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GO0:0005576 extracellular region

G0:0005615 extracellular space

G0:0017101 aminoacyl-tRNA synthetase multienzyme complex
G0:0031012 extracellular matrix

G0:0005581 collagen trimer

G0:0009986 cell surface

G0:0032982 myosin filament

G0:0030016 myofibril

G0:0016459 myosin complex

GO0:0031092 platelet alpha granule membrane

G0:0005788 endoplasmic reticulum lumen -
G0:0042470 melanosome

G0:0036064 ciliary basal body

G0:0005758 mitochondrial intermembrane space
G0:0005737 cytoplasm

G0:0005739 mitochondrion

G0:0005856 cytoskeleton

G0:0005840 ribosome

G0:0005634 nucleus

G0:0005874 microtubule

G0:0005829 cytosol

GO:0070469 respirasome

G0:0031514 motile cilium

G0:0022625 cytosolic large ribosomal subunit
G0:0005929 cilium

G0:0005747 mitochondrial respiratory chain complex |
G0:0042995 cell projection

G0:0000502 proteasome complex

G0:0005743 mitochondrial inner membrane
G0:0005832 chaperonin-containing T-complex
G0:0022624 proteasome accessory complex
G0:0005930 axoneme

G0:0016020 membrane

G0:0005730 nucleolus

G0:0005783 endoplasmic reticulum -
G0:0036126 sperm flagellum

G0:0030286 dynein complex

G0:0005886 plasma membrane

G0:0005759 mitochondrial matrix

G0:1990904 ribonucleoprotein complex
G0:0005762 mitochondrial large ribosomal subunit
G0:0001669 acrosomal vesicle

G0:0015630 microtubule cytoskeleton
G0:0005654 nucleoplasm

G0:0005858 axonemal dynein complex
G0:0031410 cytoplasmic vesicle

G0:0005763 mitochondrial small ribosomal subunit
G0:0009897 external side of plasma membrane
G0:0005764 lysosome

G0:0005643 nuclear pore

G0:0005938 cell cortex

G0:0015934 large ribosomal subunit

G0:0005686 U2 snRNP

G0:0030864 cortical actin cytoskeleton
G0:0031080 nuclear pore outer ring

G0:0036156 inner dynein arm

G0:0005868 cytoplasmic dynein complex
G0:0005794 Golgi apparatus

G0:0071011 precatalytic spliceosome
G0:0016021 integral component of membrane
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Figure S1. Summary of the most significantly enriched Gene Ontology cellular component terms associated with differentially
expressed genes. Only the terms achieving a FDR-corrected enrichment p-value lower than 1 x 10 in at least one pairwise
comparison, paired with a difference between the observed and expected number of observed DEGs associated with each GO term
> 5, are shown. The complete list of all significantly enriched Gene Ontology cellular component terms is reported in Table S4. DG:
digestive gland; MUS: adductor muscle; GON: gonads; GIL: gills; MAN: mantle.
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G0:0030246 carbohydrate binding

GO0:0005507 copper ion binding

G0:0005509 calcium ion binding

GO0:0005200 structural constituent of cytoskeletor
G0:0000166 nucleotide binding

G0:0016491 oxidoreductase activity

G0:0003723 RNA binding

GO0:0005515 protein binding

G0:0003729 mRNA binding

G0:0003779 actin binding

GO0:0005524 ATP binding

G0:0005198 structural molecule activity
G0:0005525 GTP binding

G0:0003676 nucleic acid binding

G0:0042802 identical protein binding
G0:0051015 actin filament binding

G0:0003924 GTPase activity

G0:0003824 catalytic activity

G0:0046872 metal ion binding

GO0:0030170 pyridoxal phosphate binding
G0:0008233 peptidase activity

G0:0004812 aminoacyl-tRNA ligase activity _
GO0:0016620 oxidoreductase activity, acting on the aldehyde or oxo group of donors, NAD or NADP as accept
G0:0008569 ATP-dependent microtubule motor activity, minus-end-directe

GO0:0070006 metalloaminopeptidase activity

G0:0004866 endopeptidase inhibitor activit!

G0:0044877 protein-containing complex binding

GO0:0051539 4 iron, 4 sulfur cluster binding

GO0:0003735 structural constituent of ribosome _ -

GO0:0043027 cysteine-type endopeptidase inhibitor activity involved in apoptotic proces
G0:0030414 peptidase inhibitor activity

G0:0004869 cysteine-type endopeptidase inhibitor activit;

G0:0019843 rRNA binding

GO0:0015035 protein disulfide oxidoreductase activit;

G0:0003743 translation initiation factor activit,

G0:0003899 DNA-directed 5'-3' RNA polymerase activity

GO0:0003774 motor activity

GO0:0004867 serine-type endopeptidase inhibitor activit

G0:0005516 calmodulin binding

G0:0034584 piRNA binding |
G0:0016887 ATPase activity

GO0:0016874 ligase activity

GO0:0017056 structural constituent of nuclear pore

G0:0051536 iron-sulfur cluster binding

G0:0051287 NAD binding

GO0:0016853 isomerase activity

G0:0051082 unfolded protein binding

GO0:0016829 lyase activity

G0:0004029 aldehyde dehydrogenase (NAD+) activity

G0:0043878 glyceraldehyde-3-phosphate dehydrogenase (NAD+) (non-phosphorylating) activit
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Figure S2. Summary of the most significantly enriched Gene Ontology molecular function terms associated with differentially
expressed genes. Only the terms achieving a FDR-corrected enrichment p-value lower than 1 x 10® in at least one pairwise
comparison, paired with a difference between the observed and expected number of observed DEGs associated with each GO term
> 5, are shown. The complete list of all significantly enriched Gene Ontology molecular function terms is reported in Table S5. DG:
digestive gland; MUS: adductor muscle; GON: gonads; GIL: gills; MAN: mantle.



