	involvement	in	BMP/
TGF‐β	signaling	pathways.	PLoS ONE,	3,	e3642.

Funabara,	D.,	Ohmori,	F.,	Kinoshita,	S.,	Koyama,	H.,	Mizutani,	S.,	Ota,	A.,	
…	Watabe,	S.	 (2014).	Novel	genes	participating	 in	the	formation	of	
prismatic	and	nacreous	layers	in	the	pearl	oyster	as	revealed	by	their	
tissue	distribution	and	RNA	 interference	knockdown.	PLoS ONE,	9,	
e84706.	https	://doi.org/10.1371/journ	al.pone.0084706

Galtsoff,	 P.	 S.	 (1964)	 The American oyster, Crassostrea virginica Gmelin. 
Chapter	 16:	 Larval	 development	 and	 metamorphosis.	 Fishery	
Bulletin,	North	East	Fishery	Science	Centre.

Gao,	P.,	Liao,	Z.,	Wang,	X.	X.,	Bao,	L.	F.,	Fan,	M.	H.,	Li,	X.	M.,	…	Xia,	S.	
W.,		(2015).	Layer‐by‐layer	proteomic	analysis	of	Mytilus galloprovin‐
cialis	 shell.	PLoS ONE,	10,	 e0137487.	https	://doi.org/10.1371/journ	
al.pone.0133913

Goncalves,	P.,	Anderson,	K.,	Thompson,	E.	L.,	Melwani,	A.,	Parker,	L.	M.,	
Ross,	 P.	M.,	 &	 Raftos,	 D.	 (2016).	 Rapid	 transcriptional	 acclimation	
following	 transgenerational	 exposure	 of	 oysters	 to	 ocean	 acidifi‐
cation.	Molecular Ecology,	25,	 4836–4849.	https	://doi.org/10.1111/
mec.13808	

Grabherr,	M.	G.,	Haas,	B.	J.,	Yassour,	M.,	Levin,	J.	Z.,	Thompson,	D.	A.,	
Amit,	I.,	…	Regev,	A.	(2011).	Full‐length	transcriptome	assembly	from	
RNA‐Seq	data	without	a	reference	genome.	Nature Biotechnology,	29,	
644–652.	https	://doi.org/10.1038/nbt.1883

Henikoff,	 S.,	 &	 Henikoff,	 J.	 G.	 (1992).	 Amino	 acid	 substitution	 matri‐
ces	 from	 protein	 blocks.	 Proceedings of the National Academy of 
Sciences of the United States of America,	89,	10915–10919.	https	://doi.
org/10.1073/pnas.89.22.10915	

Hershey,	D.	M.,	Ren,	X.,	Melnyk,	R.	A.,	Browne,	P.	J.,	Ozyamak,	E.,	Jones,	
S.	R.,	…	Komeili,	A.	 (2016).	MamO	 is	a	 repurposed	serine	protease	
that	promotes	magnetite	biomineralization	through	direct	transition	
metal	binding	in	magnetotactic	bacteria.	PLoS Biology,	14,	e1002402.	
https	://doi.org/10.1371/journ	al.pbio.1002402

Hüning,	 A.	 K.,	Melzner,	 F.,	 Thomsen,	 J.,	 Gutowska,	M.	 A.,	 Krämer,	 L.,	
Frickenhaus,	 S.,	 …	 Lucassen,	M.	 (2013).	 Impacts	 of	 seawater	 acid‐
ification	 on	 mantle	 gene	 expression	 patterns	 of	 the	 Baltic	 Sea	
blue	 mussel:	 Implications	 for	 shell	 formation	 and	 energy	 metab‐
olism.	 Marine Biology,	 160,	 1845–1861.	 https	://doi.org/10.1007/
s00227‐012‐1930‐9

Jones,	P.,	Binns,	D.,	Chang,	H.	Y.,	Fraser,	M.,	Li,	W.,	McAnulla,	C.,	…	Hunter,	
S.	(2014).	InterProScan	5:	Genome‐scale	protein	function	classifica‐
tion.	 Bioinformatics,	 30,	 1236–1240.	 https	://doi.org/10.1093/bioin	
forma	tics/btu031

Jonusaite,	S.,	Kelly,	S.	P.,	&	Donini,	A.	(2017).	Identification	of	the	septate	
junction	protein	gliotactin	 in	 the	mosquito	Aedes aegypti:	Evidence	
for	a	role	in	increased	paracellular	permeability	in	larvae.	Journal of 
Experimental Biology,	220,	2354–2363.

Katoh,	K.,	Rozewicki,	J.,	&	Yamada,	K.	D.	(2017).	MAFFT	online	service:	
multiple	 sequence	 alignment,	 interactive	 sequence	 choice	 and	 vi‐
sualization.	Briefings in Bioinformatics.	 bbx	 108,	 pp.	 1‐7	 https	://doi.
org/10.1093/bib/bbx108	[Epub	ahead	of	print]

Katsuyama,	 E.,	 Miyamoto,	 H.,	 Kobayashi,	 T.,	 Sato,	 Y.,	 Hao,	 W.,	
Kanagawa,	H.,	…	Miyamoto,	T.	 (2014).	 Interleukin‐1	Receptor‐asso‐
ciated	 Kinase‐4	 (IRAK4)	 promotes	 inflammatory	 osteolysis	 by	 ac‐
tivating	 osteoclasts	 and	 inhibiting	 formation	 of	 foreign	 body	 giant	
cells.	The Journal of Biological Chemistry,	290,	 716–726.	https	://doi.
org/10.1074/jbc.M114.568360

Kelly,	M.	W.,	Padilla‐Gamino,	J.	L.,	&	Hofmann,	G.	E.	(2016).	High	pCO2 
affects	body	size,	but	not	gene	expression	in	larvae	of	the	California	
mussel	 (Mytilus californianus). ICES Journal of Marine Science,	 73,	
962–969.

Kudo,	M.,	Kameda,	J.,	Saruwatari,	K.,	Ozaki,	N.,	Okano,	K.,	Nagasawa,	H.,	
&	Kogure,	T.	(2010).	Microtexture	of	larval	shell	of	oyster,	Crassostrea	
nippona:	a	FIB‐TEM	study.	Journal of Structural Biology,	169,	1–5.

Langmead,	B.,	 Trapnell,	C.,	 Pop,	M.,	&	Salzberg,	 S.	 L.	 (2009).	Ultrafast	
and	 memory‐efficient	 alignment	 of	 short	 DNA	 sequences	 to	 the	
human	genome.	Genome Biology,	10,	R25.	https	://doi.org/10.1186/
gb‐2009‐10‐3‐r25

Leng,	 N.,	 Li,	 Y.,	McIntosh,	 B.	 E.,	 Nguyen,	 B.	 K.,	 Duffin,	 B.,	 Tian,	 S.,	 …	
Kendziorski,	C.	(2015).	EBSeq‐HMM:	A	Bayesian	approach	for	iden‐
tifying	 gene‐expression	 changes	 in	ordered	RNA‐seq	experiments.	
Bioinformatics,	 31,	 2614–2622.	 https	://doi.org/10.1093/bioin	forma	
tics/btv193

LeRoy,	N.,	&	Marie,	B.	(2012).	The	formation	and	mineralization	of	mol‐
lusk	shell.	Frontiers in Bioscience,	S4,	1099–1125.

Levitan,	I.	B.	(1994).	Modulation	of	ion	channels	by	protein	phosphory‐
lation	and	dephosphorylation.	Annual Review of Physiology,	56,	193–
212.	https	://doi.org/10.1146/annur	ev.ph.56.030194.001205

Li,	 B.,	 &	 Dewey,	 C.	 N.	 (2011).	 RSEM:	 Accurate	 transcript	 quantifica‐
tion	from	RNA‐Seq	data	with	or	without	a	reference	genome.	BMC 
Bioinformatics,	12,	323.	https	://doi.org/10.1186/1471‐2105‐12‐323

Li,	H.,	Zhang,	B.,	Huang,	G.,	Liu,	B.,	Fan,	S.,	Zhang,	D.,	&	Yu,	D.	 (2016).	
Differential	 gene	 expression	 during	 larval	 metamorphic	 develop‐
ment	 in	 the	 pearl	 oyster,	 Pinctada fucata,	 based	 on	 transcriptome	
analysis.	International Journal of Genomics,	2016,	2895303.

Li,	 S.,	Huang,	 J.,	 Liu,	C.,	 Liu,	 Y.,	 Zheng,	G.,	 Xie,	 L.,	&	Zhang,	 R.	 (2016).	
Interactive	effects	of	seawater	acidification	and	elevated	tempera‐
ture	on	the	Transcriptome	and	Biomineralization	in	the	pearl	oyster	
Pinctada fucata. Environmental Science & Technology,	50,	1157–1165.

Li,	Y.,	Sun,	X.,	Hu,	X.,	Xun,	X.,	Zhang,	J.,	Guo,	X.,	…	Bao,	Z.	(2016).	Scallop	
genome	reveals	molecular	adaptations	to	semi‐sessile	 life	and	neu‐
rotoxins.	Nature Communications,	8,	1721.	https	://doi.org/10.1038/
s41467‐017‐01927‐0

Liao,	Z.,	Bao,	L.	F.,	Fan,	M.	H.,	Gao,	P.,	Wang,	X.	X.,	Qin,	C.	L.,	&	Li,	X.	M.	
(2015).	In‐depth	proteomic	analysis	of	nacre,	prism,	and	myostracum	
of	 Mytilus	 shell.	 Journal of Proteomics,	 122,	 26–40.	 https	://doi.
org/10.1016/j.jprot.2015.03.027

https://doi.org/10.1371/journal.pone.0021860
https://doi.org/10.1371/journal.pone.0021860
https://doi.org/10.1093/nar/gkw1107
https://doi.org/10.1242/jeb.039644
https://doi.org/10.1242/jeb.039644
https://doi.org/10.1210/en.2007-1408
https://doi.org/10.1093/icesjms/fsw213
https://doi.org/10.1371/journal.pone.0084706
https://doi.org/10.1371/journal.pone.0133913
https://doi.org/10.1371/journal.pone.0133913
https://doi.org/10.1111/mec.13808
https://doi.org/10.1111/mec.13808
https://doi.org/10.1038/nbt.1883
https://doi.org/10.1073/pnas.89.22.10915
https://doi.org/10.1073/pnas.89.22.10915
https://doi.org/10.1371/journal.pbio.1002402
https://doi.org/10.1007/s00227-012-1930-9
https://doi.org/10.1007/s00227-012-1930-9
https://doi.org/10.1093/bioinformatics/btu031
https://doi.org/10.1093/bioinformatics/btu031
https://doi.org/10.1093/bib/bbx108
https://doi.org/10.1093/bib/bbx108
https://doi.org/10.1074/jbc.M114.568360
https://doi.org/10.1074/jbc.M114.568360
https://doi.org/10.1186/gb-2009-10-3-r25
https://doi.org/10.1186/gb-2009-10-3-r25
https://doi.org/10.1093/bioinformatics/btv193
https://doi.org/10.1093/bioinformatics/btv193
https://doi.org/10.1146/annurev.ph.56.030194.001205
https://doi.org/10.1186/1471-2105-12-323
https://doi.org/10.1038/s41467-017-01927-0
https://doi.org/10.1038/s41467-017-01927-0
https://doi.org/10.1016/j.jprot.2015.03.027
https://doi.org/10.1016/j.jprot.2015.03.027


     |  7171RAMESH Et Al.

Liu,	 J.,	 Yang,	 D.,	 Liu,	 S.,	 Li,	 S.,	 Xu,	 G.,	 Zheng,	 G.,	 …	 Zhang,	 R.	 (2015).	
Microarray:	A	global	 analysis	 of	 biomineralization‐related	gene	ex‐
pression	 profiles	 during	 larval	 development	 in	 the	 pearl	 oyster.	
Pinctada Fucata. BMC Genomics,	 16,	 325.	 https	://doi.org/10.1186/
s12864‐015‐1524‐2

Liu,	L.,	Alonso,	V.,	Guo,	L.,	Tourkova,	I.,	Hendererson,	S.	E.,	Almarza,	A.	J.,	
…	Blair,	H.	C.	(2012).	Na+/H+	exchanger	regulatory	factor	1	(NHERF1)	
directly	 regulates	 osteogenesis.	The Journal of Biological Chemistry,	
287,	43312–43321.

Mann,	K.,	Edsinger‐Gonzales,	E.,	&	Mann,	M.	(2012).	In‐depth	proteomic	
analysis	 of	 a	 mollusc	 shell:	 Acid‐soluble	 and	 acid‐insoluble	 matrix	
of	 the	 limpet	 Lottia gigantea. Proteome Science,	10,	 28.	 https	://doi.
org/10.1186/1477‐5956‐10‐28

Marin,	F.,	Luquet,	G.,	Marie,	B.,	&	Medakovic,	D.	(2008).	Molluscan	shell	
proteins:	Primary	 structure,	origin,	 and	evolution.	Current Topics in 
Developmental Biology,	80,	209–276.

Miyamoto,	H.,	Endo,	H.,	Hashimoto,	N.,	Limura,	K.,	Isowa,	Y.,	Kinoshita,	S.	
…	Watabe,	S.	(2013).	The	diversity	of	shell	matrix	proteins:	Genome‐
wide	 investigation	 of	 the	 pearl	 oyster,	 Pinctada fucata. Zoological 
Science,	30,	801–816.

Murgarella,	M.,	Puiu,	D.,	Novoa,	B.,	Figueras,	A.,	Posada,	D.,	&	Canchaya,	
C.	(2016).	A	first	insight	into	the	genome	of	the	filter‐feeder	mussel	
Mytilus galloprovincialis. PLoS ONE,	11,	e0160081.

Pushkin,	A.,	&	Kurtz,	 I.	 (2006).	SLC4	base	 (HCO3
‐,	CO3

2‐)	 transporters:	
Classification,	 function,	 structure,	 genetic	 diseases,	 and	 knock‐
out	 models.	 American Journal of Physiology‐Renal Physiology,	 290,	
F580–599.

Rahmati,	N.,	Kunzelmann,	K.,	Xu,	J.,	Barone,	S.,	Sirianant,	L.,	De	Zeeuw,	
C.	 I.,	 &	 Soleimani,	M.	 (2013).	 Slc26a11	 is	 prominently	 expressed	
in	 the	 brain	 and	 functions	 as	 a	 chloride	 channel:	 Expression	
in	 Purkinje	 cells	 and	 stimulation	 of	 V	 H+‐ATPase.	 European 
Journal of Physiology,	 465,	 1583–1597.	 https	://doi.org/10.1007/
s00424‐013‐1300‐6

Ramesh,	 K.,	 Hu,	 M.	 Y.,	 Thomsen,	 J.,	 Bleich,	 M.,	 &	Melzner,	 F.	 (2017).	
Mussel	 larvae	modify	 calcifying	 fluid	 carbonate	 chemistry	 to	 pro‐
mote	 calcification.	 Nature Communications,	 8,	 1709.	 https	://doi.
org/10.1038/s41467‐017‐01806‐8

Ramnanan,	C.	J.,	&	Storey,	K.	B.	(2006).	Suppression	of	Na+/K+‐ATPase	
activity	 during	 estivation	 in	 the	 land	 snail	 Otala lactea. Journal 
of Experimental Biology,	 209,	 677–688.	 https	://doi.org/10.1242/
jeb.02052	

Rapoport,	R.	M.,	&	Murad,	F.	(1983).	Effect	of	ouabain	and	alterations	in	
potassium	concentration	on	relaxation	induced	by	sodium	nitroprus‐
side.	Blood Vessels,	20,	255.

Roa,	 J.	 N.,	Munévar,	 C.	 L.,	 &	 Tresguerres,	M.	 (2014).	 Feeding	 induces	
translocation	of	 vacuolar	proton	ATPase	and	pendrin	 to	 the	mem‐
brane	of	 leopard	 shark	 (Triakis semifasciata)	mitochondrion‐rich	 gill	
cells.	 Comparative Biochemistry and Physiology, Part A,	 174,	 29–37.	
https	://doi.org/10.1016/j.cbpa.2014.04.003

Robinson,	 M.	 D.,	 McCarthy,	 D.	 J.,	 &	 Smyth,	 G.	 K.	 (2010).	 edgeR:	 A	
Bioconductor	 package	 for	 differential	 expression	 analysis	 of	 digi‐
tal	 gene	 expression	 data.	 Bioinformatics,	 26,	 139–140.	 https	://doi.
org/10.1093/bioin	forma	tics/btp616

Romero,	M.	F.,	Chen,	A.	P.,	Parker,	M.	D.,	&	Boron,	W.	F.	(2013).	The	SLC4	
family	 of	 bicarbonate	 (HCO₃⁻)	 transporters.	 Molecular Aspects of 
Medicine,	34,	159–182.

Ross,	P.	M.,	Parker,	L.,	O’Connor,	W.	A.,	&	Bailey,	E.	A.	 (2011).	The	 im‐
pact	of	ocean	acidification	on	reproduction,	early	development	and	
settlement	 of	marine	 organisms.	Water,	3,	 1005–1030.	 https	://doi.
org/10.3390/w3041005

Roy,	R.	N.,	Roy,	L.	N.,	Vogel,	K.	M.,	Porter‐Moore,	C.,	Pearson,	T.,	Good,	
C.	E.,	…	Campbell,	D.	M.	(1993).	Determination	of	the	ionization	con‐
stants	of	carbonic	acid	in	seawater.	Marine Chemistry,	44,	249–259.

Ruffenach,	 G.,	 Chabot,	 S.,	 Tanguay,	 V.	 F.,	 Courboulin,	 A.,	 Boucherat,	
O.,	 Potus,	 F.,	 …	 Bonnet,	 S.	 (2016).	 Role	 for	 runt‐related	

transcription	 factor	2	 in	proliferative	and	calcified	vascular	 lesions	
in	pulmonary	arterial	hypertension.	American Journal of Respiratory 
and Critical Care Medicine,	194,	1273–1285.	https	://doi.org/10.1164/
rccm.201512‐2380OC

Sacco,	S.,	Giuliano,	S.,	Sacconi,	S.,	Desnuelle,	C.,	Barhanin,	J.,	Amri,	E.,	&	
Bendahhou,	S.	(2015).	The	inward	rectifier	potassium	channel	Kir2.1	
is	 required	 for	 osteoblastogenesis.	 Human Molecular Genetics,	 24,	
471–479.	https	://doi.org/10.1093/hmg/ddu462

Schmidt,	 K.,	 Schinke,	 T.,	 Haberland,	 M.,	 Prieme,	 M.,	 Schilling,	 A.	 F.,	
Mueldner,	C.,	…	Amling,	M.	(2005).	The	high	mobility	group	transcrip‐
tion	factor	Sox8	is	a	negative	regulator	of	osteoblast	differentiation.	
The Journal of Cell Biology,	168,	 899–910.	 https	://doi.org/10.1083/
jcb.20040	8013

Sillanpaa,	K.	J.,	Sundh,	H.,	&	Sundell,	K.	S.	(2018).	Calcium	transfer	across	
the	outer	mantle	epithelium	in	the	Pacific	oyster,	Crassostrea gigas. 
Proceedings of the Royal Society B,	285,	20181676.

Simkiss,	K.,	&	Wilbur,	K.	(2012).	Biomineralization	(1st	ed.).	San	Diego,	CA:	
Elsevier	Academic	Press.

Soleimani,	M.	(2013).	SLC26	Cl‐/HCO3
‐	exchangers	in	the	kidney:	Roles	

in	health	and	disease.	Kidney International,	84,	657–666.	https	://doi.
org/10.1038/ki.2013.138

Sosnoski,	D.	M.,	&	Gay,	C.	V.	(2007).	NCX3	is	a	major	functional	isoform	
of	 the	sodium–calcium	exchanger	 in	osteoblasts.	Journal of Cellular 
Biochemistry,	103,	1101–1110.

Stuckas,	H.,	Knobel,	L.,	Schade,	H.,	Breusing,	C.,	Hinrichsen,	H.	H.,	Bartel,	
M.,	…	Melzner,	 F.	 (2017).	Combining	hydrodynamic	modelling	with	
genetics:	Can	passive	larval	drift	shape	the	genetic	structure	of	Baltic	
Mytilus	populations?	Molecular Ecology,	26,	2765–2782.

Stuckas,	H.,	Stoof,	K.,	Quesada,	H.,	&	Tiedemann,	R.	(2009).	Evolutionary	
implications	of	discordant	clines	across	the	Baltic	Mytilus	hybrid	zone	
(Mytilus edulis	and	Mytilus trossulus). Heredity,	103,	146–156.	https	://
doi.org/10.1038/hdy.2009.37

Stumpp,	M.,	Dupont,	S.,	Thorndyke,	M.	C.,	&	Melzner,	F.	(2011).	CO2	in‐
duced	seawater	acidification	impacts	sea	urchin	larval	development	II:	
Gene	expression	patterns	in	pluteus	larvae.	Comparative Biochemistry 
and Physiology Part A: Molecular and Integrative Physiology,	160,	320–
330.	https	://doi.org/10.1016/j.cbpa.2011.06.023

Stumpp,	 M.,	 Hu,	 M.	 Y.,	 Melzner,	 F.,	 Gutowska,	 M.	 A.,	 Dorey,	 N.,	
Himmerkus,	 N.,	 …	 Bleich,	 M.	 (2012).	 Acidified	 seawater	 impacts	
sea	 urchin	 larvae	 pH	 regulatory	 systems	 relevant	 for	 calcification.	
Proceedings of the National Academy of Sciences of the United States 
of America,	109,	 18192–18197.	https	://doi.org/10.1073/pnas.12091	
74109 

Stumpp,	M.,	Wren,	J.,	Melzner,	F.,	Thorndyke,	M.	C.,	&	Dupont,	S.	(2011).	
CO2	induced	seawater	acidification	impacts	sea	urchin	larval	devel‐
opment	 I:	Elevated	metabolic	rates	decrease	scope	for	growth	and	
induce	developmental	delay.	Comparative Biochemistry and Physiology 
Part A: Molecular & Integrative Physiology,	160,	331–340.	https	://doi.
org/10.1016/j.cbpa.2011.06.022

Suzuki,	M.,	Saruwatari,	K.,	Kogure,	T.,	Yamamoto,	Y.,	Nishimura,	T.,	Kato,	
T.,	&	Nagasawa,	H.	(2009).	An	acidic	matrix	protein,	Pif,	is	a	key	mac‐
romolecule	 for	 nacre	 formation.	Science,	325,	 1388–1390.	 https	://
doi.org/10.1126/scien	ce.1173793

Takarada,	T.,	Hinoi,	E.,	Nakazato,	R.,	Ochi,	H.,	Xu,	C.,	Tsuchikane,	A.,	…	
Yoneda,	Y.	(2013).	An	analysis	of	skeletal	development	in	osteoblast‐
specific	and	chondrocyte‐specific	runt‐related	transcription	factor‐2	
(Runx2)	 knockout	 mice.	 Journal of Bone and Mineral Research,	 28,	
2060–2063.	https	://doi.org/10.1002/jbmr.1945

Takeuchi,	 T.,	 Kawashima,	 T.,	 Koyanagi,	 R.,	 Gyoja,	 F.,	 Tanaka,	M.,	 Ikuta,	
T.,	…	Satoh,	N.	(2012).	Draft	genome	of	the	pearl	oyster	Pinctada fu‐
cata:	A	platform	for	understanding	bivalve	biology.	DNA Research,	19,	
117–130.	https	://doi.org/10.1093/dnare	s/dss005

Tan,	B.,	&	Mai,	K.	(2001).	Zinc	methionine	and	zinc	sulfate	as	sources	of	di‐
etary	zinc	for	juvenile	abalone,	Haliotis discus hannai	Ino.	Aquaculture,	
192,	67–84.	https	://doi.org/10.1016/S0044‐8486(00)00435‐X

https://doi.org/10.1186/s12864-015-1524-2
https://doi.org/10.1186/s12864-015-1524-2
https://doi.org/10.1186/1477-5956-10-28
https://doi.org/10.1186/1477-5956-10-28
https://doi.org/10.1007/s00424-013-1300-6
https://doi.org/10.1007/s00424-013-1300-6
https://doi.org/10.1038/s41467-017-01806-8
https://doi.org/10.1038/s41467-017-01806-8
https://doi.org/10.1242/jeb.02052
https://doi.org/10.1242/jeb.02052
https://doi.org/10.1016/j.cbpa.2014.04.003
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.3390/w3041005
https://doi.org/10.3390/w3041005
https://doi.org/10.1164/rccm.201512-2380OC
https://doi.org/10.1164/rccm.201512-2380OC
https://doi.org/10.1093/hmg/ddu462
https://doi.org/10.1083/jcb.200408013
https://doi.org/10.1083/jcb.200408013
https://doi.org/10.1038/ki.2013.138
https://doi.org/10.1038/ki.2013.138
https://doi.org/10.1038/hdy.2009.37
https://doi.org/10.1038/hdy.2009.37
https://doi.org/10.1016/j.cbpa.2011.06.023
https://doi.org/10.1073/pnas.1209174109
https://doi.org/10.1073/pnas.1209174109
https://doi.org/10.1016/j.cbpa.2011.06.022
https://doi.org/10.1016/j.cbpa.2011.06.022
https://doi.org/10.1126/science.1173793
https://doi.org/10.1126/science.1173793
https://doi.org/10.1002/jbmr.1945
https://doi.org/10.1093/dnares/dss005
https://doi.org/10.1016/S0044-8486(00)00435-X


7172  |     RAMESH Et Al.

Taylor,	 A.	 R.,	 Chrachri,	 A.,	 Wheeler,	 G.,	 Goddard,	 H.,	 &	 Brownlee,	 C.	
(2011).	A	Voltage‐Gated	H+	Channel	Underlying	pH	Homeostasis	in	
Calcifying	Coccolithophores.	PLoS Biology,	9,	e1001085.

Thomsen,	 J.,	Haynert,	K.,	Wegner,	K.	M.,	&	Melzner,	F.	 (2015).	 Impact	
of	 seawater	carbonate	chemistry	on	 the	calcification	of	marine	bi‐
valves.	 Biogeosciences,	 12,	 4209–4220.	 https	://doi.org/10.5194/
bg‐12‐4209‐2015

Tiaden,	 A.	N.,	 Breiden,	M.,	Mirsaidi,	 A.,	Weber,	 F.	 A.,	 Bahrenberg,	 G.,	
Glanz,	 S.,	 …	 Richards,	 P.	 J.	 (2012).	Human	 serine	 protease	HTRA1	
positively	 regulates	 osteogenesis	 of	 human	 bone	 marrow‐derived	
mesenchymal	stem	cells	and	mineralization	of	differentiating	bone‐
forming	cells	through	the	modulation	of	extracellular	matrix	protein.	
Stem Cells,	30,	2271–2282.	https	://doi.org/10.1002/stem.1190

Timmins‐Schiffman,	E.,	O’Donnell,	M.,	Friedman,	C.,	&	Roberts,	S.	(2012).	
Elevated	 pCO2	 causes	 developmental	 delay	 in	 early	 larval	 Pacific	
oysters,	Crassostrea gigas. Marine Biology,	160,	 1973–1982.	https	://
doi.org/10.1007/s00227‐012‐2055‐x

Tintut,	Y.,	Patel,	 J.,	Parhami,	F.,	&	Demer,	 L.	 L.	 (2000).	Tumor	necrosis	
factor‐alpha	promotes	 in	vitro	calcification	of	vascular	cells	via	the	
cAMP	pathway.	Circulation,	102,	2636–2642.

Tresguerres,	 M.,	 Parks,	 S.	 C.,	 Wood,	 C.	 N.,	 &	 Goss,	 G.	 G.	 (2007).	 V‐
H+‐ATPase	 translocation	 during	 blood	 alkalosis	 in	 dogfish	 gills:	
Interaction	with	 carbonic	 anhydrase	 and	 involvement	 in	 the	 post‐
feeding	 alkaline	 tide.	 American Journal of Physiology – Regulatory, 
Integrative and Comparative Physiology,	292,	R2012–R2019.

Truebano,	 M.,	 Burns,	 G.,	 Thorne,	 M.	 A.	 S.,	 Hillyard,	 G.,	 Peck,	 L.	 S.,	
Skibinski,	 D.	O.	 F.,	 &	 Clark,	M.	 S.	 (2010).	 Transcriptional	 response	
to	heat	 stress	 in	 the	Antarctic	bivalve	Laternula elliptica. Journal of 
Experimental Marine Biology and Ecology,	 391,	 65–72.	 https	://doi.
org/10.1016/j.jembe.2010.06.011

Vidavsky,	N.,	Addadi,	S.,	Schertel,	A.,	Ben‐Ezra,	D.,	Shpigel,	M.,	Addadi,	
L.,	&	Weiner,	S.	 (2016).	Calcium	 transport	 into	 the	cells	of	 the	 sea	
urchin	 larvae	 in	 relation	 to	 spicule	 formation.	 Proceedings of the 
National Academy of Sciences of the United States of America,	 113,	
12637–12642.

Vidavsky,	 N.,	 Masic,	 A.,	 Schertel,	 A.,	Weiner,	 S.,	 &	 Addadi,	 L.	 (2015).	
Mineral‐bearing	 vesicle	 transport	 in	 sea	 urchin	 embryos.	 Journal 
of Structural Biology,	 192,	 358–365.	 https	://doi.org/10.1016/j.
jsb.2015.09.017

Waldbusser,	G.	G.,	Brunner,	E.	L.,	Haley,	B.	A.,	Hales,	B.,	Langdon,	C.	J.,	
&	Prahl,	F.	G.	(2013).	A	developmental	and	energetic	basis	 linking	
larval	oyster	shell	formation	to	acidification	sensitivity.	Geophysical 
Research Letters,	 40,	 2171–2176.	 https	://doi.org/10.1002/
grl.50449 

Weber,	P.	C.,	Cunningham,	C.	D.,	&	Schulte,	B.	A.	(2001).	Potassium	recy‐
cling	pathways	in	the	human	cochlea.	Laryngoscope,	111,	1156–1165.	
https	://doi.org/10.1097/00005	537‐20010	7000‐00006	

Weiner,	 S.,	 &	 Traub,	W.	 (1984).	Macromolecules	 in	mollusc	 shells	 and	
their	functions	in	biomineralisation.	Philosophical Transactions of the 
Royal Society B,	304,	425–434.

Wheeler,	A.	P.,	&	Sikes,	C.	S.	 (1984).	Regulation	of	carbonate	calcifica‐
tion	by	organic	matrix.	American Zoologist,	24,	933–944.	https	://doi.
org/10.1093/icb/24.4.933

Whelan,	S.,	&	Goldman,	N.	(2001).	A	general	empirical	model	of	protein	
evolution	derived	from	multiple	protein	families	using	a	maximum‐
likelihood	 approach.	Molecular Biology and Evolution,	 18,	 691–699.	
https	://doi.org/10.1093/oxfor	djour	nals.molbev.a003851

Yamaguchi,	M.	(1998).	Role	of	zinc	in	bone	formation	and	bone	resorp‐
tion.	Journal of Trace Elements in Experimental Medicine,	11,	119–135.	
https	://doi.org/10.1002/(SICI)1520‐670X(1998)11:2/3<119:AID‐
JTRA5	>3.0.CO;2‐3

Yarra,	 T.	 (2018).	 Transcriptional profiling of shell calcification in bivalves,	
Doctor	of	Philosophy,	University	of	Edinburgh,	Edinburgh,	UK.

Yarra,	T.	 (2019)	Molluscan Shell Matrix Proteins [Dataset].	UK	Polar	Data	
Centre,	 British	 Antarctic	 Survey,	 Natural	 Environment	 Research	
Council,	UK	Research	&	Innovation.

Yokoo,	N.,	Suzuki,	M.,	Saruwatari,	K.,	Aoki,	H.,	Watanabe,	K.,	Nagasawa,	
H.,	 &	 Kogure,	 T.	 (2011).	 Microstructures	 of	 the	 larval	 shell	 of	 a	
pearl	 oyster,	 Pinctada	 fucata,	 investigated	 by	 FIB‐TEM	 technique.	
American Mineralogist,	96,	1020–1027.

Zange,	J.,	Grieshaber,	M.	K.,	&	Hans,	A.	W.	H.	(1990).	The	regulation	of	
intracellular	pH	estimated	by	31P‐NMR	spectroscopy	in	the	anterior	
byssus	 retractor	 muscle	 of	 Mytilus edulis. Journal of Experimental 
Biology,	150,	95–109.

Zhang,	 C.,	 Xie,	 L.,	Huang,	 J.,	 Chen,	 L.,	 &	 Zhang,	 R.	 A.	 (2006).	 A	 novel	
putative	 tyrosinase	 involved	 in	 periostracum	 formation	 from	
the	 pearl	 oyster	 (Pinctada fucata). Biochemical and Biophysical 
Research Communications,	342,	 632–639.	 https	://doi.org/10.1016/j.
bbrc.2006.01.182

Zhang,	G.,	Fang,	X.,	Guo,	X.,	Li,	L.	I.,	Luo,	R.,	Xu,	F.,	…	Wang,	J.	(2012).	The	
oyster	genome	reveals	stress	adaptation	and	complexity	of	shell	for‐
mation.	Nature,	490,	49–54.	https	://doi.org/10.1038/natur	e11413

Zhao,	G.,	Xu,	M.	J.,	Zhao,	M.	M.,	Dai,	X.	Y.,	Kong,	W.,	Wilson,	G.	M.,	…	
Wang,	 X.	 (2012).	 Activation	 of	 nuclear	 factor‐kappa	 B	 accelerates	
vascular	 calcification	 by	 inhibiting	 ankylosis	 protein	 homolog	 ex‐
pression.	Kidney International,	82,	 34–44.	 https	://doi.org/10.1038/
ki.2012.40

Zhao,	R.,	Takeuchi,	T.,	Luo,	Y.,	 Ishikawa,	A.,	Kobayashi,	T.,	Koyanagi,	R.,	
…	Endo,	K.	 (2018).	Dual	gene	repertoires	for	 larval	and	adult	shells	
reveal	molecules	essential	 for	molluscan	shell	 formation.	Molecular 
Biology and Evolution,	35,	2751–2761.	https	://doi.org/10.1093/molbe	
v/msy172

SUPPORTING INFORMATION

Additional	 supporting	 information	 may	 be	 found	 online	 in	 the	
Supporting	Information	section	at	the	end	of	the	article. 

How to cite this article:	Ramesh	K,	Yarra	T,	Clark	MS,	John	U,	
Melzner	F.	Expression	of	calcification‐related	ion	
transporters	during	blue	mussel	larval	development.	Ecol 
Evol. 2019;9:7157–7172. https	://doi.org/10.1002/ece3.5287

https://doi.org/10.5194/bg-12-4209-2015
https://doi.org/10.5194/bg-12-4209-2015
https://doi.org/10.1002/stem.1190
https://doi.org/10.1007/s00227-012-2055-x
https://doi.org/10.1007/s00227-012-2055-x
https://doi.org/10.1016/j.jembe.2010.06.011
https://doi.org/10.1016/j.jembe.2010.06.011
https://doi.org/10.1016/j.jsb.2015.09.017
https://doi.org/10.1016/j.jsb.2015.09.017
https://doi.org/10.1002/grl.50449
https://doi.org/10.1002/grl.50449
https://doi.org/10.1097/00005537-200107000-00006
https://doi.org/10.1093/icb/24.4.933
https://doi.org/10.1093/icb/24.4.933
https://doi.org/10.1093/oxfordjournals.molbev.a003851
https://doi.org/10.1002/(SICI)1520-670X(1998)11:2/3%3C119:AID-JTRA5%3E3.0.CO;2-3
https://doi.org/10.1002/(SICI)1520-670X(1998)11:2/3%3C119:AID-JTRA5%3E3.0.CO;2-3
https://doi.org/10.1016/j.bbrc.2006.01.182
https://doi.org/10.1016/j.bbrc.2006.01.182
https://doi.org/10.1038/nature11413
https://doi.org/10.1038/ki.2012.40
https://doi.org/10.1038/ki.2012.40
https://doi.org/10.1093/molbev/msy172
https://doi.org/10.1093/molbev/msy172
https://doi.org/10.1002/ece3.5287

