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Fig. S1. Chromosome distribution of S/RT genes in the two scallop species. (A) the

bay scallop; (B) the Peruvian scallop with two homologous chromosomes.
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Fig. S2. Nucleotide and amino acid variations between AiSIRT! and ApSIRTI. The
red box and orange box indicate the nonsynonymous and synonymous variations. The

dash box indicates Indels.
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S3. Nucleotide and amino acid variations between AiSIRT6-1 and ApSIRT6-1.

The red box and orange box indicate the nonsynonymous and synonymous variations.

The dash box indicates Indels.
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Fig. S4. Nucleotide and amino acid variations between AiSIRT6-2 and ApSIRT6-2.

The red box and orange box indicate the nonsynonymous and synonymous variations.
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Fig. S5. Nucleotide and amino acid variations between AiSIRT6-3 and ApSIRT6-3.
The red box and orange box indicate the nonsynonymous and synonymous variations.

The dash box indicates Indels.
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Fig. S6. Nucleotide and amino acid variations between AiSIRT6-4 and ApSIRT6-4.
The red box and orange box indicate the nonsynonymous and synonymous variations.

The dash box indicates Indels.
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blue box represents

the InDels.
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Fig. S9. The sequence alignments (A), the signal peptide (B), the structure domains

(C) the secondary structure (D) of AiSIRT6-3 and ApSIRT6-3. The SIRT domain

and the amino acids changes are marked by red line and black box, respectively.
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Fig. S10. The sequence alignments (A), the signal peptide (B), the structure domains

(C) the secondary structure (D) of AiSIRT6-4 and ApSIRT6-4. The SIRT domain

and the amino acids changes are marked by red line and black box, respectively. The

black line represents the InDels.
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Fig. S11. Amino acid sequence alignment of SIRT1 proteins in two scallop species.

The predicted SIR2 domain was lined in black. The Zn binding sites were indicated

by the The blue box indicated the NES. The purple box indicated the NLS. The

black box was the necessary motif.



Apupurmms SIRTE-1 e vere M CSYKNCKN. $$1.DESECRI EAICTVLPK.ICR] DCﬁKLCi N'“RSMEA.KFH 49
A urradms_SIRT6-1 V 5 M CSYKNCKN. I SLDES! 49
A purpurams_SIRT6-2 NATAS GKEGN wmeKscm.vammmv&mmTpn FLATWVGVEH 60
A nradins_SIRT6-2 MATAS GEEGN AGS YKCDLKS CKLGGT] DSKDARADVRGYTVKATPD. . . FLATWODDGVGVFH 60
Apwpuams SIRT63 ... .. Gk i R S R BN S T E D 0
A smadins_SIRT6-3 o - . . . . 0
Apupuanis SIRT64 ... . MAS AS VLDNNYCCLKTCGNKCLKPS DNKVHVRAPHQYKESGQEDKDGLYDSKAE. . . MLAEWDENGEAKFH 68
A _SIRT6-4 s — - . . 0
D.melmogaster_SIRT6 0
Myceman  TRTE. © s s e e h ks e e R R R e e e e e e T Y e e e [
Rnorvegicus_SIRT6 0
Hsapiens_SIRT6. 78 i Pk % B i [
Medulss SIRZLG MEKI RELQKQRRW S NDNNPYPTLCLGHELATTQTF ARPPPI DRSNI DS SPLKKRKHQDS PSDKNP NP TFCLGQELPTTREHQDYQDS PS DNNL YS TLGHGQELATTVTFARPQLI DQSNI DRTPLI KRE 130
Consensus
A pupuratus_SIRT6-1 KDCWDDVLKLSR . ARTKKKDGYNI S QQEKVLI KEAKKS F[EQF DSF QHLCS EAKRVAKM TS 157
Afimadias_SIRT6-1 KDCWGDI LKLSR. .. ... . ... . ARTKKKDGPNMS QQEKI LVKEAKKSFIzQF DSLQHL CSEAKRVAKM TS§ 157
Apupuranis_SIRT6.2 MTCVETLS . s . . DLAHS SKVTELCNKERSLVLEAEETAEF HQS MDS VLADAS RI ANMI KE! 148
A uradins_SIRT6-2 MICVETLS. R DLAHSSKVTELCNKERSLVLEAEET. CVLADTSRI ANM KE! 148
A pupuratus_STRT6-3 B P¥EHKGRC! KYDS QEEI REKVKQL AE WVKT 75
Ajfimdis SRT63 ... . VS VNYSDGLSPYEHKGRCGVPEKYDS QEEI REKVKQL AE WVKTS 5 g - 75
A purpuranus_SIRT6-4 mccmLkmALqKsstmAmwmsm.?svnqvmm SEREKHLVAEASLTVEF YSSDVNLKREAKRI ASNLRKCKYSI VE ] A jas % 180
Afmadiee SIRTE4 = .aiiienneecsiasesadaaseessanna QVGG'NT.IG SEREKHLVAEASLTVISF YSSDVMLKREAKRI ASMLRKCKYSI VF ] G 3, as - n
Domelanogaster_SIRT6 e . F DS DE VVAEKCQEL AEL KK G - 75
M yessoensis_SIRT6 S i TEEVQEKVRQLAE WVKAS 75
Rnorvegicus_SIRTS P ——— A — ... . NSVNYAAGLSPYADKGKCGLP[EI FDPPEELECKVWEL ARLMAGS 75
Hsapiens SIRT6 . ..... Sidibs NS VNYAAGLS P YADKGKCGLPIEI FDPPEELERKVWEL ARL VWQS 75
Meduls_SIRZL6 HQDSDSTDS YT SPYEHKGP CGQP[ELQDS PEEGERKI AEL VELI KYS 244
Consensus
A pupurams_SIRT6-1 KKRKTQNDQAAVNS EEDETEEENGEDDGVP YESLRETY] 5] 287
A smadias_SIRTé-1 R 5 287
A pupusatus_SIRTE-2 Vi | 250
Asmadins_SIRT6-2 s 250
A pupurams_SIRT6 3 167
Asmadins_SIRT6-3 167
A purpuratus vt § i 280
A nradias_SIRT6-4 i S5 1 177
D melnogaster_SIRTE | | Y1 [FQEKK@RROF VSPSAVE. . ... ... .. 167
Myessoensis_SIRT6 Vs, ] 167
Rnorvegicus_SIRTS Jvs, 167
H.sapiens_SIRT6 Vs 167
fulis_SIR?] \El 336
ot the cat 11vt1c c iz %
Apupuratus_SIRT6.1 KCGLCHRTERKC Q ELGKHP. LREVI € DDVCTKKG. KDGTQI GSRVF GDCDVFEREVMKHI MD. 407
A uvadias_STRT6-1 KCGLCHRT Qu 'VELGKNP. LRLI I VCTKKG. KDGTQL GSRVF GDCDVFEREVVKHI MD. 407
uratus_SIRT6-2 QCRI NHRTERI CPDT 3 /siANSH VTKGQKP. VRL VI CRRSTIIP YDDI CERKDPS TKVQLGCRVF GDCDDLMREI MRQMVD. ceno 3
Anmadias_SIRT6-2 QCRI NHRT}  ADDNARKADMV] RVS 'VIKGQKP. VRLVI Ci TP I CERKDP$ TKVQLGCRVF GDCDDLMREI MRQMMD. u i £
A pupusams_SIRT6-3 KTK ADLNS RKADLS. QI 1 33 PLLmKNHGNLVu&{ m RHADLRI HTYVDDVMTQLCDLI GVEI PEYESPTLNLQS VHTVK 289
Anmadias_SIRT6-3 KTK. ... [ ADLNS RKADLS SIQI I FSGNIPLLTRKNHGNL VI V JRHADLRI HI'YVDDVMTQLCDLI GV‘EIPEYEGPI’LNJ_QSVHTVK 289
A pupuratus_SIRT6-4 NCKCNHR: CS EYNRS TVVNF GDKEDEE THAEKATF ENMGKEP. LRLAI FELD. SSGNQL DDLLREVMKCLMD. 400
A tirradins_STRT6-4 MCKCNHR  CAEKDCNEYNRNTVVNF GDKEEE VTHAEMVATF SVSEANSHT ENGKEP. LRLAI FELD. SSGNQL luLLR!VM(CLND & 297
D.melanogaster_SIRT6 SSMD. . S LYDNVLI QL KNLKCGGKF V1 C 115SYVDVVLSKVCKLLGVEI PEYSEASD. . 282
Myessoensis_SIRT6 KTl VARDTI LD IDLGDLNS R SHQI I 3SGNIPLLTRKKHGKLL L DLRI NTYVDDVMIQLCQI LGv‘ElPEYEEPVINLGsl HTVK 289
Ronorvegicus_SIRT6 VAK ELRDTI L LTLADEASRTADL S VTIHETS \TKRRGGRL ik JADLCI HGYVDE VMCKL MKHL | RV. . 281
Hsapiens_SIRT6 VAK. ELRDTI L] ASRNADLSI THETSNQI ATKRRGGRL VI V] I DLRI HGYVDE RLM{HLGE.EI FAW)GPR 281
Meduls_SIR2L6 QRK KLRDTI L] silQl LcandpL VIIEL HERVDKVM EVCRRLEI El PEYYNPVI CLESMHTEK 457
Consensts Ty b B a
Apupuratus_SIRT6-1 PENE .RA 430
Aurradias_STRT6-1 CRA il 430
A pupurais_SIRT6-2 SAEL RQS L 395
A madias_SIRT6-2 SAEL T — 393
A pupurarus_SIRT6-3 GERKI NVKT KDEDVKTENVKVEHI KDVKTEEL . NQCLDTNI'DKQVEDTQV\IETVHI KTESNLEKQTKVNDS'ER.EER.&DDLSDTTSHSVSVGCL?KDRG 414
A nradms_SIRT6-3 GEKKI NVKTENVKSEHVKI VKDEDMKTEHVKVEH! KDVKTEEL RTNQCLDTNTDKHVEDT VVVES VHI KTES. ERSDDLSGTTGH. . SVGCLPTDRGG 405
A pupuratus_SIRT64 ADE REHNERQKKL. . .+« 0oovwieis s S — 431
Aurradias_STRT6A. ADEQRLWEDAREDRMKK YDA PRLNGROKKL. & 12510 uniinsiiveaiis R S 38
D.melmogaster_SIRT6 PTKQSKPMEWTT PTSNVN. . ... . TFHRQYKKYVK. . ... .....oooooooi oo DBRL BERARTEFT, . oot e it by S0 i i 325
Myessoensis_SIRT6 GEKKLNVLI RDEVSKSENVKI ELKTKS TEKCSKKDTKI HI KCNTGKDS HDLGNLDNKKDF DLEMKS TSI Tu\wwmsvmcswmm.svmmmﬂ SLSHLLPSTDI VGSNTNCKQETNSR 417
Rouorvegicus_SIRT6 LEKALPPLPRPVAPKAEP < PVHENGSYRP. ;.. . iiigiaieioiiLg KPDSP. . ... VPHRPPKRVKTE AAAS ................................. 330
Hsapiens_SIRT6 LERALPPLPRPPTPKLEPKEES. - . PTRI NGSI PAGPKQEPCAGHNGS EPASPKRERPTSP. APHRPPKRVKAKAVP: 355
Medulis_SIRZLS SEEKLSVVVREELLVMAAVGNSH. . I DTI NEI SKLGR. SDKGKI LSLS EERDQDI WAKNmHQLNTmmstSSAGLM VN $SQKQESTDTDLKDDDYEI PHKI 1 KL | 565
Comsensus.
A pupuratus_SIRT6-1 430
Ancoadin STRTEL i e s 430
A purpuramis_SIRT6.2 395
Amadins SIRT62 ... 393
A pupuratus_SIRT6-3 EQSTAHSESDTDQEQLHPDRDLDPPTAKCRKLTD 448

Aiirradins_STRT6-3 EQSTAHS ESDQEQQ DLDPPTAKCRKLTD 433

Myessoensis_SIRTS 47
Rnorvegicus_SIRT6 330
Hsapiens_SIRT6 355
Meduls SIRXLS ... 565
Consensus

Fig. S12. Amino acid sequence alignment of SIRT6 proteins in two scallop species.
The predicted SIR2 domain was lined in black. The Zn binding sites were indicated
by the “3%”. The blue box indicated the NLS. The black box was the necessary motif.
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Fig. S13. The phylogenetic analysis for SIRTI and SIRT6 in two scallop species.



