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Figure S1. Multiple sequence alignment of H1 and Hloo amino acid sequences
from selected members of molluscs and humans. Percent similarity is shown in
blue and the intensity of the color are corresponding to the degree of similarity.



H2Asperm
aN al a2

———+——

|
ScH2A-sperm IKKAGKSRSSR HRLERKGN
BbH2A-sperm KAA AGSQRTKSAK KRYESKGK T S|
C
ScH2A-sperm -SKGPKSA F
BbH2A-sperm ARKGGEQ Y

H2A.V

N

ScH2A.V
CvH2AV
PmH2A.V
ObH2A.V
HsH2A.V

aN al a2

ScH2A.V
CvH2A.V
PmH2AV
ObH2A.V
HsH2A.V

aN al a2 a3

N

ScH2A, 1-macro
CvH2A_1-macro
PmH2A.1-macro
ObH2A. 1-macro
CgH2A. 1-macro

ScH2A.1-macro
CvH2A 1-macro
PmH2A.1-macro
ObH2A. 1-macro
CgH2A.1-macro

-VRKK KVVTIGQTV -------------
-HRKR LKPP -« v cvmmmnnnns
-FRKK SKFQM SEPPKLSVQPNSNKAAS
Qak R KA1Q@PSTS - - ----- TVSGAS
-HEREM- - - '@ kBB-------------

ScH2A.1-macro . AKTPVKBPSPSKP AAKVKASIATPKRV VAKKGI

CvH2A 1-macro . NAAQDGEKAPKAP IVPAASPPPSPVKGGKAATKG
PmH2A.1-macro sSKQSDGESSQKKA VKVTP VVRAPLK TPKAGKTGK I A
ObH2A.1-macre TSRSGAQRPPTKKA LTNAQNSHPDTTTAARKPAAVPANKVT
CgH2A.1-macro . TAAQDGES ASKAK AIVIPAALPlPSPPKGGKASAKG

SGF LLDLlVADSTDGPPT--
[ Pessaaasa
os KP VIARILKDAENVKMA

ALK - -PPKGFK- - - - - - - PSADAV
a9

ScH2A.1-macro
CvH2A.1-macro
PmH2A.1-macro
ObH2A 1-macro
CgH2A. 1-macro sEF

) J al0 U 011

ScH2A 1-macro SW- - DET |
CvH2A. 1-macro NWSGBSG| A
PmH2A.1-macro H SW- -GTT A
obH2A 1-macro VIAMS REWNL Bs| sl - -GcHAfK s
CgH2A.1-macro NWSGBSG| A
all aC
ScH2A. 1-macro A QR
CvH2A.1-macro
PmH2A 1-macro
ObH2A. 1-macro ASV DI -
CgH2A. 1-macro

Figure S2. Multiple sequence alignment of H2A variants' amino acid sequences
from selected members of molluscs and human. Percent similarity is shown in
blue and the intensity of the color are corresponding to the degree of similarity.
The amino (N) and carboxy (C) terminal ends, as well as the predicted
secondary structure, are signed above the alignment. Unique amino acid
changes in S. constricta are marked by red ovals below alignment.
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Figure S3. Multiple sequence alignment of H3 amino acid sequences from
selected members of molluscs and human. Percent similarity is shown in blue
and the intensity of the color are corresponding to the degree of similarity. The
amino (N) and carboxy (C) terminal ends of the protein, as well as the predicted
secondary structure, are signed above the alignment.
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Figure S4. Multiple sequence alignment of H4 amino acid sequences from
selected members of molluscs and human. Percent similarity is shown in blue
and the intensity of the color are corresponding to the degree of similarity. The
amino (N) and carboxy (C) terminal ends of the protein, as well as the predicted
secondary structure, are signed above the alignment.




Figure S5. Phylogenetic analysis of histone gene family-related 390-amino acid
sequences across 11 animals. Species abbreviations: Hs, Homo sapiens; Dm,
Drosophila melanogaster; Bb, Branchiostoma belcheri; Ce, Caenorhabditis elegans; Sp,
Strongylocentrotus purpuratus; Sc, Sinonovaula constricta; Cv, Crassostrea virginica;
Cg, Crassostrea gigas; Pm, Pecten maximus; Tg, Tegillarca granosa; Ob, Octopus
bimaculoides.



