>Dre Cbx2 (Gene ID: 327291)

MEELSAVGEQVFDAECILNKRTRKGKLEYLVKWRGWSSKHNSWEPQENLLDPRLLVAFNKREQEKELLT SKKG_
IPVVSKSSSSSSSSSSSGSSSSSSSSSSSTDDDDEDDHNMTPKPIPRPREHLPVPQKKAQIVVAKPGPPK

KRGRKALPPELKATRQVKGTRKILKPISRDSDLRGIKKPLMPASFTYTGLNRTSGREPMAMHNRGSFTHKSSLSSLGR

SIGSVSSPPTLNRSPQTKSASDFKLSVSDMNSGLDPKTPTCKSPGVAALNLHSSNGQTCPQLSPTVPKDQTLLQRSAS

LPKSPSSSFSSLKTPSSLOALNLOSVNKTVQGNGTDLKTSPHSGRKSSGENTSSAPNTPSKFQTSQQALKSPQKLKAD

DLAERLGKKSQARTEKILPTEGRDSQPAQDRPSSKDPSKQSKTLSELSTGEEGSSSDTDHDSSFPRDSHDLSISVQAG

GFFSIRNY

>Dre_Cbx4 (Gene ID: 573110)

MELPAVGEHVFAVEGTEKKRLRKGRMEY LVKWRGWS PKYNTWEPEENTLDPRLLVAFONRERQEQMVGYRKRGPKPKH
PLIQLPAFARRSSILGGLQDTSLDEENQPKVDSLOMHRSRPOHYQLNSKKHHQYQPSCKEISVEQHMSGKKKHFYQLN
SKKHHHYQPDPKMYDTPLTGPKEVKGQDPSNKGWNLPPALQOKWIRNKDTGCLSKVKDLSIELKGLPDNANKAERTLK
TSAKEFALPNGISSKMKIIKNKNKNGRIVIVMSKYMDKGVHSSKVKNRDVSQVGTVHNEEPPVNGTDNRSDGETPDQG
EGRENGSIEKPSEYVDEKSLRKDMPGQKATEICDRPNSSPAKVDAKSNHLKRHLSEPSEDVRNCKQLLSFRSISAPNS

SPQREPINLHYKSSPVDNYDFSDSIPEEPIDLSAKTLKRETALDKVSGSSAQMD KD OO KA G NC

>Dre Cbxb6a (Gene ID: 799294)
MELSAAGDRVFAAEATLKSRVRKGHIEYLVKWKCWALKHSTWEPEENILDDRLIKAFEQKEREQELYGPEQELYGPKK
RGPKPKNFVLKARAQSGDRPRSSYTRRTPSCTTAKPPTASSSASSATPQPSSSSSHSTAPTPRVHSLAAAHKLKKDIH
RCHMMSRRPLPRSDPLANSTGSSSRHPISPFSETVRILNRRVKPREVKRGRI I LNLKVIDKSENGGMTSRRTPQSFAG
RAKIPSRNRIIGKKHGDMPYRPFQHPMKMLGIPMYGQPFGLNPSGGASSMANEGSNTRASHGGGSRCGSQSSAQRFQY
QPTPSPSNSSGSNGSSPSTOKQPTOKEGPTSSAKLTPTESSRSHDTSQPHPKSSSTPFLPSSPSYSSSPSSSQEDEDL
GSLKSATSRGRKQELRHQTQVGRASVCQVSNQTTASFPEKNRVPKEGD

E8N8GcAGSDPSSPCOADNPNSPTTTAYK

>Dre Cbx6b (ENSDARG00000097543)

MELSAAGDRVEAAEATLKRRVRKGRMEYTL,VKWKGWATKY STWEPEENT LDERLVAAFEQKEREQEMY GPKKRGPKPKT
LILLKSRAQAESPRVPEFKHSRPQPHSKPPPPPPPAAPSYTPTAPSNAKLOSGTAQPKLKKDTHRCHRMARRPT,PRQDH
TVGPSGPFSSRPTVSAFSETVRI LNRKVKPREVKKGRVILNLKVLDKAENTAVANNKRTHVPSTQQSHFGRQKT PSRN
RVIGKNRRFGEVSYRGIQPPTRGSGFPVFGKLFDSHSLKNAESGESRNSMTNNLSSSQSSKLLDVSKGONRNEEPPPS
NSSSEVSDGEPPSPRQTQSQHSSLOPKASSTKSPSTKAPDPTLHKLGTOPVASKNKDSASSALPSSPMFSSSSSASTS
SEDNEHILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEED
EEGEErsASsPPCYSKNVSTONDTQQPKONPNKT

>Dre Cbx7a (Gene ID: 550551)

MELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWSPKYSTWEPEDNILDPRLVLAFEEKAEKDRALAYKKKGLRPRQ
VILRNIYPMDLRSAHKVPDKPSPRIRLSLTRSMSTEVDONRRRYRDSVVYRRLKNRYKNRQCRSRLFEGIKPSKQPMR
HPLPAKDCTENAWNEDEQKRKVKKMRKDEENTTQVHQDIPSGQEMSEGYNSSAEQESEITIKEDENCSSIFDQEEKPS
EDTGTAIGAPESSTITDTEKNEPVINTAGDEDCVWVSHDTTNTDQSLHKCTKSGAEEGVFDRVONRPSVIEVRLSATC

GOEEVRESAEVGSSEAKDKEGIDAEVTAEFQVPI DO A GRS i REAMIA - G F T SECG

LEV

>Dre Cbx7b (Gene ID: 101882803)

MELSAIGEQVEAVESITKKRVRKGHVEYLLKWKGWPPKY STWEPEEHILDPRLVLAYEEKEQKERSVVWRKRGRKPKR
LHEQRSIYTMDLRSTHRHTDQSSAHLPLSLDPRFQSTEACIFQOLNHHKKKKRAETSEEEWDRREEEDDDEDDEGVME
EGEEEETRLGGTKTGSSTLNKHVRREDWS PTTESEAMS L P DS G S S REAA R G FF'S S
WEMEI

>Dre Cbx8a (Gene ID: 100150672)
MELSAVGERVFAAES I IKRRIRRGRMEY LVKWKGWSOKYSTWEPEENILDERLFAAFEEREREREMYGPKKRGPKPET
FLMKAKAKAKSKTYEFGREMSRDIRVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPDSERDTLTHGT
SIQCPLDFTNSPKKRGPKPKMHPAGGSSSEGIKRKADESLSYRPSKTERSGETSNCDIMHFTQKYKAETNHDGKQMGS
RSSDVKFSHGGSFLKAGLGILGHRQKVGSGGAINQQAKMKHPPKNNLFRSTDQTREQLSLSEVDDTD

KGFFKENR

>Dre Cbx8b (Gene ID: 799361)

MELSAVGERVFAAESITKRRIRRGHMEYLVKWKGWSPKYSTWEPEENILDPRLEFVAFEERERERE IFGPKKRGPKLKT
FLLKAQAKEKAKSYEFRNDSSRGIHVTYSSPEPVVAPRAREGLRAVVPTIFPPSTVNRGESVRLOSPEPREHHSPHSP
RPTDEFSLTPKKRGRKPKLREFTDGYTSNLHPEHVKRAADETMASIPSKMAKLGLGEDDERCPDISGRLKISHKDLDAT
CSHKQSNVIPSRSTLHISPQWSLHSSRMEAGLLGHRTNPQSNHFHOKHLKHY SKKRTLEHGDSTSRQPSLIAKIPVSH

TFREPGVE DRSNS G ' 7 K DK'T

>Cca_LOC109087174



MRTVMEELSAVGGQVFDAECILNKRLKKGKLEYLVKWRGWS SKHNSWEPQENLLDPRLLAAFNKSLKLSVSDMSSSGV
DPTTPTCKSPGVAALNLHSSNGQTCPQLSPNVPKASDQTLLORSGSLOKSPSSSFSSLKTPSSLOALNLOSITKTAQG
NGTSTNDGSYLKDTSNPSRKSSGENTRHEQSPALNVPSKFPTSQQVLKSPQLNKSKVDDLSERLGKKNQGRVDKILIQ
TAEGRDHPAQDRSSSKDPGKPSKTLSELSTGEEGSSSDSDHESSFPSDNRDLAISVQAG

EEENRESERS s TRIY

>Cca LOC109046180

MRRVMEELSAVGEQVEDAECT LNKRLKKGKLEY LVKWRGWS SKENSWEPQENTLLDPRLLAAFNKRKS SNTPTCKS PGV
AALNIHSSNGQTCPQLSPNVLKASDQTLLOQRSGSLQKSPSSSESSLKTPTSLOALNLQSINKTALGNGTSANDGSYLK
GAYNPDKKSSGFNPRREHSPAQNAPSKFPTNQQOVLKSPORDKSKAAYLSERLGKKNQGRVDNIVVPTSEGRDQPVLDR

SSYKDAGKPSKILSELSTGEEGSSSDSDHDSTFRSDNHDLA I SVQAG/ DR D v VAR

BvcrrsIrNy

>Cca Cbx4 (Gene ID: 109102575)

MELPAAGEHVFAVESTEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLIGYRKRGPKPKH
LLLOQVPSFARRSSVLSDLQEVSHGEDYQPKATSDLVQSQQYQLNGKKHHPYQPNPKDKQGEAQT SGKKKHYYQLNSKK
HHHYQPNPKMYNSLYQRVKETKVPELTDKEWNLSPALQQKWIQDKDSGCLSKVRNITMGLKKLPKLNGEADLNMNTNS
DAKEDKAPPNGISSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKEGTADSEEKGQAQDCKSCGTDESTEKIKHTKK
QSLVKGIKKDSKAGTACFMLSNGLSSCGEDNPKKACSILFEPNNLKKPGNTGDYVSNEQHLQLTTKTSLTTVPFEKSD
QRGTQSTQYGPITFPQKRCYSEPDSDSREAKRFLSSQSISAPNTDLSYSCNDTTHENDHQHSSGHDFEILDSNQDEPT

DLSCIRSREERKIATHSQIGNSIPTGKATVSTPEQVEKEMKK S iOEEECNiD VA CI v

>Cca_LOC109092326
MGYRKRGPKPKHLLLQVPSFARRSSVLTDLQEVSQSEDNQSKTTSDLVPSQQYQLNSKKHHPYQPNPKDKQGEARING
KMKHYFQLNSKKHHHYQPNPKMYDSLYQRVKETKVPELTDKEWNLSPALQQKLIQSKDSECISKVRNITMELKKLPKL
NGGADLNMNTNSDAKEDKAPPNGVRSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKKGTADSEGKRQAQDCKSCGT
DESTEKIKHTKKQSVVKVIKKDSKAESACFRLSNGLSSCVGDNPKKTCSIVFEPNNSKKPGSTGDYVSNEQPLOLTNK
SVRQTSLTTVPIETSDOKGTQSTQYGPLSLPRKRCYSEPESDSGEVKRHLISQSTNTPNTDSCNGTTHENDHQHSCGH
DFENLDSNQDEPIDLSCVRLREERKNPTRSQIGNSIPTGKAAVSAPEQVEKEMKKS

>Cca LOC109066300

MEVSAVGERVEFPAEATILKSRVRKGRIEYLVKWKGWALKHSTWEPEENILDDRLITAFEKKEREQELYGPKKRGPKPKN
FVLKARAQTGDRPRSSDTQRTPPQIPAKLPASSSSASSAPSQPSSSSSLSTTPTPRVHSLAAAHKLKKDIHRCHRMSR
RPLPRPDPLGEPTGSTSSSRPPISPEFSETVRILNRRVKPREVKRGRIILNLNVIDKSENSGVTSRRSPQSFAGRAKIP
SRNRIIGKKQGDMPYRPFQHPMKMLGFPMYGQPFGLHPCGSVSSMANEESNTGANRRGGNCCDSHSSANVOKFQYQTP
PSPSSSSGSNNSSPSLOKQPTQPEAPTSPTKLDSAGSSRSQDASQPHPKSSSAPFLPSSPSYLSSPSESLDDEDQSSP

NLTTSRGRKRKLRHRTQVGRASLCQVSDRTTTPLPVETRE PKEGD B oM SO O

IGAGSETSSPCQADNPPCPTTAAS

>Cca LOC109066296

MELSAEGERVEAAEATLKSRVRKCRIEYLVKWKCWALKHSTWEPEENI LODRLITAFEQKEREQELY GPKKRGPKPKN
FVLKARAQAGDRPRSSNTQRTPPRTTAKPPASSSAASAAPPQPSSSSSYNTAPTPRVHSLAAAHKLKKDIHRCHRMSR
RPLPRPDPLGDPTGSTSSSRPPISPFSETVRILNRRVKPREVKRGRI IVNLKVIDKSENSGVASRKTPQSFMGRAKIP
SRNRIIGKKHGDMPYRPFQHPMKMLGFPMYGQPFGLNPCGSMSSMANDGSNTVVNQRGGGCCDSHSSANAQKFQYQPP
PSPTSSSGSINITPSLOKQATQPEAPTKLDSAASSRSRDASQPHPKSSSAPFLPSSPSYSSSPSSSLEDEDQGSPNLT
TSRGGKRKLRHRTQVGRASVCQVSDRTTAPLPEENRV PKEG D E DR MAD SN D i R OHS G 2
GSEPSSPCQADNPPCPTTAAS

>Cca LOC109095357

MELSAAGDRVFAAEATLKRRVRKGRMEYLVKWKGWATKY STWEPEENT LDERLVAAFEQKEREQEMY GPKKRGPKPKT
LLLKSRAQVAETSSRVPEFKHTRPQOHSKLPPPSAAPSYTPTAPSNAKLQSGTAQPKLKKDIHRCHRMARRPLPRPDQ
TVGPSGPFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGTVANSRRTHVPSAQQSHFGRQKIPSRN
RVIGKNRRFGELSYRGIQTPIRSSGFPVFGKLFDSHSLNNAENQTQSGESRNNMTNTLSSSQCSKLDASKGQTLDELP
PSNSSSEVSDGEPHSPPQTQSQHSSLOPKSSATKAPDPTLHKLSGQTVPSKNSLAPSALPSSPMFSSSSSASSSSEDN
ERILDLSVPHEMDRRLRHRHPFSGRHPLKVPEVPVSEEPSEEEE DD OGRS R S SV I
HPPLPLLPATPKIYQLKMTONSQSNTPTKHECRHHRYALLQPSEGILEGLLVVCLQFQLPGAHVSLC

>Cca_LOC109100093
MELSAIGEEVEAVESIIKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLAYEEKEQRERSVRCRKRGPKPKR
LFMQOONIYAMDLRSAHKDAEKSSAHLPLSLDPRFQSTGACIYQRLTHHKKKKKTSRETSEEEWDRREEEDDDDDDEGY
MEEEEEEEEEEEDTRQGGIKTGSNTLNKHVRRRCWSPTTESGAMT ISPLP)

BEARCFFRSWEME T

>Cca_ LOC109076671
MNMELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEEKEEKERALAYKRKGLRP
RRVILRNLYPMDLRSKHKVSDKSTPRIRLSLTRSMGTEIDONGRRCORIEKRKNRQYRSKLMNDIKRFQQPRRHPLLL



KDSEKEWDGDEEDEQRKKVKKMRTNGEKTTEVHQDIPSGOEMSEGYNSSAEHEAVITIEETENCSSIFDHAEKPSEYT
GPVLGATVNSTITNTQENTPVTNTAGDEDSVRVSHDMTNTDQSLHNSTKSGAKQGVFDKVONRPSVIEVHSSAKCRQD
EVSERARLDSSEAKATTTKEGMDAVVTAECTLLOV PV DSOS C RO e R AMOA = G F F S
GYGL

>Cca LOC109061103

MNMELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWAPKYSTWEPEDNILDPRLVLAYEEKEEKDRALAYKRKGLRP
RRVILRSIYPMDLRSKHKVPDKPIPRIRLSLTRSMGTEIDQONGRHYRPIDKYKNRQCRSKLMDAIKLSQHSLPAKDSE
KEWDGDDEDDEQKNKVKKMRENEEKTTEVHQDIQSSQEITEGYSSSAEHEAVIIIEETENCSSIYDHAETPSEDTSQV
LGATENSTITNTQENEPVTINTTGGEDSIRISHDTTNTDQOSLHNSTESGAKQGVEFDKVONRPSVIEVHSSTKCRQEEVS

EGGEADHSEAKEKEGMDADI TAECTLLQVPT DS PR OV A REAMBA - G F' F'S GDGLE I

>Cca_LOC109102576

MELSAVGERVFAAESTIKRRIRRGRMEYLVKWKGWS PKYSTWEPEENILDSRLEVAFEERERERE I FGPKKRGPKLKT
FLLKAQAKEKSKSYEFRNDLSRGITYSSPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRIPPPESREHRSPHSPRP
STDAFTLTPKKRGRKPKLCFTDGFTSSLHPEHSKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY
SHKQONRVVPSRSTQHISSEWSLHSSRVSADLOGHRNNPQTSHFHHKHLKYHSKRRTFEHADSTNRHPSLIAKIPVSRI

FGE P DE G NS NS G = 'K DKR

>Cca LOC109092325

MELSAVGERVFAAES I IKRRIRRGRMEY LVKWKGWSPKYSTWEPEENILDSRLEFVAFEERERERETFGPKKRGPKLKT
FLLKAQAKEKVKSFEFRNESSRDVSYPSPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRIPPPEPREHRSPHSPRP
STDAFTFSPKKRGRKPKLRFTDGYTSSLHPKHSKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY
SHKONRVVPSRSTQHISPEWSLHSSRVSADLQGHRTNPQTSHFHHKHLKHHSKRRTFEHGDSTSRQPSLIAKIPVSRI
rozpe: NSRS SRSE . - Dk

>Cau LOC113055003
MRRAMEELSAVGEQVEDAECILNKRIKKGKVEY LVKWRGWS SKENSWEPOENLLDPRLLAAFNKREQOERELL I SKKGK
IPVVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDEEDDNDRNPKLS PHPREHHPVPQKKAQILVAK
PGPPKKKRGRKALPPELKAQRQAKGPRKFLKPMSRHSELRGSIKKPLMPASFTYTGLNRISGREPLALONRGSFTQKS
SLSSLGRSVGSTSSPTVLSRPPQSKTASDFKLSVSDMSSGDIDPSTPTCKSPGVAVLNIHSSNGQTCPKLSPNVLKAS
DQTLLORSGSLOKSPSSSFSSLKTPTSLQALNLQS INKTAQGNGSSANDDSYLKGAPNPGKKSSGEFNPRCEHSPAPNT
PSKFPTNQQVLKSPQRDKSKADYLSEKLGKKNQGRVDNILVPTSDGRDQPVPDRSSYKDAGKPSKILSELSTGEEGSS
SDSDHDSSFPSNNRDLAISVOAGH DR DA R Eeeie /G F F'S TRNY

>Cau_LOC113067828

MEELSAVGGQVFDAECILNKRLRKGKVEYLVKWRGWS SKENSWEPQENLLDPRLLAAFNKREQERELLIRNKGKRPRG
RBRRIEET 1 PVVSKSSSSS5SSSSSGSSSSSSSSSSSDDDDNE DDNDDRNPKPS PRPREHHPVPQKKAQIVVAKPEPP
KKKRGRKALPPELKVQRQTKGPRKMLKPFSRDYEVQGSIKKPLMPASFTYTGLNRNSGREMMTLONRGSFTQKNSLSS
LGRSVGSASSPPTLSRLPQTKTASDFKLSVSDMSSRGVDPKTPTCKSPGVAALNLHSSNGQTCPQLSPNVPKASDQTL
LORSGSLOKSTPSSFSSLKTPSSLOALNLQOSINKTAQGNGNSTNDGSHLKGTSNHSRKSSGLNTKHEQSPAPNVPSKF
PTSQQVLKSPORDKSKPEDLSERLGKNNQGRVDNILPQTTEGRDQPAQDRSSSKDAGKPSKTLSELSTGEEGSSSDSD

HDS S FPSNNRDLAT SVOA /DD DS / G S TRNY

>Cau LOC113067392
MRTVMEELSAVGGQVEDAECILNKRLRKGKVE Y LVKWRGWS SKENSWEPOENLLDPRLLAAFNKREQERELL IRNKGK
IPVVSKSSSSSSSSSSSGSSSSSSSSSSSDDDDNEDDNNDRNPKPS PRSREHHPVPQKKAQIVVAK
PEPPKKKRGRKALPPELKMORQTKGPRKMLKPFSRDYEVQGSIKKPLMPASFTYTGLNRNSGREMMTLONRGSFTQKN
SLSSLGRSVGSASSPPTLSRLPQTKTASDFKLSVSDMSSRGVDPKTPTCKSPGVAALNLHS SNGQTCPQLSPNVPKAS
DLTLLQRSGSLQKSPPSSFSSLKTPSSLQALNLQSINKTAQGNGNSTNDGSYLKGTSNPSRKSSGLNTKHEQSPAPNV
PSKFPTSQQVLKSPQRDKSKADDLSERLGEKNQGRVDNILPQTTEGRDQPAQDRSSSKDAGKPSKTLSELSTGEEGSS
SDSDHDSSFPSNNRDLAI SVOAGH DR RN DA RS eeie /G F F'S TRNY

>Cau_Cbx4 (Gene ID: 113050689)

MELPAAGEHVFAVESTIEKKRIRKGRYEYLVKWRGWSPKERQEQLIGYRKRGPKPKHLLLOQVPSFARRSGVLSDLQEVS
QGDDYQPKATSDLVQSQQYQLNSKKHHPYQPNSKDKQGEARINGKKKHYYQLNSKKHHHYQPNPKMYDSLYQRVKETK
VPELTDKEWNLSPALKQKWVKDKDSGCLSKVRNITMGLKKLPKLNGEADLIMNTNSDAKEDKAPPNGISSKLKIVKNK
NKNGRIVIVMSKYMEKGTHAAKIKEGTADSEEKRQAQNCKPCGTDGSTQKIKHTKKQSLVKGIKKDSKAETACFRLSN
GLSSFGGDNPKKACSIVFEPNNLKKPGNTRDDLSHEQPLQLTTKTSLTTVPFEKSDQRGIQSTQHGPITLPQKHCYTE
PESDSREAKRFLSSQSISPPNTDLSYSCNDTTHENDHQHSSRHDFEILDSNQDEPIDLSCVRSREERKIPTHSQIGNS

TPTVKEAVSTPEQVEKEMKK S NG

>Cau_LOC113098321

MELPAAGEHVFAVESIEKKRIRKGRCEYLVKWRGWSPKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSVLTNLQEVSQGEDNQSKTTSDLVQSQQYQLNSKKHHPYQPNPKDKQGEARINGKMKHYFQLNSKK
HHHYQPNPKMYDSLYQRVKETKVHELTDKEWNFSPALQOKVIQSKDSECLSKVRNITMELKKLPKLNGGADLNMNTNS
DAKEDKAPPNGISSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKKGTADSKEKRQAQDDSTEKIKHTKKQSLMKVI
KKDSKAESACFRLSNGLSYCGGDNPKKTCSIVFEANNSKKLGSTGDEFISNKQPLOLTNKSVRQTSLTTVPIETSDQKG



TOSTQYGPLTLPQKRCYSEPDSDSGEAKRLLISQSANAPNADFSHSCNSTTHFNGHQQOSGGHDFEILDSNQDEPIDLS
CVRLREEKKNPTHSQIGNTIATGKAAVSAPEQVEKEMKKS

>Cau_LOC113052031

MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENILDPRLLVAFQNRERQEQMVGYRKRGPKPKN
PLVQLPAFARRSSILGGLODTSLDEENQPKVEPLQLHCSRPOHYQLNSKKHHQYQPSCREISIEQNVSGKKKHFYQLN
SKKHHHYQPDPKMYDTPLTGPNEVRVQDPSSKVWNLPPALQQOKWIRNKDTSCLSKVKDLSIELKSLPDNADKAERALK
TNTKEFALPNGIRSKMKI IKNKNKNGRIVIVMSKYMDKGVHSSKVKNKDVSQVETQHNEESTLNNKDNLSDGETSEGR
ENGTAENTNTFSSSSECIHENSIKMAELSKATSTETEQTVMY ICNQPNSSPMEAEKAPPSHMDTKLNQRKRNLSEPIE
DVRNCKQFISSRIIHTNSVQDYAPNTMLSSPQREPIDLHYRGCLASRAYSYDLSDTSPEEPIDLSCGPTKTLKQFPTA

ERVSGS S VO NN GO O

>Cau_LOC113046661
MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENILDPRLLVAFONRERQEQMVGYRKRGPKSKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKVEPLQIQHSRPOHYQLNSKKHHQYQPSCRETISLEQHVSGKKKHFYQLN
SKKHHHYQPDPKMYDTPLTRPKEVKVQDPSNKGWNLPPAFHQKWIRNKDSGCLSKVKDLSIELKSLPDNGNKAERALK
TSAKEFALPNGISSKMKITKNKNKNGRIVIVMSKYMDKGVHSSKVKNKDASKMDAEHNEKSTLNKTDNLSDAETSAGR
ENGSVENAGTFSSSSECIHKTSSKKAELPKDTPSETEQMVIDLCDQPNAENAAPAHPDTKLNHRKRNLSEPKEEVRNC
KOQFFSSRSISAPNTVLSSPOQREPMNLHYSRSLASRAYSYDFSDPIPEEPIDLSCGPTKTLKQFPTAEKVSGSSAQVEK
G

>Cau LOC113065021

MEVSAVGERVEPAEATLKSRVRKGRIEYLVKWKGWALKHSTWEPEENILDDRLLAAFEQKERQQELYGPKKRGPKPKN
FVLKARAHAGDRPRSSDTQRTPPQISNTQRTPPRITAKLPSSSSSASSAPPOPSSSSSFSTAPTPRVHSLAAAHKLKK
DIHRCHRMSRRPLPRPDPLGEPTGSTTSSRPPISPFSETVRILNRRVKTREVKRGRI ILNLNVIDKSENSGVTSRRSP
QSFGARAKIPSRNRIIGKKQGDMPYRPFQHPMKMLGFPMYGQPFGLHPCGSVSSMANEESKTGANQRGGNCCDSHSSA
STQKFQYQHPPSPSSSSGSNNSSLSLOKTQTPLEAPMSPTKLDSSASSRSQDSSQPHPKSSSAPFLPSSHSYSSSPSF
SLEDEDQGSONLTTSRGRKRKLOHRTQVGRASVCQVSDCTTTPLPEETRE PKEGN BN GO Vi

EEVEREEEES 2. cSKPSSPCOADNPP

>Cau LOC113039859
MELSAEGERVEAAEYTLKSRVRKGRIEYLVKWKGWALKHS TWEPEENT LDDRLITAFEQKEREQELYGPKKRGPKPKN
FVLKARAQAGDRPRSSNTQRTPPRTTAKPPASSTSASAAPPQPSLSSSYNTAPTPRVHSLAAAHKLKKDIHRCHRMSR
RPLPRPDPLGNPRGSTSSSRPPISPFSETVRILNRRVKPREVKRGRI ILNLKVIDKSENSGVASRRTPQSFTGRAKIP
SRNRIIGKKHGDMPYRPFQHPMKMLGFPMYGQPFGLNPCGSMSSMANEGSNTGVNQRGGGCCDSHSSASTQKFQYQPP
PSPSSSSGSNNSPPSPOKQATQPEAPTKLDSAASTCSQDASQPHPKSSSAPFLPSSPSYSTSPSSSIEDEDQGSPNLA
ISRGGKRKLRHRTQVGRASVCQVSDCTTTPLPEENRVPKEGD BB AN D oS G 2
EPSSPCQADKPPCPTTAAS

>Cau_LOC113046746
MELSAAGDRVEAAEATLKRRIRKGRMEYLVKWKCWATKYSTWEPEENT LDERLVAAFEQKEREQELYGPKKRGPKPKT
LLLKSRAQVADTSSRVPEFKHTRPQOHSKLPPPSATPSYTPTVPSNAKLOSGTAQPKLKKDI HRCHRMARRPLPRPDQ
TIGPSSPFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGAVANSRRTHVPSTOQQSHFGRLKIPSRN
RVIGKNRRFGEVSYRGIQPTIKSSGFPVFGKLFDSHSLSNAENQTQSGESRNNTTNNLASSQS SKADVSKGQTLDELP
PSNSSSEVSDGEPPSPPQTQSOHSSLPPKASATKAQDPALHKLSAQPAASKNSSGPSALPSSPMFSSSSSASSSSEDN
EHILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEED)

BrsaTPPPCYPKNISPQHDTKQPKDHPNKA

>Cau LOC113047918

MELSAAGDRVFAAEATILKRRVRKGRMEYLVKWKGWAIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKL
LLLKSRAQVAETSSRVPEFKHTHPKQHSKFPPPSAAPSYTPTAPSNAKLOSGTAQPKLKKDIHRCHRMARRPLPRPDQ
TVSPSGPEFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGHGGVPNSRRTHVPSAQQSHEGRQKIPSRN
RVIGKNRRFGEFSYRGIPTPNRNSGFPVFGKLEDSHSLNNAENQTQSGESRDNTAKNLSSSKNQTLDELPPSNSSSEV
SDGEPNSPPQTQSQRSSLOPKSSTIKAPDPTLHKHSAQTVPSENSLVPTSLPSSPMEFSSSSSASSSSEDNERILDLSV

PHEMDKRLRRRHPFSGRHPLKVPEVPVSEEPSEEEE DD DM KON D AN RS SOHE P S VN P PP

CYPKNILAQHDTKQPKQHPNKT

>Cau_LOC113047419

MNMELSS IGEQVFAVES ITRKRIRKCGNVEYLLKWOCWAPKY STWEPEDNILDPRLVLAYEEKEEKERALAYKRKGLRP
RRVILRSIYPMDLRSKHKVPDKPIPRIRLSLTRSMGTEIDQNGRHYRPIEKYKNRQCRSKLLSDIKLSQHSPPAKDSE
KEWDGDDEDEQKKKVIMMIENEEKTTEVHQDIPSSQETMDGYSSSAEHEAVIIIKETENCSSIYEHAEKPSEDSSQVL
GATETSPISNTQENEPVTNTTGGEDSIRVSHDTTNTDHSLHNSTESGAKQGVLDKVONRPSVIEVHSSTKCRQEEVRE
RDEVDRWEAKEKEGMDGDITAEHTLLOVPT DS ROV S REAMSA - G F FGDDELE T

>Cau_LOC113046823

MNMELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWPPKEEKERALAYKRKGLRPRQVILRNLYPMDLRSKHKVSDK
STPRIRLSLTRSMGTEIDQONGRRCOQRLEKRKNRRYRSKLMNDIKRFQQPRRHPLLLKDSEKEWDGDEEDEQKRKVKKM
RANEENTPEVHQDIPSGQEMSEGYNSSAEHEAVITIEETENCSSIFDHAEKPSKDTGPVLGATVYSTITNTQEKEPVT



NSAGGEDSVRVSHDTTNTDQSLHNSTKSGAKQGVEFDQVKEQNRPSVIEVHSSVKCRQDEVSERGKLDSTGAKEMEGMD
AVVTADCTLLOY 2 ROV NSRS '\ G

>Cau LOC113111712
MELSAIGEQVFAVESIIKKRFRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLAFEEKEQKERSVRWRKRGPKPKR
LFMORNIYAMDLRSAHKDTEKSSAHLPLSLDPRFQSTGACLYRQLTHHKKKKKASRETSEEEWDRREEEEDDDDDDEG

VMEEEEEEEEEEDTRHGGTKTGSNTLNKRVRRGRWS PATGSEAMT I S PL P DCEN MG S e oV

BIBRGFFRSWEME T

>Cau LOC113056054
MMELSAIGEQVEFAVESTIKKRVKKGHVEYLLKWKGWPPKEQREMSVRCRKRGPRKPKRLEMOSNI YAMDLPSAQKDAEE
LSLDPRFQSTGACIYQRLTLHEKKKKKSRETSEEEWDRREEEDDDDDDEGVMEEEEEEEEDKRQGGTKIGSNTLNNHI
RRGCWSPTTESEAMTRS PL P DG S DS VA REAVEA T G F FR SWEME I DHYRG

>Cau_L0OC113052035
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEEREREREMYGPKKRGPKPET
FLMKAKAKAKGKNFEFRQEMSRDLHVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPDPERDPLMHGM
LVORPLDFASSPKKRGPKPKLRPGGSSTEGVKRKADEPLSYRPSKSERLGETSNCDVTQLTKKFQAESSHVQKQOMGSR
SSDVKFTHGGTILKAGLGVLGPQRKDSPSGAIKHSKMKHPPKSNLFRSTDQTREQLSLSFIDETD

KGFFKENR

>Cau_LOC113046660
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSQOKYSTWEPEENILDERLFAAFEERERERELYGPKKRGPKPET
FLMKAKAKGKNYEFRREMSRDLHVSFPVAEPIVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPDFERDPLTLDFAS
SPKKRGPKPKLRPGGSSTEGVKRKADEPLSYRPSKSERSGETSNCDVIHVTQKFPAESSLVQKPSDVKETHGGTILKP
GPGVVGHRRKDSSSGAINQSKMKHPPONSLEFRSTAQTREQLSLSEFVDETD

ESEEB < GrFKENR

>Cau_LOC113098307
MELSAVGERVFAAESTIIKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLFVAFEEREREREIFGPKKRGPKLKT
FLLKAQAKEKEKSYEFRNESSSGIAYPSPEPVIAPRAREGLRAVVPTIFPPSTVNRGESIRIPPPEPREHRFPHSPRP
STDAFTLSPKKRGRKPKLRFTDGYTSSLHPEHSKRAADETMASIPSKMAKLGLGEEEERCSETISGRIKISHKHMDATE
SHKONRVALSRSTQHISPEWSLHSNRVSADLQGHRTNPQTHHFHHKHLKHHSKRRKFEHGDSTSKQPSLIAKIPVSRI
FGE PEEG RSSO RO NS < G ' F'K DKR

>Cau_T.0C113050690

MELSAVGERVFAAEST TKRRTRRGRMEYLVKWKGWS PKYSTWEPEENTLDSRLFVAFEDGERERE T FGPKKRGPKLKT
FLLKAQAKEKSKSYEFRNDLSRGITYPSPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRISPPESREHRSPHSPRP
STDEFTLISKKRGRRPKLRFTDGYTSSLHPEYSKRAADEKTMASTIPSKMAKLGLGEEEERCSEISGRIKISHKHIDGT
YSHKONRVVPSRSTQHISSEWSLHSSRVSGDLOGHRNNPQTSHFHHKHLKYHSKRRTFEHADSTSKHPSLTIAKIPVSR
TFGES DE G NSNS RSN SIN  G  F K DK R

>Sgr LOC107571836
MEELSAVGEQVFDAECILNKRLRKGKLEYLVKWRGWS SKHNSWEPQENLLDPRLLAAFNKREQERELLI SKKGKRPRG
IPVVSKSSSSSSSSSSSGSSSSSSTSSSSSDDDDDEDDNDRNPKLS PRPRELHPVPQKKAQIVVAKPEPP
KKKRGRKALPPELKAQRQAKGPRKILKPISRDSELRGSIKKPLMPASFTYTGLNRNSGRELMALONRGYFTQKSSLSS
LGRSVGSASSPTALSRLPQSKTASDFKLSVSDMSSGGVDPNMPTCKSPGVAALNIHSSNGQTCPQLSPNVLKVSDQTL
LORSGSLQKSPSSSFSSLKTPSSLQOALNLOSINKTAQGNGTSVNDGSYLKGTSNPGRKSSVENARHKHS PAPNAPSKE
PTNQQVLKSPQRDKSKADDLSERLGKKNQGRADKILVPTSEGRDQPVLDRSLSKDAGKPSKTLSELSTGEEGSSSDSD
HDSSFPSDNRDLAISVOAGH DR R D AN R EeEie /G F F'S TRNY

>Sgr_ LOC107601561*

MGKNKELSKDVRDKIVDLHEAGIGYKAISKKLGGHTLDEKCCAVLILHGATKAAHGWASHPVCDLLSLPRTRSQCLCE
RENSWEPHENLLDPRLLAAFNKREQERELLIRNKGKRPRGRPREEUET I PVVSKSSSSSSSSSSSGSSSSSSSSFSSD
DDNDEDDNDRNPKPSPRPREHHPVPOKKAQIMVAKPEPPKKKRGRKALPPELKAQRQAKGPRKMLKPI SRDSELRRS I
KKPLMPASFTYTGLNRNSGREPMALONRGSFTQKNSLSSLGRSVGLASLPTKLSRLPQTKTASDFKLSVSDMSSGGVD
PKTPTCKSPGVAALNLHSSNGQTCPQLSPNVPKASDOTLLORSGSLOKSPSSSFSSLKTPSSLOALNLQSVNKMTQGN
GTSTNDGSYLKGTANPSRKSSGFNASHEQSPALNVPSKFPTSQQVLKSPQODKSKADDLSERLGKNNQGRVDKILTQK
TEGRDQPAQDRSSSKDAGKPSKTLSELSTGEEGSSSDSDHDSSFPSDNRDLAT SVQAC DB v VD VA

NSRRGSR - 1)

>Sgr Cbx4 (Gene ID: 107591927)

MELPAAGEHVFAVESTEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENTILDPRLLVAFONRERQEQLIGYRKRGPKPKH
LLLQVPSFARRSSVLSDLQEVSQGEDYQPKATSDLVQSQQYQLNSKKHHPYQPNPKDKQGEARINGKKKHYYQLNSKK
HHHYQPNPKMYDSLYQRVKETKVPELTDKEWNLSQALQQKWIQDKDSGCLSKMRNITMGLKKLPKLNGEADLNMNTNS
DAKEDKAPPNGKSSKLKIVKNKNKNGRIVIVMSKYMENGTKAAKIKEGTADSEEKRQALDCKSCGTDESTEKIKHTKK
QSLVKVIKKDSKAESACFSLSNGLSSCGGDNPKKACSIVFEPNNLKKPGNTGDYVSNEQPLOLTTKTSLTTVPFEKSD



QRGTQSTQYGPITFPQKRCYSEPDSDSREAKRFLSSQSISAPNTDLSHSCNGTTHFDDHQHSGGHDFEILDSNQDEPI
DLSCVRSREERKIPTHSQIGNSVPTGKAAVSTPEQVEKEIKKS

>Sgr LOC107553295

MELPAAGEHVFAVESTEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSVLIDLQEVSQGEDNQSKTTSDLVQOSQQYQLNSKKHHSYQLNPKDKQGEARINGEKKHYYQLNSKK
HHHYQPNPKMYDSLYQRVKETKGPELSDKEWNLSPALQQKWVQSKDSECLSKVRNITMGLKKLPKLNGGADLNMNTNS
DAKEDKAPPNGISSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKKATADSEEKMQAQDCKSCGKDESTEKIKHTKK
QOSLVKVIKKDSKAESACFRLSNGLSSCGGDNPKKTCSIVFEPNNSKKPGSTGDDVSNEQPLOLTNKTSLTTVPIEKSD
QOKGTQSTQYGPLTFPRKRCYSEPDSDSGEAKRLLISQRTNAPNTDLSHSCNGTTQFNDHQHSGGHDFKMLDSNQDEPT

DLSCVRLREERKNPTHSQIGNSIPTGKAAVSAPEQVEKEMKK S RGN v GO RN

>Sgr LOC107562304
MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENILDPRLLVAFONRERQEQMVGYRKRGPKPKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKVDPLQLHCPRPQHYQLNSKKHHQYQPSCREISVEQHVSGKKKHEFYQLN
SKKHHHYQPDPKMYDTPLTGPKEVKVQDPSSKVWNLPPALQOKWIQONKDCLSKVKDLSIELKGLPDNANKSERALKTK
AKEFALPNGISSKMKIIKNKNKNGRIVIVMSKYMDKRVHSSKVKNKDVSEVETQHNEEPTLNKTDNLSDGETSEGLEN
GDTENTNTFSSSECVHENAIKKVELPKDMPTETEQTVMYICDQANSSPMEAEKAPPSHMDTKLNHRKRNLSEPNEDMR
NCKQFFSSRSISALNTVLSSPQREPIDLHYRGSLTNRAYSYDFSDTIPEEPIDLSCGPTKTLQLFPTAEKVSGSSAQV
EKTNNHFKPFVGNVIITDITTNCLTVTFKEYVQC

>Sgr LOC107559247

MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENILDPRLLVAFONRERQEQMMGYHKRGPKSKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKAEPLOQIHRSWPQHYQLNSKKHHQYQPSCKEISVEQHVSGKKKHFYQLN
SKKHHHYQPDRKMYDTPLTGPKEVKVQDPSNKGWNLPPALQOQKWIRNKDTGCLSKVKDLSIELKSLPDNANKAERALK
TSAKEFALPNGIGSKMKIIKNKNKNGRIVIVMSKYMDKGVHPSKVKSKDVSQVEAQHNEEATLNNTDNPSDGETSAGR
ENGSVENTSTFSSSSECIHKNSIKKAELPKDTPTETEQIVIDLCDQPNSEKAAPAHTDTGLNHRKRNLSEPNEDVRTC
KQFFSSRSISAPNTVLSSPOQREPINLHYRGSLADRAYSYDFSDTIPEEPIDLSCGPTKTLKQFPTAEKVSGSSAPVEK

TNSHVKPFVGNVIITDITTNCLTVIFKEYVQ®

>Sgr LOC107602318
MELSAAGDRVFAAEAIMKRRVRKGRMEY LVKWKGWAIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKT
LLLKSRAQVTETSSRVPQFKHTRPQQOHSKLPPPSAAPSYTPTTPSNAKLOSGAAQPKLKKDIHRCHRMARRPLPRPDQ
TVSPSGPFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGGVANSRRTHVPSAQQSHFGRQKIPSQON
RVIGKNRRFGELSYRGIQTPIRSSGFPVFGKLFESHSLNNAENQTQSGESRNNTTNNLSSSQSSKVDASKGQTLDELP
QOSNSSSEVSDGEPPSPPQTQSQHSSLQPKSSATKAPDPTLHKLSAQPVPSKNSLGLSALPSSPMFSSSSSASSSSEDS
ERILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEED

IPSATPPPCYPKNISAQHDTKQPKHHPNKT

>Sgr_LOC107585029
MELSAAGDRVFAAEATLKRRIRKGRMEYLVKWKGWATKYSTWEPEENTLDERLVAAFEQKEREQEMY GPKKRGPKPKT
LLLKSRAQVAETSSRVPEFKHTRPQOHSKLPPPSAAPSYTPTAPSNAKLOSGTAQPKLKKDIHRCHRMARRPLPRPDQ
TVGPSSPFSSRPTVSPEFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGNGVANSRRTHVPSTQQSHFGRQKIPSR
NRVIGKNRRFGEVSYRGIQPTIRSSGFPVFGKLEFDSHSLNNAENQTQSGESCNNTTNNLSSSQSSKVDVSKVQTLDEL
HPSNSSSEVSDGEPPSPPQTQSQHSSLPPKASATKAQDPALHKLSAQPVASKNSSGPSAVPSSPMFSSSSSASSSSED
NEHILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEEDEF]

.PSATPPPCYPKNI SAQHDTKQPKQHPNKT

>Sgr LOC107602676

MELSAVGERVEAAEATLKSRVRKGRIEYLLKWKGWALKHSTWEPEGNILDDRLI TAFEQKERQQELYGPKKRGPKPKN
FVLKARAQAGDRPRSSNTQRTPPRTTAKPPASSSSASAAPPPPSSSSSYNTAPTPRVHSLAAAHKLKKDIHRCHRMSR
RPLPRPDPLGDPMGTTSLSRPPISPFSETVRILNRRVKPREVKRGRIVLNLKVIDKSQIPSRNRI IGKKHGDMPYRPF
QHPMKMLGFPMYGQPFGLNPCGSMS SMANEGSNTGVNRRGGGCCDSHSSANAQKFQYQPPPSPSSSSGSNNSSPSPOK
QVTQPEAPTKLDSAASSRSRDASQPHPKSSSVPFLPSSPSYSSSSLEGENQGSPNLVTSQGGKRKLRHRTQVGRASVC
QVSDRNTAPLPEENRVPKEGDED M AN DN RS OHS G A G SE PS SPCOADKPPCPTTVAS

>Sgr LOC107576933*

MSYFPWLKWCRPTIHREREQELYGPKKRGPKPKNEVLKARAQAGDRPRSSNTRRTPPHTTAKPPASSSSASSSSSEST

APTPRVHSLAAAHKLKKDIHRCHRMSRRPLPRPDPLGDSTGSTSSSRPPISPFSETVRILNRRVKPREVKRGRITILNL

NVIDKSENSGVTSRRSPQSFAGRAKIPSRNRIIGKKQGDMPYRPFQHPMKMLGEFPMYGQPFGLHPCGSMSSMANEESN

TGANRRGGNCCDSHSSANAQKFQYQPPPSPSSFSGSNNSSPSLOKQPTQPEAPTSPTKLDSAASSRSRDASQPPPKSS

SVPFLPSSLEDEDQGSPNLATSRGRKRKLRHRTQVGQASVCQVSDRTTTPHPEENREPKEGD
GAGSEPSSPCQADNPPCPTTAAS

>Sgr LOC107584093
MELSAIGEQVFAVESILKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLTYEEKEQRERSVRWRKRGPKPKR
LEVQPHIALLKRNIYAMDLRSAHKDTEKSSVHLPLSLDPRFQSTGACIYRQLTHHKKKKKASRETSEEEWDRREDDDD



DDDIFMEEEEEEEEEEDTRQGGTKTGSNTLNKRVRRGRWS PTTGSEAMT ISP L PEDNCE G AD i

RGFFRSWEME I

>Sgr LOC107554058
MELSAIGEQVFAVESIIKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLAYEEKEERERSVRWRKRGPKPKR
LFMORNIYAMDLRSAHKATENSSAHLPLSLDPRFQSTGACIYQRLTHHKKKKKTSRETSEEEWDRREEEDHEDDDDEG

VMEEEEEDTRQGGTKTGSNTLNKHVRRGRWIPTTESAAMT IS PL P EDEN Vv i o e A R

GFFRSWEMETI

>Sgr LOC107602332

MNMELS S IGEQVFAVESITRKRIRKGNVE Y LLKWOGWAPKY STWEPEDNILDPRLVLAYEEKEEKERALAYKRKGLRP
RRVILRSIYPMDLRSKHKVPDKPTPRIRLSLTRSMGTEIDONGRRYRPIEKYKNRHCRSKLMNDIKPSQYSLPAKDSE
KEWDEDDEDEQENKVKKMRENEEKTTEVHODIPSSQETTEGYSSSAEDEAVITIKETENCSSIYDHAEKPSEDTSQVL
GATENSTITNTQENEPVTNTTGGEDSVRVSHDTTNTGQSLHSTESGAKQVVFDQVONRPSVIEVHSSTKCROEEVRES
GEVDHSEAKEKEGMDAEITAERTLLQVPI DS G Rv OV N S S REAMEIA - G F 'S GDGLEV

>Sgr LOC107578989
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEEREREREMYGPKKRGPKPET
FLMKVKAKAKGKNCEFRREMSRDLHVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVHPPVSERDPLMHGM
LVQRPLDFASSPKKRGPKPKLRPGGSSTEGVKRKADEPLSYRPSKTERSGETSNCDVVRLTQKEFQAESSHVKKQOMGSR
SSDVKFTHGGNILKAGLGVLGHRRKDSPSGAIKQSKMKHPPKSNLFRSTDQTREQLSLSEFVDETD

DRSNS RRRRESSD < - <R

>Sgr LOC107559248

MELSAVGERVEAAESITKRRIRRGRMEYLVKWKGWSOKY STWEPEENILDERLFAAFEEREREREMY GPKKRGPKPET
FLMKAKAKAKGKNYEFRREMSRDLHVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPDLERDPLAHGI
QRPLDFASSPKKRGPKPKLRPGGSSTEGVRRKADEPLSYRPSKTERSGETSNCDGIHLTQKFQAESSHVQKQMGSRSS
DVKFTHGGTILKAGLGVLGHRRKDSSSGATIKQSKMKHPPRNHLFRSTDQAREQLSLSFVEE T DS Gl RN R

[ e

>Sgr LOC107601979
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLEFVAFEEREREREIFGPKKRGPKLKT
FLLKAQTKEKAKSYEFRNESFRGITYPSPEPVVTPRAREGLRAVVPSIFPPSTVNRGESVRIPPPEPREHRSPHSPRP
STDAFTLAPKKRGRKPKLRFTDGYTSSLNPEHLKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY
SHKONRVVPSRSTQHISPEWSLHSSRVSADLQGCRNNPQTSHFHHKHLKYHSKRRIFEHADSTSRHPSLIAKIPVSRI

eioldiale o e

>Sgr_LOC107591932

MELSAVGERVFAAESTTKRRIRRGRMEYLVKWKGWS PKYSTWEPEENTLDSRLEVAFEERERERE I FGPKKRGPKLKT
FLLKAQTKEKAKSYEFRNESFRGITYPSPEPVVTPRAREGLRAVVPSIFPPSTVNRGESVRIPPPEPREHRSPHSPRP
STDAFTLAPKKRGRKPKLREFTDGYTSSLNPEHLKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY
SHKQNRVVPSRSTQHISPEWSLHSSRVSADLQGCRNNPQTSHFHHKHLKYHSKRRIFEHADSTSRHPSLIAKIPVSRI

e T e

>Sgr LOC107553294
MELSAVGERVFAAESITIKRRIRRGRMGYLVKWKGWSPKYSTWEPEENILDSRLEVAFEERERERE IFGPKKRGPKLKT
FLLKAQAKEKAKSYGFRNESPRGIEYPSPEPLVTPRAREGLRSVVPTIFPPSTVNRGESVRIPPPEPREHRSPHSPRP
STDAFTLTPKKRGRKPKLCEFTDGYTSSLHPEHSKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY
SHKONRVVPSRSTQHISPEWSLHSSRVSADLOGHRTNPQTSHFHHKHLKHHSKRRTFEHGDSTSRQPSLIAKIPVSRI
FGE PEE GOSN NS - G ' F K DKR

>Sgr LOC107572510*
MELTLDSRRRCGRLOYLVDWEGCYCPEERSWIPASNILDPSLIEEFHRARBDR PAPRPRGRPRRAPGVAPRGGGPVTPSQQ
REPSPEY

>Srh LOC107718939
MRRVMEELSAVGEQVEDAECTLNKRLRKCKLEYLVKWRGWS SKHNSWEPOENLLDPRLLAAFNKREQERELL I SKKGK
IPVVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDEDDNDRNPKPS PRPREHHPVPQKKAQIVVAK
PEPPKKKRGRKALPPELKAQHQAKGPRKILKPISRDSELRRSIKKPLMPASFTYNGLNRNSGRELMALONRGYFTQKS
SLSSLGRSIGSASSPTALSRPPQSKTASDFKLSVSDMSSGGVDPNAPTCKSPGVAALNIHSSNGQTCPQLSPNVLKVS
DQTLLORSGSLOKSPSSSFSSLKTPSSLQALNLQS INKTAQGNGTSVNDGSYLKGTSNPGRKSSVENARHEHSPAPNT
PSKFPTNQQVLKSPQRDKSKADDLSERLGKKTQGREDKILVPTSEGRDQPVPDRSSSKDAGKPSKTLSELSTGEEGSS
SDSDHDSSFPSDNRDLAISVQACDNERC DA RESEie / G F F'S TRNY

>Srh LOC107710978

MRTVMEELSAVGEQVFDAECILNKRLRKGKLEYLVKWRGWSSKHNSWEPQENLLDPRLLAAFNKREQERELLIHNKGI
IPVVSKSSSSSSSSSSSGSSSSSSSSEFSSDDDNDEDDNDRNPKPSPRPREHHPVPQKKAQIVVAKP

EPPKKKRGRKALPPELKAQRQAKGPRKMLKPISRDSELQGSIKKPLMPASFTYTGLNRNSGREPMALONRGSFTQKNS



LSSLGRSVGLASLPATLSRLPQTKTASDFKLSVSDMSSGGVDPKTPTCKSPGVAALNLHSSNGQTCPQLSPNAPKASD
QTLLORSGSLOKSPSSSFSSLKTPSSLQALNLQSVNKMTQGNGTSTNDGSYLKGTANPSRKSSGENARHEQSPEPNVP
SKFPTSQQVLKSPQRDKSKADDLSERLGKNNQGRVDKILTQTTEGRDHPTQDRSS SKDAGKPSKTLSELSTGEEGSSS
DSDHDSSFPSDNRDLAI SVQAG DN DR ESeis /G F F'S TRNY

>Srh Cbx4 (Gene ID: 107710281)

MELPTAGEHVFAVESIEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLIGYRKRGPKPKH
LLLQVPSFARRSSVLSDLOEVSQVEDYQPKATSDLVQOSQQYQLNSKKHHPYQPNPKDKQGEARINGKKKHY YOLNSKK
HHHYQPNPKMYDSLYQRVKETKVPELTDKEWNLSPALQOKWIQDKDSGCLSKVRNINMGLKKLPKLNGEADLNMNTNS
DAKEDKAPPNGKSSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKEGTPDSEEKRQALDCKSCGTDESTEKIKHTKK
QSLVKVIKKDSKAESACFRLSNGLSSCGGDNPKKACSIVFEPNNLKKPGNTGDYVSNEQPLOLTTKTSLTTVPFEKSD
QORGTQSTQYGPITFPQKRCYSEPDSDSREAKRFLSSQSISAPNTDLSHSCNGTTHFDDHQHNGGHDFEILDSNQDEPI
DLSCVRSREERKIPTHSQIGNSIPTVKAAVSTPEQVEKEMKKS

>Srh LOC107758118

MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENTILDPRLLVAFONRERQEQMMGYRKRGPKSKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKAEPLQIHRSWPQHYQLNSKKHHQYQPSCKEISVEQHVSGKKKHFYQLN
SKKHHHYQPDPKMYDTPLTGPKEVKVQDPSNKGWNLPPALQOQKWIRNKDTGCLSKVKDLSIELKSLPDNANKAERALK
TSAKEFALPNGIGSKMKIIKNKNKNGRIVIVMSKYMDKGVHSSKVKNKDVSQVEAQHNEESTLNNTDNPSDGETSAGR
ENGSAENTSTFSSSSECIHKNSIKKAELPKDTPTETEQIVIDLCDQPNSEKAAPAHTDTGLNHRKRNLSEPNEDVRTC
KQFFSSRSISAPNTVLSSPOQREPINLHYRGSLADRAYSYDFSDTIPEEPIDLSCGPTKTLKQFPTAEKVSGSSAPVEK

TNSHVKPFVGNVIITDITTNCLTVTFKEYVQ(

>Srh LOC107736694%*
VMSKYMDKGVHSSKVKNKDVSEVETQHNEEPTLNKTDNLSDGETSEGLENGAVENTNTEFSSSECVHENAIKKVELPKD
TPTETEQTVMYICDQPNSSPMEAEKAPPSHMDTKLNHRKRNLSEPNEDVRNCKQFFSSRSISAPNTVLSSPQREPIDL
HYRGSLTNRAYSYDFSDTIPEEPIDLSCGPTKTLQQFPTAEKVSGSLAQ

RS0

>Srh LOC107728779*
MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENILDPRLLVAFONRERQEQMVGYRKRGPKPKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKVDPLQLHCPRPQHYQLNSKKHHQYQPSCREISVEQHVSVKKKHEFYQLN
SKKHHHYQPDPKMYDTPLTGPKEVKVQDPSSKVWNLPPALQOKWIQNKDTACLSKVKDLSIEHKGLPDNANKSERALK
TRAKEFAFPNGISSKMKIIKNKNKNGRIVIVMSKYMDKGVHSSKVKNKDVSEVETQHNEEPTLNKTDNLSDGETSEGL
ENGAVENTNTKGTRGKHS

>Srh_1,0C107710010
MELPTAGEHVFAVESIEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSVLTDLOEVSQGEDNQSKTTSDLVOSQQYQLNSKKHHSYQOLNPKDKQGEARINGGKKHY YOLNSKK
HHHYQPNPKMYDSLYQRVKETKVPELADKEWNLSPALQOKWVQSKDSECLSKVRNI TMELKKLPKLNGGTDLNMNTNS
DAKEDKAPPNGISSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKKGTADSEEKRQAQDCKSCGTDESTEKIKHTKK
OSLVKVIKKDSKAESACFRLSNGLSSCGGDNPKKTCSIVFEPNNSKKPGSTGDYVSNEQPLOLTNKTSLTTVPIEKSD
OKGTQSTQYGPLTLPRKRCYSEPDCDSGEAKRLLISQSINAPNTDLSHSCNGT THFNDHQHSGGHDFEILDSNQDEPT
DLSCVRLREERKNPTHSQIGNSIPTGKAAVSAPEQVEKEMKKS

>Srh LOC107720374
MEVSAVGEQVEPAEATLKSRVRKGRIEYLVKWKCWALKHSTWE PEENILDDRLI TAFEQKEREQE LY GPKKRGPKPKN
FVLKVRAQAGDRPRSSNTRRTPPRTTAKPPASSSSASSSSSFSTAPTPRVHSLAAAHKLKKDI HRCHRMSRRPLPRPD
PLGDPTGSTSSSRPPISPFSETVRILNRKVKPREVKRGRI I LNLNVIDKSENSGVTSRRSPQSFAGRTKIPSRNRIIG
KKQGDMPYRPFQHPMKMLGFPMYGQPFGLHPCGSMS SMANEESNSGANRRGGNRGKSCDSHSSANAQKFQYQPPPSPS
SFSESNNSSPSLOKQPTQPEAPTSPTKLDSAASSRSRDASQPPPKSSSAPFLLSSPSYSSSLSSSLEDEDQGSPNLAT
SRGRKRKLRHRTQVGQASVCQVSDRTTTPHPEENRE PKEGD BN RS Gt i R EEOHS G 2 G
SEPSSPCQADNPPCPTTAAS

>Srh LOC107717667

MELSAVGERVEAAEATLKSRVRKGRIEYLLKWKGWALKHSTWEPEGNILDDRLITAFEKKEREQELYGPKKRGPKPKN
FVLKARAQAGDKPRSSNTQRTPPRTTAKPPASSSSASAAPPQPSSSSSYNTAPTPRVHSLAAAHKLKKDIHRCHRMSR
RPLPRPDPLGDPTGTTSSSRPPISPFSETVRILNRRVKPREVKRGRI I LNLKVIDKSQIPSRNRI IGKKHGDMPYRPF
QHPMKMLGLPMYGQPFGLNPCGSMSSMANEGSNTGVNRRGGGCCDSHSSANAQKFQYQPPPSPSSSSGSNNSSPSPOK
QVTQPEAPTKLDSAASSRSRDASQPHPKSSSAPFLPSSPSYSSSSLEGENQGS PNLVTSRGGKRKLRHRTQVGRASVC
QVSDRNTAPLPEENRVPKEGDED AP AN DN RS OHS G A G SE PSSPCOADKPPCPTTAAS

>Srh LOC107710048

MELSAAGDRVFAAEATIMKRRIRKGRMEYLVKWKGWAIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKT
LLLKSRAQVAETSSRVPELKHTRPQQHSKLPPPSAAPSYTPTAPSNAKLQOSGAAQPKLKKDIHRCHRMARRPLPRPDQ
TVSPSGPEFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGGVANSRRTHVPSAQQSHEGRQKIPSRN
RVIGKNRRFGELSYRGIQTPIRSSGEFPVFGKLFDSHSLNNAENQTQSGESRNNTTNNLSSSQSSKVDASKGQTLDELP
PSNSSSEVSDGEPPSPPQTQOSQHSSLOPKSSATKAPDPTLHKLSAQPVPSKNSLGLSALPSSPMEFSSSSSASSSSEDS



ERILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEE DV HEDMES OO RN DA R SR

IPSATPPPCYPKNISAQHDTKQPKHHPKKT

>Srh_1L0C107740604
MELSAAGDRVFAAEAILKRRIRKGRMEYLVKWKGWAIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKT
LLLKSRAQVAETSSRVPEFKHTRPQOHSKLPPPSAAPSYTPTAPSNAKLOSGTAQPKLKKDIHRCHRMARRPLPRPDQ
TVGPSSPEFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGGVANSRRTHVPSTQQSHEGRQKIPSRN
RVIGKNRRFGEVSYRGIQPTIRSSGFPVFGNLEDSHSLSNAENQTQSGESRNNTTNNLSSSQSSKMDVSKGQTLDELP
PSNSSSEVSDGEPPSPPQTQSQHSSLPPKASATKAQDPALHKLSAQPVASKNSSGPSALPSSPMFSSSSSASSSSEDN
EHILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEED

IPSATPPPCYPKNISAQHDTKQPKQHPNKT

>Srh LOC107734182

MELSAIGEQVEAVESTIKKRVRKGHVEYLLKWKCWPPKY STWEPEEHI LDPRLVLTYEEKEQRERSVRWRKRGPKPKR
LFMQRNIYAMDLRSAHKDTEKSSTHLPLSLDPRFQSTGACIYRQLTHHKKKKKASRETSEEEWDRREDDDDDDDEGVM
EEEEEEEEEDTRQGGTKTGSNTLDKRVRRGRWSPTTGSEAMTISPLP)

BRGFFRSWEMET

>Srh L0C107709653
MELSAIGEQVFAVESIIKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLTYEEKEERERSVRWRKRGPKPKR
LEFMQRSTIYAMDLRSAHKDTEKSSAHLPLSLDPRFQSTGACIYQRLTHHKKKKKTSRETSEEEWDRREEEDDDEGVMEE

EEEEEEDTRRGETKTGSNTLNKHVRRGHWS PTTESEAMT I S PL PEDHC MG VD SV REAA R G

FFRSWEMEI

>Srh_1,0C107748788

MNMELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEEKEEKERALAYKRKGLRP
ROVILRNLYPMDLRSKHKVLGKSTHRIRLPLTRSMGTEIDQONGRRCORIEKRKNRPCRSKLMNDIKPFQQPRRHPLLP
KDSEKEWDGDEEDEQKKKAKKMRTNEENTTEVHQDIPSGQEMSEGYNSSAEHEAVITIKETENCSSIFDHAEKPREDT
GPVLGATVNSTITNTQENEPVTNTAGDEDSVRVSHDTTNTDQSLHNSTKSGAEQGVEDKVPDRPSVIEVHSSAKCRQD

EVSERGELDRSETKEKEGMDAVVTAECTTTLOVP I DA e RO VR EAMSA = G ' F'S G Y

GL

>Srh_L0C107723608
MELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWAPKYSTWEPEDNILDPRLVLAYEEKEEKDRALAYKRKGLRPRQ
VILRSIYPMDLRSKHKVPDKPTPRIRLSLTRSMGTEIDQNGRRYRPIEKYKNRHCRSKLVNDIKPSQYSLPAKDSEKE
WDEDDEDEQENKVKKMRENEEKTTEVHQDIPSSQETTEGYSSSAEDEAVIIIKESENCSSIYDHAEKPSEDTSQVLGA
TENSTITNTQENEPVTNTTGGEDSVRVSHDTTNTDQSLHSTESGAKQVVEFDQVONRPSVIEVHSSTKCRPEEVRESGE

VDHSEAKEKEGMDAE I TAERTLLQVP I DS G R OV S ARSI~ G F 'S GDGLEV

>Srh LOC107758117

MELSAVGERVEAAESTIKRRIRRGRMEYLVKWKGWSOKY STWEPEENI LDERLFAAFEEREREREMY GPKKRGPKPET

FLMKAKAKAKGKNYEFRREMSRDLHVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPDLERDPLTHGT

PVORPLDFASSPKKRGPKPKLRPGGSSAEGVKRKADEPLSYRPSKTERSGETSSCDVIHLTQKIQAESSHVOKQMGSR

SSDVKFTHGGTILKSGLGVLGHRRKDSSSGAINQSKMKHPPKNHLFRSTDQAREQLSLSFVDET DS ORI
KGFFKENR

>srh LOC107728583
MELSAVGERVFAAESTITIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEEREREREMYGPKKRGPKPET
FLMKAKAKAKGKNCEFRREISRDLHVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPVSERDPLMHGM
LVQRPLDFASSPKKRGPKPKLRPGGSSTEGVKRKADEPLSYRPSKTERSGETSNCDVIHLTQKFQAESSHVKKQOMGSR
SSDVKFTHGGNILKAGLGVLGHRRKDSPSGAIKQSKMKHPPKSNLFRSTDQTREQLSLSEFVDETD

KGFFKENR

>Srh_L0C107710282

MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLFVAFEERERERE T FGPKKRGPKLKT
FLLKAQTKEKAKSYEFRNESFRGITYPSPEPVVTPRAREGLRAVVPSIFPPSTVNRGESVRI PPPEPREHRSPHSPRP
STDAFTLAPKKRGRKPKLRFTDGYTSSLHPEHLKRAADETMASI PSKMAKLGLGEEEERCSE I SGRIKI SHKHMDATY
SHKQNRVVPSRSTQHISPEWSLHSSRVSADLQGRRNNPQTSHFHHKHLKYHSKRRTFEHADSTSRHPSLIAKI PVSRI

FGEPEEC DARES SNV SOV SNV RES S < G 7 FKDKR

>Srh_10C107710028
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLEVAFEERERERE IFGPKKRGPKLKT
FLLKAQAKEKAKSYGFRNESSRGIAYPSPELLVTPRAREGLRSVVPTIFPPSTVNRGESVRIPPPEPREHRSPHSPRP
STDAFTLTPKKRGRKPKLHFTDGYTSSLRPEHSKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY
SHKONRVVPSRSTQHISPEWSLHSSRVSADLQGHRTNPQTSHFHLKHLKHHSKRRTFEHGDSTSRQPSLIAKIPVSRI

FGE PEEG DRSNS D SN TRS S < G © F K DKR



>Srh LOC107740650* = LOC107740604 ( ?)
MELSAAGDRVFAAEATILKRRIRKGRMEYLVKWKGWATIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKT
LLLKVS

>Srh_1,0C107738665*
MELDSRRRGGOLOYLVDWEGYGPEERSWVNAPDI LDPSLIEEFHRARP DR PAPRPRGRPRRAPGVAPRGGGSVMPGOQ
REPSPEY

>San_LOC107696361
MRRVMEELSAVGEQVEDAECI LNKRLRKGKLEYLVKWRGWS SKHNSWEPQENLLDPRLLAAFNKREQERELL T SKKGK
IPVVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDEDDNDRNPKPS PRPREHHPVPQKKAQIVVAK
PEPPKKKRGRKALPPELKAQRQAKGPRKILKPISRDSELQGSIKKPLMPASFTYTGLNRNSGRELMALQNRGYFTQKS
SLSSLGRSVGSASSPTALSRLPQSKTASDFKLSVSDMSSGGVDPNMPTCKSPGVAALNIHSSNGQTCPQLSPNVLKVS
DOTLLQRSGSLOKSPSSSFSSLKTPSSLOALNLOS INKTAQGNGTSVNDGS YLKGTSNPGRKSSVFNARHEHSPAPNA
PSKFPTNQQVLKSPQRDKSKADDLSERLGKKNQGRADKILVPTSEGRDQPVPDRSSSKDAGKPSKTLSELSTGEEGSS
SDSDHDSSFPSDNRDLAT SVOAGCH DR R D VAN R Eeeie /G 'S TRNY

>San_LOC107695690
MRTVMEELSAVGEQVEDAECTINKRERKGKLEYMVKWRGWS SKHNSWEPOENLLDPRULAAFNKREQERELLIRNKGK
IPVVSKSSSSSSSSLSSGSSSSSSSSFSSDDDNDEDDNDRNPKPSPRPREHHPVPOKKAQIVVAKP
EPPKKKRGRKALPPELKAQRQAKGPRKMLKPISRDSELRGS IKKPLMPASFTYTGLNRNSGREPMALQONRGSFTQKNS
LSSLGRSVGLASLPTKLSRLPQTKTASDFKLSVSDMSSGGVDPKTPTCKSPGVAALNLHSSNGQTCPQLSPNVPKASD
QTLLORSESLQKSPSSSFSSLKTPSSLQALNLQS INKMTQGNGTSTNDGSYLKGTANPSRKS SGEFNARHEQSPAPNVP
SKFPTSQQVLKSPQRDKSKADDLSERLGKNNQGRVDKILTQTTEGRDQPAQDRSS SKDAGKPSKTLSELSTGEEGSSS
DSDHDSSFPSDNRDLAISVQAGH DR D AR ESIs /G F F'S TRNY

>San Cbx4 (Gene ID: 107701204)

MELPAAGEHVFAVESTEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLIGYRKRGPKPKH
LLLQVPSFARRSSVLSDLQEVSQGEDYQPKATSDLVQSQQYQLNSKKHHPYQPNPKDKQGEARINGKKKHYYQLNSKK
HHHYQPNPKMYDSLYQRVKETKVPELTDKEWNLSPALQQKWIQDKDSGCLSKVRNITMGLKKLPKLNGEADLNMNTNS
DAKEDKAPPNGKSSKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKEGTADSEEKRQALDCKSCGTDESTEKIKHTKK
QOSLVKVIKKDSKAESACFSLSNGLSSCGGDNPKKACSIVFEPNNLKKPGNTGDYVSNEQPLOQLTTKTSLTTVPFEKSD
QRGTQSTQYGPITFPOQKRCYSEPDSDSREAKRFLSSQSISAPNTDLSHSCNGTTHEFDDHQHSDGHNFEILDSNQDEPT
DLSCVRSREERKIPTHSQIGNSIPTGKAAVSTPEQVEKEMKKS

>San_TL0C107669529
MELPAAGEHVEAVESTEKKRIRKGRCEYLVKWRGWS PKYNTWEPEENT LDPRLLVAFONREROAQLMGYRKRGPKPKH
LLLQVPSFARRSSVLTDLQEVSQGEDNQSKTTSDLVQSQQYQOLNSKKHHS YOLNPKDKQGRARINGEKKHY YOLNSKK
HHHYQPNPKMYDSLYQRVKETKVPELADKEWNFSPALQQOKWVQSKDSECLSKVRNI TMELKKLPKVNGGADLNMNTNS
DAKEDKAPPNGISRKLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKKGTADSEEKRQAQDCKSCGTDESTEKIKHTKK
QSLLKVIKKDSKAESACFRLSNGLSSCGGNNPKKTCSIVFEPNNSKKPGSTGDYVSNEQPLOLTNKTSLTTVPIEKSD
QKGTQSTQYGPLTLPRKRCYSEPDSDSGEAKRLLISQSTNAPNTDLSHSCNGTTHFNDHQHSGGHDFEILDSNQDEPT
DLSCVRLREEKKNPTHSQIGNSIPTGKAAVSAPEQVEKEMKK S DS GO G R
>San_LOC107690020

MDLPAVGEHVEFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWE PEENILDPRLLVAFONREROFEQOMMGYRKRGPKSKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKAEPLQIHRSWPQHYQLNSKKHHQYQPSCKEISVEQHVSGKKKHFYQLN
SKKHHHYQPDPKMYDTPLTGPKEVKVQDPSNKGWNLPPALQOKWIRNKDTGCLSKVKDLS IELKSLPDNANKAERALK
TSAKEFALPNGIGSKMKIIKNKNKNGRIVIVMSKYMDKGVHSSKVKNKDVSQVEAQHNEESTLNNTDNPSDGETSAGR
ENGSVENTSTFSSSSECIHKNSIKKAELPKDTPTETEQIVIDLCDOPNSEKAAPAHTDTGLNHRKRNLSEPNEDVRTC
KQFLKQFSAPNTVLSSPQREPINLHYRGSLANRAYSYDFSDTIPEEPIDLSCGPTKTLKQFPTAEKVSGSSAPVEK]N

G

>San _LOC107670662

MDLPAVGEHVFAVEGIEKKRLRKGRIEYLVKWRGWSAKYNTWEPEENILDPRLLVAFONRERQEQMVGYRKRGPKPKH
PLVQLPAFARRSSILGGLEDTSLDEENQPKVDPLOLHCPRPOQHYQLNSKKHHQYQPSCREISVEQHVRGKKKHEFYQLN
SKKHHHYQPDPKMYDTPLTGPKEVKVQDPSSKVWNLPPALQOQKWIQNKDTACLSKVKDLSIELKGLPDNANKSERALK
TRAKEFALPNGISSKMKIIKNKNKNGRIVIVMSKYMDKGVHSSKVKNKDVSEVETQHNEEPTLNKTDNLSDGETSEGL
ENGAVENTNTEFSSSECVHENSIKKVELPKDTPTETEQTVMY ICDQPNSSPMETEKAPPSHMDTKLNHCKRNLSEPNED
VRNCKQFFSSRSISAPNTVLSSLOQREPIDLHYRGSLTNRAYSYDFSDTIPEEPIDLSCGPTKTLQQFPTVEKVSGSSA

“VEKTSNHFKPFVGNVIITDITTNCLTVIFKEYVQ®

>San_LOC107667890
MEVSTVGEQVEPAEATILKSRVRKGOIEYLVKWKGWALKHSTWEPEENILDDRLIMAFEQKXRQOQELYGPKKRGPKPKN
FVLKARAQAGDRPRSSNTRRTPPRTTAKPPASSSSASSSSSEFSTAPTPRVHSLAAAHKLKKDIHRCHRMSRRPLPRPD
PLGDPTGSTSSSRPPISPFSETVRILNRRVKPREVKRGRIILNLNVIDKSENSGVTSRRSPQSFAGRAKIPSRNRIIG
KKQGDMPYRPFQHPMKMLGEFPMYGQPFGLHPCGSMSSVANEESNTGANQRGGNCCDSHSSANAQKFQYQPPPSPSSFES
GSNNSSPSLOKQPTQPEAPTSPTKLDSAASSRSRDASQPPPKSSSAPFLPSSPSYSSSLSSSLEDEDQGSPNLATSRG



RKRKLRHRTQVGRASVCQVSDRTTTPHPEENRE PKEG DB DN SN SN D RS EOHS G A G SE P

SSPCLADNPPCPTTAAS

>San_LOC107704552

MELSAVGERVEAAEATLKSRVRKCRIEYLLKWKCWALKHSTWEPECNILDDRLITAFEOKERQOELY GPKKRGPKPKN
FVLKARAQAGDRPRSSNTQRTPPRTTAKPPASSSSASAAPPPPSSSSSYNTAPTPRVHSLAAAHKLKKDIHRCHRMSR
RPLPRPDPLGDPTGTTSSSRPPISPFSETVRILNRRVKPREVKRGRI I LNLKVIDKSQIPSRNRI IGKKHGDMPYRPF
QHPMKMLGFPMYGQPFGLNPCGSMS SMANEGSNTGVNRRGGGCCDSHS SANARKFQYQPPPSPSSSSGSNNSSPSPOE
QVTQPEAPAKLDSAASSRSQDASQPHPKSSSAPFLPSSPSYSSSSLEGENQGS PNLVTSRGGKRKLRHRTQVGRASVC
QVSDRNTAPLPEENRVPKEG D BB A ORI R EORS G A G SEPS SPCOADKPPRPTTAAS

>San _LOC107690738
MELSAAGDRVFAAEAIMKRRVRKGRMEYLVKWKGWAIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKK
LLLKSRAQVAETSSRVPEFKHTRPQQHSKLPPPSAAPSYTPAAPSNAKLQOSGAAQPKLKKDIHRCHRMARRPLPRPDQ
TVSPSGPEFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGGVANSRRTHVPSAQQSHEFGRQKIPSRN
RVIGKNRRFGELSYRGIQTPIRSSGFSVFGKLEDSHSLNNAENQTQSGESRNNTTNDLSSSQSSKVDASKGQTLDELP
PSNSSSEVSDGEPPSPPQTQSQHSSLOPKSSATKAPDPTLHKLSAQPVPSKNSLGLSALPSSPMESSSSSASSSSEDS
ERILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEED

IPSATPPPCYPKNISAQHDTKQPKHHPNKT

>San LOC107662367
MELSAAGDRVFAAEAILKRRIRKGRMEYLVKWKGWAIKYSTWEPEENILDERLVAAFEQKEREQEMYGPKKRGPKPKT
LLLKSRAQVAETSSRVPEFKHTRPQOHSKLPPPSAAPSYTPTAPSNAKLOSGTAQPKLKKDIHRCHRMARRPLPRPDQ
TVGPSSPFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVVDKAGNGGVANSRRTHMPSTQQSHEFGRQKIPSRN
RVIGKNRRFGEVSYRGIQPTIRSSGEFPVFGKLYDSHSLSNAENQTQSGESRNNTTNNLSSSQONSKVDVSKGQTLDELP
PSNSSSEVSDGEPPSPPQTQSQHSSLPPKASATKAQDPALHKLSAQPVASKNSSGPSALPSSPMESSSSSASSSSEDN
EHILDLSVPHEMDRRLRRRHPFSGRHPLKVPEVPVSEEPSEEEED

IPSATPPPCYPKNISAQHDTKQPKQHPNKT

>San_LOC107695130

MNMELSS IGEQVFAVES ITKKRIRKGNVEYLLKWOGWPPKY STWEPEDNILDPRLVLAYEEKEEKERALAYKRKGLRP
RQVILRNLYPMDLRSKHKVLGKPTQRIRLSLTRSMGTEIDONGRRCORIEKRKNRQCRSKLMNDIKPFQQPRRHPLLP
KDSEKEWDGDEEDEQKKKVKKMRTNEENTTEVHQDI PSGQEMSEGYNSSAEHEAVITIKETENCSSFFDHAEKPREDT
GPVLGATVNSTITNTQENEPVTNTAGDEDSVRVSHDTTNTDQSLEHNSTKSGAEQGVFDKVPDRPLVIEVNSSAKCRQD
KVSERGELDRSEAKEKEGMDAVVTAECTTTLOVP I DN R VMG = G F F'S G Y
GL

>San_LOC107672137

MNMELSSIGEQVFAVESITKKRIRKGNVEYLLKWQGWAPKYSTWEPEDNILDPRLVLAYEEKEEKDRALAYKRKGLRP
RRVILRSIYPMDLRSKHKVPDKPTPRIRLSLTRSMGTEIDQNGRRYRPIEKYKNRHCRSKLMNDIKPSQYSLPAKDSE
KEWDEDDEDEQENKVKKMRENEEKTTEVHQDIPSSQETTEGYSSSAEDEAVITIKETENCSSIYDHAEKPSEDTSQVL
GATENSTITNTQENEPVINTTGGEDSVRVSHDTTNTDQSLHGTESGAKQVVEDQVONRPSVIEVHSSTKHRQEEVSES

GEVDHSEAKEKEGMDAEITAERTLLOVPI DS RV VMG = G F 'S GDGLEV

>San _LOC107692056
MELSAIGEQVFAVESIIKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLTYEEKEERERSVRWRKRGPKPKR
LEFMORNIYAMDLRSAHKDTEKSSAHLPLSLDPRFQSTGACIYQRLTHHKKKKKTSRKTSEEEWDRREEEDDEDDDDEG

VMEEEEEEEEEEDTRQGGTKTGSNTLNKHVRRGRWS PTTESEAMT IS PL PEDNC MG S e o Ve

BEARGFFRSWEME T

>San _LOC107660863
MELSAIGEQVFAVESIIKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDPRLVLTYEEKEQRERSVRWRKRGPKPKR
LEFMORNIYAMDLRSAHKDTEKSSVHLPLSLDPRFQSTGACIYRQLTHHKKKKKASRETSEEEWDRREEEDDDDDDDDD

EGVMEEEEEEEKEEEDTRQGGTKTGSNTLNKRVRSGRWS PTTGSEAMT I S PL P DD
BRERSARGFFRSWEME T

>San Cbx8 (Gene ID: 107701205)

MELSAVGERVFAAESIIKRRIRRGRMEY LVKWKGWSPKYSTWEPEENILDSRLEVAFEERERERE I FGPKKRGPKLKT
FLLKAQTKEKAKSYEFRNESFRGITYPSPEPVVTPRAREGLRAVVPSIFPPSTVNRGESVRIPPPEPREHRSPHSPRS
STDAFTLAPKKRGRKPKLRFTDGYTSSLHPEHLKRAADETMASIPSKMAKLGLGEEEERCSETISGRIKISHKHMDATY
SHKQONRVVPSRSTQHISPEWSLHSSRVSADLQGRRNNPQTSHFHHKHLKYHSKRRTFEHADSTSRHPSLIAKIPVSRI
FGE P SNSRI RESE < G Dk &

>San_LOC107669528
MELSAVGERVFAAESTIIKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLEFVAFEERERERETIFGPKKRGPKLKT
FLLKAQAKEKAKSYGFRNESSRGIAYPSPEPLVTPRAREGLRSVVPTIFPPSTVNRGESVRIPPPEPREHRSPHSPRP
STDAFTLTPKKRGRKPKLRFTDGYTSSLHPEHSKRAADETMASIPSKMAKLGLGEEEERCSEISGRIKISHKHMDATY



SHKQONRVVPEWSLHSSSVSADLQGHRTNPQTSHFHHKHLKHY SKRRTFERGDSTSRQPSLIAKIPVSRIFGE PEEG.
KGFEFKDNR

>San_LOC107670683
MELSAVGERVFAAESTITIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEEREREREMYGPKKRGPKPET
FLMKAKAKAKGKNCEFRREMSQDLHVSFPVAEPVVTPRAREGLRAVVPTIFPPSTINRGESVRVRPPVSERDPLMHGM
LVOQRPLDFASSPKKRGPKPKLRPGGSSTEGVKRKADEPLSYRPSKTERSGETSNCDVIHLTQKFQAESSHVKKQMGSR
SSDVKFTHGGNILKAGLGVLEHRRKDSPSGAIKHSKMKHPPKSNLFRSTDQTREQLSLSEFVDETD,

KGFFKENR

>San_L0OC107689994
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEEREREREMYGPKKRGPKPET
FLMKAKAKAKGKNYEFRREMSRDLHVSFPVAEPVVTPRAREGLRTVVPTIFPPSTINRGESVRVRPPDLERDALTHGI
QRPLDFASSPKKRGPKPKLRPGGSSAEGVKRKADEPLSYRPSKTERSGETSNCDGIHLTQKFQAESSHVQKQMGSRSS
DVKFTHGGTILKAGLGVLGHRRKDSSSGAISQSKMKHPSKNHLFRSTGQAREQLSLSEFVDETD

KGFFKENR

>San_LOC107661146*
MECCSCAPPTRHPQGQGTGRPSQEVRSRLHPRTMGLALHKRPSPSAPVQEVESQPAGCPRGERDQEEAVNESPPPIIV
DGEEAYQVOETILDSRRRGRLLOYLIDWEGYGPEERSWVNSODILDPSLTTEFHRTHPHKPAPRSRGRPRRRSPPRFRS
RSEVVFE

>San_LOC107669533*
MRLPCKKLSPRYVGPFTITIKQINPVTYQLQLPSQYKIHSSFHVSLLKPYHPPVSVSTEPGPTEEPPLPLIQEDGAIYK
VNEILDSRRRGGILEYLVDWEGYGPEERSWVPRVDILDPTLLEAFHSTHPDRPGPRRRGRPPRHRGHRPLGEGRGGWG
TVTDQPGSSTTQSQRTLSPEY

>Cva LOC107089316

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKENSWEPQENILDPRLLAAFNKKEQEKELLMLKRRKRPRG
RPRRITENI PEPOKSSSSSSASSSTSSDSSSSCTSSSSSSSDDEDEGDDVKQAS PTVRPRELHPVPQKKAQI VMAKQE
PPRKRSRKPLPSDAKDFHONKGORKMVKTTKETELPGATKKPVHPASFTFMGFHRS SAKDPVGGQYRSPLSPSAVKNP
ISTAGSGRPSVQSSSLPLNKSNONRNTSEGKVSISSMNSGASLDLKAAACKSKGVAALNLNTSKHPVQGSPQRTLSPP
GGQKKPQPTGSTAQRGPTTKTAPSQPPKNASSNQGSSLOPLNLONKQLQOVSDAPGSGVTAASGPRNPVVPARKTTATQ
NPETGAVKSPVTSGRSPARKPQPAGDKFRGVNEIQNAKVONRLDKSYTE IQNPQERTATKGSKKAKMTDMSTGEEESS

SDSDRDSSYAGQGHPVGGHN DN /G ©'S TRNY

>Cva_LOC107082907

MNTDSLPEALMISEFYSIETHNSWEPEENILDPRLLAAFHKREQERELLFQKKG PTATKDSRSSSS
SSSSGLSSEPSSSSEDEDHIKKSKPSPRVHPVPQKRPQILLAKPDPP KALRQGKSLPPPPPPPP
RHHQPIRSPRDDLRPGVKKPLOPASFTYPGLSRSSREEGSSSSEFSQSSASKPGSLSCIWTGRSLSSSSSSSSSHNKGG
ASQKPSELRRSFSETGSSRAEAFKASPVKSAGGLAPSGLHSGFGGHPIAAQRPQLAHRRODGQTGPVQHKQONSGESKQ

NPSTKERPSQALNLRALNLQSVGKLPAAGGLQGGARAGGORSGPALESGRSRSQPSAAGRQEERKHGLSLTELSTGDS
DDTSSSESEHDAPSLPDDSRPGVGGNATES DTE DD i RISIes /G F F'S SRNH

>Cva Cbx4 (Gene ID: 107085514)

MELPAAGEHVEAVES IEKKRSRKGRVEYLVKWRGWS PRYNTWE PEENT L,DPRLLDAFQDREROEQTMGYRKRGPKPKH
LLVQVPSFAKRSNFLANLQEASLEDDSCQKSSPIQMIRPOSQQOFQLNNKKLHQYQPLSREHEAEQQPNGKKFFYELNS
KKHHQYQPDLKSQEPVFNKPRDIQAPELANKGYNLPAVLOQKWVRDKDSGCLTKVKDI TMELKKLPADLNGQKEPERT
KPKEDTSPHPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGTQSAKTKHGDS DGAERPLQGADS SMERHLAKMKLVKK
LGLMNGFPKEPKDNPTPPSPGINGDCCKEKELSTQTDRTVAEQDKPTAVGGEGQFPOHQPLOLT TKPDLLHVPPERGA
LDFKGTQNGLHGLKRHLTDADAEEHGCSKRLISNKSISVLNTIPPPSQSPAFDONGLSPALLQDYGYADQEEPMDLST
VKSRPVSSVFCETEPETQTEEHVHSHDTQTQTDTKTESQTETHS PSVEERVDSVSGS PHQAKKEE A DS RODHGNIN

>Cva LOC107092841
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSTIPAGFQETANEADGTLKSDSTQVQRSQPQOYQLNSKKHHQYQPSSQEVPTDALSNSKKKEFIYQLN
SKKHHHYEPDPHMYDAQVSRLKEVVKVQEPASNLANPGWTLPLALQOKWIHNKDTGCLSKVKELAVEVRKPVKEAQSE
NALKPNPKEASLPTAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKDKHRESSRDEKTHGIKTSENNPAPMTKID
EHPENGIPKEICKGSSLSVAEHPLKCSPKDRQFSKPSPSTAEEYNTEVARGQADLPEGLSLOQLTASSPQTSWTADTATL
PTPTAIDQIRIPSFPCNRKRKLSDPIEDRNVGQIYLASRSLSVPAATMAPPQDKPMDLHCSTARHSGMCTTYQEVGSQ
EEPMDLSCPKNKRPVEVEAQPPAKPEPAIEDTSSAVNNTQKSLDKSPEEP

>Cva_ Cbx6 (Gene ID: 107090076)
MELSAAGDRIFAAEAILKRRVRKGRIEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKEREREMHGPKKRGPKPKN
LAMKDRGQKGESSSRAFSSRQTAPRSSSSTSNRAAPSSSASSSAAPHTLPLSSSSPAPSPKLNSLAATHKLKKDIHRC



HRMSRRPLPRSHPVGPAFSSSSGFPSRMHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGARAGSRNGQS
GRONIPSRNRIIGRKGDAPYRPFQPPLKMLGFPMYGKPFGLOCGRPMSFHSQTGSCSSTGARDTNSSSSQCQAPPPSS
APSNSSSNAAKRPQPAAEASKDSESSTAVPETQKPSASSCSEANDKVPASSSPTSSLEDQDEDDMDCSQASEEGRSPG
HHKAKPQSPSAVSSATPDQPTAPADPQRVPTEGD DS ORD VDV i AREEEe . 5 G PA S PASD
ENASTPPPAASSENAAIPKP

>Cva_LOC107092875
MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEEKERVVGHRRKGSKSKR
VLLONTVYTMDLRSAHKIPAKPPPRLRLSLTRSLLPDDDDEDEDEDETYVPCRTGSRIQAALRKSTRSRCLNLDHQSS

SPEEWEEEEEENSAEDSEHREEEEEAAEMREAVFSGHRNADKWS TDGAAE SE DR e D VN SV

BESRVA < GrrODWGLEVWDQVGGEGSERATWDP

>Cva_L0C107093081
MELSSIGEQVFAVESITKKRIRKGHVEYLLKWOGWPPENSTWEPEDNILDPLLVMAYEANOQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRQARRRSRQRVTKVYSKHSKSFHGQKMKLGLMEKDW
GGTSEEEKNGCDSNTEERCGDSLYGQSECSSTPFLEEEDMDMEEEEKNVSPDLWPNGVIFATIPNHTNALEQSKDNTL
ASEAKPEGLVPPSGRSHSAEAKGVEACSEPPKEEKKNATSVIVRFQGSGKTAGEAVSVPHESELKKNEARSDNQSVIV
e e

>Cva_10C107092814
MELSAVGESVFAAEST IKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKTYDFRRETPRSIQVSYPIPEPVITPRAREGLRAVVPTIFPPSAINRGESVPIRSPEPERRPRPAMT
EALFDQESGRFPRKRGRKPKFHPHYDPHDPSTISAEPVSKRSRSLDEQSITSRRLHYHGETSEHSLLOQLTKRFQEETTT
TPKPSSEQRYAGMSYTCALSPGMRKSDQEGHRTYSLNRMHFPKHSELKRSAEELPSQPDPSAPSA

KGFFKDKR

>Cva LOC107085518

MELSAVGERVFAAESIIKRRIRKGSIEYLVKWKGWSPKYSTWEPEENILDSRLEFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKTKSYEFRSEAVRGMHITYPTPEPVFTPRAREGLRAVVPTIFPPSTINRGESVRVIPHEHQPSPQQSVS
DRLVQTPKKRGPKPKPRFIGDGRSPVVLETSKRIAEEVGGQGPYKLSKFHGDEMRLOKLSHRHSEDHPRSSKHHYQHH
YHHHLAQKLSSGGSYKRFLSHHSTHPHRTKDRCSYLAAAQVKHHQKTNQSRSGAAEFPOMEKPYFLDRQSPTKLDDDD

or - RSO RESEHS - © - >~

>Xma LOC102229509
MEGVTVGQVEFDAECILSKRQRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG
PADTKDSHSSSSSFGLSSEPSSSSEEDDDDHVKKAKQSPRIHPVPOKRPQILLAKPDPPH
KALRQGKSLPSPPRHHQPIRSPRDEPRPGVKKPLOPASFTYPGLSRSSREEGASSFSQSSTSKPGSLNCVWAGRSLS
ASSSHNKGSPSQKPSELRRAVSETGSVRADAFKGSAQKPAPLGLHSSFGGHPIAAQRPPLTHRRHDNVGGQSGLVQHK
QOONSSFSKQSPSPTPRERTSQALNLRALNLQSVGKLPGSGGLOGGSRSTGVSKGTTAGGQRSGPGAAEPGRSRTQPAG
GSROQEEHKHGSSSQNRNLNELSTGDSDDTSSSESEHDPSSFPGDTRPSVSSNTAESDTE
GFFNSRNH

>Xma LOC102223386

MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGIWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLMLKRR-
_I PEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDGHAKQASPTVRPRELHPVPQKKAQIVMAKQ
EPLRKRNRKPLPPEAKEFQONKGPRKVLKTARETDLPGAIKKPVHPASFTFMGFHRSSAKDAAPGPYRSPLTQGGTVK
PATSSPGSGRSSVQTVSLALNKSNQIRNATEGKLSISGGNSGGSLDLKAAACKSKGVAALNVNTTKHPVQGTTQHTLS
SPSGPKKPHSTGSAMQRVAGTKAGVSQSKSSSSNQGNQPLNLONKQSQSGDAPGSGTTAALGLRNPVIPARKPTVAQN
LETNANKSPVSSGRPPARKPQAGGDKLREMKEFQKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMSTGEEESSSDS

DHDS S YAGQGHPVAGON S D ISR G 'S TRNY

>Xma Cbx4 (Gene ID: 102230727)

MELPAAGEHVEAVESITEKKRSRKGRVEYLVKWRGWS PRYNTWEPEENI LDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVOMPSFARRSNILANLQEASLEGNSCQKSSSIQMICPQAPQFQLNSKKLHHYQPLIRECDPEQQSNGKKFFYELNS
KKHHHYQPDLKQHEPVFAKPRDVKAPELSNKGYNLPAVLQOKWVRDKDSGCLTKVKDI TMELKKI PADLKGOKEPERV
KPKEDASTHSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENSMQTAKIKSSDSEGAERPLQGAESSMEGRLAEVKLVKK
LSLINGFSKQPKDNPTVPTSGIKADCCKEKELSPQTERTVMEQDKGAEGQLPQDKPLQLTNKPDELPLPSEREVPDKR
GIQONGHHGLKRHLSDTDAEEQGLGKRFLSYRSISAPNTDSSPSQSFIVDRNEQQSPALLHNYGYADQEEPMDLSTVKS
RPTSLVCVGTEPETRAEEPAHPPDDSRTQADTQTESQTETHNLSEEESADIVSDSNHQARKDEAF S NOEOHGN

>Xma L0OC102232224

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSNIPAGFEETVQODTEGTFKLDPVQRPOQPQHYQLNSKKHHQYQPNSQEIPADSLNNSKKKFIYQLNSK
KHHHYEPDPHMYDAQVSRLKEVVKVQEPASKLANPGWNLPLALQQKWIRNKDTGCLSKVKELAVEVRKPVKDAQSENA
LKPNPKEATLPSAVSSKMKIIKNKNNNGRIVIVMSKYMDGNKVHGAKDKHRESSRDEKTQSSKTQENNPPPGAKMTEH



PENGIPKEICKGSSVSVAEHPLKCSPKDRHEFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWTADTAIPT
PTAVDQIRIPSFPCDRKRKLSDPVEDRNLGKILLASRSLSVPTAAVTPPQDKPMDLHCSVARRSSMCTMYDANGSQEE

PMDLSCPKNRRQVEAEVQPPVEAEPVVEDTPPPKENTQKSCEKS PEE BN RGN D i iR

>Xma Cbx6 (Gene ID: 102234048)

MELSAAGDRIFAAEAILKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLLLGFEQKEREREMHGPKKRGPKPKN
VVAKGRGQKAEPTSRASSSRONTPRSSSTASSRASSSSSAAPNALPFSSSSSSSAPAPSPKLNSLAATHKLKKDIHRC
HRMSRRPLPRADPTRPAFSSSSGFQSRMHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGGGAAGSRNVQ
TGRONIPSRNRITGRKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPMSFHSQTGSSSTTGARHSNSSSSQRQALPPS
SSSSSTSTNVTAKHPQPATEASKESKSSKSPETONASCSEANKILVPPSPSPSLEDQDEDAMDCSEASEEARSPCQHK

APSTVSSVAPEQSSLPPESKRVPAEGD BN CRDV D N REEBSE ~ S G PASPSASVENGS TP

PPAATSEDSSVPKP

>Xma LOC102225821
MELSAIGEQVFAVESTILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEEKDRVIGHRRKGSKSKR
LLLONTVYTMDLRSAHKIPAKPPPRLRLSLTRSLVPDDEEDEDGACVPSRTHRKSKQSRRLSLNLQGPSQEAWEEEEE

EEEEENSAEDSEHREEEEAEMGEGVFNGHRGPDNWSTAVGSGGS DD v v SR ~

GFFRDWGLEVWEQVGDGAPQSCWRH

>Xma LOC102232562
MELSSIGEQVFAVESITKKRIRKGTVEYLLKWOGWPTEYSTWEPEDNILDPLLVLAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKAPPRLRLSLTRSMSTDVEQACRRRARRRNRQRVTKAFPKHSSNKPIHEQKMKVEPVEK
DWGGTSEEDKPGCESTTEERREDSLYGQSECSSPPFLEEQDMDTEVEEKAASPDMWTDEADGRIFETSQRDTNSQNES
ESEAKPEVVVSPSARSDWVKEVGVEAFSESPTMEKKNATSVIVRVQECGKTTGDAVSVCSDSEPQKDEVRSDNQSVIV
"2 DRPKVPYEAPRPGKVIVINVTVNCLTVTFKEASCS = CTFIGC

>Xma Cbx8 (Gene ID: 102230986)

MELSAVGERVFAAESTIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKGKTKSYEFRSEAVRGMHITYPTPEPVFTPRAREGLRAVVPTIFPPSAVNRGESMRVRPSELSLHGHQRSS
LOHSDSDGTVQAPKKRGPKPKPREFVDADFSPVVSEPRKRRAEEEEEEEEEEERHGPHKLSKFQGAEEMRLOKLAHRHS
ENHKHHQHHHYYHHHHHHTQKVSQLHSHRSLEPHRTTDGSSYLVAAHLKHHHKASRGPPTEFPPMEKPYFLDRQSPTR

FDDSQDO SN NENSSSIS < G * F K DKR

>Xma LOC102227807
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEHVITPRAREGLRAVVPTIFPPSAVNRGESVPIRPPEPERRPRPVPL
EALLDQESRGSPKKRGRKPKLHPHYDPHDASGSSEPAPKRSRSLEEQSIMSRRLHHHGETSDHSLLQLTKREFQEETT I
TPKSNSEQKHAGLSYTCAFSPGERKRDPEGHRTYSLSRLDFPQHGKLKRSAEERGHQAAVLSSQADPTAPS

KGFEFRD

>Pfo LOC103146900
MEELSAVGEQVEFDAECILNKRLRKGKLEFLVKWRGWSSKHNSWEPQENT LDPRLLAAFNKKEQEKELLMLKRR-
IPEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDSRAKQASPTVRPRELHPVPQKKAQIVMAKQ
EPPRKRNRKPLPPEAKEFQONKGPRKVLKTAKETDLPGAIKKPVHPASFTFMGFHRSSAKDAAAGPYRSPLTQGGAVK
PATISSPGSGRSSVQTASLALSKSNQSRNATEGKLSIGNSGGSLDLKTAACKSKGVAALNVNTTKHPVQGTTQHTLSPP
SGPKKPQSTGSAMQRVAGTKAGTSQSSKNTSSSQGHQPLNLOSKQSQSGDAPGSGTTAASGLRSPVIPARKPTVAQNL
EANANKSPVSSGRPPARKPQAGGDKLREMKEFQKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMSTGEEESSSDSD
HDSSYAGQGHPVAGOQN| GFFSIRNY

>Pfo LOC103147077
MEGVTVGQVFDAECILSKRQRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLF“

PTDTKDSHSSSSSFGLSSEPSSSSEEDDDDDHVKKAKQSPRIHPVPQKRPQILLAKPDPPR

IKALRQGKSLPS PPRHHQPIRSPRDEPRPGVKKPLQOPASFTYPGLSRSSREEGASSFSQGSTSKPGSLNCVWAGRSL
SASSSHNKGSPSQKPSELRRAVSETGSVRADAFKGSAQKPAPLGLHSSFGGHPIAAQRPPLTHRRQDSVGGQSTGLVQ
HKQQNSSFSKQLPSPTPRERTSQALNLRALNLOSVGKLPGSGGLQOGGSRSTGVGKGT TAGGQRSGPGVTEAGRSRTQP
AGGSRQEEHKHGPSSQONRNLNELSTGDSDDTSSSESEHDPSSFPDDTRPSVSSNAAES DTE DR v

RSN v v srH

>Pfo Cbx4 (Gene ID: 103133063)

MELPAAGEHVEFAVESTEKKRSRKGRVEYLVKWRGWS PRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNILADLQEASLEGNSCQKSSSIQMMCPQAQQFQLNSKKLHQYQPLIRECDAEQQSNGKKFEFYELNS
KKHHHYQPDLKQHEAVFAKPRDVKAPELSNKGYNLPAVLQOKWVRDKDSGCLTKVKDITMELKKIPPADLKGQKEPER
VKPKEDASTHSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKSSDSEGAERQGAESSVERHLAKMKLVKKL
GLINGFSKQPKDNPTVPSSGIKADCCKEKELSPQTERTAMERDKGAEGQLPQDKPLQLTNKPDELPLPSEREVPDKTG
IQNGHHGLKRHLSDTDAAEQGLGKRFLSCRSISAPNTDSSPSQSLTVDRNEQQSPALLHDYGYADQEEPMDLSIVKSR




PTSSVCVETEPETRAEEPAHPPDDSRTQTDTQTESQTETHNPSEEEESADIVPDSNHOARK DE MBS HONCH G

>Pfo LOC103141632

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSNIPAGLEETVQDAEGTFKLDPVQRPOQPOQHYQLNSKKHHQYQPNSQEIPADALNNSKKKFIYQLNSK
KHHHYEPDPHMYDAQVSRLKEVVKVQETANKLANPGWNLPLALQOKWIRNKDTGCLSKVKELAVEVRKPVKDAQRENA
LKPNPKEATLPSSVSSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKDKHRESSREEKTQSSKTQENNPPPGAKMTEH
PENGIPKEICKGSSVSVAEHPLKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLOLTASSPPTSWTADTAIPT
PTAVNQIRIPSFPCDRKRKLSDPVEDRNVGKILLASRSLSMPTAAVTPPQDKPMDLHCSVAHHSSTCATYDANGSQEE

PMDLSCPKNRRRVEAEVQPPVEAEPAVEDTPPVKDNTQTSCEKS PEE PRRRO MG DN SR

>Pfo Cbx6 (Gene ID: 103154832)

MELSAAGDRIFAAEAILKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKEREREMHGPKKRGPKPKN
FVAKGRSQKAEPTSRASSSRQSTPRSSSTTSSRASSSSSSSSSSAAPNALPEFSSSSSSSVPAPSPKLNSLAATHKLKK
DIHRCHRMSRRPLPRTDPTRPAFSSSSGFQSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGGAAGS
RNVQTGRONIPSRNRIIGRKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPMSFHSQMGSSSTTGPRDSNSSSSQROA
PPPSSSSSSTSSNVTAKRPQSAAEASKESKSSKSPETONASCSEANKTPVPPSPSPSLEDQDEDAMDCSEASEGARSP

CQHKAPSTVSSVAPEQSSPPLEPKRVPTEGD BN S RO AR e ~. S G PASPSAS TEN

ASTPPPAAASEDSSVPKP

>Pfo LOC103143382

MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEERDRVIGHRRKGSKSKR
LLLONTVYTMDLRSAHKIPAKPPPRLRLSLTRSLVPDDEEDEDEDEDEEDACVPSRRQATHRKSKQSRRLSLNLQRPS
QEAWEEEEEDEDEEEEEEEEEEEEEKNSAEDSEHLSQPKTTNHSQKEKEEAKMGEGVENGHRGLDNWSTAVGSGGADT

s D RO R GO RNARTRERESIN - ; - DG LEVWEQVGDGAPRSCWRH

>Pfo LOC103153429

MELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWPPEYSTWEPEDNILDPLLVLAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRRARRRNRQRVTKAFPKHSSNKPIHEQKMKIEPVEK
DWGGTSEEDKPGCESTTEERCEDSLYGQSECSSPAFLEEQDMDMEVEEKAASPDMWTDEADGGIFETSQGDTNSHDES
EDNTLVSEAKPEVMVSPSGKSDWVEEEGVEAFSESPTMEKKNATSVIVRVQGCGKTMGDAVSVCSDSEPKKDEVRTDN

SRNANARN o i

>Pfo 10C103133078
MELSAVGERVEAAESTIKRRIRKGRIEYLVKWKGWS PKY STWEPEENILDARLFAAFEORERERE LY GPKKRGPKPKT
FLLKAQAKGKTKSYEFRSEALRGMHVTYPTPEPVFTPRAREGLRAVVPTIFPPSAVNRGESMRVRPSELSLHEHQRSS
LQQTDSDGHVQTPKKRGPKPKPREFVDDNFSPVVSEPRKRGTEEQEEEEEEEEEEEEEEEEEETRGPHKLSKFQGDEEM
RLQKLAHRHSENHKRHHHHHYYHHHHHHTQKVSRGSSHKQLHSHRSMEPHRTKDGSGYLVAHFKQPHKASRGRPTELP
PMEKPYFLDRRS PTRLDDSQDO N e KD R SISie < G F K DKR

>Pfo LOC103141633

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET

FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVVTPRAREGLRAVVPTIFPPSAVNRGESVPIRPPEPERRPRPAPL

EALLDQESTRSPKKRGRKPKLHPHYDPHDASGSSEPAPKRSRSLEEQSVMSRRLHHHGETSDHGLLOQLTKRFQEETT I

TPKSSGEQKHAGLSYACAFSPGVRKRDPEGHRTYSLSRLHFPQHGKLORNAEERRHQAAVLSSQADPTAPS
KGFFRDKR

>Gaf Cbx2 (ENSGAFG00000004995)

MEELSAVGEQVEFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRL LAAFNKKEQEKELLMLKRR-
IPEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDSQAKQVSPTIRPRELHPVPQKKAQIVMAKQ

EPPRKRNRKPLSPEAKEFQONKGPRKVLKTAKETDLPGAIKKPVHPASFTFMGFHRSSAKDAAPGPYRSPLTQGGAVK

PATSSPGSGRSSVQTASLALNKSNQSRNATEGKLSISGGNSGGSLDLKTAACKSKGVAALNVNTTKHPVQGTTQHTLS

PPSGPKKPHSTGSAMQRVAGTKAGASQSKNASSSQGHQPLNLONKQSQSGDAPGSGTTAALGLRSPVIPARKPTVGON

LEANANKSSVSSGRPPARKPQAGGDKLREMKEFQKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMSTGEEESSSDS

DHDSSYACOSHPYACON DRSNS - =.\Y

>Gaf ENSGAFG00000015448
MEGVTVGQVFDAECILSKRQRKGKFEYLVKWRGWS SKHNSWEPEENI LDPRLLAAFHKREQERELLFQKKG
RREEPBrTDTKDSHSSSSSFGLSSEPSSSSEEDDDDHVKKAKQS PRIHPVPQKRPQILLAKADPP!
KALRQGKSLPSPPRHHQPIRSPRDEPRPGVKKPLQPASFTYPGLSRSSREEGPSSFSQSSTSKPGSLNCVWSGRSLSA
SSSHNKGSPSQKPSELRRAVSETGSVRADAFKGSAQKPTPLGLHSSFGGHPIVAQRPPLTHRRHDSVGGHAGLVQHKQ
ONSSFSKQSPSPTPRERSSQALNLRALNLQSVGKLPGSGSLOGGSRSTGVSKGTTAGGQRSGPGAAEPGRSRTOPAGG
SRQEEHKHGSSSONRNLNELSTGDSDDTSSSESEHDPSSFPGDSRPSVSGNTAESDTE

VGFFNSRNH



>Gaf Cbx4 (ENSGAFG00000020219)

MELPTAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSNIPAGFEETLODAEGTFKLDPVQHPQPQHYQLNSKKHHQYQPNSQEIPADALNNSKKKFIYQLNSK
KHHHYEPDPHMYDAQVSRLKEVVKVQEPASKLANPGWNLPLALQQKWIRNKDTGCLSKVKELAVEVRKPVKDAQSENA
LKPNPKDATLPSAMS SKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKDKHRESSREEKTQSSKTQEDNPLPGAKMTEH
PENGIPKEICKGSSVSVAEHPLKCSPKDRHEFSKPSPSTAEEYNTEVARGQADLPDDLPLOLTASSPPTSWTADTAIPT
PTAVDQIRIPSFPDRKRKLSDPVEDRNVGKILLASRSLSVPTAAVTPPQDKPMDLHCSVARHSSMCTTYDANGSQEEP
MDLSCPKNRRRVEAEVQPPVEAEPAVEDTSPAKKNTQKSCEKSPEE

>Gaf ENSGAFG00000007827

MELPAAGEHVEAVESIEKKRSRKGRVEYLVKWRGWS PRYNTWE PEENILDPRLLDAFQDREROEQLMGYRKRGPKPKH
LLVQVPSFARRSNILANLQEASLEGNSCQKSSSIQMICPQAQQFQLNSKKLHQYQPLIRECDAEQQSNGKKFFYELNS
KKHHHYQPDLKQHEPVFAKPRDVKAPELSNKGYNLPAVLOQKWVRDKDSGCLTKVKDI TMELKKI PADLKGQKEPERV
KPKEDASTHSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKSSDSEGTERPLQGAESSVERHLAKMKLVKK
LGLINGFSKQPKDNPTVPSSGIKADCCKEKELSPQTERTVMEQDKGTEGQLPQDKPLOLTNKPDELPLPSEREVTDKR
EIQNSHHGLKRHLSDTDAEEQGLGKRFLSCRSISAPITDSSPSQSLVVDRNEQQSPALLPDNGYADQEEPMDLSIVKS
RPTSSVCVETEPGTRAEEPAHPPDDSRTQTDTQIESQTETHNPSEEESTDIVSDSNHQARKDET FlESHOB OGN

>Gaf_ENSGAFG00000007822
MELSAVGERVEAAESTIKRRIRKGRIEYLVKWKGWS PKYSTWEPEENTI LDSRLFAAFEQRERERELY GPKKRGPKPKT
FLLKAQAKGKTKSYEFRSEAVRGMHITYPTPEPVFTPRAREGLRAVVPTIFPPSAVNRGESMRVRPSELSLHGYQRSS
LQLTDSDGTVQAPKKRGPKPKPREFVDDDFSPVVSEPHKRRADEEEEEEEEEEEEQEEEEEEDEEERHGPHKLSKFQGD
QERRLOKLVHRHSESHKYHQHHHYYHPHPHHHHTQKVSRGS SHEQLHSHRSMEPHRTTDGSSYLVAAHLRHHHKVSRG
QPTEFPPMEKPYFLDKQS PTRFDDSQDQ RSN R D A RISISis < G F' F'K DKR

>Gaf Cbx7a (ENSGAFG00000010693)
MELLSIGEQVFAVESITKKRIRKGTVEYLLKWOGWPPEYSTWEPEDNILDPLLVLAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRQARRRKRQRVTKAFPKRSSNKPIHEQKMKVEPVEK
VWGGTSEEDKAGCESTTEERCEDSLYGQSECSSPPFLEEQDMDMEVEEKAASPDMWTDEVDGGIFETSQRHTNSHDKL
EDNTLVSEAKPEVVVEFPSSRSDWVEEEAFSESPTMEKKNATSVIVRVQGCGKTTGDAVSVCSDSEPKKDEARSDNQSV
VT2 S R RGNNSO G 7N GC

>Gaf Cbx7b (ENSGAFG00000008146)
MELSAIGEQVEAVESILKKRLRKCNVEYLLKWKGWPPKY STWEPEEHI LDRRLVOAFEDKEEKERV I GHRRKGSKSKR
LLLODTVYTMDLRSAHKI PAKPPPRLRLSLTRSLVPDDEEDEDEDEDDAWVPSRTHRKSKQGRRLSLNVQSPSQDAWE
EEEEEEEEEENSAEDSEHREEEEAEMGEGVFNGHRGPDNWS TAVGSGGAAASD
ERESRRARGFFRDWGLEVWEQTETVALETAWLDRLL

>Gaf Cbx8a (ENSGAFG00000020216)

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET

FLLKARAKAKEKTYEVRREAPRGIQVSYPIPEPIVTPRAREGLRAVVPTIFPPSAVNRGESVPIRPPEPERRPRPVPL

EALLDQESRRSPKKRGRKPKLHPHYDQHDASGSSEPAPKRSRSLEEQSIMSRRLHHHGETSDHSLLOQLTKREFQEETT I

TPKSNSEQKHAGLSYACAFSPGVHKRDPEGHRTYSLSRLHFPQHGKLKRSAEEQRHQAAVLSSQADPTAPAA-
KGFFRDKR

>Pre Cbx2 (Gene ID: 103469046)

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLMLKRR-
_I PEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDSRAKQASPTVRPRELHPVPQKKAQIVMAKQ
EPPRKRNRKALPPEAKEFQONKGPRKVLKTAKETDLPGAIKKPVHPASFTFMGFHRSSAKDAAAGPYRSPLTHGGAVK
PAISSPGSGRSPVQTATLALSKSNQSRNATEGKLSIGNSGGSLDLKTAACKSKGVAALNVNTTKHPVQGTTQHTLSPP
SGPKKPQSTGSAMQRVAGTKAGASQSSKNTSSSQGHQPLNLONKQSQSGDAPGSGTTAASGLRSPVIPARKPTVAQNL
EANSNKSPVSSGRPPARKPQAGGDKLREMKEFQKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMSTGEEESSSDSD

HDS S YAGQGHPVAGON SOV SIS / G S TRNY

>Pre 10C103481889
MEGVTVGQVFDAECILSKRQRKGKFEYLVKWRGWS SKHNSWE PEENILDPRLLAAFHKREQERELLFQKKG
PTDTKDSHSSSSSFGLSSEPSSSSEEEDDDDHVKKAKQSPRIHPVPQKRPQILLAKPDPPH

KALRQGKSLPSPPRHHQPIRSPRDEPRPGVKKPLOPASFTYPGLSRSSREEGASSFSQOSSTSKPGSLNCVWAGRSL
SASSSHNKGSPSQKPSELRRAVSETGSVRADAFKGSAQKPAPLGLHSSFGGHPIATORPPLTHRRODSVGGQSGLVQH
KQONSSFSKQLPSPTPRERTSQALNLRALNLQOSVGKLPGSSGLOGGSRSTGVGKGTTAGGQORSGPGAAEAGRSRTQPA
GGNRQEEHKHGPNSQONRNLNELSTGDSDDTSSSESEHDPSSFPDDTRPSVSSNAAESDTE

VGFFNSRNH

>Pre Cbx4 (Gene ID: 103463659)

MELPAAGEHVFAVES IEKKRSRKGRVEY LVKWRGWSPRYNTWEPEENILDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNILADLQEASLEGNSCQKSSSIQMICPQAQQFQLNSKKLHQYQPLIRECDAEQQSNGKKFFYELNS
KKHHHYQPDLKQHEAVFAKPRDVKAPELSNKGYNLPAVLQQKWVRDKDSGCLTKVKDITMELKKI PADLKEQKEPERV



KPKEDASTHSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKSSDSEGAERPLOQGAESSVERHLAKMKLVKK
LGLINGFSKQPKDNPTVPGSGIKADCCKEKELSPQTERTAMERDKGAEGQLPODKPLOLTNKPDELPLPSEREVPDKT
GIQONGHHGLKRHLSDTDAAEQGLGKREFLSCRSISAPNTDSSPSQSLAVDRNEQQSPALLHDYGYADQEEPMDLSIVKS
RSTSSVCVETEPETRAEEPAHPPDDSRTETDTQTESQTETHDPSEEESADIVPDSNHQARKDE

>Pre LOC103469229
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSNIPAGLEEPVQDAEGTFKSDPVORPOQPOQHYQLNSKKHHQYQPNSQETI PADALNNSKKKEFIYQLNSK
KHHHYEPDPHMYDAQVSRLKEVVKVQETASKLANPXWNLPLALQOKWIRNKDTGCLSKVKELAVEVRKPVKDAQSENA
LKPNPKEATLPSAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGVKDKHRETSRDEKTEXSKTQENNPPXGAKMTKH
PENGIPKEICKGSSVSVAEHPLKCSPKDRHEFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWTADTAIPT
PTAVDQIRIPSFPCDRKRKLSDPVEDRNVGKILLASRSLSVPTAAVTPPOQDKPMDLHCSVARHNSTSATYBANGSQEE
PMDLSCPKNRRRVEAEVQPPVXAEVQPPVEAEPAVENTPPAKENEQKSCEKSPEE

>Pre Cbx6 (Gene ID: 108166384)

MELSATGDRIFAAEATLKRRVRKGRLEYLVKWKGWAMKHS TWEPEENILDDRLILGFEQKERERE I HGPKKRGPKPKN
FAAKGRGQKAEPTSRASSSROSMPRSSSTTSSRASSSSSSSSSSAAPNALPFSSSSSAPAPSPKLNSLAATHKLKKDI
HRCHRMSRRPLPRTDPRGPAFSSSSGFQSRMHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGGTAGSRN
VOTGRQONIPSRNRIIGRKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPMSFHSQTGSSSTTGPRDINSSSSQRQARP
PSSSSSSTSSKVTAKRPQPAAEASKESKSSKSPETQNASCSEAXKTPVPPSPSPSLEDQDEDAXDCSXAASEGARXPC
QHKGPSTVSSVAPEQSSSPLEPKRVPAEGD B GRS ~. S G PA S PSAS TENA
STPPPAAASEDSSVLKP

>Pre LOC103482006

MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEERDRVIGHRRKGAKSKR

LLLONTVYTMDLRSAHKIPAKPPPRLRLSLTRSLVPDDEEDEDEEDACVPSRTQAAHRKSKQSRRLSLORPSQEAWEE

EDEEEEEEEDEKEEEEEEKKNSAEDSEHREEEEAEMGEGVEFIGHRGPDTWSTAVGSCGAAASD
RGFFRDWGLEVWEQVEKVRHGGFLYLWLG

>Pre_LOC103468464

MELSSIGEQVFAVESTITKKRIRKGNVEYLLKWQGWPPEYSTWEPEDNILDPLLVLAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRRARRRNRQRVTKAFQKHSSNKPIHEQKMNVEPVEK
DWGGTSEEDKPGCESTTEERCEDSLYGQSECSSPPFLEEQDMDTEVEEKVASPDMWTDEADGGIFETSQRHTNSHDES
XDNXLVSEAKPEVVVSPSGRSDWVEEEGVEAFSESPTTEEKNATSVIVRVQGCGKXTGDAVSVCSDSEPKKDEARSDN

0SVIVTAS DRSS RN GRS - G N GC

>Pre Cbx8 (Gene ID: 103463651)

MELSAVGERVFAAESTIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKGKNNSYEFRSEAVRGMHVTYPTPEPVFTPRAREGLRAVVPTIFPPSAVNRGESMRVRPSELSLHDHQRSS
LOQOTDSDGHVQTPKKRGPKPKPREFVDDDFSPVISEPRKRGTEEEEEEEEEEEEEEEDEEEEEEEEEERRGPHKLSKEQ
GDEETRLQKLDHRHSENHKHHHHHHYYHHHHHTQKVSRGSSHKQLHSHRSMEPHRTKDGSGYLVAATHFKQQHKASRG

RPAGLPPMEKPYFLDRRS PTRFDDS QDO SN NSO G - K DKR

>Pre LOC103469230

MELSAVGESVEAAESTTKRRIRRGRWEYLVKWKGWSOKY STWEPEENI LDERLFAAFEERERERELFGPKKRGPKPET

FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVVTPRAREGLRAVVPTIFPPSAVNRGESVQIRPPEPERRPRPAPL

EALLDQESTRSPKKRGRKPKLHPHYDPHDASGSSEPAPKRSRSLEEQSVMSRRLHHHGETSDHSLLOLTRREQEETT I

TPKSSSEQKHAGLSYACAFSPGVRKRDPEGHRTYSLSRLHFPRHGKLKRSAEERRHQASQADQTAPS 2 BilliNee i
KGFFTDKR

>Xco LOC114160441
MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWE POENT LDPRLLAAFNKKEQEKELLMLKRRKRPRG
IPEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDGHAKQASPTVRPRELHPVPQKKAQIVMAKQ
EPLRKRNRKPLPPEAKEFQONKGPRKVLKTARETDLPGAIKKPVHPASFTFMGFHRSSAKDAAPGPYRSPLTQGGAVK
PATSSPGSGRSSVQOTASLALNKSNQIRNATEGKLSISGGNSGGSLDLKTAACKSKGVAALNVNTTKHPVQGTTQHTLS
SPSGPKKPHSTGSAMQORVAGTKAGASPSKSSSSNQGHQOPLNLONKQSQSGDAPGTTAASGLRNPVIPARKPTVAQNLE
TNANKSPVSSGRPPARKPQAGGDKLREMKEFQKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMS TGEEESSSDSDH

DS SYAGQGHPVAGON S D VNS /G 7S TRNY

>Xco LOC114152221
MEGVTVGQVFDAECILSKRQRKGKFEYLVKWRGWSSKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG,
PADTKDSHSSSSSFGLSSEPSSSSEEDDDDHVKKAKQSPRIHPVPOQKRPQILLAKPDPPH
KALRQGKSLPSPPRHHQPIRSPRDEPRPGVKKPLOPASFTYPGLSRSSREEGASSFSQSSTSKPGSLNCVWAGRSLS
ASSSHNKGSPSQKPSELRRAVSETGSVRADAFKGSAQKPAPLGLHSSFGGHPIAAQRPPLTHRRHDNVGGQSGLVQHK
QOONSSFSKQSPSPTPRERTSQALNLRALNLQSVGKLPGSGGLQGGSRSTGVSKGTTAGGQRSGPGAAEPGRSRTQPAG



GSRQEEHKHGSSSONRNLNELSTGDSDDTSSSESEHDPSSFPGDTRPSVSSNTAES DTE DN AR eV D
GFFNSRNH

>Xco Cbx4 (Gene ID: 114145263)

MELPAAGEHVEAVESIEKKRSRKGRVEYLVKWRGWS PRYNTWEPEENILDPRLLDAFQDREROEQLMGYRKRGPKPKH
LLVQVPSFARRSNILANLQEASLEGNSCQKSSSIQMICPQAPQFQLNSKKLHHYQPLIRECDPEQQSNGKKFFYELNS
KKHHHYQPDLKQHEPVFAKPRDVKAPELSNKGYNLPAVLOQOKWVRDKDSGCLTKVKDITMELKKIPADLKGQKEPERV
KPKEDASTHSNGVCSSKLKIVKNKNKNGRIVIVMSKYMENGMOTAKIKSSDSEGAERPLQGAES SMEGRLAEMELVKK
LSLINGFSKQPKDNPTVPTSGIKADCCKEKELSPQTERTVMEQDKGAEGQLPQDKPLOLTNKPDELPLPSEREVPDKK
GIONGHHGLKRHLSDTDAEEQGLGKRFLSYRSISAPNTDSSPSQSLIVDRNEQQSPALLHDYGYADQEEPMDLSIVKS
RPTSLVCVGTEPETRAEEPAHPLDDSRTQADTQTESQTETHNLSEEESADIVSDSNHOARKNEA FESHOB OGN

>Xco LOC114160311
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSNIPAGFEETVQODTEGTFKLDPVORPOQLOHYQLNSKKHHQYQPNSQETIPADSLNNSKKKFIYQLNSK
KHHHYEPDPHMYDAQVSRLKEVVKVQEPASKLANPGWNLPLALQQKWIRNKDTGCLSKVKELAVEVRKPVKDAQSENA
LKPNPKEATLPSAVSSKMKIIKNKNNNGRIVIVMSKYMDGNKVHGAKDKHRESSRDEKTQSSKTQENNPPPGAKMTEH
PENGIPKEICKGSSVSVAEHPLKCSPKDRHEFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWTADTAIPT
PTAVDQIRIPSFPCDRKRKLSDPVEDRNLGKILLASRSLSVPTAAVTPPQDKPMDLHCSVARRSSMCTMYDANGSQEE
PMDLSCPKNRRQVEAEVQPPVEAEPVVEDTPPPKENKQESCEKSPEE

>Xco Cbx6 (Gene ID: 114145658)

MELSAAGDRIFAAEAILKRRVRKGRLEY LVKWKGWAMKHSTWEPEENILDDRLLLGFEQKEREREMHGPKKRGPKPKN
VVAKGRGQKAEPTSRTSSSRONTPRSSSTASSRASSSSSAVPNALPFSSSSSAPAPSPKLNSLAATHKLKKDIHRCHR
MSRRPLPRTDPTRSAFSSSSGFQSRMHVSPEFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGGGAAGSRNVQTG
RONIPSRNRIIGRKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPMSFHSQTGSSSTTGARHSNSSSSQRRALPPSSS
SSSTSTNVTAKHPQPATEASKESKSSKSPETQONASCSEANKILVPPSPSPSLEDQDEDAMDCSEASEEARSPCQHKAP

FTVSSVAPEQSSPHPESKRVPAEGD BB A CRDV DR EEEeE ~. S GPASPSASVENGSTPPP

AATSEDSSAPKP

>Xco LOC114160060
MELSSIGEQVFAVESITKKRIRKGTVEYLLKWOGWPTEYSTWEPEDNILDPLLVLAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRRRRARRRNRQRVTKAFPKHSSNKPIHEQKMKVAPV
EKDWGGTSEEDKPGCESTTEERREDSLYGQSECSSPPFLEEQDMDTEVEEKAASPDMWTDEADGRIFETSQRDTNSQON
ESEDNTLVSEAKPEVVVSPSGRSDWVKEVGVEAFSESPTMEKKNATSVIVRVQECGKTTDDAVSVCSDSEPQKDEVRS

DNOSVIVTAS RGNNSO G F 7N GC

>Xco LOC114151814
MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEEKDRVIGHRRKGSKSKR
LLLONTVYTMDLRSAHKIPAKPPPRLHLSLTRSLVPDDEEDEDGACVPSRTHRKSKQSRRLSLNLOQGPSQEAWEEEEE

EENSAEDSEHREEEEAEMGEGVFNGHRGPDNWS TAVGSGGS DR A G DA SSIRAA = G I

RDWGLEVWEQVGDGAPQSCWRH

>Xco Cbx8 (Gene ID: 114145391)
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQREREQELYGPKKRGPKPKT
FLLKAQAKGKTKSYEFRSEAVRGMHITYPTPEPVFTPRAREGLRAVIPTIFPPSAVNRGESMRVRPSELSLHGHQRSS
LOQHTDSDGTVQAPKKRGPKPKPREFVDGDFSPVVSEPHKRRAEEEEEEEEEEEERHGPHKLSKFQGDEEMRLQKLAHRH
SENHKHHQHHHYYHHHHHHTQKVSQLHSHRSLEPHRTTDGSSYLVAAHLKHHHKASRGPPTEFPPMEKPYFLDRQSPT
RFDDSQ DO RSNV ANERSSSIe - G ' 'K DKR

>Xco LOC114160318

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEHVVTPRAREGLRAVVPTIFPPSAVNRGESVPIRPPEPERRPRPVPL
EALLDQESRGSPKKRGRKPKLHPHYDPHDASGSSEPAPKRSRSLEEQSIMSRRLHHHGETSDHSLLOQLTKRFQEETT I

TPKSNSEQKHAGLSYTCAFSPGERKRDPEGHRTYSLSRLDFPQHGKLKRSAEERGHQAAVLSSQADPTAPS
KGFEFRD

>Pla LOC106937812
MEGVTVGQVFDAECILSKRORKGKFEYLVKWRGWSSKONSWEPEENILDPRLLAAFHKREQERELLEFQKKG

PTDTKDSHSSSSSFGLSSEPSSSSEEDDDDDHVKKAKQSPRIHPVPQKRPQILLAKPDPPR

KALRQGKSLPSPPRHHQOPIRSPRDEPRPGVKKPLQPASFTYPGLSRSSREEGASSFSQGSTSKPGSLNCVIWAGRSL
SASSSHNKGSPSQKPSELRRTVSETGSVRADAFKGSAQKPAPLGLHSSFGGHPIAAQRPPLTHRRQDSVGGQSGLVQH
KQONSSFSKQLPSPTPRERTSQALNLRALNLQSVGKLPGSGGLOGGSRSTGVGKGTTAGGORSGPGVTEAGRSRTQPA
GGSRQEEHKHGPSSQNRNLNELSTGDSDDTSSSESEHDPSSFPDDTRPSVSSNAAES DTE DR ARG aDy
VGFFNSRNH



>Pla LOC106943510
MEELSAVGEQVFDAECI LNKRLRKGKLEFLVKWRGWS SKHNSWE POENTLDPRLLAAFNKKEQEKELTLMLKRRKRPRG
IPEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDSRAKQASPTVRPRELHPVPQKKAQIVMAKQ
EPQRKRNRKPLPPEAKEFQONKGPRKVLKTTKETDLPGAIKKPVHPASFTFMGFHRS SAKDAAAGPYRSPLTQGGAVK
PAISSPGSGRSSVQTASLALSKSNQSRNATEGKLSIGNSGGSLDLKTAACKSKGVAALNVNTTKHPVQGTTQHTLSPP
SGPKKPQSTGSAMQORVAGTKAGASQSSKNTSSSQGHQOPLNLOSKQSQSGDAPGSGTTAASGLRSPVIPARKPTVAQNL
EANANKSPVSSGRPPARKPQAGGDKLREMKEFQOKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMS TGEEESSSDSD
HDSSYAGQGHPVAGON SR DN VAVSIES |/ G ' F'S TRNY

>Pla Cbx4 (Gene ID: 106958633)

MELPAAGEHVEAVESIEKKRSRKGRVEYLVKWRGWS PRYNTWE PEENI LDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNILADLQEASLEGNSCQKSSSIQMMCPQAQQFQLNSKKLHQYQPLIRECDAEQQSNGKKFFYELNS
KKHHHYQPDLKQHEAVFAKPRDVKAPELSNKGYNLPAVLQOKWVRDKDSGCLTKVKDITMELKKI PPADLKGQOKEPER
VKPKEDASTHSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMOTAKIKSSDSEGAERQGAENSVERHLAKMKLVKKL
GLINGFSKQPKDNPTVPSSGIKADCCREKELSPQTERTAMERNKGAEGQLPODKPLOLTNKPDELPLPSEREVPDKTG
IONGHHGLKRHLSDTDAAEQGLGKRFLSCRSISAPNTDSSPSQSLTVDRNEQQSPALLHDYGYADQEEPMDLS IVKSR
PTSSVCVETEPETRAEEPAHPPDDSRTQTDTQTESQTETHNPSEEEESADIVPDSNHOARKDE B DO HONCH G

>Pla_L0C106957183
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLOQVPSFARRSNIPAGLEETVQODAEGTFKLDPVOQRPOQPOHYQLNSKKHHQYQPNSQEIPADALNNSKKKEFIYQLNSK
KHHHYEPDPYMYDAQVSRLKEVVKVQETANKLANPGWNLPLALQQKWIRNKDTGCLSKVKELAVEVRKPVKDAQRENA
LKPNPKEATLPSSVSSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKDKHRESSREEKTQSSKTQENNPPPGAKMTEH
PENGIPKEICKGSSVSVAEHPLKCSPKDRHEFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWTADTAIPT
PTAVNQIRIPSFPCDRKRKLSDPVEDRNVGKILLASRSLSVPTAAVTPPQDKPMDLHCSVARHSSTCATYDANGSQEE

PMDLSCPKNRRRVEAEVQPPVEAEPAVEDTPPVKDNTQKSCEKS PEE PARRO MG D SR

>Pla Cbx6 (Gene ID: 106936647)

MELSAAGDRIFAAEATILKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKEREREMHGPKKRGPKPKN
FVAKGRGQKAEPTSRASSSRQSTARSSSTTSSRASSSSSSSSSSAAPNALPEFSSSSSSSVPAPSPKLNSLAATHKLKK
DIHRCHRMSRRPLPRTDPTRPAFSSSSGFQSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGGAAGS
RNVQTGRONIPSRNRIIGRKGEAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPMSFHSQOMGSSSTTGPRDSNSSSSQRQA
PPPSSSSSSTSSNVTAKRPQSAAEASKESKSSKSPETQNASCSEANKTPVPPSPSPSLEDQDEDAMDCSEASEGARSP

CQHKAPSTVSSVAPEQSSPPLEPKRVPTEGD BN S ORI AR EEeeE ~. S G PASPSAS TEN

ASTPPPAAASEDSSVPKP

>Pla LOC106961268

MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEERDRVIGHRRKGSKSKR
LLLONTVYTMDLRSAHKIPAKPPPRLRLSLTRSLVPDDEEDEDEDEDEEDACVPSRROATHRKSKQSRRLSLNLQRPS
QEAWEEEEEDEEEEEEEEEEEEEEEKNSAEDSEHLSQPKTTNHSQKEKEEAKMGEGVENGHRGLDNWSTAVGSGGVDT

s D ROV ARIRRRESRIN ~ o - r 0DVG LEVWEQVGDGAPRS CIWRH

>Pla LOC106961608
MELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWPPEYSTWEPEDNILDPLLVLAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRRARRRNRQRVTKAFPKHSSNKPITHEQKMKIEPVEK
DWGGTSEEDKPGCESTTEERCEDSLYGQSECSSPPFLEEQDMDTEVEEKAASPDMWTDEADGGIFETSQGHTNSHDES
EDNTLVSEAKPEVMVSPSGKSDWVEEEGVEAFSESPTMEKKNATSVIVRVQGCGKTMGDAVSVCSDSEPKKDEVRTDN
0SVTVTAS DR G RN SRSOS ~ G 7NGC

>Pla LOC106957191

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSQOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET

FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVVTPRAREGLRAVVPTIFPPSAVNRGESVPIRPPEPERRPRPAPL

KALLDQESTRSPKKRGRKPKLHPHYDPHDASGSSEPAPKRSRSLEEQSVMSRRLHHHGETSDHGLLQLTKRFQEETT I

TPKSSGEQKHAGLSYACAFSPGVRKRDPEGHRTYSLSRLHFPQHGKLQRNAEERRHQAAVLSSEADPTAPSA-
KGFFRDKR

>Pla_LOC106958634
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDARLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKGKTKSYEFRSEALRGMHVTYPTPEPVFTPRAREGLRAVVPTIFPPSAVNRGESMRVRPSELSLHEHQRSS
LOQTDSDGHVQTPKKRGPKPKPRFVDDNFSPVASKARKRGTEEEEEEEEEEEEEEEDEEEEEETRGPHKLSKFQGDEE
MRLOKLAHRHSENHKHHHHHHYYHHHHHHTQKVSRGSSHKQLHSHRSMEPHRTKDGSGY LVAHFKQPHKASRGRPTEL

PPMEKPYFLDRRS PTRLDDSQ DO S D SRS SIS G 7 'K DKR

>Pme LOC106924748



MEGVTVGQVEDAECILSKRORKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLLAAFHKREQERELLFQKKG
PTDTKDSHSSSSSFGLSSEPSSSSEEDDDDDHVKKAKQS PRIHPVPQKRPQILLAKPDPP
KALRQGKSLPSPPRHHQPIRSPRDEPRPGVKKPLQPASFTYPGLSRSSREEGASSFSQGSTSKPGSLNCVWAGRSL
SASSSHNKGSPSQKPSELRRAVSETGSVRADAFKGSAQKPAPLGLHSSFGGHPIAAQRPPLTHRRQDSVGGQSTGLVQ
HKQONSSFSKQLPSPTPRERTSQALNLRALNLQSVGKLPGSGGLQGGSRSTGVGKGTTAGGQRSGPGATEAGRSRTQP
AGGSRQEEHKHGPSSQNRNLNELSTGDSDDTSSSESEHDPSSFPDDTRPSVSSNAAES DTE DR vvans

SIS /o r NS RH

>Pme_T1.0C106914323
MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENT LDPRLLAAFNKKEQEKELLMLKRR-
IPEPQKSSTSSSASSSSSSDSSSSCSSSSSSSEDEDEGDDSRAKQASPTVRPRELHPVPOKKAQIVMAKQ
EPPRKRNRKPLPPEAKEFQONKGPRKVLKTAKETDLPGAIKKPVHPASFTFMGFHRSSAKDAAAGPYRSPLTQGGAVK
PAISSPGSGRSSVQTASLALSKSNQSRNATEGKLSIGNSGGSLDLKTAACKSKGVAALNVNTTKHPVQGTTQHTLSPP
SGPKKPQSTGSAMQRVAGTKAGTSQSSKNTSSSQGHQPLNLOSKQSQSGDAPGSGTTAASGLRSPVIPARKPTVAQNL
EANANKSPVSSGRPPARKPQOAGGDKLREMKEFQKVQGRLDKSCSEIQNPPARTATKGSKKAKMTDMSTGEEESSSDSD
HDSSYAGQGHPVAGON DN IRSIES /G 'S TRNY

>Pme Cbx4 (Gene ID: 106928181)

MELPAAGEHVFAVES IEKKRSRKGRVEY LVKWRGWSPRYNTWEPEENILDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNILADLQEASLEGNSCQKSSSIQMMCPQAQQFQLNSKKLHQYQPLIRECDAEQQSNGKKFFYELNS
KKHHHYQPNLKQHEAVFAKPRDVKAPELSNKGYNLPAVLQQKWVRDKDSGCLTKVKDITMELKKIPPADLKGQKEPER
VKPKEDASTHSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKSSDSEGAERQGAESSVERHLAKMKLVKKL
GLINGEFSKQPKDNPTVPSSGIKADCCKEKELSPQTERTAMERDKGTEGQLPODKPLOQLTNKPDELPLPSEREVPDKTG
TQNGHHGLKRHLSDTDAAEQGLGKRFLSCRSISAPNTDSSPSQSLTVDRNEQQSPALLHDYGYADQEEPMDLSIVKSR
PTSSVCVETEPETRAEEPAHPPDDSRTQTDTQTESQTETHNPSEEEESADIVPDSNHQGRKDE

>Pme LOC106904416
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSNIPAGLEETVQDAEGTFKSDPVORPQPQHYQLNSKKHHQYQPNSQETI PADALNNSKKKEFIYQLNSK
KHHHYEPDPHMYDAQVSRLKEVVKVQETANKLANPGWNLPLALQQKWIRNKDTGCLSKVKELAVEVRKPVKDAQRENA
LKPNPKEATLPSAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKDKHRESSREEKTQSSKTQENNLPPGAKMTEH
PENGIPKEICKGSSVSVAEHPLKCSPKDRHEFSKPSPSTAEEYNTEVARGQADLPDDLPLOQLTASSPPTSWTADTAIPT
PTAVDQIRIPSFPCDRKRKLSDPVEDRNVGKILLASRSLSMPTAAVTPPQDKPMDLHCSVARHSSTCATYDANGSQEE
PMDLSCPKNRRRVEAEVQPPVEAEPAVEDTPPVKDNTQTSCEKSPEE

>Pme Cbx6 (Gene ID: 106904597)

MELSAAGDRIFAAEAILKRRVRKGRLEYLVKWKGWAMKHS TWEPEENILDDRLILGFEQKEREREMHGPKKRGPKPKN
FVAKGRSQKAEPTSRASSSRQSTPRSSSTTSSRASSSSSSSSSSAAPNALPFSSSSSSSAPAPSPKLNSLAATHKLKK
DIHRCHRMSRRPLPRTDPTRPAFSSSSGFQSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGGAAGS
RNVQTGRONIPSRNRIIGRKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPMSFHSQTGSSSTTGPRDSNSSSSQRQA
PPPFSSSSSTSSNVTAKRPQPAAEASKESKSSKSPETQNASCSEANKTPVPPSPSPSLEDQDEDAMDCSEASEGARSP

CQHKAPSTVSSVAPEQSSPPLEPKRVPTEG D ED NN S ORDV D RSB ~ SGPASPSAS TEN

ASTPPPAAASEDSSVPKP

>Pme LOC106910083
MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEERDRVIGHRRKGAKTKR
LLLONTVYTMDLRSAHKIPAKPPPRLRLSLTRSLVPDDEEDEDEDEEDACVPSRTQAAHRKSKQSRRLSLNLOQRPSQE
AWEEEEEDEEEEEEEEEEEEEKNSAEDSEHLSQPKTTNHSQKEKEEAKMGEGVENGHRGLDNWS TAVGSGGADTSD.
RGFFQDWGLEVWEQVGDGAPRSCWRH

>Pme LOC106933457
MELSSIGEQVFAVESITKKRIRKGNVEYLLKWOGWPPEYSTWEPEDNILDPLLVLAYEENOEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDDEKPPPRLRLSLTRSMSTDVEQACRRRARRRNRQRVTKAFPKHSSNKPIHEQKMKIEPVEK
DWGGTSEEDKPGCESTTEERCEDSLYGQSECSSPAFLEEQDMDMEMEEKAASPDMWTDEADGGIFETSQGDTNSHDES
EDNTLVSEAKPEVMVSPSGKSDWVEEEGVEAFSESPTMEKKNATSVIVRVQGCGKTMGDAVSVCSDSEPKKDEARTDN
0SVIVTAF DRSS G RN SRASOS - G 7N GC

>Pme LOC106904421
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSQKYSTWEPEENILDERLFAAFEERERERE LFGPKKRGPKPET

FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVVTPRAREGLRAVVPTIFPPSAVNRGESVPIRPPEPERRPRPAPL
EALLDQESTRSPKKRGRKPKLHPHYDPHDASGSSEPAPKRSRSLEEQSVMSRRLHHHGETSDHGLLOQLTKRFQEETT I
TPKSSGEQKHAGLSYACAFSPGVRKRDPEGHRTYSLSRLHFPQHGKLORNAEEQRHQAAVLSSQADPTAPS

BNV NN RVITRESSEA < - RDKR

>Pme LOC106928182



MELSAVGERVFAAESTITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKGKTKSYEFRSEAVRGMHVTYPTPEPVFTPRAREGLRAVVPTIFPPSAVNRGESMRVRPSELSLHEHQRSS
LOQTDSDGHVQTPKKRGPKPKPREVDDNESPVVSEPRKRGTEEEEEEEEEEEEEEEEEEEEETRGPHKLSKFQGDEEM
RLOKLAHRHSENHKRHHHHHYYHHHHHTQOKVSRGSSHKQLHSHRSMEPHRTKDGSGYLVAHFKQPHKASRGRPTELPP

MEKPYFLDRRS PTRLDDSQ DO S SIS G = ' DKR

>Nfu Cbx2 (Gene ID: 107397219)

MEELSAVGEQVEDAECTLNKRTRKGKLEFLVKWRGWS SKHNSWEPOENILDPRLLVAFNKKEQEKELLMLKRGKRPRG
RPRKILENIPDPSKSSSSSSPSSSSSTDSSSSCSSSSSSDDDDDDDNDSHVKQSSPTVRTRELHPVPOKKAQIVMKQD
SSKKRSRKLLSPEVKEFQLNKSPHKVLKTIKDLDLPGAIKKPVHPSSFTFMGFHRGTLGAQYRSPLNQGGAIKTPMSS
AGPGRLTGQTSSLPLNKSNQONRNVTEGKLSVPSMNTGASLDLKTAASKSKGVAAFNLNT SKHPIQGTPQHTLSPPNGQ
KKPQAPVSTMQRIPSSKAGASLPSKNNPSVQQPSPOPLNLONKHSQVSDSPGNGSTPGSGVRNPPNPTRKSTVAQNQE
ANLPKSPVTSGRPPVRKPQPGADRAREVNEIQTAKVQGRLDKSCTEIHNQQERTATKGSKKAKMTEMSTGEEESSSDS
DPDSSYPGHCHSVVSON DR R e DA RS Pig VG F F'S TRNY

>Nfu LOC107387235

MEGVTVGQVFDAECILSKRQRKGKFEYLVKWSGWS SKHNSWEPEENI LDPRLLAAFHKREQERELLFQKKGKRPRGRE
RREVPErTSTKDSRSSSSSSGLSSSPSSSSEEEEDDDDDDDDHVKKVRPS SRLHPVPOKRPQI LLAKPDPPY KKRRGR
KPEEPDIKALROTKSPSLPPPLSPPPPRHHQPIRLPRDDPRLGVKKPLOPASFTYTGLSRSSRDEGSSTSQSSSSSFS
PSATSKPGSLNCVWINRSLSTSSHNKVSLSHKSSELRRSISETGSSRSSLKAGGAASPGLSSFGGGPAALOHPOMGOR
ROEGVGCHGGHVQHKQONSSFTKPSSSSTSRERTNQALNLRALNLQSVSKTSNSSSLOGAASSRTSS IVGKGSAAGAQ
RSSLTAGGAAETGRLGRQEERKHGLSSQNRSLNELSTGDSDDTSSSESERDPSLFPSDSRPSLGDNATES DTE RS

ARSI o - SR

>Nfu_TL0C107376532

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVSFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEDTSQDIEATIKPDPIQVQORSQPQQOYQLNSKKHHPYQPGNAEVPADQLANSKKKEIYQLN
SKKHHHYEPDPHMYDTQASRLKEVVKVQEPASKPTNPGWNLPLALQOKWIRDKDTGCLSKVKELAVEVRKPAVKEAQS
ENALKPNPKEATLPTAVSSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKDKHRDSSKEDKAQSTKPSDHLESSIPKE
ICNSRPISVAEHPLKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPEDMPLOQLTASSPPTSWTADTNIPMPTAVDQIR
IPSFPGDRKRKLSDPVEDRSKVFLASRSLSVPCSAVAPPOQDKPMDLHCSGPRDSRSPTCEAEGSQDEPMDLSCHKNRK

OVEAETQPQVDPQPTVKDTPPVHEDTOEPTDTS KE [N Y =

>Nfu LOC107395725
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENTILDPRLLDAFEDRERQEQLMGYRKRGPKPKH
VLVQVPSFARRSTILADLQESSLEDDNCQKSSPIQMICPQVQQYQLNSKKHHQYQPLCRESEQKNNGKKEFYYQLNSKK
HHHYQPDLKVHEPVFTKPQEVKAPELVNKGYNLPPALQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKVEA
TEDASPQSNGVRSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAAATNGDAAEKSSQRADSSIENHLAKMKLVKKLGLV
NGFVKHSKDKPAVLGSGLNGDGLKEKEPSPLVGRTETEQEKPEVRGQGKFLEDQPLQLTSSGASDERENRAGSGGLKR
PVGDLGGEDRDAKRFLSCRSISVPNAVPSPPLSVSTSONGLOTPAGLQDCGYVDQEEPMDLSMVKSRSSVCSATATEM
QTEAVTQTEPQTETHNASEDSSNHRTTKDETE]

>Nfu Cbx6 (Gene ID: 107375179)

MELSAAGDRIFAAEAILKRRVRKGRLEYLVNWKGWAMKHSTWEPEENILDDRLILGFEQKEREREMSGPKKRGPKPKN
LAMKTQTPKGETSSRASSSRONTPRLSLSTSSRAAFSSAPAPNLPSSSSSSSNMGPTPKLNSLAATHKLKKDIHRCHR
MSRRPLPRSDPMASSYSTSGGFPSRMHVSPEFSETVRILNRRVKPREVKRGRITILNLKVIKPSRGSTGAKNITTGRQONT
PSRNRIIGRKGEAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPMSEFYSHMGSCTSTGARNSHSTSSQYQAPPSPSSSSGS
EGKSCTNTTAKLSPPPAEASPFSKSNKALAETQKNSPARVSSSDVNPGVLASSFLPSSPSSSLEDEEQSSMDHSAPSD

TGKKNPRQHKAKHQSPSVLSPVTPAEQT PTSVE PQRVPAEG DE DN RS CRDVA D VR BiE 2 S

GPSSPSAGLENASSPAPVTVPEEPSSAKP

>Nfu LOC107388224

MELSAIGEQVEAVES IVKKRVRKGNVEYLLKWKGWPPKY STWEPEEHILDRRLVOAFEEKEEKDRVVGHRKKGAKAKK
LLLQSTVYTMDLRSAHKIPSKPSPRLRLSLTRSLDHDDNDDETWVACRLRSRTVHHKSKKTRSRNRCFDSTPSSSSOE
DWDEEEEEDEQEEKQTSESILNGQDVTDSWNTAAQTDTNAASE RENREACE CE D NSRS RVA < G F
FRNWGLEVWQQ

>Nfu LOC107376332

MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPEYSTWEPEDNILDPLLVLAYEENQEKIRSLAYRKKGLRPRK
LMLRNIFAMDLRSASKDSEKPPPRLRLSLTRSMSTDVEQLCRRPAGRRYRSRMTKLGSKRSSCKPIHLOQKKKLDSPLK
HWGEASEEDRPECESAAEEKCEDSCYGHSECSSPPEFVERQDLDVDVEKVDDQLTPINTEMWTNTADGGTTGTCQISAH
EQPKDNALASEAKLGDAVVSLGDRLDFDGGETGVEAGSECETGVEAGSECPSVDSIPRERSNTTSVIVRVQDYASTGV

KVEEGSANNQSVTHAT S S IIDGH - & ' GC

>Nfu LOC107395726



MELSAVGERVFAAESTIIKRRIRKGRSEYLVKWKGWSHKYSTWEPEENILDSRLEFVAFEQREROQRELFGPKKRGPKPKT
FLLKAESQGNTRSYELRNEATIRGMDVTYSCPEPVVTPRAREGLRTVVPTIFPPSAVNQGESICLRASDLSVLEHQRSE
HGDGSDEIHLPRKRGPKPKPLLEDCELHERQAEEPVRRCALQLGEEMGLVRVAHRHPENLSHKHHHHPLSRPVSSRTS
YYPFYSDNSRHTHTNLLDTHRTKDGSRCSAPAHFKHHSKVGPSRPAALPLMEKPYFLDRPSPTRIDADSVE

RN RRRRESSS < ;- TR oK R

>Nfu LOC107376533
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKSES
FLLKAKAKVKEKTYEFRRETPRSIQVSYPIPEHVVTPRAREGLRAVVPTIFPPSAVNRGESVPIRAPEPERRPRPPIP
EALDPESMRLPKKRGRKPNLYYDEQDSSPEPCPKRSRFPEESKMSRRMSYHGETSEQSLIQLTRRFOQEETTITPKSSS
ERRATSAGLACANAGVRKSDRERIYDLSRIRFSQCDNLKHEERGAEPSPSS

REEEE < GrFKEKR

>Fhe Cbx2 (Gene ID: 105932784)

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKEL LML
RBRKITEN T PEPEKSSSSSSASSSSSSDSSSSCSSSSSSSDDEDEGDDGYVKQAS PTVRPRELHPVPQKKAQT VMAKQ
EPPRKRSRKPLPPEGKDFQNKGPRKVPKTAKEVDLPGAIKKPVHPASFTFMGFHRSSGKDPVAGQYRSPLAQGGPAKG
PVGSAGSGRPSVQTSSLPASKSNQSRNAAEGKLSISSVNSGGSLDLKAAASKSKGVAALNLNT SKHPVQGTTQHTLSP
PGGQKKPHSPGSALLRVPGAKGGASQPAKSASSNQGPSLQOPLNLONKQISDAPGGGATAPPGLRNPAVPARKTAVTON
LETDANKGPATSGRPPARKPQPGGDKLREMNE IQTAKVQARLDKIQSPRDRTATKGSKKAKMTDMSTGEEESSSDSDQ

DSPYAGRAHPAAGON SRS DRSS /G © S LRN Y

>Fhe L0OC105937668
MFEGVTVGOVFDAECT LSKRORKGKFEY LVKWRGWS SKENSWEPEENT LDPRLLAAFHKREQERE L, LFQKKG
FPAATKDS GSSSSSSSSGLSSEPSSSSEEDEEHVKKAKPSPRVHPVPQKRPQILLAKPDPPH

KALRQAKSLPPPPPPRHHQPIRSSRDDLRPGVKKPLQPASFTYPGLSRSSREEGSSSFSQSSGSKPASLGCIWTDR
SLSASSSSSHSKGGPSQKPSELRRSFSETGSGSRADAFKASLKPGGASAPPGLHGSFGGHATAAQRPPLAHRRQEGGQ
TGLLOHKQONSSFSKQSPTPRERASQAANLRALNLQRVSKLPPGAVLOGGPRSGKGAAAGGQRSGPPSGGAGEPGRSR
AQPAAGSRPEERKHGPSSQGRSLNELSTGESDSSSSESERDASPFPDDSRPSGGGRAAESDTE

GFFSSRNH

>Fhe Cbx4 (Gene ID: 105940177)
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNILANLQGASLEDDGCQKSGPIQMIRPQAQQFQLNSRKLHOQYQPLSREREAEQQSNGKKFEFYELNS
KKHHHYQPDLKLHEPVYPKPRDIKAPELANKGYNLPAVLQQKWVRDKDSGCLTKVKDITMELKKLPADLNGQKGTERA
KPKEDASPQSNGVSGGKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKNADSDDAERPLOGAESSVERHLAKMKLVKQ
LGLMNGFAKQPKDDPAVPGSGIKGDCCKQKELSLQAERTAKEQDRPTEVGGEGRLPQDQPLOLTNKLDLPSERGAPEK
TGAQNRLHGLKRHLSDADAEEHGCSKRFLSCRSISAPDTVDSPSRTAVVDONGROSPALQODYGYQDQDEPMDLSIVK
SRPAPSACAEPETGTRAEEHAHSHDDTHTHTDTHTESQTETHEPSEEERADSASGSHQQARRDEAF]

>Fhe L0C105933040
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFOHRERQEQMLGYRKRGPKPKH
LLLQVPSFARRSSIPGSFEETAQDAEGTLKADPTQTPRSQPQQYQLNSKKHHQYQPSSQEVPADALNNSKKKEFIYQLN
SKKHHHYEPDPHMYDAQVSRLKEVVKVQEPPSKLANPGWTLPVALQOQKWIRNKDTGCLSKVKELAVEVRKPVKEAPSE
NALKPNPKEATLPSAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKDKHRDSPREEKTQSAEPSDSNPTARTKMT
ELPENGIPKEICKGSSLSVAEHPLKCSPKDRHESKPSPSTAEEYNTEVARGQADLPEDLPLQLTASSPPTSWTADTTI
PTPTAVDQIRIPSFPCDRKRKLSDPVEDRNVGKTYLASRSLSVPGASAAPPQDKPMDLHCGATRPSGTRATYGEDGSQ

EEPMDLSFPRNRRQLEAEAPPQAEAEPAVKDTPPAKENAQT PSEKA PE DN SR
M-

>Fhe cbx6a (ENSFHEG00000010219)
MELSAAGDRIFAAEATLKRRVRKGRLEYLVKWKGWAMKHS TWE PEENILDDRL I LGFEQKEREREMHGPKKRGPKPKN
FVVKACGSKAEPSSRASSSRONTSRSSSSTSSRAAPSSSSAAPHTLPFSSSSSAPSPKLNSLAATHKLKKDIHRCHRM
SRRPLPRSHPTGPAFSTPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRI I LNLKVINKPGRGGAAAGSRNGQSGRQ
NIPSRNRIIGRKGEAPYRPFQPPLKMLGFPMYGKPFGLOCGGPMSFHSQTGSCSSAGARASSSSQRQAPPPPSSSSSN
SSNAAAKPPQSDAEASKESKSSKAPPGTQKPPSSASCSEANNKSPAPPSPSSSLEDQDEDAVDSSQASEGGRNSPCQH
KAKHQSASAVPPVDPDQPSAPVE PQRVPAEGD BB NGBS GOV DR EEESE ~. S G PASPSASVE
SASSPPPAATSEEPSVPKP

>Fhe LOC105930863
MELSAIGEQVFAVESILKKRLRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAFEDKEERDRVIGHRRKGAKSKR
LLLODTVYTMDLRSAHKIPAKPPPRLRLSLTRSLVADEEDDETYVPCAAGSRIQLTHRKSKHRGPQSRCLNGTPPSPS
REDWEEEEEENSPEESEQRDEEEEQEEAQMEGAEMREGVENGHRDTDNWSTAAGANAATASE

NSRS < o - rROWGLEY

>Fhe LOC105917993



MELSSIGEQVFAVESITKKRIRKGHVEYLLKWOGWPPENSTWEPEDNILDPLLVMAYEENQEKLRSLSFRKKGLRPRK
LVLRNIFGMDLRSAHKDNEKPPPRLRLSLTRSMSTDVEQVCRRPARRRIRQRVTKAFPKHSSNKPIRDQRMEMEPMEK
DWGGTSEEDKHGCESTTEERCGDSLYGQSECSSPQFLEEMDVELEVEEKAVCPDMWPDGGIFGTSPRHTNALEQSEEN
TLAAEAEPGDAVSPGDGSGWGEAKAVEACPECPQEEKKNATSVIVRVQGCGKTTGEAVSVTSDSELKKDEVRSDNQSV

TVTASGRP A RN RARA F F'HGC

>Fhe Cbx8 (Gene ID: 105940179)

MELSAVGERVFAAESTITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKTKFYEFRREAVRGMHITFPTPEPVFTPRAREGLRAVVPTIFPPSSVNRGESVRPSEPSPHEHRHPPLQ
QAASDGHAHTPKKRGPKPKPRFVDDGEFGPAASEPHRRRAEEGESHGAYRLAQFQEDEETRLOKSAHRHSENHAHVHKH
HHHHQHHYSHRHHHHTQKASSGASYKHFHAQRCADPHRTKDGSAHLAAAHFHKHRPRTGONPSRAAGPPPTEKPYFLD

RRSPARLEDGOD D NSO NAD NSO 0 G * K DSR

>Fhe LOC105933049
MELSAVGESVFAAESTITKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKSKEKTYEFRRETPRGIQVSYPVPEPVITPRAREGLRAVVPTIFPPSAVNRGESVPIRHPEPERRPRPAAS
EAFLDQESVQFPRKRGRKPKLLPHYGPQDASGSAEPASKRSRSLEEQSVVSRRLHHHGETSDHTLLOQLTKRFQEETT I
TPKSGSEQRHAGLSYTCAFSPSARKSEGHRTYSLSRMHFPOQHGQPRRPEDERRRQAAAESSPPDPFAPS

KGFFKDKR

>Kma Cbx2 (Gene ID: 108237824)

MEELSAVGEQVFDAECI LNKRLRKGKLEFLVKWRGWS SKHNSWEPQENTI LDPRLLAAFNKKEQEKELLMLKRGKRPRG
RPRKILENVPEPSKSSSSSSASSSSSCDSSSSCSSSSSSSDDDDDESHVKQPSPAVRTRELHPVPOQKKAQIVMKQEPQ
KKRSKKPPEAKEFLQSKSPRKILKTTKDPDLPGAIKKPVHPSSFTFMGFHRSSARDVVAAQYRSPVQGGAVKMSSVGP
SRSPVQTPSLPLNRTSQIRSGTEGKLSISSMNSGASLDLKTAACKSKGVAALNLNTSKHPIQGSTQHTLSPPSGHKKP
PAPVSTVQRTPSTKAVASSQGSGPQPLNLONKKSLGPGPTPASDLRGPSNPARKTTVPQSQESNPPKSPVIPGRLLAR
KAPPVGDKDGNEIQSNKVQGRLDKSCPDIQNQQERIPTKGSKKAKITEMSTGEEESSSDSDPDDS CAGQGHSVSQN.

GFFSIRNY

>Kma_LOC108249256
MDGVTVGQVFDAECILSKRQRKGKFEYLVKWSGWS SKHNSWE PEENT LDPRLLAAFHKREQERELLFQKKG
PAAMKDARSSSSSSGLSSSPSSSSEEEEEEEEEEEDDDEEHMKKAKPS PRLHPVPQKRPQILLAKPDPP

KALRPPLPRHHOPTRSLREDPRPGVKKPLQPASFTYTGLSRTSRDEGTSSPQSSFSQSSASKPGALS
CIWTGRSLSASSSSHKTGPSHRNSELRRSVSETGSGFKGSLKAGGASASLHSSFGGGPTAPQRPPLGPRRQEGAGGPQ
NSTFSSPTPRDRASQALSLRALNLQOSVSSSLGGNPDPRGAGIGQRSALTAGGAAEPGRGREAGSROEERKHGSSSONR
SLNELSTGDSDETSSSESEHDATMFPDNSRPSLGTSAADS DTE DR AR e D VAN RIS / G
FFSSRNH

>Kma Cbx4 (Gene ID: 108245485)
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNVLADLQETSLEDDDCQKSSPIQMLRPQAQQYQLNSKKHHQYQPLCREREAEQQANGKKEFYYQLNS
KKHHHYQPDLKVHEPMFAKPQEVKAPELANKGYNLPPVLQQKWVRDKDSGCLTKVKDITMELKKLPADLNEHKEPEKV
KTKEDASAQANGVSGSKLKIVKNKNKNGRIVIVMSKYMENGMQATKSKNGDPETAERSPQGTDSSVEKHLTKMKLIKK
LGLVNGFAKLPTDKPAVLGSELNGESLPKKEQLLRIEQTVTEQDKHDEVRGGGPLPEDQPLQLTSKPNLPSSDKGGSQ
AGFQGLKRPFSDTDGEEHGANKRFLSCSSSNMVSSPSQCVAIDONGHQSRAGLODCGYTEQEEPTIDLSTIVKPRPLICS
ATPAEVLTLPHIETQTQTETHKPPQESSESDSNHKTRKDET

>Kma LOC108239245

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETSQDAEAMLKPDPVOVORSQPQOQYQLNSKKHHOYQPNSQEVPADQLANSRKKFIYQLN
SKKHHHYEPDPHMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAIKEAQS
ENALKPNPKDAMLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKDKHRESSKEEKPQTVKPPENNPTLRTKM
LEHLESGISKAICNGRSISVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQOADLPEDLPLQLTASSPPTSWTADTS
IPTPTAVDQIRIPSFPGDRKRKLSDPVEDRNFGKVYLMSRSLSVPCSAVAPPQDKPMDLHCSGPRLSSTSTYDVEESQ

EEPMDLSYPKNRKQVETEAPPQSEPEPAVKDTPPGQEDAQK T TEK SKE N ARRAS MG DN ey
ficr

>Kma Cbx6 (Gene ID: 108231568)
MELSAAGDRIFAAEATLKRRVRKGRLEYLVKWKGWAMKHS TWE PEENI LDDRLILCFEQOKEREREMHGPKKRGPKPKH
LAAKTRGOKGETSSRASSSRONTSRSSSSTSSRAAPSSSASLPNLPSSSSSSSTVAPSPKLNSLAATHKLKKDIHRCH
RMSRRPLPRSNPMASTFSSPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRI I LNLKVIDKPSKGGAAAGARNMAAG
RQONIPSRNRIIGRKGEAPYRPFQPPLKMLGFPMYGKPFGLOCGGPMSFHSHPGSRTSSGARNSHSTSSHYQAPPSPSS
SSGSEGKSQPAAKASPPSKDSKSGKALTETPKSPSAPASSSDANPGALACSSLPSSPSSSLEDEEQGSTDPSLPSEAG
RKNPRQRRAKNQPPSTLPPGTPGEQTPAPAEPQRVPAEG D ED A SRS 2. S G P
SSPSAGPEGASSPPPPVTPSEDPSPVKP

>Kma LOC108236253



MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPEYSTWEPEDNILDPLLVMAYEENQEKIRSLAYRKKGLRPRK
LVLRNIFAMDLRSAHKDAEKPPPRLRLSLTRSMSTDVEQAIRRPSRRRNRLRLTKRSEFNKPVLQOQOQOOQQKKVDSMQKD
WGGSGEEEKPECESAAEERCEDSCYGQSEWSSPPFLEQODLDVEVEVEVEEKVDQQAETCADRLDRGAPEQPKDTTLV
SEPWPGDAVVSPGDGSEKDVEAGWEDGPRERNNATLVIVRVQGSNVCATAEPQREQVDNHCVTTTTAGLP

PRKVIVINVTVNSLTVTFKEAKGPECTFXEC

>Kma_ LOC108250439

MELSAIGEQVEAVES IVKKRVRKGNVEYLLKWKGWPPKY STWEPEEHILDRRLVOAFKEKEERDRV I GHRRKGSKAKK
LLLONTVYTMDLRSAHKIPAQPPPRLHLSLMRSLVPGDEDGLYAACRLRPPPQQPHRKSKHRRSPHRCLNSSSPSSSQ
ENLEEEEESLAEDGEESEEERQMDQKEATIKRGERDLNGQGGTDHWDSAVVPDASE KA GOV D Nem

EBRESRVA R GF FRDWGLEVWQO

>Kma LOC108228443

MELSAVGERVEAAESTTKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEVAFEQRERERELYGPKKRGPKPKT

FLLKAQAKVKTRSYEFRNEAVRGITYPSPEPVVTPRAREGLRAVVPTIFPPSAVNRGESICLRPSELSVHDHREAGSD

GPRKRGPKPKPRLVDGSCGPSVSEPHKRRAEEQLSHGAHKLPKLPRGEEGNHKHHHVYYHHHHHHHHCSQGRET SGGT

SYRQLCSDRSLPPYKSDSHGPQGGSGYLAPAHFKHHSKVSPGRPAAPPLMEKPYFLDRPSPTRLHDDLEE iREONS
KGFFRDKR

>Kma LOC108239259
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSQKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKERTYEFRREAPRGIQVAYPIPEPVTTPRAREGLRAVVPTIFPPSAVNRGESVPVRPPEPERRPRPPPP
DALMDQGSTRYPKKRGRKPKFHYEPQEAAGGSAEPASKMSRRLLHHGETSEQSLLQLTRRFQEKTTITPKPTGERRHA
GGLSYAFNRSARRGVQEGHRTYGLVSFHAPGRLRHPAEERAEPSQS

BxGFFRGKR

>Mze LOC101465599

MEGVTVGQVFDAECTLSKRPRKGKFEYLVKWRGWS SKHNSWEPEENTLDPRLLAAFHKREQERELLFQKKGKRPRGRE
RRTOPAPTVTKDDRSSSSSSSGLSSTASSSSSEDEEHTKKVKPAPRVHPVPQKRPQILLAKPDT PREKKRGRKPLHPD
HRALROAKSRPPPPPSPPGPRHHQLPRDEPRASVKKPLOPASFTYTGLSRSAREEAGSASQTSSASFSQASKPGGLGC
IWTNRSLSTSSLSSSSTSONKATPTAQNKNSLSELKRSVPEIGRGDGFKVTPVKOGGASGSLGLHSSFGGGAVVQRPL
LAQRRODGSGGQSGVAPHKHLSTSLSKPPSSASPSPRDRASQALSLRALNLQSVGKLPPTSGLOGSNTSGVAVARANP
RSSGSGMVIKGGAKDARTGGGAPEQGMTKDKLTGGGAARGNSGVRQDGRKHVLGSQNRNLNELSTGDSDETSTSESET

EDPLFPSNSRPSRGNNATDS DTE [ OIS /G S SRNH

>Mze LOC101477503

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENTILDPRLLDAFQDRERQEQMMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEASLDEDSCONASPIQMLRPQPOHYQLNSKKHHQYQPLCREREAEQQANGKKFEFYYQLNS
KKHHHYQPDIKVHEPIFAKPKIDVQAPELANKEYNLPPVLOQOKWVRDKDSGCLTKVKDITMELKKLPANENGHKEQEK
PKPKEDALPQPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKVKNGECDAAEKPPQGTDNGAEKHLEKMKLVK
KLGLINGFAKSPVDKATSLSSGEFNGNCPKEKEPSLKAELTVTEQDKHVEVRGQGQLPEDQPLOLTTKPNLLSRPLNRG
VPSSQDKREGQGGFQGLKRHLSDTDGEEREGSKRFLSSRSISAPNTASSPVQSINIDONGHHSHPGLQDCGYVDQVEP
IDLS IVKSRPKAPVPTAAQPETHTQPEALTHTEEERQTEADTQTETQLETQQPAEVENAESLSVSNHEQKK_

>Mze LOC101467610

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFOHRERQEQLMGYRKRGPKPKH
LFLQVPSFARRSSIPAGFEETSQDAEGNLKSDPIQAQQORSQPOQYQLNSKKHHQYQPSSQEVPGDQLASNKKKEIYQL
NSKKHHHYEPDPNMYDTQASRLKEVVKVQEAASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAVKEAE
SEHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPQONMKTSENNPAHATK
LEEHLENGIPKEICNGSSLSVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVACGQADLPDDLPLQLTASSPMTSWAVDT
NIPTPTAVDQIRIPSFPADRKRKLSDPVEDRSVSKIYLSSRSFSVPSTVVTPPQDKPMDLHCNGPRQSGVCTYEDLGS

QEEPMDLSCPKTKKQAPAET PPEPEPAVKDAPPVTEDTQISTEASKEA BN C D VEEa

>Mze ENSMZEG00005006699

MELSAGDRIFAAEATILKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKNL
VMKARGQKGESGSRASNTRQTTLRPTSSTSNRAASSSSSASAHLLPSSSSSAVAPSPKLNSLAATHKLKKDIHRCHRM
SRRPLPRTDPMATTFSNPGGFPSRMHVSPEFSETVRILNRRVKPREVKRGRI ILNLKVIDKAGRGGTAAGGRNISAGRQ
NIPSRNRIIGKKREAPYRPFQPPLKMLGFPMYGKPFGLQCGGPVPFHSHPSSCSSTGARESRTSPSQFQAPPSPSSSS
GSEGKSPTNATAAQSQPSTGASPSSKDPKSSKPHADTQKSQSTKSSTPAASSDANQAASSSSPFLPSSPSSSLEDEED

EGAPDRTVPSEEGRKNPRQCRAKHQLPTALPPATPGDQTSAPTEPPRVPAEGD BN NS CRDV DN

EEREEESE~ SCPASPSASPENASSPPPTAASDDPSPAKP

>Mze Cbx7 (Gene ID: 101468311)



MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAYEEKEQRERALGPRRKGAKSKR
ILLONTVYTMDLRSAHKIPEKPAPRLRLSLTRSLLPEDDHQPYRQESQHRLRTKEFRCENSNPPSPRQENWEEHGEED
EEEEDEEEGENSMEDDEDREEEQEETQKNTAKESDGILNGHERTDGWSSTGPDEGTTSE

KGFFRDWGLKV

>Mze LOC101477848

MELSSIGDQVFAVESITNKRVRKGAVEYLLKWOGWPOKYSTWEPEDNILDPLLVLAYEENREKIRTLTYRRKGLRPRR
PILRNVFAMDLRSAHKMTEKPPPRIRLSLTRSMSTDVDHVEHGSMYQRQVRRNGWQRVAKGGRDGKRMHLQKKKME PM
EEDWGGTSEEEKSESTMGERCEGSLYGLSECSSPALLEQHDLELQVGEKLGGDLMPVSSHTWIDIMGECDSTPKPMLV
RSQSKDSTSASEARLGDAVSVSDRSDSDRGEEGWESGPERSNATSVIVSIRGSRGTAGDAATVESLAEVRKEEARGDD

5 TV P S D O B NS RS ARA - 7 < G Y

>Mze Cbx8 (Gene ID: 101477208)
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKSKSYDFRSEAVRGMRVTYPTPEPIATPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSPREHQQSL
LHTSSEDLIHIPKKRGPKPKPRFNEVFSEHHKRRGEEQESHGPHKLAKLQGGEDMRLVKLAHRHPENHGHSHKHHYHH
HHHHHHHTQRSGESSYKQLYSDRGLHPHRTDMDTHRIKDVSAYLVPAHFKHHSKMSLSRPAELPOMEKPYFLDRPSPT
RLDDDLDE RO NS - G | < DKR

>Mze LOC101467917
MELSAVGESVFAAESTITIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFSAFEEREREREMFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAHRGIQVSYPIPEPIITPRAREGLRTVVPTIFPPSAVNRGESVHIRPPELERRPRTTPA
AQQFPKKRGRKPKMHMHYDKDDGSSSAEPDAKRSKFTNEPTSHHSRRPHHHGETSDHCLMQLTKRFQEETTITPKSHS
EQRHLGGAGFSYPCALASDLRKSEQGRHRIHCLSMKRPAANENSLPREQASPSHTDSIHESSEHP

DN AERESENS < c - < DKR

>0ni Cbx2 (Gene ID: 100704060)

MEELSAVGEQVFDAECI LNKRMRKGKLEFLVKWRGWS SKHNSWEPQENI LDPRLLAAFNKKEQEKELLLRKRGKRPRG
RPRKILENMPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDDDNGQVKQVSPSVRTRELNPVPOQKKAQIVMAKQE
PPKKRSRKPLPSEVKEFQONKGPRKTAKDTDIPGAIKKPVHPASFTFMGFHRGSARDTVGGPNRSSLAQVGAVKNSLS
SVGSGRPLVQPSSLPLNKSSQSRNVTESKLPVSGMSSGTSLDLKAAPVKSKGVAALNLNTSKHPIQGTTQHTLSSPNG
QKKPPAPVMTPQRTPGAKTAASLPSNNVSSNQGLOPLNLONKLVQSNDAPGNGTAPVSGPRNAANPARKPVTQNPECN
PPKSPATPGRLQARKTQPGTDKVREVNDIQASRVQGRLERSGVHKSPTDVQSQQODRSASKDGKKAKMNEMSTGEEESS
SDSDODS S YAGQVAVQS DRSOV IESIBIS G i F S TRNC

>0ni LOC100695490

MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENI LDPRLLAAFHKREQERELLFQKKGKRPRGRP
RREOBAPrTVTKDDRSSSSSSSGLSSTASSSSSEDEEHTKKVKPAPRVHPVPQKRPQILLAKPDT PREKKRCGRKPLHPD
ERALRQAKSRPPPPPPPPAPRHHQLPRDEPRPSVKKPLOPASFTYTGLSRSSRDEASSASQTTSASFSQASKPSALGC
IWTNRSLSTSSLSSSSASQNKATPTAQNKNSVSELKRSVLEMGRGDGFKVTPLKQGGASGSLGLHSSFGGGAAVQRPL
LAQRRQDGSGGQSGVAPHKQLSTSLSKPSSSASPSSRDRASQALSLRALNLOSVGKLPPTSSLOGSNTSGMAVARANP
RSSGSGMVVKGGAKDARAGGGATEQGRMKDKLTGGGAARGNGGGRQDGRKHALGSQNRNLNELSTGDSDETSTSESET

EDALFPSNSRPSLGNNATDS DTE OV RSIIS /G *S SRNH

>0ni Cbx4 (Gene ID: 100712470)

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWS PRYNTWEPEENILDPRLLDAFQDRERQEQMMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEASLDEDSCONASPIOMLRPQPOHYQLNSKKHHQYQPLCREREAEQQANGKKFYYQLNS
KKHHHYQPDIKVHEPIFAKPKQDVQAPELANKEYNLPPVLQQOKWVRDKDSGCLTKVKDI TMELKKLPANFNGHKE PEK
PKPKEDALPQPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMOPAKVKNGECDAAEKPLOGSDNGAEKHLEKMKLVK
KLGLINGFAKSPVDKASSLSSGFNGNCPKEKEPSLKAELTVTEQDKHVEVRGQGQLPEDQPLQOLTTKPNLLSRPLNRG
VPSSODKREGQOGGFQGLKRHLSDTDGEEREGSKRFLSSRSISAPNTASSPVQSITIDONGHHGHPGLODCGYVDQVEP
IDLSIVKSRPKAAVPTAAQPETHTQPEALTRTEEERQTEPDTQTETQLETQQPAEEENAESLSVSNHEQKT

>0ni LOC100692384 / ENSONIG00000017179
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETSQDAEGNLKSDPIQAQQORSQPQQOYQLNSKKHHQYQPSSQEVPGDQLASNKKKFIYQL
NSKKHHHYEPDPNMYDTQASRLKEVVKVQEAASKPANPGWNLPLALQQKWIRDKDTGCLNKVKELAVEVRKPAVKEAE
SEHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPQONMKTSENNPAHATK
LEEHLENGIPKEICNGSSLSVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPLTSWAVDT
NIPTPTAVDQIRIPSFPADRKRKLSDPVEDRSVSKIYLSSRSESVPSTVVTPPOQDKPMDLHCNGPRQSSVCTYEDLGS
QEEPMDLSCPKTNKQAQAETPPEPEPAVKDAPPVTEDTQISTEASKE

>0ni Cbx6 (Gene ID: 102077022)
MELSAAGDRIFAAEATILKRRVRKGRLEYLVKWKGWAMKHS TWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
LVMKARGQKGESSSRASNTRQTTSRPTSSTSNRATSSSSSSASAHLLPSSSSSAVAPSPKLNSLAATHKLKKDIHRCH



RMSRRPLPRTDPMATTESNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGTAAGSRNISAG
RONIPSRNRIIGKKREAPYRPFQPPLKMLGFPMYGKPFGLQCGGPVPFHSHPGSCSSTGARESRTSPSQYQAPPSPSS
SSGSEGKSPTNATAAQSQPSTGASPSSKDPKSSKPHADTQKSQSTKSSTPAPSSDANQAASSSPFLPSSPSSSLEDEE

DEGAPDRTVPSEEGRKNPRQRRAKHQLPTALPPTAPGDQTSAPAEPORVPAEG DB S RNV

EREEPSE~ SCPASPSASPENASSPPPVAASDDPSPAKP

>0ni Cbx7 (Gene ID: 102076083)
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAYEEKEQRERALGPRRKGSKSKR
ILLONTVYTMDLRSAHKIPEKPEPRLRLSLTRSLLPEDDHQSYRQESQAQHRLRRKEFRCENSNPPSPROENWVEHGE
EDEEEEDEEEEENSMEDDEDREEEQEETQKNTAKESNGILNGHERTDGWSATGPDEGTTSE

KGFFRDWGLKV

>0ni LOC100700457

MELSSIGDQVFAVESITNKRVRKGTVEYLLKWOGWPOKYSTWEPEDNILDPLLVLAYEENREKIRTLTYRRKGLRPRR
PILRNVFAMDLRSAHKMTEKPPPRIRLSLTRSMSTDVDHVERGRMYQROVRRNGRQRVAKGGRDSKRMHLQKKVEPME
EDWGVTSEEEKSDSTMGERCEGSLYGLSECSSPALLEQHDLELEVEEKVDGDLMPVSSHTWIDVMAECDSTPKPMLVR
SOSNDSASASEATPGDAVSVSDRSDSDRGEEGWELVPERSNATSVIVSIRESRGTAGDAATVCSLAEVRKEEARGNDQ

1 P S A O N S AR - o 7 "R G Y

>0ni Cbx8 (Gene ID: 100712202)

MELSAVGERVFAAESI IKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKSKSYDFRSEAVRGMRVTYPTPEPVATPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSPREHHQSL
LHOTNSEELIHIPKKRGPKPKPREFNDGFSEHHKRRAEEQESHGPHKLAKLQGGEDMRLVKLAHRHPENHGHSHKHHYH
HHHHHHHHTQRSGESSYKQLYSDRGLHPHRTDMDTHRMKDGSGYLVPAHFKHHSKMSLSRPAELTOMEKPYFLDRPSP

TRLDDDLDE S GO RBS SIS G ™ < DKR

>0Oni LOC100692384 / ENSONIG00000017182

MELSAVGESVFAAESTTIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLEFSAFEEREREREMFGPKKRGPKPET

FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPIITPRAREGLRTVVPTIFPPSAVNRGESVHIRPPEPERRPRTTPA

AALTVQESQQFPKKRGRKPKMHMHYDKDDGSSSAEPDAKRSKFIKEPTSHHSRRPHHHGETSDHCLMQLTKRFQEETT

ITPKSHSEQRHLGGAGFSYPCALASDLRKSEQGRHRTHCLNMKRPAANEYSLPREQAAVTPSHTDSI HDSSEHPA-
KGFFKDKR

>Hbu LOC102307411

MEELSAVGEQVEDAECILNKRMRKGKLEFLVKWRGWS SKEHNSWEPQENILDPRLLAAFNKKEQEKELLLRKRGKRPRG
RPRKILENMPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDDDDGGQVKQVSPSVRTRELNPVPQKKAQIVMAKQ
EPPKKRSRKPLPSEVKEFQONKGPRKTAKDTDIPGAIKKPVHPASFTFMGFHRGSARDAVGGPNRSSLAQVGAVKNSL
SSVGSGRPSVQPSSLPLNKSSQSRNVTESKLPVSGMSSGTSLDLKAAPSKSKGVAALNLNTSKHPIQGTTQHTLSSPN
GQOKKPAPVTTAQRIPGAKTAASLPSNVSSNQGLOPLNLONKLVQSSDAPGNGTAPVSGPRNAANPARKPVTQONQECKP
PKSPATPGRLQARKTQPGTDKVREVNDIQASRVQGRLERSGVHKSPTEAQSQQODRSASKDGKKAKMNEMSTGEEESSS

DSDODS SYAGQVAVOS iSOV ISISES /G 'S TRNC

>Hbu L0C102302910
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG
FPTVTKDDRS SSSSSSGLSSTASSSSSEDEEHTKKVKPAPRVHPVPQKRPQILLAKPDTPQ
RALRQAKSRPPPPPSPPRHQQLPRDEPRASVKKPLQPASFTYTGLSRSAREEAGSASQTSSASFSQASKPGGLGCIW
TNRSLSTSSLSSSSTSQONKATPTAQNKNSLSELKRSVPEIGRGDGFKVTPLKQGGASGSLGLHSSFGGGAVVHRPLLA
QRRQDGSGGQSGVAPHKHLSTSLSKPPSSASPSPRDRASQALSLRALNLQSVGKLPPTSGLOGSNTSGVAVARANPRS
SGSGMVVKGGAKDARTGGRAPEQGVTKDKLTGGGAARGNSGVRODGRKHALGSONRNLNELSTGDSDETSTSESETED
ALFPSNSRPSRGNNATDS DTE DR AR D AN AR ESBS / G F'S SRNH

>Hbu Cbx4 (Gene ID: 102295423)

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQODRERQEQMMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEASLDEDSCONASPIQMLRPQPOHYQLNSKKHHQYQPLCREREAEQQANGKKFEFYYQLNS
KKHHHYQPDIKVHEPIFAKPKIDVQAPELANKEYNLPPVLOQOKWVRDKDSGCLTKVKDITMELKKLPANENGHKEQEK
PKPKEDALPQPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKVKNGECDAAEKPPQGTDNGAEKHLEKMKLVK
KLGLINGFAKSPVDKATTLSSGEFNGNCPKEKEPSLKAELTVTEQDKHVEVRGQGQLPEDQPLOLTTKPNLLSRPLNRG
VPSSQDKREGQGGFQGLKRHLSDTDGEEREGSKRFLSSRSISAPNTASSPVQIINIDONGHHSHPGLOQDCGYVDQVEP
IDLS IVKSRPKZ—\PVPTAZ—\QPETHTQPEZ—\LTHTEEERQTEZ—\DTQTETQLETQQPZ—\EVENAESLSVSNHEQKK_

>Hbu L0OC102309824

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LFLQVPSFARRSSIPAGFEETSQDVEGNLKSDPIQAQQORSQPOQYQLNSKKHHQYQPSSQEVPGDQLASNKKKEIYQL
NSKKHHHYEPDPNMYDTQASRLKEVVKVQEAASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAVKEAE
SEHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPONMKTSENNPAHATK
LEEHLENGIPKEICNGSSLSVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPMTSWAVHT



NIPTPTAVDQIRIPSFPADRKRKLSDPVEDRSVSKIYLSSRSESVPSTVVTPPOQDKPMDLHCNGPRQSGVCTYEDLGS
QEEPMDLSCPKTKKQAQAETPPEPEPAVKDAPPVTEDTQISTEASKE

>Hbu Cbx6 (Gene ID: 102311013)
MELSAAGDRIFAAEATLKRRVRKGRLEYLVKWKCWAMKHS TWE PEENT LDDRLILEFEQOKERERE LHGPKKRGPKPKN
LVIKARGQKGESGSRASNTRQTTLRPTSSTSNRAASSSSSASAHLLPSSSSSAVAPSPKLNSLAATHKLKKDIHRCHR
MSRRPLPRTDPMATTFSNPGGFPSRMHVSPFSETVRI LNRRVKPREVKRGRI I LNLKVIDKAGRGGTAAGGRNISAGR
ONIPSRNRIIGKKREAPYRPFQPPLKMLGFPMYGKPFGLOCGGPVPFHSHPGSCSSTGARESRTSPSQFQAPPSPSSS
SGSEGKSPTNATAAQSQPSTGASPSSKDPKSSKPHADTQKSQSTKSSTPAASSDANQAASSSSPFLPSSPSSSLEDEE
DEGAPDRTVPSEEGRKNPRQCRAKHQLPTTLPLAAPGDQTSAPTEPPRVPAEGD BN EAES CRDVAD VN
REEPSE . SCPASPSASPENASSPPPTAASDDPSPAKP

>Hbu Cbx7 (Gene ID: 102304092)

MELSAIGEQVEAVES IVKKRVRKGNVEYLLKWKGWPPKY STWEPEEHILDRRLVOAYEEKEQRERALGPRRKGAKSKR
ILLONTVYTMDLRSAHKI PEKPAPRLRLSLTRSLLPEDDHQPYRQESQHRLRRKEFRCFHSNPPSPRQENWEEHGEED
EEDEEEEENSMEDDEDREEEQEETQKNTAKESDGILNGHERTDGWS STGPDEGT T SE NNV CE D iRe

SRS < o - rROWG LKV

>Hbu LOC102302921
MELSSIGDQVFAVESITNKRVRKGAVEYLLKWOGWPOKYSTWEPEDNILDPLLVLAYEENREKIRTLTYRRKGLRPRR
PILRNVFAMDLRSAHKMTEKPPPRIRLSLTRSMSTDVDHVEHGSMYQRQVRRNGWQRVAKGGRDGKRMHLQKKKME PM
EEDWGGTSEEEKSESTMGERCEGSLYGLSECSSPALLEEHDLELQVGEKLGGDLMPVSSHTWIDIMGECDSTPKPMLV
RSQSKDSTSASEARLGDAVSVSDRSDSDRGEEGWESGPERSNATSVIVSIRGSRGTAGDAATVCSLAEVRKEEARGDD
S TV P D OIS I =~ 7 <G Y

>Hbu Cbx8 (Gene ID: 102295731)
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKSKSYDFRSEAVRGMRVTYPTPEPIATPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSPREHQQSL
LHTSSEDLIHIPKKRGPKPKPRFNEVFSEHHKRRGEEQESHGPHKLAKLQGGEDMRLVKLAHRHPENHGHSHKHHYHH
HHHHHHHTQRSGESSYKQLYSDRGLHPHRTDMDTHRIKDVSAYLVPAHFKHHSKMSLSRPAELPOMEKPYFLDRPSPT
RLDDDLDE RS NASRDVANNRSSSIe - G 'K DKR

>Hbu LOC102309508
MELSAVGESVFAAESTITKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLESAFEEREREREMFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPIITPRAREGLRTVVPTIFPPSAVNRGESVHIRPPESERRPRTTPA
AAQQFPKKRGRKPKMHMHYDKDDGSSSAEPDSKRSKFTKEPTSHHSRRPHHHGETSDHCLMQLTKRFQEETTITPKSH
SEQRHLGGAGEFSYPCALASDLRKSEQGRHRTHCLSMKRPAANENSLSREQASPSHTDSTHESSEHP

KGFFKDKR

>Nbr LOC102797064

MEGVTVGQVEDAECTLSKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRELAAFHKREQERELLFQKKG
FPTVTKDDRSSSSSSSGLSSTASSSSSEDEEHTKKVKPAPRVHPVPQKRPQILLAKPDTP

RA

LROQAKSRPPPPPSPPGPRHHQLPRDEPRASVKKPLOQPASFTYTGLSRSSREEAGSASQTSSASFSQASKPGGLGC
IWTNRSLATSSLSSGSTSONKATPTAQNKNSLSELKRNVPEIGRGDGFKVTPLKQGGASGSLGLHSSEFGGGAVVQRPL
LAQRRQODGSGGQSGVAPHKHLSTSLSKPPSSASPSPRDRASQALSLRALNLQSVGKLPPTSGLQGSNASGVAVARANP
RSSGSGMVVKGGAKDARAGGGAPEQGKDKLTGGGAARGSSGVROQDGRKHALGSQNRNLNELSTGDSDETSTSESETED

ALFPSNSRPSRGNNATDS DT AN R - 5.

>Nbr L0C102782953

MEELSAVGEQVFEFDAECILNKRMRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLLRKRGKRPRG
RPRKILENMPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDEDDQVKQVSPSVRTRELNPVPOKKAQIVMAKQEP
PKKRSRKPLPSEVKEFQONKGPRKTAKDTDIPGAIKKPVHPASFTFMGFHRGSARDTVGGPNRSSLAQVGAVKNSLSS
VGSGRPSVQPSSLPLNKSSQSRNVTESKLPVSGMSSGTSLDLKAAPSKSKGVAALNLNTSKHPIQGTTQHTLSSPNGQ
KKPPAPVTTAQRIPGAKTAASLPSNVSSNQGLOPLNLONKLVQSNDAPGNGTAPASGPRNAANPARKPVTONQECKPP
KSPATPGRPQARKTQPGTDKVREVNDIQASRVOGRLERSGVHKSPTEAQSQQODRSASKDGKKAKMNEMSTGEEESSSD
SDODSSYAGOVAVQS DN RIS G S TRNC

>Nbr LOC102794988
MELPAAGEHVEAVEGTEKKRIRKGKIEY LVKWRGWS PKYNTWEPEENT LDPRLLVAFQHREROEQLMGYRKRGPKPKH
LFLOQVPSFARRSSIPAGFEETSQDAEGNLKSDPIQAQQORSQPOOYQLNSKKHHQYQPSSQEVPGDOLANNKKKEIYQL
NSKKHHHYEPDPNMYDTQASRLKEVVKVQEAASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAVKEAE
SEHALKPNPKDATLPSAISSKMKITKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPONMKTSENNPAHATK
LEEHLENGIPKEICNGSSLSVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPMTSWAVDT
NIPTPTAVDQIRIPSFPPDRKRKLSDPVEDRSVSKIYLSSRSESVPSTVVTPPQDKPMDLHCNGPROSSVCTYEDLGS
QEEPMDLSCPKTKKQAQAETPPEPEPAVKDAPPVTEDTQISTEASKE



>Nbr_ T1,0C102784839
MELPAAGEHVEFAVES TEKKRSRKGRVEYLVKWRGHS PRYNTWE PEENTLDPRLLDAFQDREROEQMMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEASLDEDSCONASPIQOMLRPQPOHYQLNSKKHHQYQPLCREREAEQQANGKKEYYQLNS
KKHHHYQPDIKVHEPMFAKPKIDVQAPELANKEYNLPPVLOQQKWVRDKDSGCLTKVKDITMELKKLPANEFNGHKEQEK
PKPKEDALPQPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKVKNGECDGAEKPPQGTDSGAEKHLEKMKLVK
KLGLINGFAKSPVDKATSLSSGENGNCPKEKEPSLKAELTATEQDKHVEVRGOQGQLPEDQPLOLTTKPNLLSRPLNRG
VPSSQODKREGOGGFQGLKRHLSDTDGEEREGSKRFLSSRSISAPNTASSPVQSINIDONGHHGHPGLODCGYVDQVEP
IDLSIVKSRPKAAVPTTAQPETHTQPEALTHTEEERQTEADTQTETQLETQQPAEEENAESVSNHEQKK

>Nbr LOC102784197

MELSAAGDRIFAAEATLKRRVRKGRLEYLVKWKCWAMKHSTWE PEENI LDDRLILCFEQKERERE LHGPKKRGPKPKN
LVMKARGQKGESSSRASNTRQTTLRPTSSTSNRAASSSSSASAHPLPSSSSSAVAPSPKLNSLAATHKLKKDIHRCHR
MSRRPLPRTDPMATAFSNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKAGRGGTAAGGRNISAGR
ONIPSRNRIIGKKREAPYRPFQPPLKMLGFPMYGKPFGLOCGGPVPFHSHPGSCSSTGARESRTSPSQFQAPPSPSSS
SGSEGKSPTNATAAQSQPSTGASPSSKDPKSSKPHADTQKSQSTKSSTPAASSDANQAASSSSPFLPSSPSSSLEDEE
DEGAPDRTVPSEEGRKNPRQCRVKHQLPIAPSPAAPGDQTSAPAEPPRVPAEGD ED RS CRDVA D VN
REEPSE . SCPASPSASPENASSPPPTAASDDPSPAKP

>Nbr 10C102778087

MELSATGEQVFAVES IVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHT LDRRLVQAYEEKEQRERALGPRKKGSKSKR
ILLONTVYTMDLRSAHKI PEKPAPRLRLSLTRSLLPEDDHQPYRQESQHRLRRKEFRCFNSNPPSPRHENWEEHGEED
EEEEDEEEEENSMEEDEDREEEQEETQKNTAKESNGI LNGHERTDGWS STGPDEGAT SENRBVC D

ISRSRSSR - - rRDWGTKY

>Nbr LOC102783421
MELSSTGDOVFAVESTTNKRVRKGAVEYLLKWQGWPQKYSTWEPEDNT LDPLLVLAYEENREK TRTLTYRRKGLRPRR
PVLRNVFAMDLRSAHKMTEKPPPRIRLSLTRSMSTDVDHVERGSMYQRQVRRNGRQRVAKGGRDGKRMHLQKKKTIEPM
EEDWGGTSEEEKSESTMGERCEGSLYGLSECSSPALLEQHDLELEVGEKVGGDLMPVSSHTWIDIMGECDSTPKPMLV
RSQSKDSASASEARLGDAVSVSDRSDSDRGEEGWESGPERSNATSVIVSIRGSRGTAGDAATVCSLAEVRKEEARGDD
s TV P D O NSV NIR -  F 1 G Y

>Nbr LOC102790274

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSQKYSTWEPEENILDARLEFSAFEESHIRPPESERRPRTTPAAA

LTVQESQQFPKKRGRKPKMHMHYDKDDGSSSAEPDAKRSKFTKEPTSHHSRHPHHHGETSDHCLMQLTKRFQEETTIT

PKSHSEQRHLGGAGFSYPCALASDLRKSERGRHRIHCLSMKRPAANENSLPREQASPSHTDSTHESSEHPA|
KGFFKDKR

>Nbr LOC102784560

MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKSKSYDFRSEAVRGMRVTYPTPEPIATPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSPREHQQSL
LHASSEDLVHIPKKRGPKPKPRFNDVEFSEHHKRRGEEQESHGPHKLAKLQGGEDMRLVKLAHRHPENHGHSHKHHYHH
HHHHHHHTQRSGESSYKQLYSERGLHPHRTDTDTHRIKDVSAYLVPAHFKHHSKMSLSRPAELPOQMEKPYFLDRPSPT

>Pny Cbx2 (Gene ID: 102192419)

MEELSAVGEQVFDAECI LNKRMRKGKLEFLVKWRGWSSKHNSWEPQENILDPRLLAAFNKKEQEKELLLRKRGKRPRG
RPRKILENMPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDDDDGGQVKQVSPSVRTRELNPVPQKKAQIVMAKQ
EPPKKRSRKPLPSEVKEFQONKGPRKTAKDTDIPGAIKKPVHPASFTFMGFHRGSARDAVGGPNRSSLAQVGAVKNSL
SSVGSGRPSVQPSSLPLNKSSQSRNVTESKLPVSGMSSGTSLDLKAAPSKSKGVAALNLNTSKHPIQGTTQHTLSSPN
GQKKPAPVTTAQRIPGAKTAASLPSNVSSNQGLQPLNLONKLVQSSDAPGNGTAPVSGPRNAANPARKPVTQNQECKP
PKSPATPGRLQARKTQPGTDKVREVNDIQASRVQGRLERSGVHKSPTEAQSQODRSASKDGKKAKMNEMSTGEEESSS

DSDODSSYAGOVAVOS S DRSS T 7S TRNC

>Pny LOC102215081

MELPAAGEHVFAVESTEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQMMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEASLDEDSCQONASPIQMLRPQPOHYQLNSKKHHQYQPLCREREAEQQANGKKEYYQLNS
KKHHHYQPDIKVHEPIFAKPKIDVQAPELANKEYNLPPVLQQKWVRDKDSGCLTKVKDITMELKKLPANENGHKEQEK
PKPKEDALPQPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKVKNGECDAAEKPPQGTDNGAEKHLEKMKLVK
KLGLINGFAKSPLDKATSLSSGFNGNCPKEKEPSLKAELTVTEQDKHVEVRGQGQLPEDQPLOLTTKPNLLSRPLNRG
VPSSQDKREGQGGFQGLKRHLSDTDGEEREGSKRFLSSRSISAPNTASSPVQSINIDONGHHSHPGLQDCGYVDQVEP
IDLS IVKSRPKAPVPTAAQPETHTQPEALTHTEEERQTEADTQTETQLETQQPAEVENAESLSVSNHEQKK_

>Pny LOC102204981

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LFLQVPSFARRSSIPAGFEETSQDAEGNLKSDPIQAQQRSQPOQYQLNSKKHHQYQPSSQEVPGDQLASNKKKFIYQL
NSKKHHHYEPDPNMYDTQASRLKEVVKVQEAASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAVKEAE



SEHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPQONMKTSENNPAHATK
LEEHLENGIPKEICNGSSLSVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPMTSWAVDT
NIPTPTAVDQIRIPSFPADRKRKLSDPVEDRSVSKIYLSSRSESVPSTVVTPPOQDKPMDLHCNGPRQSGVCTYEDLGS
QEEPMDLSCPKTKKQAPAETPPEPEPAVKDAPPVTEDTQISTEASKE

>Pny Cbx6 (Gene ID: 102193150)

MELSAAGDRIFAAEAILKRRVRKGRLEYLVKWKGWAMKHS TWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
LVMKARGQKGESGSRASNTRQTTLRPTSSTSNRAASSSSSASAHLLPSSSSSAVAPSPKLNSLAATHKLKKDIHRCHR
MSRRPLPRTDPMATTFSNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGTAAGGRNISAGR
ONIPSRNRITGKKREAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPVPFHSHPGSCSSTGARESRTSPSQFQAPPSPSSS
SGSEGKSPTNATAAQSQPSTGASPSSKDPKSSKPHADTQKSQSTKSSTPAASSDANQAASSSSPFLPSSPSSSLEDEE
DEGAPDRTVPSEEGRKNPRQCRAKHQLPTTLPLAAPGDQTSAPTEPPRVPAEGD
SCPASPSASPENASSPPPTAASDDPSPAKP

>Pny Cbx7 (Gene ID: 102210279)
MELSAIGEQVFAVES IVKKRVRKGNVEY LLKWKGWPPKYSTWEPEEHILDRRLVOAYEEKEQRERALGPRRKGAKSKR
ILLONTVYTMDLRSAHKIPEKPAPRLRLSLTRSLLPEDDHQPYRQESQHRLRTKEFKCENSNPPSPRQENWEEHGEED
EEEEDEEEEENSMEDDEDREEEQEETQKNTAKESNGILNGHERTDGWSSTGPDEGTTSE

KGFFRDWGLKV

>Pny L0OC102212884
MELSSIGDQVFAVESITNKRVRKGAVEYLLKWOGWPOKYSTWEPEDNILDPLLVLAYEENREKIRTLTYRRKGLRPRR
PILRNVFAMDLRSAHKMTEKPPPRIRLSLTRSMSTDVDHVEHGSMYQRQVRRNGWQRVAKGGRDGKRMHLOKKKME PM
EEDWGGTSEEEKSESTMGERCEGSLYGLSECSSPALLEEHDLVLQVGEKLGGDLMPVSSHTWIDIMGECDSTPKPMLV
RSQSKDSTSASEARLGDAVSVSDRSDSDRGEEGWESGPERSNATSVIVSIRGSRGTAGDAATVCSLAEVRKEEARGDD
S TVA P D OIS A = G * 7K G Y

>Pny Cbx8 (Gene ID: 102214806)
MELSAVGERVFAAESTIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKSKSYDFRSEAVRGMRVTYPTPEPIATPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSPREHQQSL
LHTSSEDLIHIPKKRGPKPKPRFNEVEFSEHHKRRGEEQESHGPHKLAKLQGGEDMRLVKLAHRHPENHGHSHKHHYHH
HHHHHHHTQRSGESSYKQLYSDRGLHPHRTDMDTHRIKDVSAYLVPAHFKHHSKMSLSRPAELPOMEKPYFLDRPSPT
RLDDDLDE RS GRS < G < DKR

>Pny LOC102195395*
MELSAVGESVFAAESTIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENT LDARLFSAFEEREREREMFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPIITPRAREGLRTVVPTIFPPSAINRGESVHIRPPESERRPRKTPA
AAQQFPKKRGRKPKMHMHYDKDDGSSSAEPDSKRSKFTNEPTSHHSRRPHHHGETSDHCLM

>Aca Cbx2 (Gene ID:113020225)

MEELSAVGEQVFDAECILNKRMRKGKLEFLVKWRGWS SKHNSWEPQENTI LDPRLLAAFNKKEQEKELLLRKRGKRPRG
RPRKILENMPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDDDDGSQVKQVSPSVRTRELNPVPQKKAQIVMAKQ
EPPKKRSRKPLPSEVKEFQONKGPRKTAKDTDIPGAIKKPVHPASFTFMGFHRGSARDTVGGPNRSSLAQVGAVKNSL
SSVGSGRPSIQPSSLPLNKSSQSRNVTESKLPVSGMSSGTSLDLKAAPSKSKGVAALNLNTSKHPIQGTTQHTLSSPN
GQKKPAPVTTAQRIPGAKTVASLPSNVSSNQGLQPLNLONKLVQSSDAPGNGTAPVSGPRNAANPARKPVTQONQECKP
PKSPATPGRLQARKTQPGTDKVREVNDIQASRVQGRLERSGVHKSPTEAQSQQDRSASKDGKKAKMNEMSTGEEESSS

DSDODS S YAGQVAVOS iSOV SIIS /G 'S TRNC

>Aca LOC113027934
MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKENSWEPEENILDPRLLAAFHKREQERELLFQKKG
PTVTKDDRSSSSSSSGLSSTASSSSSEDEEHTKKVKPAPRVHPVPQKRPQILLAKPDTP

RALRQAKSRPPPPPSPPGPRHHQLPRDEPRASVKKPLQPASFTYTGLSRSAREEAGSASQTSSASFSQASKPGGLGC

IWTNRSLSTSSLSSSSTSQNKATPTAQNKNSLSELKRSVPEIGRGDGFKVTPVKQGGASGSLGLHS SFGGGAVVQRPL

LAQRRODGSGGQSGVAPHKHLSTSLSKPPSSASPSPRDRASQALSLRALNLQSVGKLPPTSGLOGSNTSGVAVARANP

RSSGSGMVIKGGAKDARTGGGAPEQGMTKDKLTGGGAARGNSGVRQDGRKHVLGSQNRNLNELSTGDSDETSTSESET

EDPLFPSNSRPSRGNNATDSDTE DR ARC DA R ESPe /G F F S SRNH

>Aca LOC113023624
MELPAAGEHVEAVES TEKKRSRKGRVEY LVKWRGWS PRYNTWEPEENT LDPRLLDAFQDREROEQOMMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEASLDEDSCONASPIQMLRPOPOHYQLNSKKHHQYQPLCREREAEQQANGKKEYYQLNS
KKHHHYQPDIKVHEPIFAKPKIDVQAPELANKEYNLPPVLQQKWVRDKDSGCLTKVKDITMELKKLPANEFNGHKEQEK
PKPKEDALPQPNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMOQAAKVKNGECDAAEKPPQGTDNGAEKHLEKMKLVK
KLGLINGFAKSPVDKATSLSSGFNGNCPKEKEPSLKAELTVTEQDKHVEVRGQGQLPEDQPLOLTTKPNLLSRPLNRG
VPSSQDKREGQGGFQGLKRHLSDTDGEEREGSKRFLSSRSTISAPNTASSPVQSINIDONGHHSHPGLODCGYVDQVEP
IDLS IVKSRPKZ—\PVPTAZ—\QPETHTQPEZ—\LTHTEEERQTEZ—\DTQTETQLETQQPZ—\EVENAESLSVSNHEQKK_



>Aca_T10C113020834
MELPAAGEHVEFAVEGTEKKRIRKGK IEYLVKWRGWS PKYNTWEPEENTLDPRLLVAFQHREROEQLMGYRKRGPKPKH
LFLQVPSFARRSSIPAGFEETSQDAEGNLKSDPIQAQQORSQPOOYQLNSKKHHQYQPSSQEVPGDQLASNKKKEIYQL
NSKKHHHYEPDPNMYDTQASRLKEVVKVQEAASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAVKEAE
SEHALKPNPKDATLPSATISSKMKITIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPONMKTSENNPAHATK
LEEHLENGIPKEICNGSSLSVAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPMTSWAVDT
NIPTPTAVDQIRIPSFPADRKRKLSDPVEDRSVSKIYLSSRSEFSVPSTVVTPPOQDKPMDLHCNGPRQSGVCTYEDLGS
QEEPMDLSCPKTKKQAPAETPPEPEPAVKDAPPVTEDTQISTEASKE

>Aca Cbx6 (Gene ID:113024612)

MELSAAGDRIFAAEATILKRRVRKGRLEYLVKWKGWAMKHS TWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
LVMKARGQKGESGSRASNTRQTTLRPTSSTSNRAASSSSSASAHLLPSSSSSAVAPSPKLNSLAATHKLKKDIHRCHR
MSRRPLPRTDPMATTESNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGTAAGGRNISAGR
ONIPSRNRITGKKREAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPVPFHSHPSSCSSTGARESRTSPSQFQAPPSPSSS
SGSEGKSPTNAAAAQSQPSTGASPSSKDPKSSKPHADTQKSQSTKSSTPAASSDANQAASSSSPFLPSSPSSSLEDEE

DEGAPDRTVPSEEGRKNPRQCRAKHQLPTALPPATPGDQTSAPTEPPRVPAEGD BN BN CRD VD VN

REEPSE~ SCPASPSASPENASSPPPTAASDDPSPAK

>Aca L0C113027596
MELSAIGEQVEAVES IVKKRVRKGNVEYLLKWKGWPPKY STWEPEEHI LDRRLVOAYEEKEQRERALGPRRKGAKSKR
ILLONTVYTMDLRSAHKI PEKPAPRLRLSLTRSLLPEDDHQPYRQESQHRLRTKEFRCFNSNPPSPRQENWEEHGEED
EEEEDEEEGENSMEDDEDREEEQEETQKNTAKESDGI LNGHERTDGWS STGPDEGTT SE N i

EESEBRBSRE - = 0i/G LK

>Aca7LOC113021152

MELSSIGDQVFAVESITNKRVRKGAVEY LLKWOGWPOKYSTWEPEDNILDPLLVLAYEENREKIRTLTYRRKGLRPRR
PILRNVFAMDLRSAHKMTEKPPPRIRLSLTRSMSTDVDHVEHGSMYQRQOVRRNGWQRVAKGGRDGKRMHLQKKKME PM
EEDWGGTSEEEKSESTMGERCEGSLYGLSECSSPALLEQHDLELQVGEKLGGDLMPVSSHTWIDIMGECDSTPKPMLV
RSQSKDSTSASEARLGDAVSVSDRSDSDRGEEGWESGPERSNATSVIVSIRGSRGTAGDAATVCSLAEVRKEEARGDD
R 177 - SRSV REARG - -

>Aca Cbx8 (Gene ID:113023623)

MELSAVGERVFAAESTTKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKSKSYDFRSEAVRGMRVTYPTPEPIATPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSPREHQQSL
LHTSSEDLIHIPKKRGPKPKPREFNEVFSEHHKRRGEEQESHGPHKLAKLQGGEDMRLVKLAHRHPENHGHSHKHHYHH
HHHHHHHTQRSGESSYKQLYSDRGLHPHRTDMDTHRIKDVSAYLVPAHFKHHSKMSLSRPAKLPOQMEKPYFLDRPSPT

RLDDDT.DF SN DS SIS < G < DKR

>Aca_1.0C113020844
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFSAFEEREREREMFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPITTPRAREGLRTVVPTIFPPSAVNRGESVHIRPPELERRPRTTPA
AAQQFPKKRGRKPKMHMHYDKDDGSSSAEPDAKRSKLTNEPTSHHSRRPHHHGETSDHCLMQLTKRFQEETTITPKSH
SEQRHLGGAGEFSYPCALASDLRKSEQGRHMTHCLSMKRPAANENSLPREQASPSHTDSTIHESSEHP

KGEFFKDKR

>Aci Cbx2 (ENSACIG00000010758)

MEELSAVGEQVFDAECILNKRMRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLLRKRGKRPRG
RBRRIDVIESKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDDDDSQVKQVSPGLRTRDLNPVPQKKAQT VMAKQE PPKK
RSRKPLPSEVKEFQQONKGPHKTAKDSDIPGAIKKPVHPASFTFMGFHRGSARDTVGGPNRSSLTQVGAVKNSMSPVGS
GRPSVQSASLPLNKASQSRNVTEGKLSVSGMSSGTSLDLKAVPRTTQHTLSSPNGOKKAQAPVTTVORTPNTKTVASL
PSNVSSNQGLOPLNLONKLVQSNDVPGNGTAPVSGPRNAANPARKPTVTQONQEFNPPKSPATPGRVQARKTQPGADKYV
REVNE IQTSRVQSRLEKSGVHKS PTEVQSQODRSASKDGKKAKMNEMS TGEEESSSDSDQDS PYAGRVAVQS HBRES

RN RESENS 7S TRIC

>Aci ENSACIG00000023237
GAGSCSMEGVTVGQVEDAECILSKRPRKVSVGRGPVVLHNSWEPEENILDPRLLAAFHKREQERELLEFQKKG!
TLPVPTVTKDNRSSSSSSSGLLSSASSSSSEDEEHTKKVKTGPRVHPIPOQKRPQIMLAKPDPPR
RALKQAKSHPPPPPPPAPRHHQISRDEPRPSVKKPLQPASFTYTGLSRASRDEASKPGSLSCIWTNRSLSGS
SPSSGSSSHNRATPSSQSKNSLSELKRSIPEAVRGDGFKATPLKQGGTSGSLGLHSSEFXGGSAVRRSPLGORRQODGAG
GQOSTLVTHKQLNSSLSKPSSSASPSPRDRASQALSLRALNLQSVSKPPSSIGLQGSNTSGAAVARASLRSSGSSMVIK
GGSGSTKNTRAGATEQGRVKEKLAGGGAARGNGGGRODERKHGLGSONRNLNELSTGDSEETSSSESEPEDTLEPSSS

RPSLGNNATDS DT e DRSS G S S RNH

>Aci ENSACIGO0000019976*
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQDR



>Aci ENSACIG00000021421*
MDLPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQLRERQEQMMGYRKRGPKPKH
PFFQVPSFARRSSIPTGLEETSQDAEANLKSDPIQVQORSQPQOQYQLNSKKHHQYQPSSQEIPGDQMWGNS

>Aci cbx6a (ENSACIG0O0000003935%)
MELSAVGDRVFAAEATLKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
FVTKVLRQTTSRPTSSTSSRAASSSSSSASPHHIPSSSSSTVAPSPKLNSLAATHKLKKDIHRCHRMSRRPLPRTDPM
ATTFSTPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGTAAGSRNISAGRONIPSRNRIIGK
KGEAPYRPFQPPLKMLGEFPMYGKPFGLQCGGAVPFHSXPGSCSSTGARDSRTTSSQYQSPPSPSSSSGSEGKSPTNAT
SAQSQPATRASPSSKDPKSSKPHAETQKSQSTKPSTPAPSLDANQAASSSPFLPASPSSSVEDEEDEGAPDRTTAYHL
KHHTPTVKRGGGGVVLQPODPGHLAVIESSMNSEVEFQSILESSVRLTPEAWSKLSDATGQ

>Aci ENSACIGO0000010051*
MELSSIGDQVFAVESITNKRVRKGTVEYLLKWQGWPPKYSTWEPEDNILDPLLVLAYEEK

>Aci ENSACIG00000021398*
MELSAIGEQVFAVESVVKKRVRKGHVEYLLKWKGWPPKYSTWEPEEHILDRRLVQAYEEK

>Aci Cbx8a (ENSACIG00000021387)
MELSAVGESVFAAESTIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLEFSAFEEREREREMFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVITPRAREGLRTVVPTIFPPSAVNRGESVHIRPPESERRPRPTPP
APPTVQESQRFPKKRGRKPKLHTHFDKDDGSSSAEPDAKRSKLMREPMSHHSRPPHHHGETSDHCLMQLTKRFQEETR
ITPKSNSEQRHLGGAGLSYSCALASRSSDQGRHRTHCLSMIPRPSKLKQHAAHDQVKEYSLPREQAAVTSSQIDSIHE
0P S D D RIS < G~ F K DK R

>Aci ENSACIG00000019984*
MELSAVGERVFAAESTTKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEAAFEQRPSLGNVEKVLVTDVTTNE
LTVTIKESSTSKGFFKDKR

>Tru_LOC101075336
MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWSAKHNSWEPQENILDPRLLAAFNKKEHEKELLMRKKGKRPRG
RPRKILENLPEPEKSSSSSSGSSSSSSDSSSSCSSSSSSEDDDEDEDGGOMNPSTRTRDPXPVPQKKAQIVMAKQEPP
LKRSRKPLPPDVKDFPQNKGPRRVLKTYQESSLPGTIKKPVHPASFTFMGFHRGSRDPAGVQTRS PLTPASSAGAQSY
GRSGPSRSTDEGKTSGSGPGSGAALALKADAAKGKEAQNSNSARI SSPGTVQQTPGSPSGPKRPPGPALLORVPTSRA
APSLPSRTSSGSGLQPLNLQSKLVPARDATGNGTGPVRNAAAKKSLVAPTREYSPPGRLQSRKNLQDKVPENTEIQNP
KVQTRLDKSSIQKPAEVQQODRSAPKDGKKKNELSAGEDESSSESDODONASVAVON SRR D VA

NEENRESENS G- sTRyY

>Tru LOC101071244%*

MYPQQTATEGKVRVSGQVERLVVQAQQLGAGGKHPGPAAASGVPQEERELLFQKKG EVSPDPSSS
SSSSGLSEPSSDDEEQVKKVKAGPRVQPGPOQKRPQILLARPDLPR) KAKNEPPPQPSRHHHLIRPQ
RAELRPGIKKPLOPASFTYTGLARTSRDESSTSSSEFSHTSAKPGSVSGTWSNRSLVSCGSASFNRTSPSPQHKMSLSE
LKRSVLDTGIFKAVPLKNPSAASSLGLHGGFVGGQAVQRPPLSLRKQEGVGGASCLVQHKQONAALSKPSSLTAHRDR
INQAFGLRTLNLHAVGRTPSSGSHQGNISGAGAATSRSSLRSNAGVVKGVAERLKDTRTSAGQGRGLPAGGGSDQRAA

KETLAGGARLEDRNLSRGVNELSAGDSDESSSSESEAAAAAYLSNSRRSLGDDTNESDTE
VGEFEFSSGGH

>Tru LOC101076082

MEIPAAGEHVFAVENIEKKRSRKGRFEYLVKWRGWS SKYNTWEPEENILDPRLLDAFQERERQEQLMGYRKRGPKPKH
LLIQVPSFARRSSVLADIREVSLEEGRCQPAKPAETLRPONQQYQLNSQKHHQYPPVCREQDGDRQSSGKKFYYQLNG
KKHHQYQPDLKVQGPLCAEALDVKALELPRQGCNLPPVLOQOKWVRDKDSGCLTKVKDIAME LKKLPADLNGHKE PKNM
GCAEEEPRQSDAVSSSKLKIVKNKNKNGRIVIVMSKYMENGIHPAKTRAGDSEAAEPATPGTDGGAESHYEKMRLVRE
LGLMNGFAKHKPTVPSSGFNGDGLEERKQPPKSDPTVAERGKDVEVTGQQQLPADQPLOLTTKSNLLSVTPDRGAPPH
GDRRGGQOGGLOALKRRLPDAASQEQGGVKRLVSSSGDSASSQSPEQERGFVDQEEPIDLRVLKPRPAEPPAGNAAEAP

PAPERPTDRLESQLQTEAPAAAEGAPPPLSESRHEQRKEEE SO DN N G VA

>Tru LOC101075073

MELPAAGEHVFAVEGIEKKRIRKGKVEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQLVGYRKRGPKPKH
LLLOVPSFARRSSIPAGLEETCQEADDNAKADPMEVQRPOQPOQOYQLNSKKHHQYQPSNQEVPTDOOMNGKKKLIYQLN
SKKHHHYEPDLNMYEAQGSRLKEVVKVQESGSKPANPGWNLPLALQOKWVRDKETGCLSKVKESAVEARKPSVKDAES
EHALKPNSKDASLPSSTISSKMKIIKNKNKNGRIVIVMSKYMDNNKVHGAKAKHGETSSDMKAQSTKPPENNPAHSTKI
VEYLENGIPKELCSARTLPVAEHPMKCPPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPVTSWAPDTN
IPTPTSLDHIRIPSFPKDRKRKLSDPVDHRSVSKAYLTSRSLSLPSTAVTPPODTPMDLHCSGRRHSSACETVDSGGQ

EEPMDLSFPKTKKPAEPEVPLAPPPAVETAPPDSGDAQKSVEKAAV KRGV e



>Tru Cbx6 (Gene ID: 101072963)

MMELSAAGDRIFAAEATLKRRVRKGOLEY LVKWKGWAMKHS TWEPEENT LDDRL I LGFEKKERERE LHGPKKRGPKPK
NIAAKGRGOKGETSSRNSNARQTASRSAPSTSNRPTPSSSASPQHLPSPSSSAFAPSAKLNSHAATHKLKKDIHRCHR
MSRRPLPRSDPMAGSFSTPGGLPSRLHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKAGRGGSSVGSRNTAAGR
ONIPSRNRIIGKKGEVPYRPFQPPLKMLGFPMYGKPFGIQYGGPLAFHSSPATCSTTATRDTDSASTQYQIPPSPSSS
CSSEGKCPTSTSAAQSQPSECPKSSTPHAETQKGONAEPPAPAPPADPASASLPSSPSSSLDGEKECVLDCSPPPQEC
KKNPHQFRAKHQPTGNPGDHT S PPAESKRVPAEGD BB CRD D A REEBEHE . S P SAGPED
PSTPPPSASVDSPSPPKP

>Tru LOC101070872

MELSAIGEQVEAVESIVKKRVRKGNVEYLLKWKCWPPKY STWEPEEHI LDORLVOAYEEREQRDRALGHRRKGSKTKR
LLONTVYTMDLRSAHKTPEKPPPRLHLSLTRSVVSEDEEQLYDDCRQESEPEPEPAHRKVQFKCLNSPPPSPAREDWG
GEDEDKDNLDSEDDGEDDRESFKSGQEKTDDWCST IRSDEVLAAEVSDT

BB« DFFREWSLKV

>Tru LOC101079131

MELSSIGDQVEFAVES I TKKRVRKVOYLGTGGOYFGPTACLGLRAEERI RALAYRRKGLR PRKLVLRNLFAMDLRS SHK

EKPRPRLRLSLTRAMSTDIDQGERAGMFRRPLWRKNRQRASKRGPEGPSHRT ICPLRKKKSLEEDWVATSEEDKQESN

KNEDVLYDGQSKCSPPAFRQQEDMDEETVDDTESTGTWTDGSCTGTPGQTQTLACEQSKEDAFAAEVGPGDTGTACER

SCWVLQGLQGGTEAAQHPAVCQSKAVSVIVCVSGCGEMPGDSVCVAAKEAGGDAAKE R ORI G RN
EGFFNGC

>Tru Cbx8 (Gene ID: 101076311)

MELSAVGERVEAAESTIKRRIRKGRIEYLVKWKGWSPKY STWEPEENILDSRLEVAFEQRERERELY GPKKRGPKPKT
FLLKAQAKEKVKSYDFRSDSVRGMHISYPSPEPVAAPRAREGLRAVVPTIFPPSTVNRGESVRVHPSDACTRDLRLSS
LQPGADGLHFPKKRGPKPKLRFKDGGCGPAASERGRAEAPVSQHAHOHAHQHAHQHAHQHAHOHAHQHAHQHAQLQEG
GKLRLLRVSHGHHGHHHHRHHHRHHSANYPAPSQRPYRRFYSDRGLLAHRRDTDARRTQDGGSY TAT PPPRORPATKP
SRPAHLPLLDKPYVLDKPSPSTLDT DL DO iR e oD e N AR EISISie O G F FKAKR

>Tru LOC101075336

MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWSAKHNSWEPQENILDPRLLAAFNKKEHEKELLMRKKGKRPRG
RPRKILENLPEPEKSSSSSSGSSSSSSDSSSSCSSSSSSEDDDEDEDGGOMNPS IRTRDPXPVPQKKAQIVMAKQEPP
LKRSRKPLPPDVKDFPONKGPRRVLKTYQESSLPGT IKKPVHPASFTFMGFHRGSRDPAGVQTRSPLTPASSAGAQSV
GRSGPSRSTDEGKTSGSGPGSGAALALKADAAKGKEAQNSNSARISSPGTVOQTPGSPSGPKRPPGPALLORVPTSRA
APSLPSRTSSGSGLOPLNLQSKLVPARDATGNGTGPVRNAAAKKSLVAPTREYSPPGRLQSRKNLODKVPENTEIQNP
KVQTRLDKSSTQKPAEVQODRSAPKDGKKKNELSAGEDESSSESDODONASVAVON DR D Vs

WEENRESERS  crrsTRyY

>Tni Cbx2 (ENSTNIG00000011276)
MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRCWS AKHNSWEPOENT LDPRLLAAFNKKEQEKE L LMRKKGRRPRG
TAGSAGPTGVRLSCPVFQENLPGPGKSSSSSSGYEGQVNPSIRTRDHPVPQKKAQIVMAKPEPPPKRSRK
PPPPDASKGPRRVLKTFPEPGPPGTIKKPVHPASFTFMGFHRGSGGPIRSPLSSRSSGGVGRSGPGRNPDEGRTLESR
LAPKADTKEAQNPTRTRSPSQGSAQHGPGSPETPGTGALQRT PGAKAAPVLPSKAASAPASAPQPLNLOSKPVOAKDA
SGHTASAPAKRSVAPPNREYAPAAPPGRLPSRKSLQDKVPETAEVQKAKVQTRLDKSGVQKAAELHQDRSAAKDGKKK
NEMSAGEDESSSESDQDQSASAVON POl AN D AN R ESEie / G F FSLRPY

>Tni_ ENSTNIG00000003572

VMEGVTVGQVFDAECTLSKRPRKGKFEYLVKWRGWS SKHNSWE PEENT LDPRLLAAFHKCREQERELLFOKKGKRPRG
RPRREPIPEVAADRSSSSSSSGLSEPSSDDEEQVKKVKPGPRVQPGPOKRPQI LLARPDP PRRRKRRORRPUHADER TK
TESPPLPSRHHHLIRPQRVELRPGMKKPLQPASFTYTGLTRTSREESSTSSSSFSHTSTKPGSMSGTWSNRTLNSSCG
SASFSRTSPSPONKMSLSELKRSVLDSSSFKTLPLKSPGAASSLGLPGGFGGGOGVORSPLSLRKAEGGGGASCLVQH
KQNSGLSKPSSSPAHRDRLNQALSLRTLNLQASRSSLRSIAGVVKADRIKDTRAPAGQGRTHPAGGVAKETLAGGARL

EDRNPSRGGNELSAGDSDESSSSESEAAAALYMGNSRRSLGDDTNES DAE DA e VD VAN VAR
EBBESvcrrsscTH

>Tni Cbx4 (ENSTNIG00000017994)

MELPAAGEHVFAVEGIEKKRIRKCKVEYLVKWRCWS PKYNTWEPEENI LDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGLEEPSQDADNNAKADPVEVORPOPQQYQLNSKKHHQYQPSNQEVPADQQANGKKKFIYQLN
SKKHHHYEPDLNMYEAQGSRLKEESGSKPANPGWNLPLALQQOKWVRDKETGCLSKVKELAVEARKPAVKDAESERALK
PNPKEASLPSSVSSKMKIIKNKNKNGRIVIVMSKYMDNNKVHGTKAKHGET SSDHKPQTTKPPENNPAHPTKIVEYPE
NGIPKEMCSGRTLPVAEHPMKCPPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPVTSWAPDTNIPTQT
ALEHIRIPSFPKDRKRKLSDPAEHRSVSKTYLSARSLSAPSTAATPPQDTPMDLHCRGRRHSSTHEAADSGGQEEPMD
LSFPKTKKPAEPEVPPVAEPPVKAAQPDSADTQKTVKKA PR MG SV RS

>Tni ENSTNIGO0000004608



MEIPAAGERVFAVESIEKRRTAPQGRVEYLVKWRGWS SRYNTWEPEENILDPGCWTPSGRVREHQEQLKRGPKAKHLL
IRVPSFARRSSVLAELREVSLEEGRCQAAKPVDMQYQLTSSKHQQYSPVRRERDGRGRSTGKPGYYQLNSKQQRPYQP
GLEVQGPLRAEAQDAEAPQPPANGYRLPPVLQOKWVRDKDSGCLTKVKDITTELQKLPADLSGPKGGRKVGCAEGGPP
RAEGLRSRKLKIVKNKNKNGRIVIVMSKFMEGGTHPANRRTGKLRSSPAAPRTTGRSPGLGGDGPEEKRRAPERDPAV
TEPDKDVKVKAQEQLPADPPSQPTGKANLTPHREAPPTRSQEEAKRDFRPQSDASPRPPAQQPPLODPGDVDQEEPMD

LRVVRAVGAVGAVGAAWPEAQA A DN D G

>Tni Cbx6a (ENSTNIG00000018842)

MELSAAGDRIFAAEATLKRRVRKGOLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEKKERERELHGPKKRGPKPKN
VAAKPFHAVGMAARVAVIHLPSSSSSSFAPSPKLNSLAATHKLKKDIHRCHRMSRRPLPRSDPMAGSEFPNPGGLPSRL
HVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGSSVGSRNVAAGRONIPSRNRIIGKKGEAPYRPFQPPLK
MLGFPMYGKPFGLHSSSSGGKSPPSASADPSQPSESPKSSPPDRETQPSPSSAPPDPAPASLPSSPSSSVDGEKDCAL

DSSSSSQECRKNSHQFRAKRPPAVGPGEQSAPPAESKRV PAEG DD Ui v Vv

>Tni Cbx7a (ENSTNIG00000006270)
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPOLVLAYEENOQERIRALAYRRKGLRPRK
LVPANIFAMDLRSAHKVKPSPRLRLSLTRAMSTDVEQGRTGRGHPKGPRRGPATAPSVPWPRRGPCRRTGLPPTKKKR

RPPREAPALCSSLQORSPLFPGACACPAAARRRHGRGPACGEGDKEMLGAAE HE ORGSRV
SRR - o F rRGR

>Tni Cbx7b (ENSTNIG00000012945)
MELSAIGEQVFAVEATVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRAVGHRRRGSRAKR

LLOVAGLSSQPPSPAQEDWEAGDQERPDSEDDDR B RGPS SV D VA RESIRA | DF FREWEL

RV

>Tni_ Cbx8a (ENSTNIG00000017995)

MELSAVGESVEAAESIMKRRIRRCGRWEYLVKWKCWSOKYNTWE PEENI LDERLFAAFEERERERELFGPKKRGPKPET
FLLKVRKAKAKERAYDFRGDAFRGIQVSYPVPEPVLTPRAREGLRAVVPTLFPPSAINRGESVYVRSLEPESRYKATV
EHLPRKRGRKPKQSFDDEEDDGGASAEPYDKRSRAAEEAQSRRLHPRREAPDHGLIQLTRRFQEETT ITPKPYSDQRR
VGGAGSTYSCSVGPDPRLRQPPHRRE PQPGAFGDH Do DD v R ESISSE < G F FROKR

>Tni ENSTNIGO0000004609
MELSAVGERVFAAESIIKRRIRKGRLEYLVKWKGWSPKYSTWEPEENILDSRLEVAFEQRERERELYGPKKRGPKPKT
FLLKAQAKEKVKSYDFRSESVRGMHISYPTPEPVATPRAREGLRAVVPTIFPPSTVNRGESVRVQPPELCSRDLRVPP
LPAGPDALHFPKKRGPKPQCASRTAPRPGGVPVGQGGGGGAGEPQTRPVRQGEELRLLRVSNHGLGQTAPGGSYRRLY
DRGLHTHRRDTQTPRTQDGCSHAAPLKPASSTNPRRPTQLPLLDKPYLLDKPSPSPLDLDLDE

OGFFRAKR

>Mmo_Cbx2 (ENSMMOG00000020204)

MEELSAVGEQVFDAECT LNKRLRKEKLEFLVKWRGWSLL I FHGVENFVCREQEKELLTRKKGKRPRGRPRKILVITKS
SSSSSGSSSSCSDSSSSCSSSSSSSDDDDDDEGQANQSVRTRDLHEPVPQKKAQTVVAKQEPLKKRSRKPPS PDMNNGP
RKILKTLKDPDVRGATKKPVHPASFTFMGFHRGPVRDPVGGQNRSPLTQGGAVKNLIGSVGSPSPNKSSQNRNVTEAK
PSVSSMSSGMSLDLKAAASKSKGVTAPNSNTSKSPIQGNTQHTLSS PNGPKKLOAPVSTLORMPNTKAVASFPSKNIS
STQGSGLQPLNLQSKLAQNNDAAGNGPSPAAETQS PRVQGRLEKS SMOKS SMELQQERSACKDGKKTTDMS TGEDESS

SDSDODYTGONRSVTVON DN SIR /  ©''S TRNY

>Mmo_ENSMMOG00000009201

MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLLAAFHKREQELLVOKKGKRPRGRPRK
EEV@rrHLSGPLPPPTPTTSDPSLLFQPPEPAATEDGRSSSSSSSVLSSSPSCSSSEDEEHMKKAKAGPRVHPAPQKR
PHVLLAKAEPPRKKRRGRRPUHPDAK SRPPAPPPPPRHHQLFRAPREDPRGGVKKPLOPASFTYTGLSRGSRDEASAS
QTSGSSFSQGSASKPGSLGCLWSARSTSPXXXXXXXXXXXXAAQRSPLSPRRQDGVGGATGSVQHRQQSSSLSSVVPR
DRANQALSLRALNLQSVSSHQGNARSSLRSGLPAGSGAEQRGGREVLAGSTRHEERKHGPGNQGRVVNELSAGDEBEMR

S EEEDANERESEES o v SryH

>Mmo_ENSMMOG00000006960*

MELPAAGEHVFAVESTEKKRSRKGRVEYLVKWRGWS PKYNTWEPEENILDPRLLDAFQODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDEDSCEKTPPIQMLRPQGQQYQLNSKKHHQYQPLCRERILCNQRGTAAAPLNNWR
TL

>Mmo_ENSMMOG0O0000007637*
MELPAAGEHVFAVEGIEKKRIRKVTGRVEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHR

>Mmo_Cbx6a (ENSMMOG00000011204)

MELSAAGERIFAAEATILKRRVRKGOLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
FVMKTRTQKGETSSRVSNAPSSSSSSSSPFAPTPKLSSLAATHKLKKDIHRCHRMSRRPLPREDPMANTEFSNPGSEPS
RLHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGTAAGSKNVMPGRONIPSRNRIIGKKGDVPYRPFQPP
LKMLGFPMYGKPFGLQCGGPLPFHSHPGTCSTTGSRDTHSSSSQYQTPPSPSSSSSSEGKSPTNTSADQSQPTTGALL



SNKTPNSSTAHTKTQKSQSAKPPVPSSDADLTASTFLPSSPSSSLEGDREERVLDSSAPPEECRKNPRGRRAKRQLPV

SPGDQSSAPAEPKRVPAEGDEDNEEEMADS CRDV D RERESE 2. S PS S SREGTSSPPPSTSSDDLS P

PKP

>Mmo_Cbx7b (ENSMMOG00000003559)
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRALGHRRKGSKAKR

LLQERTDEWSSTIGTDAVPASGRPDD DN AVAPCE S EDV NSNS RESRUA K G F FRDCGLEV

>Mmo_ENSMMOG00000002654*
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWQGWPPKYSTWEPEDNILDPRLVLAYEEK

>Mmo_Cbx8a (ENSMMOG00000007636)

MELSAVGESVEAAESTIKRRIRRCRWEYLVKWKCWSOKYSTWEPEENT LDARLEAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKTYDFRGDPRRGIQVSYPIPEPVVTPRAREGLRTVVPTIFPPSAVNRGESVHVGPVEAERRPRPTPSAA
PTVHQOSAQSPKKRGRKPKPPLPYDNDEGGCSAEPYAKRSRLOHHHHHHPHHGETSDHSLIQLTKRFQEETTITPRCCS
EHGLAGGAGLPYSDGRKGEKHRTGYGMSVPQPRKQERPEEH PWHQERECAPGPADVT TRENIE DD

RS - - RN T

>Lecr Cbx2 (Gene ID: 104923389)

MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLIRKKGKRPRG
RPRKILENVPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSEDDDDDGGHVKQASPGVRTRDLHPVPOQKKAQIVVAKQE
PPKKRSRKPLPPDVKEFQONKGPRKILKTSKDIDLPGAIKKPVHPASFTFMGFHRGSPRDPVGGQONRSSLTQGGAVKN
SMSSVGSGRSVQPASPSLNKSSQSRNATEGKLSISSMNSGTSLDLKAAASKSKGVAALNLNTSKHPIQGTTQHTLSSP
NGQKKPQAPVSTLQRIPNTKPVASLPSKNASANQGSGLOPLNLONKLVQSKDAPGNGTTPVSGLRNATNPARKTTVAQ
NQEYNPPKSPATPARLOARKNQPGADKVKEMTEIQTPRVQGRLEKSGVQKSSAEVQSQQERSAPKDGKKAKMNDMSTG

EDESSSDSDODYAGENRTVAVON S DRSS /G 'S TRN Y

>Ler LOC104928297
MRDTYVTQLRGHTAGHSRISNNLCNAQRPPPGNANIKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQER
ELLFQKKG, APAAVKDSRSSSSSSGLSSSSSSSSEEEEDEEEEEEEVKKVKPGPRVAPVPQKRPQI
VMSKPDPP RALRQAKSRPSPPPPPPPPPPPPPRHHQVLRLPRDEPRPGVKKPLQPASFTYTGLS
RTSRDEAASASQTSASSEFSQTAASKSGSLGCIWSSRSMSPSTGASSYKSSPSPOSKNSLSELKRSVSDGGAGFKVSSL
KQOGGGSGSLGLHGSFGGGQTVQRSPLSQRROQEGGGPVQHKQONSSLSKPSSSPTPRDRASQALSLRVLNLOQSVNTSSA
GNNTSGAGAAASRSSLRSGGMVVKGGPGSRTSAGGQRSGPAAGGGTDQARLREDRADAKKLTGSGSGRGNGGGRHEER
KHGLSSQONRSLNELSTGDSDETSSSESEHDAVLYPNNSRPSLGNDATESDTE

VGFFNSRNH

>Lcr Cbx4 (Gene ID: 104921555)
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWS PKYNTWEPEENI LDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDDESCQKTSPITMLRPQGQQYQLNSKKHHQYQPLCRERENEQOQANGKKEYYQLNS
KKHHHYQPDLKVHEPIFAKPREVKAPDLANKGYNLPPVLQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKV
KPKEDALAQSNGVSNSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGNSEGAEKAPQGTDNSTENHLEKMRLVKK
LGLMNGFAKNLKDKPTVPSSGENTDCPKEKEQSPKTEPTVTEQDKHVEVRGQGQLPADQPLQLTTKPNLLSLPLDRGV
PAPLDKRGNQGGFQGLKRHFSDTDYVEHGSSKRFLSSRSISAPNTVSSPTQSISTHONGHQSHIGLODCGYTDQEEPT
DLSIVKSRPKPAQPETHTQAETVTQAQTHTQDATDTQAQTQTDARTETQPQTETQKTTEEEKVDSSTVSNHEKRKEDT
Fi

>Ler LOC104918816
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFOHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEESSQDAEGTLKSDPVQFQORPOPQQOYQLNSKKHHQYQPSNQEVPSDOQLTNGKKKLIYQLN
SKKHHHYEPDLNMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSATISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSEEKPONTKPSENNPAHTTKM
LEYPENGIPKEICNGSSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPMTSWAVDTN
IPTPTAVDQIRIPSEPNDRKRKLSDPVEDRSVSKTYLTSRSEFSVPSTVVTPPODKPMDLHCSGPRHTSTCTYEVMDSG

SQEEPMDLSCRKTQKQVEPEVQPEPEPVVONTPPVVEETEKSTEKSKE A Bl MG D v R

>Ler Cbx6 (Gene ID: 104925448)
MELSAVGDRVEAAEATLKRRVRKGOLEYLVKWKGWAMKHSTWEPEENILDDRL I LGFEQKELHGPKKRGPKPKNEFVMK
ARAQKGGTSSRATNARHATSRSSSSTSSRATPSSSASPHPLASSSSSSSSTAAPSPKLNSLAATHKLKKDIHRCHRMS
RRPLPRTDPMAAAFSNPGGFPSRVHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGAAASSRNVTAGRON
IPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLOCGGPVAFHSHPGSCSSTGARDTHSTSSQYRSPPSPSSSSG
SEGKSPTNASAAQSQPSTGASPSSEASKSSKPHTETQOKGQSTKAAPAPSSDPDSMASASPFLPSSPSSSLEDEGEEGA
PDRSVPPEGGRRNPRQRRAKHQLHAAPSSVTPGDQSTAPAEPKRVPAEGD

EEEBEB~ sCPSSPTASPEDASSPPPSTTSDDPSVPKP

>Ler LOC104932065



MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKCSTWEPEDNILDPRLVLAYEENQEKIRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKEKPPPRLRLSLTRAMSTDVDQGERGSMYRRPAWRKSKQRASKRGPLGPSHKTIRQLRKKDEP
MEDDWCGTSEEEKQESESAAEERREDSLYGPSECSSPPLLERQDLEIEVEEKVDAELTVVGTETWTDSGTVETRQONQT
FVCDQSKAGPGDAVTASDRSDWYRSGEEEEEEEEEEQEEKAVESVSECPTLESSVCQSINNTTSVIVSVQGSSKTAGD

TAVATEVCSAVCSAAEVWKEEVRGDNOS ViAo e RN S SR - G F FK G Y

>Ler LOC104918881
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRALGHRRKGSKTKK
LLMONTIYTMDLRSAHKSPEKPPPRLRLSLTRSLVSEDEDQPYSACRQDEHLQVAHRKSKPRRSQFKCLDSNPPSPTQ
EDWDGQGEEEEEDDEEEEEDNVEYEEDIEEEKESSPKEITERSVNGQKRTDEWKSAIGPDEVIASDKPDD

N SR RRRESRNH < c - rROWGLEY

>Lecr Cbx8 (Gene ID: 104921554)

MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRNEAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRPSEICAREHQQPP
LOQTSPDGLIHIPKKRGPKPKPRFKDSSCGPAVSEPHKRRAEEQANHI PHKLAKLQGGEEMRMVKMSHRHPENHGHSH
KHHHHHHHHHHHHHSHNRGISGGGSYKPFYSERSLHPHRTDMDTHRTKDSSNYLAPPHFKHQSKMGQSLSRLADLPQOM

EKPYFLDRPSPTRLDVNLDE [N VS SaS  G  &  DKR

>Lcer LOC113747116

MELSAVGESVFAAESTITIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFTAFEERERERELFGPKKRGPKPET
FLLKAKAKEKTYEFRGEAPRSIQVSYPIPEPIITPRAREGLRAVVPTIFPPSAVNRGESVHVRPPEPERRPRPTPPAA
LTVQESARLPKKRGRKPKLHLHYEKDDGGSSAELDDKRSRLLEEPSSHGLSKMPRRLHHHGETSDHTLIQLTKREQEE
TTITPKSCGEQRHAGLSYSRTFKSDQGGHRTSYVSKMPIPQPRKLKHSAESRRHOMKECRPGPAVIPTQAEAILDPSA

RPT SRSV RIRBSEEE  c - *RESR

>Pfl Cbx2 (Gee ID: 114569523)

MEELSAVGEQVEDAECTLNKRLRKGKLEFLVKWRGWS SKHNSWEPOENILDPRLLAAFNKKEQEKELLMRKKGKRPRG
RPRKILENVPEAPKSSSSSSGSSSASSDSSSSCSSSSSSSDDDDDDDDDDNGHAKKAS PGVRTRDLHPVPOKKAQIVV
AKQEPPKKRSRKPQSTEAKEFPONKGPRKILKSSKDTDLPGAIKKPVHPASFTFMGFPRGLPRDTLGGONRSPLTQGG
AVKNSVSTVGSCRSVQPASPSLNKSSQSRNVAEGKLSISSMSSGTSLDLKAATGKSKGVAALNLNASKHLVQGSTQHT
LSSPNGQKKPQAPVSTMQRIPITKAVASLPSKNASSNQGSGPQPLNLONKLVQSNDAPGNGTTPTSGLRNATNPARKT
TVSQNQEYNSPKSPATPGRLOARKSQPGADKAREATEIQTPRVQGRLDKSSVQKSSTEVQSQQERSASKDKKAKMNDM
STGEEESSSDSDQDPSYVGODRSVAVON DD R DA RESis  C F F'S TRNY

>Pfl LOC114548436
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWSSKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG,
LPASTKDSRSSSSSSSGLSSSASSSSSEDEDHTKKAKPGPRVLPVPQKRPQIVLAKPDPPC
RALRQAKSGPPPLPTLPPSPPPLPPPPPPPLPPRHHQPHHQVLRPSRDDPRPGVKKPLOPASFTYTGLSRASREEA
SSASRTSASSFSPAPSKPGSLGCVWTSRSMSPSSSSYSKTSSPOQRNSLSEGPRYKASGSGSLGSHGSEVGGQAAVQRS
PLSQRROQEGPAAGPHRHONLAKPGPPRDRANQNQALSLQOSVVGKAPGASCLAGNSASAASRSSLRSGSVVVKGGASKS
AKGTRTPGSGGHQRPGLAPGGGGGGGSDLGRSRDDRGEEAPAGSVSGGRLEDRKRLALAAQNRSLNELSTGDSDETSS

SQSERDEASPFPNNNNNNNGGGGGGGGGPRLGNES DTE DR ARG oD AN R ESBe /G F FNAR
NH

>Pfl Cbx4 (Gene ID: 114546081)

MELPAAGEHVFAVES IEKKRSRKGRSEYLVKWRGWSPKYNTWEPEENILDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDEDSCQKPSPIQMLRPQGQQYQLNSKKHHPYQPLCRERDAEQQAHGKKLYYQLNS
KKHHHYQPDLNGHEPLFAKPREVKAPELANKGYNLPPVLQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPETA
RPKEDALAQSNGVSNGKLKIVKNKNKNGRIVIVMSKYMENGMKAAKVKNGNSETGEKPAQGTDTGAENHLEKMKLIKK
LGLMNGFSKNPKDKPRVSSSGLNGHCPKEKEQSPKSEPTVTEQDKHVGVGGQGQLSADQPLOQLTTEPNLLALPLDGGV
PSPLDKRGSQGGFQGLKRHLCDTDSEEHGSSKRFGTSRSTGAANTVSSPTQSVSMDONGHQSPIGLQDCGYVDQEEPT
DLSIVKSRPKATQPETHPQAQTVTQAKTHTRDETDTQAQTQTDAQTESQPRTETQKTTEEENVTSLSVSDPEKRKEET

FPSFQPFLGNTV T G

>Pfl LOC114569420a

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRESQEQLMGYRKRGPKPKH
LLLQVPSFARRSCIPAGFEESSQODTEVNVKSDPVPVORPQOPQQYQLNSKKHHOYQPSSQEVPADQPTNGKKKFIYQOLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQELASKPANPGWNLPLALQQKWVRDKDTGCLSKVKELEVEVRKPAVKDAKS
EQALKPNPKQATLPSAVSSKMKI IKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSEVKHONTKPLENNPAHT TKM
MEHPENGIPKELCNGSSLPAAEHPLKCSPKDRHFSKPSPSTAEEYNTEVARGOADLPDDLPLQLTASSPLTSWAVDTN
IATPTSVDQIRIPSFPNDRKRKLSDHVEDRSVSKTYLTSRSFSVPSTVVMPTODKPMDLHCSGPRHSSTCTYEVVDSG
SQEEPMDLSCPKTKNQVELEIQPEPELVVINTPPVTEDTQKSTEKSKEAP
BMBEDAINKAFEETSVGIYVIKEHASSDEPGDIGIVLEGIKMLODLYNVALPVATLFGLMGGSVDRSDFDCPTVPDIP

>Pfl Cbx6 (Gene ID: 114569708)



MKHSTWEPEENILDDRLILGFERKEREREMHGPKKRGPKPKNFVMKAHAQKGGTSSRASNARQTTSRSSSSTSSRATP
SSSASPHLASSSSSSSSVAPSPKLNSLAATHKLKKDIHRCHRMSRRPLPRSDPMASSESNPGGFPSRLHVSPEFSETVR
ILNRRVKPREIKRGRIILNLKVINKPGRGGTAAGGRNLTEGRONIPSRNRIIGKKGDTPYRPFQPPLKMLGEFPMYGKP
FGLQCGGPLSFHSHPGSSTGARNTQPTSSKHQSPSSPSSSASAAQSQPATGGSPSSEGAKSSKPHAESQKGQSASRAA
TAPSSDANPLASASSFLPSSPSSSLEDVEDEDDAPELSAAPEGGRKSTRQRGAKRQPPAASGTPGDQIAAPTEPQRVP

AEGD DS RPN NINRIESE . > © S 2.5 PESAS SPPPSTTSDDVSPPKP

>Pfl Cbx7 (Gene ID: 114548596)

MELSAIGEQVEAVESTVKKRVRKGNVEY LLKWKGWPPKY STWEPEEHT LDORLVOAYEEKEQREK T LGHRRKGPKGKR
LILQDTVYTMDLRSAHKTPEQPGPRLRLSLTRSLLPGDEEGQSYGACRHEPQLAHPGSRPSRSQFMCLDSNPPSPTQE
DWEGRGEDEEEEEDNVESEEDGEEEEEEKEEALKESSEKSGGTLNGQERTDGWS SALGPDGLTASEK P DS SHNg

NS RRESRE < o - rRDWGPGGLICDY

>Pfl LOC114570306

MELSSIGDOVEAVES ITKKRVRKGNVEYLLKWOGWPPKY STWEPEENILDPRLVPAYEENQOEK IRALAYRRKGLRPRR
LVLRNIFAMDLRSANKALEKPPPRLRLSLTRSMSTDVDQGEQSSLYRGLARRKSKQRVSKRGPAGPSNKTTFPLEKLE
EPIEEDWGVTSEEEKHESESITEERSKDRLYGQSECGSPPLLERQDLAMDVEEKEDADLTAVGTETWIDRPGGGTSKT
RONQTFACDQSKDSVSVPEAIPEDVVSVSDRSDWDLGEESVESEGLEIRLESSVCQSSSTTSVIVSVQGSGKTASECS
PTEARKEEGSDDSPSVTTTAPCR A AREOE GV D SV REAVIA . G F FKGY

>Pfl Cbx8 (Gene ID: 114569533)

MELSAVGERVFAAESITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFVAFEQRERERELYGPKKRGPKPKT
FLLKAQVKAKSYEFRGDAVQGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSTREYRQPSLQ
HIGPDGLLHVPKKRGPKPKPRFKDSSCSPVVSEPHKRRAEEQVSHSHHKLAKLQGGEETRLIKVSHRHPESHGHKPHH
HHHHHHHHHHLTHNRGSSYKQLYSERSLHPHRTDPDTHRTKDSSTYLAPVHFKHQSKMSQGSSRPAELPOQMEKPYFLD

RPSPTRLDVDLDE VDD < G * F K DKR

>Pfl LOC114569420b

MELSAVGESVFAAESTITKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKAYEFRREAPRGIQVSYPIPEPVITPRAREGLRAVVPTIFPPSAVNRGESVHIRPPEPERRPRPTPTAS
LTVREAVRFPKKRGRKPKLQLHYEKDHEGSSAEPDTKRSRSLEEPVSHGLSNMSRRLFHHGETSDHSLIQLTRRFQEK
TTITPKHSREQRHAGLSYSCAFSPDVLKSDQGGDRTQCLSRMSIPRPSSSAEHRRHOQVKECCLPPEQPAVISTQSEST

HDQS TR DD VARSI < G 7 FREKR

>Sdu_LOC111237087

MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGHWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG
RREEBAPrTATKDSRSSSSSSSGLSSSASSSS SEDEDHTKKAKRVHPVPQKRPQILLAKPDPPRJ
LROAKSRPPAPSPPPPPPPPPPPPPPRHHQALRLLRDEPRPGVKKPLQPASFTYTGLSRSSRDEAASASQTSASSFSQ
TAASKPGSLSCIWTNRSLSSSSSSSSHNKASPSAQNKNSASELKRSMSESGSRGDGFKVSPLKQSGSSGSLGLHSSFG
GGOAVAQRSQLGORROEGVGGQSGLVOHKQONSGLSKPSSLSSPTPRDRANQALSLRALNLQSVSKLPAGSSTSSAMY
AASRSSLRSGGGIVVKGGVGSIKETRMSAGGQRSGLAAGGTAEPGRGKEMMAGGSSSRGSGGGGROEDRKHGLSSONR

SLNELSTGDSDETSSSESEHDDTALYPSKSRPSLGNDATES DTE DR D AN RSB

GFEFNSRNH

>Sdu_LOC111217430

MEELSAVGEQVEDAECTLNKRLRKGKLEFLVKWRGWS SKENSWEPOENILDPRLLAAFNKKEQERELLLRKRGKRPRG
RPRKILENVPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDDDEDS SVKQATPSVRTRDLHPVPQKKAQIVVAKQEP
PKKRSRKPLPPEVKEFQONKSPRKILKTSKDTDLPGAIKKPVHPASFTFMGFHRGSARDTVGSONRSSLAQGGAVKNS
MSSVGSGRSVQPASLSLNKSSQSRNVTEGKLSISSMSSGTSLDLKAAAGKSKGVAALNLNTSKHPIQGTTQHTLSSPN
GQKKPQGPVSTLQRIPNTKAVASVPSKNASSNQGSGLQPLNLQSKPMQSNDAPGNGTTPVSGVRNATNPARKTTVTON
QEYNPKSPATPGRLQARKNQPGADKVKEANEIQTSRVQGRLEKNSVHKSSTEVQSQQERSAYKDGKKAKMNDMS TGEE
ESSSDSDQDSSYTGQODRSVAVON DR D AN R ESEie /G F F'S TRNY

>Sdu_Cbx4 (Gene ID: 111218007)
MELPAAGEHVFAVESTIEKKRSRKGRVEY LVKWRGWS PKYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLEEDGCQKSSATIQMLRPOGQOQYQLNSKKHHQYQPLCREREAEQQTNGKKEYYQLNS
KKHHHYQPDLKVHEPIFVKPRDIRAPELPNKGYNVPPMLQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKV
KPKEDALPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSETPEKPPKGTDNSAENDLEKMKLVKK
LGLMNGFAKNPKEKPTIPSSGEFNVVCPKEKEQSPKMEPTVTEQDKHVEVRGQGQLPADQPLQLTTKPNLLSLPLDRGV
SSPLDKRGAQGGFQGLKRHLSDTDCDEHGSNKRFLSSRSISVPNTVSSPSQSISIDONGHQSHTGLQLCGYADQEEPT
DLSIVKTRPKAAASTATQPERHTQAETLTQTODETHTQAETHTOMDTQTEAQPQTETQKSAEKVKVDSLSVSNNEKRK
EE

>Sdu_LOC111227040

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENTLDPRLLVAFQHREROEQLMGYRKRGPKPKH
LLLOVPSFARRSSIPAGFEETCQDAEGGLKSDPVQVORSQPOQYQLNSKKHHQYQPSSQEVPADQLTNGKKKEFIYQLN
SKKHHHYEPDPNMEDTQASRLKEVVKVQESACKPANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES



EHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSEDKPONTKPSENNPAHRTKM
AEHPENGIPKEICNGSSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPLMSWAVDTN
IPTPTAVDQIRIPSFPNDRKRKLSEPVEDRSVSKTYLTSRSESVPSTVVTPPQDKPMDLQCSGRRASSACTYEVMDPG
SQEEPMDLSCPKTKRQVEPEIQPEPAPEPEPAVRDTPPITEDTQKSTEKSKEA|

>Sdu_Cbx6 (Gene ID: 111216565)

MELSAAGDRIFAAEATLKRRVRKGRIEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
FVIKARSQKREPSRQATSTRQTTSRSSLSTSSRAAPSSSASPHHLPSSSSSSSTVAPSPKLNSLAATHKLKKDIHRCH
RMSRRPLPRSDPMAPTEFSNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGTAAGSRNITTG
RONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPVPFHPHTGSCSSTGARDSNTTPSQYQSPPSPAS
SSGSEGKSPTASAAQSKPATGASPSSEGPKPSKPHAETQKGQSAKNATPAPSSDANPVVSASPFLPSSPSSSLEDEEE

EGAVDRSVPSEGGRKNLRQRRAKRQPPTTLPSVAPGDQSSAPTEPQRVPAEGD BN ENADSCRDV D VNeH

EREEESE~ SCPASPSSSPENASSPPPASTSDDPSPAKP

>Sdu_ Cbx7 (Gene ID: 111219914)

MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRALGHRRKGSKSKR

VLLONTVYTMDLRSAHKTPEKPSPRLRLSLTRSLDEDEDEDEDEPYSACRQGPRSQVAHHKGKPSRSQFRCLDSNPAS

PTOQEDWEGLEDEEEEEEEEEEEEGEEEEEEEEEDNVEDEEDREEEETEKTDEWSSAIVPDGVTASDKSD
KGFFRDWGLEV

>Sdu_LOC111230359
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEENQOEKIRALAYRRKGLRPRR
LVLRSIFAMDLRSAHKDAEKTPPRLRLSLTRSMSTDVDQGERGSMYHRSVRRKSRQRVAKRROQDGPSNKPIRPLRKKE
EPMEEDWSGISEEEKQESESTTEDRREDSLYGQSECSSPPLLERQDLEMEAEEKVDADLTAWTDGPGGGTSETTQSQT
LACNQSKDSASVPVTGPGDAVTVGDRSDWDTGEEGVESGSECPRLERINTTSVIVSVQASGETEGADAAAAAAAAAAA

AAAADACSTAEVRNEEVGGDNQSVTTTT PGS DO GRSV R AMA = G F FK G Y

>5du_Cbx8 (Gene ID: 111217943)
MELSAVGERVEAAESITKRRIRKGRIEYLVKWKGWSPKYSTWEPEENI LDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRSEAVRGMHVTYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSTREHQQSS
LQONSPDGLLHVPKKRGPKPKPRFKDSSYSPAAPEPHKRRAEEQLSHGPHKLAKLQGVEEMRLFKVAHRHPENHGHSH
KHHHHHHHHHHHHHHQONRELSGGSSYKQLYSDRSLHPHRIDIDTHRTKEGSSYLAPAHFKHQPKMSQSVSRPAELPL
MEKPYFLDRPSPTRLDDDLDEV RO R D i R eisis | G F FKDKR

>Sdu_LOC111227041
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRAIQVSYPIPEPVITPRAREGLRAVVPTIFPPSAVNRGESVHVRPPEPERRPRPTPP
AALTLQESTGFPKKRGRKPKLQLHYDQODDGCSSAEPDTKRSRFLEEPVSHGLSKMTRRLHHHGETSDHSLLQLTKREQ
EETTITPKSSCEQRHLVGAGLSYTCAFSPDKARKSDHMGHRTHFLSRVSVPQAGKLKHSAEHRSHQLKQYCLPREQPA
VISTEAESTHDETARS A DS ERBSSED - - Dk X

Sla_LOC111655533*

MSIYFRHNSWEPQENILDPRLLAAFNKKEQERELLLRKRGKRPRGRPRKILENVPEAPKSSSSSSGSSSSSSDSSSSC
S5555SSDDDDEDSSVKQATPSVRTRDLHPVPQKKAQIVVAKQEPPKKRSRKPLPPEVKEFQONKSPRKILKTSKDTD
LPGAIKKPVHPASFTFMGFHRGSARDTVGSQNRSSLAQGGAVKNSMS SVGSGRSVQPASLSLNKSSQSRNVTEGKLST
SSMSSGTSLDLKAAAGKSKGVAALNLNTSKHPIQGTTQHTLSSPNGOKKPQGPVSTLORI PNTKAVASVPSKNASSNQ
GSGLQPLNLQSKPMQSNDAPGNGTTPVSGMRNATNPARKTTVTQNQEYNPKS PATPGRLOQARKNQPGAEKVKEANEIQ
TSRVQGRLEKNSVHKSSTEVQSQQERSAYKDGKKAKMNDMSTGEEESSSDSDODS S YTGQDPSVAVON DR

VGFFSIRNY

>Sla LOC111664318

MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENI LDPRLLAAFHKREQERELLFQKKG
RRITPAPTATKDSRSSSSSSSGLSSSASSSSSEDEDHTKKAKRVHPVPOKRPQILLAKPDPPR RA
LRQAKSRPPAPSPPPPPPPPPPPPPPPRHHQALRLLRDEPRPGVKKPLQPASFTYTGLSRSSRDEAASASQTSASSFS
QTAASKPGSLSCIWTNRSLSSSSSSSSHNKASPSAQNKNSASELKRSMSESGSRGDGFKVSPLKQSGSSGSLGLHSSE
GGGQAVAQRSQLSQRRQEGVGGQIGLVOHKQONSGLNKPSSLSSPTPRDRANQALSLRALNLOSVSKLPAGSSTSSAM
VAASRSSLRSGGGIVVKGGVGS IKETRMSAGGORSGLAAGGTAE PGRGKEMMAGGSSSRGSGROEDRKHGLNSQNRSL
NELSTGDSDETSSSESEHDDTALYPSKSRPSLGNDATES DTE DR N D VA R ESieis G
FNSRNH

>Sla LOC111667573

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETCQODAEGGLKSDPVQVORSQOPQQOYQLNSKKHHQYQPSSQEVPADQLTNGKKKFIYQLN
SKKHHHYEPDPNMFDTQATRLKEVVKVQESACKPANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSATISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSEDKPONTKPSENNPAHRTKM
AEHPENGIPKEICNGSSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGOQADLPDDLPLQLTASSPLMSWAVDTN



IPTPTAVDQIRIPSFPNDRKRKLSDPVEDRSVSKTYLTSRSESVPSTVVTPPQDKPMDLQCSGRRASSACTYEVMDPG
SQEEPMDLSCPKTKRQVEPEIQPEPEPAPEPEPAVRDTPPITEDTQKSTEKSKEA

>Sla LOC111655477

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWS PKYNTWEPEENILDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLEEDGCQKSSAIQMLRPQGQOQYQLNSKKHHQYQPLCREREAEQQTNGKKEFYYQLNS
KKHHHYQPDLKVHEPIFVKPRDIRAPELPNKGYNVPPMLOQQOKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPDKV
KPKEDALPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSETPEKSPKGTDNSAENDLEKMKLVKK
LGLMNGFAKNPKEKPTIPSSGFNVVCPKEKEQSPKMEPTVTEQDKHVEVRGQGQLPADQPLOLTTKPNLLSLPLDRGV
SSPLDKRGAQGGFQGLKRHLSDTDCDEHGSNKRFLSSRSISVPNTVSSPSQSISIDONGHQSHTGLQLCGYADQEEPT
DLSIVKTRPKAAASTATQPERHTQAETLTQTQODETHTQAETHTQOMDTQTEAQPQTETQKSAEKVKVDSLSVSNNEKRK
EE

>Sla LOC111673425
MELSAAGDRIFAAEAILKRRVRKGRIEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
FVIKARSQKREPSRQATSTRQTASRSSLSTSSRAAPSSSASPHHLPSSSSSSSTVAPSPKLNSLAATHKLKKDIHRCH
RMSRRPLPRSDPMAPTEFSNPGGFPSRMHVSPEFSETVRILNRRVKPREVKRGRITILNLKVIDKPGRGGTAAGSRNITTG
RONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPVPFHPHTGSCSSTGARDSNTTPSQYQSPPSPAS
SSGSEGKSPTAPAAKSKPATGASPSSEGPKPSKPHAETQKGQSAKNPTPAQSSDANPVVSASPFLPSSPSSSLEDEEE
EGAVDRSVPSEGGRKNLRQRRAKRQPPTTLPCVAPGDQSSAPTEPQRVPAEGD

EEREEBSB~ SCPASPSSSPEN

>Sla LOC111646103

MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRALGHRRKGSKAKR
LLLONTVYTMDLRSAHKTPEKPSPRLHLSLTRSLVPEDEDEDEDEDEDEDEDEDEDEDEDEDEDEDESYTACRQGPRP
QVAHHKVKPSRSQFRCLDSNPASPTQEDWEGLEDEEEEEGEEEEEEEEEDNVEDEEDREEEETEVAQKDTTEKSGGIH

NGQEKTDEWRSAIVPDGVTASEKS DN ACE DN S SR ESRVA K G F FRDIGLEV

>Sla LOC111647569

MELSSIGDOVEAVESITKKRVRKGNVEYLLKWOGWPPKY STWEPEDNI LDPRLVIAYEENOEK IRALAYRRKGLRPRR
LVLRSIFAMDLRSAHKDAEKTPPRLRLSLTRSMSTDVDQGERGSMYHRSVRRKSRQRVAKRRODGPSNKPIRPLRKKE
EPMEEDWSGISEEEKQESESTTEDRREDSLYGQSECSSPPLLERQDLEMEAEEKVDADLTAWTDGPGGGTSETTQSQT
LACNQSKDSASVPVTGPGDAVTVGDRSDWDTGEEGVESGSECPRLERINTTSVIVSVQGSGETEGADTAAAARAAARR
AAAAAAAAAAAADACSTAEVRNEEVGGDNQSVTTTT PGS B DO GRSV - G F K G
Y

>Sla Cbx8 (Gene ID: 111655455)

MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRSEAVRGMHVTYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSTREHQQPS
LOHNSPDGLLHVPKKRGPKPKPRFKDSSYSPAAPEPHKRRAEEQLSHGPHKLAKLQGVEEMRLFKVAHRHPENHGHSH
KHHHHHHHHHHHHHHQONRELSGGSSYKQLYSDRSLHPHRIDIDTHRTKEGSSYLAPAHFKHQPKMSQSVNRPAELPL

>Sla LOC111667559
MELSAVGESVEFAAESIIKRRIRRGRWEYLVKWKGWSQKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRAIQVSYPIPEPVITPRAREGLRAVVPTIFPPSAVNRGESVHVRPPEPERRPRPTPP
AALTLQEPTEFPKKRGRKPKLQLHYDQDDGCSSAEPDTKRSRFLEEPVSHGLSKMTRRLHHHGETSDHSLLQLTKRFQ
EETTITPKSSGEQRHLVGAGLSYTCAFSPDKARKSDHMGHRTHFLSRVSVPQPGKLKHSAEHRSHQLKQYCLPREQPA
VISTEAESTHDETARS A DD < G~ F TDKR

>Lbe L0C114919638
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG_
-APAATKDSRSSSSSSSGLTSSASSSSSEEDDEEDHTKKVKAAPRVHPVPQKRPQILLAKPDPPRKRGRKPLP
PDLRALRQAKSRPSPPPPPPPPPPPPRHHQVLRPSREETRPGVKKPLQPASFTYTGLSRSSREEAAAAASQTSSSSES
QTAASKSGSLSGMWTSRSMSPSSSYKTSSSSHSKNSLSELKRSHSDTSGGRDGFKASSLKQGGGGAMMHGGFGQTAPR
SSLSQRROEGGGGQTASLOHKQONSSQSKMASSLTPRDRASQALNLRALNLOSVGKTAAGSNAAVASRTSLRSGGVMV
KAGGLKDTRAASVQRSSVPAGGAAEQGRAREERGRETSAEGKKLAGSSGGRHEERKHNVQTRSLNELSTGDSDETSSS

ESEHGADLEPNNSRPSFGDDATES DT: NSO AN RESEN - 1 |

>Lbe LOC109999250

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPKYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHGATLDDDSCKKTSPIQMLRPQSQQYQLNSKKHHQYQPLCREREAEQQQQATGKKFEYYQL
NSKKHHHYQPDLKVHEPMFAKPKEVKAPELANKGYNLPPVLQOKWVRDKDSGCLTKVKDITMELKKLPADLNGEPERV
KPKEDAVTQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMKATKIKNGDSGSAEKHLORTDSSAEEHLEKMRLVKK
LGLMNGFAKKLKDKSTVLTSGFSRDHPREKEQSPKTEPTVTERDKHVEVRGQGQLPKDQPLOLTTKSNLLPLPLDRGV
PHSADIQGSQGGFQGLKRHFSDSDSEEHGSSKRFFSTRSISTPHPVSSPAQSVSVAQNGHQSPIGLPVCEYTDQEEPM



DLSIVKSRHCPTRAETHKQTETVTHTETSTQEETDTQAMTHVAQTETEHQTE TENATGEEKVNSLSVTHHEKKTDD.

>Lbe LOC109985836

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEESSQDPEGVLKSDPVQVQRPQPOHYQLNSKKHHQYQPSSQEVPADQLHNGKKKEIYQLN
SKKHHHYEPDLNMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQQKWVRDKDTGCLSKVKELEVRKPAVKDAESEH
ALKPNPKDATLPNAVSSKMKITIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSVEKPONTKPSENNPAHTTKMVA
YPENIIPKEICNGSSPPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGOQADLPEDLPLOLTASPPPTSWVVDTNIP
TPTDNDQIRIPSFPNDRKRKISDTTDDRSVCKSYLTSRSESVPSTVVAPPODSPMDLHCSGPRHSGTRTYEALDSGSQ
EEPMDLSCPKTKKQAEPERQPEPEPVVENTTPVSEETHEPTEKSKEA|

>Lbe Cbx6 (Gene ID: 109991257)

MELSXVGDRVFAAEAILKRRVRKARLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERDRELHGPKKRGPKPKT
LAMKARGRKGGNSSRISNSRQTTSCSSVSTSSRATPSPSTSAAPHRLGSSSSSSSTVAPSPKLSSLAATHKLKKDIHR
CHRMSRRPLPRSDPMASSFSNPGGFPSRPHISPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGTATSGRNNT
VGRONIPSRNRIIGKKGEAPYRPFQPPMKMLGEFPMYGKPFGLQCGGLOQPFPSHPGSCSSTGARDSHSSSSKYQSPPSP
SNSSCSEGKSTTNAAAAKSQGSAGAXPSTGGPKSSTPQTETQKGTKPPAPPQSSDEDPTASGSPFLPSSPSSSLEDEE

EEGAPDHSEGGRRKPSQQRAKHQLPASSSSDTPGDKSSTPTE PKRVPAEGD BN RN CRD VD Vv

FREEBSB~ SCPASPSTSPEEASSPPPSNTSDNPSPPKP

>Lbe Cbx7 (Gene ID: 109992249)

MELSAIGEQVFAVESVLKKRVRKGNVEY LLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRALGHRRKGSKTKR

LLLOSTVYTMDLRSAHKTQEAPPPRLRLSLTRSLVPEDEDPSFGVYRKVPQPQLEHLKSKHGRPQLKCLDSDPAKQED

WAEEGEEEEEEEEEEEVDNVEDEDDMEVEVEEEEGEKEEATGKSKSILDGRKRTDSWS SAIEPDELTASEKPDRD-
KGFFRDLGLEV

>Lbe LOC110004121

MELSSIGDQVEAVESITKKRVRKGNVEYLLKWOCWSPKY STWEPEDNILDPRLVLAYEENQEK IRALAYRRKGLRPRR
LVLRNIFAMDLRSTHKEAEKPPPRLRLSLTRSMSTDVDQGERGGVYHRY TWGKTKHRASRRT IRPPEKKKEDEDEWSS
EEEERDCVTDDRREGSLYAPSVCSSPPMLERQDVELEVMEEEAEHLGGGAKEAWT DREEMSKMQTFECDQPEVSVCVP
EEGPEDAVTGDDDTFWGGVEEEVEAECPTLDRNDNTTSITTSMTAEEREEDVTRAT PG I FN DA ARV VARva

SRR -

>Lbe Cbx8 (Gene ID: 109999244)

MELSAVGERVFAAESI IKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFVAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRSDAVRGMHITYPTPELIVTPRAREGLRAVVPTIFPPSTVNRGESVRHRPPELSIREYQQPF
LOOTSSDGLIHAPKKRGPKPKPRFKDVSCRPLAPEPHRGRAESQLGQYKVPKYQGVEEMRVVRVAHRHPESHKHHHHP
HHHHHTHNIGASGGGSHKQFYADRGLHPHRVDMNTHGTKDSSSYLAPAHFKHRSKMSONPSRPLELPOMEKPYFLDRP

SPTRLDAQVDE GOSN 1 G 7 K DKR

>Lbe LOC109985837
MELSAVGESVEAAESIIKRRIRRGRWEYLVKWKGWSQKYSTWEPEENILDARLFAAFDERERERELFGPKKRGPKPET
FLLKAKAKAKEKAYEFRGEASRGIQVAYPIPEPVITPRAREGLRAVVPTIFPPSAVNRGESVYVRLPEPETRPKPAPA
ASLLVQEPGRAPKKRGRKPKPHLEYDEDDDEEDGSGEPDVKLSRPLEEPGSRGFSKLSRRLHHPHHHHHHHQGETSDH
SLMOLTKRFQEKTTITPKSSSEQRHAGLSYSCAYRPDVRTSQQRVHRT SCFVPPPKKPNHSSSEQQRHHQVRELCPPR
EQPDVSSSHDPSTRP A S SOV SSSH G ' FRGKR

>Cgo LOC115005214
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQEKELLFQTKG
PAATKDSRSSSSSSSVLSSSASSSSSEDEDHTKKARS GPRVQPVPQKRPQIVLAKPELPC‘
RALRQAKSRPPPPPPPSPPPPPPLPPPPPPPRHHQVLRPPREDPRPGVKKPLOPASFTYTGLSRSSRDEAAAAAASQ
PSASSFSASKASSLSCMWTSRSMSPSSSYSRTSPAPQSKNSLSELKRSTSDTGGGRGDGYKASALKHGGGSLGLHSSF
GGGQAAVORSPLSQRRQDGSLOHKQOSL.NKAAPAPTPRDRANQALNLRALNLOSVSKPVSVSGLQGNTAAASRTSLRS
GAGGTVVKGGGIKETRTSAGGQORSGGGSEQARLREEMLAETKKMTGSSSARGSGGERKHGLASONRSLNELSTGDSDE

SSSSSESERDAAPYPNNSRPSLGDDVATESDTE DN ARG D VAN R ESeie G F FN S LNH

>Cgo_LOC115012765
MEELSAVGEQVEFDAECILNKRLKKGKLEFLVKWRGWS SKENSWEPQENILDPRLLAAFNKKEQEKELLLLKKGKRPRG
RPRKILENVPEATKSSSSSSGSSTSSSSDSSSCSSSSSSSEDDDDS SHVKQANPSVRTRDLHPVPQKKAQIVVAKQEP
PKKRSRKPPSPEVKELQQKGPRKTPKTPKDADVPGAIKKPVHPASFTFMGFHRGSPRDLSGONRSSVTPGAVVKHSIS
SAGSGRSVQPASLSLNKSSQSRNVTEGKLSISSMTSGTSLDLKAAASKSKGVAALNLNTSKHLIQGTTQHTLSSPNGQ
RKAQAPVSTLOQRIPNTKAVAALPSKNASSNQGSGPQPLNLRNKPVQSKDAPGNCTAPASGLRSPTNPARKTSVSQNQE
YNPPKSPATPGRLOARKSQAGAEKVKEATDIQTPRVQSRLGKSSVOKSSTEVQIQQERSASKDGKKAEMSTGEEESGS
DSDQDSSYVGQODGSVAVON DR D AN R ESIBS / G F F SMRN 'Y



>Cgo_Cbx4 (Gene ID: 115013642)

MELPAAGEHVFAVESIEKKRSRKGRFEYLVKWRGWSPKYNTWEPEENI LDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHGASLDEDSCQKPSPIQMLRPOGQQYQLNSKKHHPYQPLCREREAEQQTNGKKEYYQLNS
KKHHHYQPDLKGHEPMFAKPREVKAPELVNKGYNLPPVLQQKCVRDKDSGCLTKVKDIAMELKKLPADLNGHKEPEKV
KPKEDALPQSNGVSNGKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSETAGKPPQGTDSSAENHLEKMKLVRK
LGLMNGFAKKTKDKPTVTSSGEFNGLCPKEKEQSLKTEPTVTEQDKHVEVRGQOGQLSADQPLQLTTKPNLLSLPLDRGV
PSPLDKRGSHGGLQALKRHLSDSEEHGSSKRFLSSRSISAPNAATPPTQSISIDONGHHSHIVLODCGYADQEEPIDL
SVVKSRPKATQPETHTQAETVTQAETHTQGETDTQTQTDVQTETQPQTETHKS TEEEKDNS S SVCKHE TRKEE Do

>Cgo_LOC115012777

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENTILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSCIPAGFEESSQDAEVSIKSDPIPVQRPQPQOYQLNSKKHHQYQPSSQEVPADQPTNGKKKEFIYQLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEMRKPAVKDAES
EHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKGKHGESSSEVKPONTKPSENNPAHTTKI
VEHPENGIPKELCNGRSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGOQADLPDDLPLQLTASSPMTSWAVDTN
IPTPTSVEQIRIPSFPNDRKRKLSDPAEDRSVSKTYLASRSESVPSTVVTPPQDKPMDLHCNGPRHSSTSTFEVVDSG

SQEEPMDLSCPKTKKQVEPEIQPEPEPAVTNTPPVMEDTQQS TEKSKE A BN RS MG D o R

>Cgo_cbx6 (Gene ID: 115005610%*)

MSQSDCSSLTQDAAASVLALSAPLRVAKLLSSARYHGDRGEGRSEGVGMRESKQAPVAPSPKLNSLAATHKLKKDIHR
CHRMSRRPLPRSDPMASSFSNPGGFPSRLHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGAAAGTRNIT
AGRONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPLSFHSHPGSSTGAHSTSSQYHSTPSSSTGSE
GKSCTKASAWSQPATGASASSVAHKSSKAPAETQKSQSAKPAASAPSSDANPEASPVLPSSPSSSSSAILEDEEEDGA

LESCATPEGGKKRRAKRQPPTAAADQSSAPAEPQRALAEG D BN EMADSCRDV DN R REeE ~ S C

PASPSATPDNASPPPPSTTSDDPSPAKP

>Cgo_LOC115012745

MEQSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWSPKYSTWEPEDNILDPRLVLAYEEHOEKIRALAYRRKGLRPRR
LVLRNIFAMDLRSANKASEKPPPRLRLSLTRSMSTDVDQGERGSLYRRLARRKSKQRVSKRGSEGPSNNSILPLRKIE
EPIEEDWGATSEESNTEERHEDSLYECSSPPLLERQDLEMEVEEKLDIDLAAVSTERWTDGADGWTSDTRQSQMEACD
QOSKDSASVSEALPEDAVSVGDRSDWDKSEEGVECPRLOSRNCQSNNTTSTIASLOGSSGTAGDYFTTEEATNEEASGN

NOSKTGT S PG S DN SRR -  * 7K G Y

>Cgo 1L0C115024515
MELSAIGEQVFAVEAIVKKRVKKGNVEYLLKWKGWPPKY STWEPEEHILDORLVKAYEEKEQEEKTLGHKRKGSKAKT
LVLODTVYTMDLRSAHKTPEQPPPRLRLSLTRSLLPEDEDQPYGACRRDPQLEHREVQOPRRSKETCLDSNPPSPTQED
WEGWGEEEDVGSEEDTEEEALKETAERSGGTLDGQRRTVERRS IAPHE I TAAGKPD)

EERESRVA < GFFRDLALKY

>Cgo_Cbx8 (Gene ID: 115013830)

MELSAVGERVFAAESITKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDFRLFAAFEERERERELYGPKKRGPKPKT
FLLKAQAKIKAKSYEFRGDAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSAVNRGESVRVRQPELSAREYQQPS
LOQTGPDGLIHIPKKRGPKPKPRFMDGNCSTTVFEPLKRRAEQQGSHGPHTLAKLQGGEEMRLINHRHPE ITHGHKRHH
HHHHHHHTHDRGSSGGSSEFNQLYLERSLHPHRTDMDSHRTKDSSSYLAPVHFRHQSRMSQSLSSELPOQMEKPYFLDRP

SPTRLDVDLDE GRS 1 G 7 K DKR

>Cgo_LOC115012434

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEESERERELFGPKKRGPKPET
FLLKAKAKEKTYEFRREAPRGFQVSYPTPEPVIIPRAREGLRAVVPTIFPPSAVNRGESVYIRPPEPERRPRSTPPAA
LTDQEAVRFPKKRGRKPKLRLHYDEKADGGISAEPDTKRSRSLEEPVSHGLSNMSRRLLHHGVAPDHSLMQLTRREQE
KSTITPKHSSSSSSSSEQRHAGLCCSAFNPDVGQLGHRTKSLVSVPRPSSSEEHRRHQVKECCEPDVISTQSESIHEQ

anRe RSOV NSRBSEED . - : <= <A DV

>Ena cbx2 (Gene ID: 115047492)
MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQERELLLRKRGKRPRG
PEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSEDDDDDEDSNVKQVNPSVRTRDLHPVPQKKAQVVVAKQ
EPSKKRIRKPLPPDVKEFQONKSPRKILKISKDADLPGAIKKPVHPASFTFMGFHRGSGRDTAGGQSRSPLPQGGAVK
TSMSSVGSGRPVQPASLPLNKSSQGRNVAEGKLSISSMSSGTSLDLKAAGKSKGVAALNLNTSKHPIQGTTQHPVSPP
NGQKKPQGSVLTLQRIPNTKAVASVPSKTASSNQGSGLOPLNLQSKPAQSDDAAAPGSGVRNATNLARKTNVAQQNQE
YNPPKSPATPGRLQARKNQPGAEKVKEANE IQTSRIQGRLEKNSMHKSSTEVOSQQERSTYKDGKKAKMNDMS TGEEE
S5SDSDODSSYTGOERSVAVON DR e D AN VR ESBS G F'S TRN Y

>Ena_LOC115059891
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLLAAFHKREQERELLFQKKGKRPRGRE
RRIDPBVPTTTKDSRSSSSSSSGLLSSASSSSDDEDHSKKVKRVHEPI POKRPQOIMLAKPNRPRKKKRGRKPLHPDLRA



LRQVKSRPPTPPTPPLPVRHHQAHRPPRDEPRSGVKKPLQPASFTYTGLSRTSRDEAGSASQTSSESQAVATKSGSLS
CIWTSRSLSSSMPSSGSSHNKVSPAAQSKNSVSDLKRSMSESGSRDAFRVSPLKQSGGSGSLGLHGGVGGSQAAAQRS
QLGORRQESVGGQSGSVQOHKQONFGLSKPSLSSPSPRDRVNQALSLRALNLQSVSKPSAGSGLHGGNTGSAVATASRS
SSRSGSSIVIKGGVTSIKTGGORPGLAAGGAAEQGRGKELLTGASSGRGNGGGRQEDRKHVLISQNRSLNEFSTGDSD

ETSSSESEHGALLYPSNSRPSLGNDATES DTE DN DA R Eeeis / G F N SRNH

>Ena LOC115047550

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LEFFQVSSFARRSSIPAGFEETCQODTENSPKSDPIQVQRSQPQQYQLNSKKHHQYQOPNGQEVLPDQLTNSKKKEFIYQLN
SKKHHHYEPDPNMEDTQASRLKEVVKVQESSCKPPNPGWNSPLALQQKWVRDKDTGCLNKVKELAVEVRKPAVKEAES
EHALKPNPKDAMLPSSSSSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSEDKPONTKPLENNPAHRTKM
VEHPENGIPKEICNGSSLPAAEHPIKCSPKDRNFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPMSWAVDTN
IPTPTAVDQIRIPSFPNDRKRKLSDPMEDRNVSKTYITSRSESVPSTVITPPQDKPMDLOQCSGRRLNSTCTYEAMVAG
SQDEPMDLSCPKTKRQVEPEIQPELVPEPEPAVSDSPPVTEDTQESTEKSKEEPV]

>Ena LOC115044326

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWS PKYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDEDNCHKSSPIQMLRPQGQOQYQLNSKKHHQYQPLCREREAEQQTNGKKEFYYQLNS
KKHHHYQPDLKVHEPIFAKPRDIRVPEVPNKGHNVPPMLQOKWVRDKDSGSLTKVKDITMELKKLPADLNGHKEPEKV
KPTEDALPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDEKPPKGADNSTEDELEKMKLVKKLGLM
NGFTKIPKGKPTVPSSGEFNIDCPKDREQSPKVEPTVTEQDKHVEVRGQGQLPADQPLKLTTKSNLLSLPLDRGVPSAL
DKRGAQGGFQGLKRHLSDTDCDEHRSKREFLSPGSISVPNTVSSPSQSISIDONGHQTPSGLQVCGYAEQEEPIDLSIV
KTRPKAAAPTANQPEAHPQAESLTQKHSESSTKAETHTQAETQLDTQKEAQPQTESLKSAEGVKVDSVSVSNNEKIKE
D

>Ena cbx6 (Gene ID: 115044595)
MELSAAGDRIFAAEATILKRRVRKGRIEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKEREREMNGPKKRGPKPKN
FVMKARGQKREPSSQASSTRQTTLRSTSTRAAPSSSASPHHLPSSSSSSSAVAPSPKLNSLAATHKLKKDIHRCHRMS
RRPLPRSDPMAPAFSNPGGFPSRMHVSPEFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGTAAGSRNITAGRQON
IPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPVRLHSQTGACSSMGTRDSKSNPPQYQSPPSPASSSG
SEGKSPTASAGQSKPATGASPSSEGPKSSKPHTETQKGQIAKLSPPAASSDANAVVSATSFLPSSPSSSLEDEEDEGA
LDRSVPSDGVRKNPRQRRVKRQPPTTLLFAAPGDQSSAPTEPKRVPAEGD

EEEBEB~ sCPASPSASPENGSSPPPTSTTSDPSQAKP

>Ena_ cbx7 (Gene ID: 115060227)
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHI LDORLVOAYEEKEQRDRAVGHRRKGSKSKR
LLLONTVYTMDLRSAHKTPEKPPPRLRLSLTRSVVPEDEDEDEDEDEDEDEDEDEPYGDCRQGPRAQEADHKSRRSQF
RCLDSSPLTQDDWEGLGEEEEEEDEKEEEEEEDNVEDEDREEEETGLAQMETTKRNILNGRERTDGWSSAIEPDEVTA
SEKT DD NSNSV - G F R TG LEY

>Ena_LOC115047474
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWQGWPPKYSTWEPEDNILDPRLVLAYEENQEK IRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVAEKPRLRLSLTRSMSTDVDQGEQGSMYHRSVRRKSKQRVAKRGPVGPPNKPTRPLRKKDVP
MEEDWNSVSEEEKQESESTTKERHEGSLYGQSECSSPPLLERQDLEMEAEEKVDADLTAVGSDTWTDGADGEKSETGO
NQTSVYDQSKDSALVPVAGPGDAVTTVTAADRSGWDRDEEGLESGSECPILERINATSVIVTIQGSRETAAAACSTAE
TRNEEVRGDNQTMTMTT PGS R D VoV R AMVEA - G ' K G Y

>Ena LOC115045432

MELSAVGERVFAAESITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRNEAVRGMHITYPTPEPVVTPRAKKGLRAVVPTIFPPSTINRGESVRIRPPDLNPREHQQSS
POPSNPDSFIHVPKKRGPKPKPREFKDSSYSMALEPHKRRTEDQLSHSPHKLAKLQGVEEMRLFKVAHRHPDIHGHSHK
HHHHHHRHHHHHHHHYQONREHSSGSSYKQLYSDHSLHPHRIDSDPHRTKEGSSYLAPAHFKHQPKMTQSLSRPTELP

LMEKPYFLDRPS PTRLDYDLDEv SRS - - <D<

>Ena L0OC115047560

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFTAFEERERERELFGPKKRGPKPET
FLMKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVITPRAREGLRTVVPTIFPPSAVNRGESVHVRPPEPERRPRPSPP
AALALQESVGFPKKRGRKPKLHLLYDQEDACSSAEPDLKRSRFLEEPVSHGPTKMTRRPHHHGETSDHSLLQLTKREQ
EETTITPKSSSEQRHFGGAGLSYTCAFSPDARKNEQMGHRTHEFLSRMSGPQSGRLKPSAEHRSHQVRQCCSPREQPAA

EPFHDTS PRS A S SNSRI < G FRDKR

>Pra Cbx2 (Gene ID: 11444058)

MEELSAVGEQVEFDAECILNKRMRKGKLEFLVKWRGWSSKHNSWEPQODNILDPRLLAAFNKKEQEKELLLRKRGKRPRG
RPRKILENLPEAAKSRSSSSASSSSSSDSSSSCSSSSSSSDDDDDDDSQDQQANPSVRTRELHPVPQKKAQIVVAKQE
PPKKRSRKPLPLEVKEFQONKGPRKILKTTKDIDLPGAIKKPVHPANFTFMGFHRGSARDAAGGONRSSLTPGGAVKN
SVGAVGSGRSSVQPPSFPLNKSSQSRNVTEGKLSISNMNSGTSLDLKAAAGKSKGVAALNLNTSKHPIQGTTQHTLSS
PNGQKKLQTPVSTVQRIPNTKTVSLLSKNAPSNQSSGLOQPLNLONKPVQSNDPPGNGTTPASGQRNPATPARKTTVPQ



NQECNTPATPVKLQGRKTQTGADKVREVNKIQTSRVQGRLEKS SMHKS PTEVQSQQERSASKDGKKAKMTDMS TGEEE
$55DSDODSYAGODRSVAT ON S N DN SIR / G S TRNY

>Pra LOC114452074

MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKGKRPRGRP
RKILPPAPAATKDIRSSSSSSSGLSSSASSSSSEDEDHTKKAKPSPRVHPVPQKRPQIMLAKPDPPRKKKRGRKPLPP
DLKALRQAKSRSPPPLPPPRQHQALRPPRDELRPGVKKPLQPASFTYTGLSRTSRDEAASSSQTSSSSFAQSASSKPG
TLSSIWTSRSLSTSSPSSGSSHNKANPSAQSKNSVSELKRSISETGSSRGDFKVSPLKQGGASGTLGLHSSFGSGQLA
VORSTLSQRRQESIGGQGGLVQHKQONSSLSKPSSSSSPTPRDRVNQALSLRALNLQSVSRPPTSSSLOGNNTSSAAA
RLSLRSGSNMVIKGSTKETRISAGGQRSSLAAGSAVEQGRGKEKQEDRKHTLSSOQNRNLNELSTGDSDETSSSESEPD

LSLYPSNSRPSLGINATDS DTE D OSSR H

>Pra Cbx4 (Gene ID: 114436730)
MELPAAGEHVFAVESTEKKRSRKGRVEYLVKWRGWS PRYNTWEPEENI LDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLQEESLDDDVGCOQKAQQYQLNSRKHHQYQPLCREAEPQANGKTEFYYQLNSKKHHHYQPDLK
VHEPIFSKPREVKAPELANKGYNLPPVLOQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKAPEKVKPKEDTSPQSN
GVTSSKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKNGSSERAEASPQGAESAAENHLEKMKLVKKLGLMNGEFSKSL
KDKATVPTSGFNRDCSKEKEQSPRAEPTVTEQDKHVGVRGQGQLPADQPLOLTTKPNLLPLPLDSSQDKGGSGLKRHL
SDTDAVEHGGGKRFLSCRSISAPDAASSPATNVQQSRSAELQDCVYADQEEPIDLSMVKSRPTASLTTHTQPETVTHT
QDETQTHNPEPAEEDAAEPVCNQETRK]

>Pra LOC114439615

MELPAAGEHVFAVEEIEKKRIRKGKTEYLVKWRGWS SKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEEISPDAEGSHKSDPLOVORSQPQQOYQLNSKKHHQYQPSSQGVPADQIANGKKKEFIYQLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSSISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREEKSQKPSENNPAHRTKMAE
HPENGIPKEICNGSSLSAAEHPIKCSPKDRQFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPVASWAVDTNTP
TPTAVDQIRIPSFPGDRKRKLSDPVEDRSVSKVYLTSRSEFSVPSTVVTPPOQDKPMDLHCSSSRRSSTCTYEDMGSQDE

PMDLSCPKNKTQIQTETPPEPEPVQDTPPVTEDTQKSDTSKE A RGN iR

>Pra Cbx6 (Gene ID: 114439322)

MEPSAAGDRIFAAEATLKRRVRKGRLEYLVKWKGWAMKHCTWEPEENILDDRLILGFEKKEREREMHGPKKRGPKPKN
FVTKTRGPKGESSSRASNSRQSASARSSSSTSTRAAPSSSPSPNLPSPSSSSSAVAPSPKLNSLAATHKLKKDIHRCH
RMSRRPLPRMDPMGPAFSNPSGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGTAAGGSRSITS
GRONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGAVSFHSHPGSCSSTGARDRRTTTPKYQSPPSPS
SSSGSEGKSPTNATAVTGATPSNKNPKSSKPHTETQQGQSTKPSAPALSSDANLAASASPFLPSSPSSSLDDEEEEGA

PVPAEGERKSLRQRRAKCQLPSDSTEDQTST PAEPQRVPAEGD EDE AP C KD DV R Do 2

SCPASPSACPENTSSPPPSTATDDPAPEKP

>Pra LOC114437794
MELSAIGEQVFAVESILKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRAVGYRRKGSKAKR
LILENTVYTMDLRSAHKAPEKPPPRLRLSLMRSVAPEDEDQPYDACRPHHQISKQRRSRFRCLNSNPPSSTDEDWEGG

GEEEEEEEEEEDGEEEEEVTAKKTEGRLNGQESTDGWSATVGPDEVAASEKP S BN CE D e
ERESRVA K GFFRDWGLAV

>Pra LOC114439674
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPEYSTWEPEENILDPRLVLDYEENQEKTRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVTEKPPPRLRLSLTRSMSTDVDQVYRRPLRRKIRQKVTKRVPEGVPNKPIHLOQKKKEEEEEA
LVEDWGGISEEDKPVSDGIIEERCEGSLYGRSECSSPPLLERQDLDMEVEEKVETAVSTEMWTDGEDGEKTCETTQTF
DOSKDSNPAPEPAPGDVVAVGDRSDIDRRDDEAGSEVPRAERSNATSVIVSVLAASQERKEEDEDNQSVTTTTTTTTT
TLGSQTAEHPGKVEVTDVTVNSLTVTFKEAVMAL G THGY

>Pra Cbx8 (Gene ID: 114436737)

MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT

FLLKAQAKVKAKSYEFRSESVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELSTREHQQSP

LOHTGPDGLIHIPKKRGPKPKPRFKDGSFGPAASEPHKRRPEEHLSHSSHKLAKLDHRHHLHHHHHHHHHHHAHSRGV

SAGSSYKQLYSDRSLHRTDMDTHKTEHASAYLAPPHFKHHHSKTSPGLSRPAELPQMEKPYFLDRPSPTRLDDDLDEI
KGEFFKDKR

>Pra LOC114439616

MCGIKQPEEDEGSQKIIKETEINEVHGESWSSRLLGRWEYLVKWKGWSQKYSTWEPEENILDARLFAAFEEREREREK
FGPKKRGPKPETFLLKAKAKEKTYEFRREASRGIQVSYPVPEHVITPRAREGLRAVVPTIFPPSTVNRGESVHIRPPE
PERRPRPTPPSALNAPESLRFPKKRGRKPKLLLRYDKEDGSSSAEPPDTKRSRLHEEPVSHCLSKMSRRLHHYHHHHH
HHHHHHHGETSEHSLLOQLTKRFQEETTITPRSSSEQRPTGGAGLSYTCAFSSNRSDPGGHRTKCLKVSSIPQLKHSAG

QOGREVKESAAMS S0 DS D SRS S < G 7 FRDKR

>Lca LOC108874733



MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKENSWEPEENILDPRLLAAFHKREQERELLFQKKG
PAATKDSRSSSSSSSGLSSSASSSS SEDEDHTKKAKPGPRVHPVPQKRPQIMLAKPDPPR‘
RALRQARSRPSPPPPPPPPPPRHHOALRPTRDEPRPGVKKPLQPASFTYTGLSRASRDEPVSISQTSTSSFSQSASK
PGSLSCIWTNRSLSTSSPSSSSHNKTSPSPQSKNSASELRRSMSESSNRGDGLKVSPLKQSGGSGSLGLHGSFGGGQG
ARQRSQLGORRQEGVGSQIGMVQOHKQONSGLSKPLSSQTPRDRANQALSLRALNLOSVSRPPSSSSLOGNNTSSAGAT
PSRSSLRSGGGGIVKGGAGS IKETRMSAGGORSGLAAGGATDOGRGKEMGGS SGRGTGRQEERKHGLNSQNRSLNELS
TGDSEETSSSESEHDASLFPNNSRPSLGDDATES DTE DR OV D VAR SBis /G F FNSRN
H

>Lca LOC108874388

MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLMRKRGKRPRG
RPRKILENVPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSEDDDEDGSTKQASPSVRTRDTHPVPQKKAQIVVAKQEP
PKKRSRKPLPPEVKEFQONKGSRKILKTPODTDLPGAIKKPVHPASFTFMGFHRGSVRDTVGSQNRSSLTQGGAVKNS
MSSVGSGRSVQPASLPLNKSVQSRNVTEGKLSISSMSSGASLDLKAAAGKSKGVAALNLNTSKHPIQGTTQHTLSSPN
GOKKPQGPVSTLOQRIPNTKAMASVPLKNPSSSQGSGLOQPLNLOQSKPVONNDAPGNGTTPAAGLRNATNPARKTTVTQON
QEYNPPKSPATPGRPPARKNQPGADKVKEATEIQASRVQGRLDKSSVHKSTTEVQSQQERPAYKDGKKADMSTGEEES

$8DSDODS Y TGODRSMGY QN S DRSS G 7S TRNY

>Lca Cbx4 (Gene ID: 108884566)

MELPAAGEHVFAVESTEKKRSRKGRVEYLVKWRGWS PKYNTWEPEENI LDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDEDSCQKSSPIQMLRPQGOQYQLNSKKHHQYQPLCREREAEQQTNGKKEFYYQLNS
KKHHHYQPDLKAHEPIFAKPRDVRSPELPNKGYNVPPVLQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKV
KPKEDALPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSESAEKPPQGTDSSMENSVEKMKLVKK
LGLMNGFAKNPKDKVIVPSSGENIGRPKEKEQSPQTEPTVMEQDKHVGVRGQGQLPADQPLQLTTKPNLLSLPLDRGV
PSSPDKRGNQGGFQGLKRHLSDTDCDEHESSKRFLSSRSISVPNTASSLSQSIGTDONGHGSHAGPQVCGYADQEEPT
DLSIVKSRPKAAASTATQPEIYTQAETVTHTQGETQTOMGAQTETQPQTE TQKTAEKVKVDSLFVPNNEKRKEE-

>Lca LOC108879647

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENTLDPRLLVAFQHRERQEQTLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETCQDVESGLKSDPVQVQRSQPQQYQLNSKKHHQYQPSNQEVPADQLTNGKKKEIYQLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEPACKLANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSATSSKMKI TKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSGEEKLONTKQSESNPVHRTKM
VEHPENGIPKEICNGSSLPAAEHPTKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLOLTASPPPMSWAVDTN
IPTPTAVDQIRIPSEFPNDRKRKLSDPVEDRSVSKTYLTSRSEFSVPSTVITPPOQDKPMDLHCSGRRLSSTCTYEVLDSG

SQEEPMDLSCPKTKRQVEPEIQPEPAPEPEPAVRDTPPVTEDTQKS TEKCKE A BlRRC M R D e

>Lca Cbx6 (Gene ID: 108887174)
MELSAVGDRVFAAEAILKRRVRKGRIEYLVKWKGWAMKHSTWEPEENILDHRLILGFEQKERERELHGPKKRGPKPKN
FVMKARAQKSRTSSQASSTRRSTSRSSVSTSSRAAPSSSASPHHLPSSSSSSSTVAPSPKLNSLAATHKLKKDIHRCH
RMSRRPLPRADPMAPTEFSSPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGTAAGSRNVTTG
RONIPSRNRIIGKKGEAPYRPFQPPOQKMLGEFPMYGKPFGLQFGGPVPFHSHPGSCSSTGARDSRTNCSQYQSPPSPSS
SSGSEGKSPTASAAQVQPTTGTSPSSEGPKPSKLHTETQKGQSAKHSAPAPSSDANPVVPASSFLPSSPSSSLDDEEE
ESALDRSAPSEGGRKNPRQRRSKRQLPTSVPSVAQGDQSSAPIEPQRVPAEGD
ASCPASPSGSPENASSPAATSDDLSPAKP

>Lca LOC108877652
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWQCWPPKYSTWEPEDNILDPRLVLAYEENQEK IRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVAEKPPPRLRLSLTRSMSTDVDQGERGGMYRRPLRRRSKQRMAKRGPDGPSNKPIRPLRKKE
EPMEEDWCDTSEEEKQESESTTEERREDSLYGQSECSSPPLLERQDLEMEVEEKLDADLTAVSSDTWTDGPVRVTSET
GONQTFVCIQSKDSASVPVAGQGDAVTVGNRSDWDRGEEGSVEPGSECSRLERNNTTSVIVSIQGSSETAGAAAVCSA
PETRDEEVRGDNQSVTTTTPCE DA R VN RN - G ' FK G Y

>Lca LOC108889108
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRAVGHRRKGSKSKR
LLLONTVYTMDLRSAHKTPEKPPPRLRLSLTRSLVPEDEDEPYDACEQDPRQQGAHHKSRPRRSQFRCLDSNPPSPTQ
EDWEGLGEEEEEEEEEEEEEEDEDNVEETEKETTEKSGGILNGKCIGWSPAADPDEVTASEKPD

NSRS <  r rROWG LDV

>Lca Cbx8 (Gene ID: 108884564)

MELSXVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRSEAIRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRSPELSTREHQQAS
LOQTSPDGLIHAPKKRGPKPKPRFKDSSCSPMASEPHKRRAEEQVSHGPHKLAKLQAVEEMRLFKVARRHPENHGHSH
KHHHHHHHHHHHHQHNRELSSGSSYKQLYSDRGLHPHRTDMDTHRTKEGSSYLAPAHFKHQSKISQSLSRPTELPLME

KPYFLDRPS PTRLDDDLDEV eSO VSIS < ' DK R

>Lca _L0C108879657



MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKTYEFRREAPRGIQVSYPIPEPVITPRAREGLRAVVPTIFPPSAVNRGESVHVPPPEPDRRPRPPAA
LTLOQESARFPKKRGRKPKLHLHYDKNDGGGAAEPDSKRSRLVVEEEEEEEEEEDDEEEEEETVSHHGLSKTTRRLHHH
GETSDHSLIQLTKRFQEETTITPKSSSEQRRAGGLSYTCAFRPDGRKSDQRGHRTNCLSVPQPGRPKHPTEHRSHHQV

REYCLPGRGQRPSRTSPQPESIHDSSARPA SN Do DN RS SI < G F FRDKR

>Spa_ Cbx2 (Gene ID: 103356360)

MEELSAVGEQVEFDAECILNKRLRKGKLEFLVKWRGWS SKENSWEPQENILDPRLLAAFNKKEQEKELLMRKRGKRPRG
RPRKILDNVPEAAKSSSSSSGSSSSSSDSSSSCSSSSSSSEDEDDDSHVKQANPSVRARELHPVPQKKAQIVMAKQE P
PKKRSRKPLPPEMKEFPQNKGSRKILKTTKDADLPGAIKKPVHPASFTFMGFHRGSARDAVSGONRSSLAQGGAVKNS
MSPVGSGRSSVQPASASMNKSSQSRNVTDGKLS I SNMSSGTSLDLKAAASKSKGVAALNLNT SKHPVQGTTQHTLSSP
NGOKKPQAPVPTVQRIPNAKPSLPSKNASSNQGSGLQLLNLONKVAQTNDAPGNGTTPTSGPRNATNPARKTTVTQSQ
ECNPPKSPATPGRPPARKTQPGADKVREVNE IQSSRVQGRLEKS SVHKS SAEVQSQHERSASKDGKKAKMNDMS TGEE
ESSSDSDQDSSYAGQGRSVTVON DK D AN R ESBig VG F'S TRNY

>Spa LOC103370168
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWSSKHNSWEPEENILDPRLLAAFHKREQERELLEFQKKG
PAATKDSRSSSSSSSGLSSSASSSSSEDEDHTKKPKPGPRLHPVPQKRPQIMLAKPDPP
RALRQAKPRPPAPPPPPAPRHHQVLRRDEPRPGVKKPLQPASEFTYTGLSRSSRDDGSQTSSSEFSQTASKPGSLSCIW
TNRSLSSSSPSSGSAHKSSPSPOSKNSLSELKRSVSETSRDGFKVSSLKQGGSLGSHGFGPTAAHRSPLAQRRQDGGP
TGLVPHKQONSSLSKPSSSSPSPRDRASQALSLRALNLOSVKPPAGSLOGNTSGAVAAVARSSLRSGSIVVKGGVGKE

MRTPGGQRSSLTAGGAAEQNRAKEKLAGG SONRSLNELSTGDSDDSSSSESEQDAAMFPGNSRPS
LGNNATESDTE VGEEFNSRNH

>Spa Cbx4 (Gene ID: 103372324)

MELPAAGEHVFAVESTIEKKRSRKGRVEY LVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDDDGCQKSSPIQMLRPOAQQYQLNSKKHHQYQPLCREAEQQPNGKKEFYYQLNSKK
HHHYQPDLKAHEPLFAKPREVKAPELANKGYNLPPVLQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKAKP
KEEALQQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGESAEKPPLGTDGSAENQLEKMKLVKKLGLM
NGFAKNPKDKPTGFNGDCPKEKEQSPKTEPTVTEQDKHVEVRGQGQLPADQPLQLTTKPNLLPLTSDRGVSSPPDKRG
SQGGFQGLKRHLSDTDGEEYVGGKRFLSCSSVSAPNAASLPAQSTISVDONGHQSHSGLODCGYADQEEPIDLSIVKSR
PPAVQPETQTQAEAPTRGETQTQTDVQTEPQPQTEAQQPAEEEKVDSVSVSNHEKRKEE

>Spa_LOC103361728

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFDETSPDAESSPKSDPIQVORSQPQOQYQLNSKKHHOYQPSSQEVPADQLANSKKKEFIYQOLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEAVSKPANPGWNLPLALQQKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREDKPONTKPLENNPAHRTKM
AEHPENGIPKEICSGSSLAAAEHPTKCSPKDRQFSKPSPSTAEEYNTEVARGOADLPDDLPLQLTASSPPTSWTIDTN
ILTPTAVDQIRIPSFPGDRKRKLSDPVEDRSVAKIYLASRSFSVPSTAVTPPODKPMDLHCSGSRHSSICTYEALGSQ
EEPMDLSCPKSKKQVEAETQLEPEPEPERELEREPEPEPEPEPEPEPEPEPEPELAVKDT PPVTEDTQTSTEKPAANR

>Spa Cbx6 (Gene ID: 103368006)
MEPSAAGDRIFAAEAILKRRVRKGKLEY LVKWKGWAMKHS TWEPEENILDDRLILGFEQKERDRELHGPKKRGPKPKN
LVMKSRGPKRETSSRASNSRRNTSRSSSSASSRAAPASSSSSSAPPHHLPSSSSSSSTVAPSPKLNSLAATHKLKKDI
HRCHRMSRRPLPRSDPMAATFSNPGGFPSRMHVSPEFSETVRILNRRVKPREVKRGRITILNLKVIDKPGRGGTAAGSRN
TAAGRQNIPSRNRIIGKKGEAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPVPFHAHPGSCSSTGARERRTTSSQYQSPP
SPSSSSGSEGKSPTNATATKPQPATGASPSSKDAKSSKPHTETQKGQSSKPSAPAPSSDANPAAASASPCLPSSPSSS
LEDEEEEGAPDHSAPSEGGRKNPRQRRAKRQPPTTLPSVTPGDQSSAPAEPQRVPAEGD
ASGPASPSASPENASSPPPATASEDPSPAKP

>Spa_ Cbx7 (Gene ID: 103376032)

MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAFEEKEQKDRTLGHRKKGSKSKR

LLLENTVYTMDLRSAHKTPEKPPPRLRLSLTRSLVPEDEDQPYDDCRQGPGPHLAHRKSKQRRSQFRCLNSNPPSPTQ

EDWEGWEEEEEEEEVENNVEDDEDREEKEEAQKETATKRDSILHGQERTGDWSSATRPVEVTAAEKPD
KGFFRDLGLEV

>Spa_ LOC103373459

MELSSIGDQVFAVESITKKRVRKGNVEY LLKWOGWPPKYSTWEPEDNILDPRLVLAYEENQEKIRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVTEKPPARLRLSLTRSMSTDVDQVERGGMYRRPPRRRSROQRLNRSGTEGPPNKPIRPQRKKE
EPMEEDWGGTSEEDKQESESTTEERCEDSLYGQSECSSPPLLERQDLEMEVEEKVEADLTVVSTDMWTDRSGGGTSET
ROKQTFASDESDDSALVPEAKLGDVAPVGDGSEREESVASGWESVGVESSSGQRSNTTSVIVSVQGSSETAADAAAVC

CAAEERKEEVRGDNOTT TTKAADS [ D S A . G ' KN Y

>Spa_ Cbx8 (Gene ID: 103372326)



MELSAVGERVFAAESTITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRSEAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRIRQPELSSREHQQPS
LOQTTSDGLIHMPKKRGPKPKPRFKDGSLGPAISEPHKRRVEEQMGHGPHKLSKLOGGEDMRLVKLAHRHPENHGHSH
KHHHHHHHHHHHHHTHSRGLSGGSAYKQLYSHPHRTDMDSHRTKDSSGYLAPAHFKHHSSKMSLSRPVELPOMEKPYF

LDRPSPTRLDDDLDE v DSBS G = ' DKR

>Spa_LOC103361729
MELSAVGESVEAREST IKRRIRRGRWEY DVKNKGWSOKY STHWEPEEN T LDARLFAAFEEREREREMFGPKKRGPKPET
FLLKAKEKAKEKTYEFRREAPRGIQVCYPIPEPVITPRAREGLRTVVPTIFPPSAINRGESVHVGPPEPERRPRMTPP
APLTAQEPLRFPKKRGRKPKLHLHYDKDDGSSSAEPEAKRSRLLEEPLAHGLSKMSQRLHHHHHHHHHHHGETSDHSL
VQLTKRFQEETTITPKPSSGQRSTGGAGLSYSCAFSPDVRKSDQRAHRTNCLSRMYIPQPGKLKHRGGHRSHQVTECC

PAREQPAVTSSSQS THDS SARP A i NSRS - 'R DKR

>Apo LOC110965974
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG
PAATKDSRSSSSTSSGLSSSASSSSSEDEDPTKKPKPGPRLHPVPQKRPQIMLAKPDPP

RALRQAKLRPPVPPLPPPASPRHHQAVRRDDPRPGVKKPLQPASFTYTGLGRSSRDDGSQTSSSFSQTSASKPGSL

GCIWTNRSLSSSSSGSAHKSGPSPQSKNSLSELKRSISETSRDGFKVSLKQGGGSLGLHGGFGPTAHRSPLSHRRQDG

GPTGLVPHKQONSSLSKPSSSASPTPRDRANQALSLRALNLQSVKPPTTSLOGNTSGAVAAMARSSLRSGGIMVKGGV

GKEVRTSGGQRSGLTAGAATEQNRVKEKLAGGGSGRGSGRQDKHGLSSOQNRNLNELSTGDSDDSSSSESEQDAAIFPG

NSRPSLGNNATES DT: RSN RES - \S=

>Apo LOC110948480
MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEHEKELLMLKRGKRPRG
RPRKILENVPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDEDDSSHVKQVNPSVRTRDLHPVPQKKAQIVMAKQEP
PKKRSRKPLSPEMKEFPONKGPRKVLKTTKDEDLPGAIKKPVHPASFTFMGFHRGSAREAVGGONRSPLAQGGAVKNS
TSSVGSGRSSVQPASLSMNKSNQSKNVTEGKLSISSISSGTSLDLKAAASKSKGVAALNLNTSKHPIQGTTQHTLSSP
NGOQKKPQAPGSTVQRIPNTKPSLOSKNASSNQGPGLOPLNLONKGAQSNDAPGNGTTPTTGPRNATNPARKTTVTQSQ
ECNPPKSPVTPGRPPARKTQPGADKVREVNEIQTSRVQGRLEKSSVHKSSTEVOGOQHERSASKDGKKAKMNDMSTGEE

ESSSDSDODSSYAGOGHSVGYON N VAN ARSI /G S TRN Y

>Apo Cbx4 (Gene ID: 110963665)
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHGSSLDDDGCQKSSPIQOMLRPQAQQYQLNSNKHHQYQPLCREAEQQPNGKKFYYQLNGKK
HHHYQPDLKVHEPLFVKPREVKAPELANKGYNLPPVLQOKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKAKP
KEDTLPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSESGEKSPQGTDSNSENQLEKMKLVKKLG
LMNGFAKHPKDKPTGEFNGDCPKAKEQSPKTKPTVTEQDKHVEVRGQGQLPADQPLOLTTKPNLLPLTSDQGVSSLSDK
RVGOGGFQGLKRHLSDMDGEEHRGTKRFLSCRSISTPNAASSRGQSISVDONGHQSHDGLODCGYTDQEEPIDLSIVK
SRPTATQPETQTQAEALTQODLTQTDVQTENQPQTEALKPAEEKKVDSVSVSNHEKRKAET

>Apo_LOC110961503

MELPAAGEHVFAVEGTIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENTLDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETSPDAETSPKSDPIQVQRSQPOQYQLNSKKHHQYQPSSQEVPADQLTSSKKKEFIYQLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQOQKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EQALKPNPKDATLPSSISSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKGKHGESSREEKNONTKPTENNPAHRTKM
TEHPENGIPKEICSGSSLAAAEHPIKCSPKDRQFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWTVDTN
IPTPTAVDQIRIPSFPGDRKRKLSDPVEDRSVAKIYLTSRSFSVPSTVVTPPQDKPMDLHCSGSRQSSLCSYEALGSQ
EEPMDLSCPKPKRQVEAEVQPEPEPEPEPEPAPEPASEPEPAVKDSPPVTDDTQTSTKEKSKE

>Apo_cbx6a (ENSAPOG00000013333)
MEPSAAGDRIFAAEATLKRRVRKGRIEYLVKWKCWAMKHS TWE PEENI LDDRLILCFEQKERERE LHGPKKRGPKPKN
FVMKARGQKRETSSRASSSRONTPRSSSSTSSRAASSSSSALPHHLPSSSSSSSTVAPSPKLNSLAATHKLKKDIHRC
HRMSRRPLPRSDPMAATFSNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGRGGTASGSRNITA
GRONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPVPFHSHPGSCSTTGARDRRTTSSQYQSPPSPS
SSSGSEGKSPTNATAAQPQPAAGASPSSKDAKSSKPHTETQKGQSAKPSAPAPSSDGNPAASASPFLPSSPSSSLEDE
EEEGAQDHSVSSEGGRKNPRQRRAKRQPPTTLPTVAPGDQSSAPAEPQRVPAEGD

EEREEPSE, SCPASPSASPENASSPPPATTAEDPSPAKP

>Apo LOC110954475
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAFEEKEQRDRALGHRRKGSKAKR
LLLENTVYTMDLRSAHKTPEKSPPRLRLSLTRSLVPEDEDQPYSVHRRDPQPHLAHQKSSRSQFKCLNSNSPSPTQED
WEGWGEEEEEEEEENNVEDDEDREEEEAQEETAKTRDSILNGQERTDDWSSTVRPVQVTAAEKSD

D NSRS < TROVGLEY

>Apo LOC110969764



MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEENQEKVRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVSEKSSSRLRLSLTRSMSTDVDQVERGGMYRRPARRRSROQRLNRSLTEDPANKPMCPQRKKE
EEEAMEEDWGGTSEEDKQESECTTEERCEDSLYGQSECSSPPLLERQDLEMEVEEKVDADLTAVSTEMWTERSGGETS
OTROKQSFAGDESKDNALASEARLDVSSVGDGSEWDGGEESVESGWECVEVESRNNTTSVIVSVQGSSETAGEAAVVC

STAEERKEEVRGDNOSVTTMT A i e DN SR - 'K G Y

>Apo_LOC110961504

MELSAVGESVFAAESTTKRRIRRGRWEYLVKWKGWSQKYSTWEPEENTLDARLFAAFEEREREREMFGPKKRGPKPET
FLLKAKEKAKEKTYEFRREAPRGIQVSYPVPEPIVTPRAREGLRTVVPTIFPPSAINRGESVHVGPPEPQRRPRPTPS
APLAAQEPLRFPKKRGRKPKLHLHFDKEDGSSSVEPEAKRSRLLEEPLAHGLSKMSQRLHHHHHHHHLHHAHHAGETSDH
SLLQLTKRFQKETTITPKSSSEERNAAGAGLSYSCAFRPGVRKSDQGAHRTHCLSRMYKLKQHGGHGSHDREQPEVIS

5508 AHDPSARPS T DRSS SIS < G~ ' REKR

>Apo_LOC110963666 / LOC110953509 / LOC110945580
MELSAVGERVEFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEAAFEQRERERELY GPKKRGPKPKT
FLLKAQAKVKAKSYEFRSEAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTINRGESVRIRQPELSSREHQQPL
LQQTTSDGLIHMPKKRGPKPKPRFKDGSLGPAISEPHKRRAEEQMSHGPHKLSKLHGGEEMRLVKLAHRHPENHGHSH
KHHHHHHHHHHQHHMHSRGISSGSAYKQLYSHPHRTDMDSHRTKDSSGYLAPAHFKHHS SKMSLSRPVELPQMEKPYF
LDRPSPARLDDDL. DF DRSS G = ' DKR

>Aoc_LOC111568440

MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG
PAATKDSRSSSSSSSGLSSSASSSSSEDEDPTKKPKPGPRLHPVPQKRPQIMLAKPDPPR‘

RALRQAKPRPPAPLPPPVAPRHHQAVRRDDPRPGVKKPLOPASFTYTGLGRS SRDDGSQTSSSFSQTSTSKPGSLSC

IWTNRSLSSSSSSSAHKSSPSPOSKNSLSDLKRSISETSRDGFKVSLKQGGGSLGLHGGFGPTAHRS PLSQRRQDGGP

TGPVPHKQONSSLSKPSSSASPTPRDRANQALSLRALNLQSVKPPAGSLOSNTSGAMAAVARSSLRSGGIVVKGGVGK

EVRMSGGQRSGLTAGGTTEQNRVKEKLAGGGSGRGGGRQDKHGLS SQNRSLNELSTGDSDDSSSSESEQDAAMFPGNS

RPSLGNNTTES DT S D N SIS G = N S RN H

>Aoc_LOC111562895

MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPOENILDPRLLAAFNKKEQEKELLMRKRGKRPRG
RPRKILENVPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDEDDNSHVKQANPSVRTRDLHPVPQKKAQIVMAKQEP
PKKRSRKPLPSEMKEFPONKGPRKVLKTTKDEDLPGAIKKPVHPASFTFMGFHRGSAREAVGGONRS PLAQGGAVKNS
TSSVGSGKSSVQPASLSMNKSNQSKNVTEGKLSISNVGSGTSLDLKAAASKSKGVAALNLNTSKHPIQGTTQHTLSSP
NGOKKPQAPVSTVORIPNTKPSLHSKNASSNOGSGLOPLNLONKGVQSNDAPGNGTTPTSGPRNATNPARKTTVTONQ
ECNPPKSPVTPGRPPARKTQPGADKVREVNEIQTSRVQGRLEKSSVHKSSTEVQGQOHERSASKDGKKAKMNDMSTGEE

ESSSDSDODSSYAGOGHSVGVON S DRSS /G * S TRN Y

>Aoc_LOC111577364

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETSPDAESSPKSDPVQVQRSQPQOYQLNSKKHHQYQPSSQEVPADQFTSSKKKEFIYQLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEPVSKPANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EQALKPNPKDATLPSSISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREEKPONTKPSENNPAHRTKM
AEHPENGIPKEICSGSSLAAAEHPIKCSPKDRQFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWTVDTN
ILTPTAVDQIRIPSFPSDRKRKLSDPVEDRSVAKIYLTSRSEFSVPSTVATPPQDKPMDLHCSGSRQSSLCSYEALGSQ
EEPMDLSCPKPKKQVEPEAQPEPVPEPEPEPAVRDSPPVTDDTQTSTTEKSKE

>Aoc _LOC111577320
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHGASLDDDDCQKSSPIQMLRPQAQQYQLNSSKHHQYQSLCREAEQQPNGKKEYYQLNGKK
HHHYQPDLKVHEPLFVKPRDVKAPELANKGYNLPPVLQOKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKAKP
KEDTLPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSESGEKSPQGTDCSPENQLEKMKLVKKLG
LMNGFAKNPKDKPTGENGDCPKAKEQSPKTEPTVTEQDKHVEVRGQGQLPADQPLOLTTKPNLLPLTSDQGVSSLPDK
RVSQGGFQGLKRHLSDMDGKEHGGTKRFLSCRSISAPNAASLPAQSISVDONGHQSHDRLODCGYTDQEEPIDLSIVK
SRPTATQPETQTQAEALTQDLTQTDVQTENQPQTEAQKPAEEKKVDSVSVSNHEKRKEE

>Aoc_cbx6a (ENSAOCG00000009696)

MEPSAAGDRIFAAEATLKRRVRKGRIEYLVKWKGWAMKHS TWE PEEN I LDDRL I LOFEQKERERELHGPKKRGPKPKN
FVMKARGOKRETSSRASSSRONTPRSSSSTSSRAASSSSSALPHHLPSSSSSSSTVAPSPKLNSLAATHKLKKDIHRC
HRMSRRPLPRSDPMAATFSNPGGFPSRMHVSPFSETVRI LNRRVKPRETKRGRI I LNLKVVDKPGRGGTASGSRNITA
GRONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLOCGGPVPFHSHPGSCSTTVARDRRTTSSQYQSPPSPS
SSSGSEGKSPTNATAAQPQPAAGASPSSKDAKS SKPHTETQKGQSAKLSAPAPSSDGNPAASASPFLPSSPSSSLEDE
EEEGAQDHSVSSEGERKNPRQRRAKRQPPTTLPSVAPGDQSSAPAEPQRVPAEG DEDNE NS ORIV VN

ASGPASPSSSPENASSPPPVTTSEDPSPAKP

>Aoc Cbx7 (Gene ID: 111574404)



MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAFEEKEQRDRAVGHRRKGSKAKR

LLLENTVYTMDLRSAHKTPEKPPPRLRLSLTRSLVSEDEDQPYSVHRRDPHPHLAHQKSSRSQFRCLNSNSPSPTQED

WEGWGDEEEEEEEEENNAEDDEDREEEEEAQKETAKMRDSVLNGQERTDDWSSAVRPVQVTTAEKLD
KGFFRDWGLEV

>Aoc LOC111570338

MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEENQEKVRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVSEKPSSRLRLSLTRSMSTDVDQVERGGMYRRPNRRRSROQRLNRSLTEDPANKPMCPQRKKE
EAMEEDWDGTSEEDKQESECTTEERCEDSLYGQSECSSPPLLERQDLEMEVEEKVDADLTAVSTDMWTERSGGETSQT
ROKQTFAGDESKDGALASEARLDVASVGDGSEWDGGEESVESGWECVEAESRNNTTSVIVSVQGSGETAGDAAVVCSA

AEERKEEVKGDNOSYTTMAA D D S I G ' G Y

>Aoc_LOC111577361

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEEREREREMFGPKKRGPKPET
FLLKAKEKAKEKTYEFRRETPRGIQVSYPIPEPVVTPRAREGLRTVVPTIFPPSAINRGESVHVGPALERRPRPTPPA
PLAAQEPLRFPKKRGRKPKLHLHFDEEDGSSSVEPEAKRSRLLEEPLTHGLSKMSQRLHHHHHHHHHHHHHHGETSDH
SLLOLTKRFQEETTITPKSSSEQRNAAGAGLSYSCAFRPGARKSDQGAHRTHCLSRMYKLKQHGGHRSHHREQPAVIS

$50SVHDPSARPS A OO RISSSINS < G - ' REKR

>Aoc _LOC111577322
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRNEAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTINRGESVRLRQPELSSREHQQPL
LOQTTSDGLIHMPKKRGPKPKPRFKDGSLGPAISEPHKRRAEEQVSHGPHKLAKLHGGEEMRLVKLAHRHPENHGHSH
KHHYHHHHHHHHMHSRGISSGSAYKQLYSHPHRTDMDSHRTRDSSGYLAPAHFKHHSSKMSLSRPVELPOQMEKPYFLD
ReSPARLDDDL D H RO RBSSS o - Dk

>Ape Cbx2 (ENSAPEG00000019197)

MEELSAVGEQVEFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLMRKRGKRPRG
RPRKILENVPEAPKSSSSSSGSSSSSSDSSSSCSSSSSSSDDEDDNSHVKQANPSVRTRDLHPVPQKKAQIVMAKQEP
PKKRSRKPLPSEMKEFPONKGPRKVLKTTKDEDLPGAIKKPVHPASFTFMGFHRGSAREAVGGONRSPLAQGGAVKNS
TSSVGSGKSSVQPASLSMNKSNQSKNVTEGKLSISNVGSGTSLDLKAAASKSKGVAALNLNTSKHPIQGTTQHTLSSP
NGOQKKPQAPVSTVQRIPNTKPSLHSKNASSNQGSGLQPLNLONKGVQSNDAPGNGTTPTSGPRNATNPARKTTVTQNQ
ECNPPKSPVTPGRPPARKTQPGADKVREVNEIQTSRVQGRLEKSSVHKSSTEVQGQHERSASKDGKKAKMNDMSTGEE

ESSSDSDODSSYAGOGHSVGVON ARSI /G S TRN Y

>Ape ENSAPEG00000010635

MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENTILDPRLLAAFHKREQERELLFQKKG
PAATKDSRSSSSSSSGLSSSASSSSSEDEDPTKKPKPGPRLHPVPOQKRPQIMLAKPDPP

RALRQAKPRPPAPLPPPVSPRHHQAVRRDDPRPGVKKPLOPASFTYTGLGRSSRDDGSQTSSSFSQTSTSKPGSLSC

IWTNRSLSSSSSSSAHKSSPSPOSKNSLSDLKRSISETSRDGFKVSLKQGGGSLGLHGGEFGPTAHRSPLSQRRQDGGP

TGPVPHKQONSSLSKPSSSASPTPRDRANQALSLRALNLQSVKPPAGSLOSNTSGAVAAVARSSLRSGGIVVKGGVGK

EVRMSGGQORSGLTAGSTTEHNRVKEKLAGGGSGRGGGRODKHGLSSONRSLNELSTGDSDDSSSSESEQDAAMEPVNS

RPSLGNNATES DT i DRSS G = ' S RNH

>Ape cbx4 (ENSAPEG00000011118%)
MLILCLVSSLRFPHLHEDPASLQVFEETSPDAESSPKSDPVOVORSQPOQYQOLNSKKHHQYQPSSQEVPADQFTSSKK
KFIYQLNSKKHHHYEPDPNMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQQKWVRDKDTGCLSKVKELAVEVRKP
AVKEAESEHALKPNPKDATLPSSISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREEKPQNTKPSENN
PAHRTKMPEHPENGIPKEICSGSSLAAAEHPIKCSPKDRQFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPT
SWTVDTNILTPTAVDQIRIPSFPGDRKRKLSDPVEDRSVAKIYLTSRSFSVPSTVATPPQDKPMDLHCSGSRQSSLCS
YEALGSQEEPMDLSCPKPKKQVEPEAQPEPVPE PEPE PAVEDOEEVD DO RGREA PV KKV SPFMGNT T I TDT
TTNSLTVTFKEYVSF

>Ape ENSAPEG00000015378

MELPAAGEHVEAVESIEKKRSRKGRVEYLVKWRGWS PRYNTWE PEENILDPRLLDAFQDREROEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHGASLDNDDCQKSSPIQMLRPOAQQYQLNSSKHHQYQSLCREAEQQPNGKKEYYQLSGKK
HHHYQPDLKVHEPLFVKPRDVKAPELANKGYNLPPVLQQOKWVRDKDSGCLTKVKDITMELKKLPADLNGHKE PEKAKP
KEDTLPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNGDSESGEKSPQGTDCSPENQLEKMKLVKKLG
LMNGFAKNPKDKPTGENGDCPKAKEQSPKTEPTVMEQDKHVEVRGQGOLPADQPLQLITKPNLLPLTSDQGVSSLPDK
RVSQGGFQGLKRHLSDMDGEEHGGTKRFLSCRS I SAPNAASLPAQS I SVDONGHQSHDRLODCGY TDQEEPIDLSIVK
SRPTATQPETQTQAEALTQDLTQTDVQTENQPQTEAQKPAEEKKVDSVSVSNHEKRKEE [HBOEODE NG

>Ape ENSAPEG00000011123*
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHR

>Ape Cbx6a (ENSAPEG00000009256)



MEPSAAGDRIFAAEATLKRRVRKGRIEYLVKWKGWAMKHS TWE PEENTLDDRL I LGFEQKERERELHGPKKRGPKPKN
FVMKARGQKRETSSRASSSRONTPRSSSSTSSRAASSSSSTLPHHLPSSSSSSSTVAPS PKLNSLAATHKLKKDIHRC
HRMSRRPLPRSDPMAATFSNPGGFPSRMHVSPFSETVRI LNRRVKPREVKRGRI T LNLKVIDKPGRGGTASGSRNITA
GRQONTPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGAPVPFHSHPGSCSTTGARDRRTTSSQYQSPPSPS
SSSGSEGKSPTNATAAQPQPAARASPSSKDAKSSKPHTETOKGOSAKLSAPAPSSDGNPAASASPFLPSSPSSSLEDE
EEEGAQDHSVSSEGERKNPRQRRAKRQPPTTLPSVAPGDQSSAPAEPQRVPAEGD

[ EREEPSE . SCPASPSSSPENASSPPPVTTSEDPSPAKP

>Ape Cbx7a (ENSAPEG00000011936)
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWQCWPPKYSTWEPEDNILDPRLVLAYEENQEKVRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVSEKPSSRLRLSLTRSMSTDVDQVERGGMYRRPNRRRSRORLNRSLTEDPANKPMCPQRKKE
EAMEEDWDGTSEEDKQESECTTEERCEDSLYGQSECSSPPLLERQDLEMEVEEKVDADLTAVSTDMWMERSGGETSQT
RQKQTFAGDESKDGALASEARLDVASVGDGSEWDGGEESVESGWECVEAESRNNTTSVIVSVQGSGETAGDAAVVCSA
AEERKEEVKGDNQSVTTMAV DO DDA AAE I GO N A REANMA T G K GY

>Ape Cbx7b (ENSAPEG00000020659)
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPYSTWEPEEHILDORLVOAFEEEQRDRAVGHRRKGSKAKRLL
LENTVYTMDLRSAHKTPEKPPPSLRLSLTHSLVSEDEDQPYSVHRRDPHPHLAHQKSSRSQFRCLNSNSPSPTQEDWE
GWGDEEEEEEENNAEDDEDREEEEEAQKETAKMRDSVLNQERTDDWSSATIRPVQVTTAEKLD)

KGFFRDWGLEV

>Ape Cbx8a (ENSAPEG00000011079)

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSQOKYSTWEPEENILDARLFAAFEEREREREMFGPKKRGPKPET

FLLKAKEKAKEKTYEFRRETPRGIQVSYPIPEPVVTPRAREGLRTVVPTIFPPSAINRGESVHVGPAPERRPRPTPPA

PLAAQEPLRFPKKRGRKPKLHLHFDEEDGSSSVEPEAKRSRLLEEPLTHGLSKMSQRLHHHHHHHHHHHHHHGETSDH

SLLOLTKRFQEETTITPKSSSEQRNAAGAGFDOQGAHRTHCLSRMYKLKQHGGHRSHHREQPAVISSSQSVHDPSARPS
KGFFREKR

>Ape ENSAPEG00000015391
MELSAVGERVFAAESTIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVKAKSYEFRNEAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTINRGESVRLRQPELSSREHQQPL
LOQTTSDGLIHMPKKRGPKPKPRFKDGSLGPAISEPHKRRAEEQVSHGPHKLAKLHGGEEMRLVKLAHRHPENHSHSH
KHHYHHHHHHHHMHSRGISSGSTYKQLYSHPHRTDMDSHRTRDSSGYLAPAHFKHHSSKMSLSRPVELPQMEKPYFLD
RPSPARLDDDLDE RS GNND R SSS 1 G = < DKR

>Nco Cbx2 (Gene ID: 104943133)
MELPAAGEHVFAVESIEKKRSRKGRFEYLVKWRGWSPKYNTWEPEENI LDPRLLDAFQDRERHEQLMGYRKRGPKPKH
LLVQTKRRDEFNAASVT

>Nco LOC104963701

MEELSAVGEQVEFDAECTILNKRLKKGKLEYLVKWRGWS SKHNSWEPQOENTLDPRLLAAFNKKEQEKELLILKKGKRPRG
RPRKILENVPEATKSSSSSSGSSSSSSDSSSSCSSSSCSSEDDDDDSNVTPATPNVRTRDLHPVPOQKKAQILVAKQEP
PKKRSRKPPSPEVKEFQONKGPRKVLKASKDADLPGAIKKPVHPASFTFMGFHRGSPRDTVGSQNKSSVTQGGAVKSS
VGSERSVQPASLSLNKSSQSRNVTEGKLSISSVSCRTSLDLKAAASKSKGVAALNLNTSKHLIQGTTQHTLSSPNGOK
KAQAPASTPQRLPNSKAVAALPSKNSLSNHGSGPQPLNLONKLVKSNAVPGNGTAPVSGLRNATLPARKITALQDYNP
PKSPANPGRLQARKSQSGVDMVKEATEIQTPRVQGRLVKGSVQKSSTEVQIQODRLAPKDGKKAKINEMSTGEEESGS
DTDODSSYVEODGS VMY ON D VNS ISBIS G & SN

>Nco Cbx4 (Gene ID: 104965337)f%
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENT LDPRULVAFQHREROEQLMG YRKRGPKPKH
LLLQVPSFARRSCIPAGFTDSSQDAEVSLKSDPIPVORPQAQQYQLNSKKHHQYQPSTHEVPADQPINGKKKF IYQLN
SKKHHHYEPDPNMYEAQASRLKEVVKVQEPGSKPANPGWNLPLALQQKWIRDKDTGCLSKVKELAVEVRKPAVKDAES
EHALKPNPKDATLPSSISSKMKIIKNKNKNGRIVIVMSKYMDGKVNGAKGKHGESSSEVKLONAKPSENSPAHTTKIV
EHPENGIPKELCNGSSLPAAEHPIKCSHKDRHFSKPSPSTAEEYNTEVARGQADLPEDLPLOLTASSPLTSWSVDSNI
LTPTSVETIRIPSFPNDRKRKLSDPVEDRSISKTYLSSRSFSVPSTVVTPPQDKPMDLHCSGPRHSSTCTFEVVDSQE
EPMDLSCPKTKTQVEPEVHPEPEPAVTNTPPVVEETQKS TEKCKE A BRGNS |
CSVDLSDFACPPVPDIPLQQPSSGAPPPHSETGARSNNRANVRSVLPTAVPGNRKRRDDVLSRLRIMGI

>Nco LOC104943130
MLLCFFIDTHHSLVPQVPSFARRSSILADLHEASLEEESCLKPSPMOMLRPQVQQOYQLNSKKHHPYQPLCRERDTEPP
AHGKKFFYQLNSKKHHQYQPDLKGHDPIFVKPREVKAPELVNKGYNLPPVLOQOKWVRDKDSGCLTKVKDITMELKKLP
ADLNGHNEPEKVQPKEDASLTQSNGGSNGKLKIVKNKNKNGRIVIVMSKYMENGMKAAKIKNSGSDIAGKPLQPADSS
TENHLEKMKLVRKLGLMNGFAKNPKDKTTFPSSGFKVHCLKEKQQSPKTEPTVTDQDKPVRVRGQGQLSEDQPLQLTS
CKGTTKPNLLSLPLDRGVPSPLDKRGNQGEFQGLKRHLSDPDSEDHGSSKRFLSCRSISPPHATSPPTQSTNQONTHQS
PTGLODCGYADQEEPIDLSVVKSRPKATQPETQTETVTQSETRTHDETDTHTDVRTETETTEEDKVNSLSVCNHEKRK
EE

>Nco LOC104966035



ILCPPPHLKVIDKPVRGGASGRNHTVGGRQNIPSRNRIIGKKAEGPYRPFHSPLKMLGFPMYGKPFGLQCGGPVTESS
AQYNSAPSQHNSSPSPCKPSPSQHNFSPSSSEGKSTTGVSLPPSSEAPESSNPVGASSSSSVKDOEDET PKGRKROLP
DDOSPGNETPAEPQT ARG S CRDUNDS NS0 ™05 FDPET

>Nco_TL0C104968319
MELSATGEQVFAVECTLKKRVKKGNVEYLLKWKGWPPKYSTWEPEEHT LDQHLVKAYEFKEQKEKQLGHRRKGPKAKR
LFLO

>Nco_LOC104958407
MERSSVGLIGDQVFAVESTITKKRVRKGNVEYLLKWOGWS PKYSTWEPEDNILDPRLVLAYEEHQEKTRALAYRRKGLR
PRRLLLRVRRHLYPHLTLLYLSLPILTAH

>Nco _Gene ID: 104965337)%

MELSAVGESVFAAESTILKRRIRRGCWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKTYEFRREAPRAIQVSYPTPEPVITPRAREGLRTVVPTIFPPSAVNRGESVQIRPPEPERRPRTTPSAA
LTDLELGVRIPKKRGRKPKLHLHFNETVDGGLSEEPNTKRSRSLEEPVSHGFSNMSRHLLHHGEASDHSLMQLTRRFE
EKTTITPKHSSSEQRHAGLSFSAFNSDVRKRDQLKHMTKCLMSVRRPSSSAEHRKHQVKECSQPAVRSTENSDKATQP

2 R DRSS < - TREKR

>Nco Cbx8 (Gene ID: 104943131)
MELSAVGERVEAAESTIKRRIRKGRIEYLVKWKGWS PKY STWEPEDNI LDSRLFLAFEERERERELFGPKKRGPKPKT
FLLKAQAKIKAKSYEFRGDAVRGMHITYPTPEPVFTPRAREGLRAVVPTTFSPSTVNRGESMRIHPPELSTREYQQPS
LQISGPDELIHLPKKRGPKLKPRFKDGSCSPAIFEPHKRRAEEQGSHVPHKLTKLOGGQEMRRIKVAHRHPE THSHKC
HHHNHHHHHHSNNRGFSGGSSFNQLY SERSLHPHRTDSHRTKDSSSHLAPVTFKHQSRMSPSLGRPVEPPQMEKPYFM
DRPSPTRFDLDVDLDE VRN R D VR SSH < G 'K DKR

>Cse L0C103382231
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQTKG
RRIGPEPPTTKDSRSSSSSSSGLSSSASSSEDEDPSKKAKPT PRVHPVPQKRPQILLAKPDH KAL
RQAKSKLPPLSPPPPPPSPSPSSLPPPGLAAPQRHHPSVRPSREELRAGVKKPLQPASFTYTGLGRT SRNEASSASNS
AFVQSVSPKPGALSCAWTNRSLSSPSPGSSHKATPSAQSKHMTSELKSSSRSDGFKTSPLKHGSGTSGSGSLHGTFDR

AATSQRSQSNQRRQODGVSAQTGSGQHKQIPQISSPRDRANQALSLRALNLOSVSRPTCGAVEFQGNNTGGAAVSRSSSR
SSGIMVKSGVKDGRPSSCGQRSGTNMVVGEHIRGKEVTPGGGASRGNGSSANRSLNELSTGDSDETSSSESEQGVPLY

PAANSRPSLGSSTADS DT SO SIS /'~ NS T H

>Cse LOC103392533
MEELSAVGEQVEFDAECILNKRLKKGKLEFLVKWRGWS SKHNSWEPQENT LDPRLLAAFNKKEHEKELLLRNKG-
QVPETPKSSSSSSGSSSDSSDSSSSCSSSSSEEDDDDNDVEQANQIVRTRENHPVPQKKAEIVVAKQEPP
NKRSKKPATPEGNELPHKRGLRKNPKMSNDTDHPGAIKKPVQLASYTLMGFQQGLGRDTVGQGVGSLGHGGPQKSAVG
SSKSTQSPSLSLYKSNKSRDVTEGKTSGSSKDTEKHLELNTSSGKSNGVAALSLNTGKNPSQANVRHSLSSPNGQKKP
OGSVSGLORIPHAKAVGEFGPSKNNNSSQGSGFQPLNLONKPAQNSTTSENEATLLSGTKIAPKPARKANAPONQDCNP
NKSPESPCRLEAGKNYSEANKTKEAAEIRSTHNQGRLEKSSVHTFPQQEKFAYKTGRKMNDMSTGEDETSSDSDQDST
CSGKDSSMNOT D DRSS G = S VRN Y

>Cse LOC103384237

MEVAAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPKYNTWEPEENILDPRLLDAFQLRERQEQMMGYRKRGPKPKH
LLVQVPSFARRSSILNDLHEASLDEEDEKCDSTSPVHVLRPOQGTQYQLNSTNHHKYQSLCREKEMEPPTNGKKFEYQL
NSKKHHHYQPDVKDFKVHEPTEVKPPEVKVPDLANKGYSLPPVLOQOKWIRDKDSGCLTKIKDITMELKKLPANLNGHR
ESQSTGLKEDSLPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQSAKIKNGDSEPTGNPESGAENHSEKMRLVQ
KLGLTNGEVKNSGDGSTVSTSGEFNGDAPQEREQSTKMQPTVTEQAKHVGVRVQGQLPADQLLOQLTTKSNLPSLPVDRG
VPSALDKRETQGGCQRLKRPLHDTGTEDCGTTKRFLSSRSFLDASAAPSPTQSTSVDONGQRSLEGLOQVCGYTDQEEP
MDLSMVKSRANSEACTSAQPQAQTTVETLVCSQDEKHTQTQTDSQRETQTPTETRDTSEELDVDSLSEPNKEKRKE.

>Cse LOC103393067

MELPAAGEHVEAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHREROEQOMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEEASQETEGGVKSDPVQVORPOIQQYQLNSKKHHQYQPSSPEVSADQLANGKKKFIYQLN
SKKHHHYEPDPNMFDTQASKLREVVKVQEPACKQANPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPVVKEAES
EHALKPDPKDATLPSAVSSKMKI IKNKNKNGRIVIVMSKYMDGNKVHAAKGKHGESSGEEKPMSTKPSESNPGORTKI
GEHLENGVPKEICNGRSPPAAEHPIKCSPKNRHFSKPSPSTAEEYNTEVARGQADLPDDLPLOLTASSPSMSWAMDTN
IPTPTAVDQIRIPSYPGDRKRKLSDPVEDRGVSKTFLASRSFSVPSTVVPPPQDKPMDLHCSSRRPSSNCTYDFVDSG
GODEPMDLSCPKTKRQTEPELRPEPQPEPEIEPEPVQKSETQPADAEAPPVMEDT PKSAEKSKE A BN RO EGHNI

ITDITSNSLTVIFKEYTS

>Cse Cbx6 (Gene ID: 103383217)

MEPLAAGDRIFAAEAILKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLIMGFEQKERDREKSGPKKRGPKPKH
FMKARGQKRDPSSQONASTRQSVSRSASSRAAPSSSTSTSSSSAAATPHLPSLSSSSSAIGPSPKLNSLAATHKLKKDI
HRCHRMSRRPLPRSDPMASSFEFSSAGGLPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVTDKPGRGGASAGSRN



ATSGRONIPSRNRIIGKKGEAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPVPFHSNSGSRSSAAVRNNHAAASQLKTPP

SPSSSSSSEGKSSPTVASQSRPGSSAPPSSHDPEPSDPPTETEKGHGANISDPSFTCENTAVPSSPFLPSSPSSSLED

SVEQEDKEAVDSNEPHQCNANIPSPTAAPAAAPPASQSANPSEPQRVPVEGD
SGPASPSSAPENASPPPPAISSDDPSPAKP

>Cse LOC103382143
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDRALGYRRKGAKGKR
LLLODTVYTMDLRSAHKAPEKPPHLRLSQSQOSQVSEEDEEDESYGSSRYDLRHQDEKSRTSLIKYLDSDPPSPSQEDW
NEEEEEEEEEEEEEEEEDHVEEEEETVVVETETTDGDVTEKTDRWCSTITPDEVTVLE

EEEVERRESRES ~ cr rRHGLEY

>Cse LOC103393332

MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPOKYSTWEPEDNILDPRLVLAYEENQEKIRALAYRKKGLRPRR
LVLRNIFPMDLRSTNKVPEKPPPRLRLSLTRSMSTDVDGRTIRSROQRRPVPKRVLEGQSNRRVGALRKKVEEEPTEED
WSSNSEEEKQELESATEERREDSVYGQSECSSPPQLERQDSEMEVEDKVDASLTLVGSDTWTDGSDGGTCETRRDQIF
VEDQSKDDSVTPVVIPADPVREESEVDEGEADIKSHSDGLRLDTSDTTTVIMGVEERSQTTGETPSNTAVCSSTEVKE

EEEKEAKDDNQSALTHL 2C SRS - - - - - G

>Cse LOC103384236
MELSAVGERVEAAESTIKRRIRKGRIEYLVKWKGWS PKYSTWEPEENT LDORLEVAFEQRERERELY GPKKRGPKPKT
FLLKAQAKDKLRSYEFRNESIRGRPISYQTPDAVVTPRAREGLRAVVPTIYPPSTVNRGESICVRQLELSSIEHQEPQ
QTSTGGLVHIPKKRGPKPKPRFKDNVCSSISTLPVSEPQKRRAEEQESHSPHKLAKYQELEEIRLFKAVHRHPENHAH
SRKHHHHHHHHHHQQQQ00QQQOQQHQHHRDQHHY SDPRPHPHRTDLDSHRTKEACTY LMPTHFKNKSKMI PSQRRPA
QLPLMEKPYFLDRPSPTRLDDDMDKV SRR D v RS SISe < G ' FKEKR

>Cse LOC103393068
MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSKKYSTWEPEENILDARLFAAFEEREREREQFGPKKRGPKPET
FLLKAKAKEKSYEFRREAPRGIQVSYPVPEPVKTPRAREGLRAVVPTIFPPSAINRGESVHLOQPPEPERRPRATPPTA
ASTLQELGRFPKKRGRKPKLQLHYDEDDESSSAEPDTKRARSVQEGDLSNSSRRLHHHHHQHHQHHQHTVKEASDRSL
IQLTKRFQVETTITPKPGGEHRLPGDAALAYTCAFSPDMRTSEPRGHSRPESLRRTCVSQPEKMKHQVKMSCRAPQSQ
STCDFPARAA SRS DSOS NRSSI O G PR KR

>Sma_Cbx2 (ENSSMAG00000012696)
MEELSAVGEQVEDAECILNKRLKKGKLEFLVKWRGWS SKHNSWEPOENTLDPRLLAAFNKKEQEKE L LLRNKGRRPRG
PEATKSSSSSSGSSSSSSDSSSSCSSSTSSSEEDDEDGGDVQQAAPSIRTRELHPVPQKKAQIVVAKPE
PPKKRSRKPLSPEVKEFQQONKAPRKILKTSKDADLPGAIKKPVHPASFTFMGFHRGSPRDTAGSHNRGSLTQGGAVKN
SPGSVGSGRSVQPASLALNKSSQSRNVSDGKLSVSGMSGGTSLDLNTAAGKSKGVAALNLNT SKHPIQGTTQHTLSSP
NGQKKPQGPVSALORMPNTKAVASVPSKNASAIQGSVPQPLNLONKSAQGKDAPGNGTTPASGLRNATHPARKTTVTQ
NQEYNPPKSPATIAGRLOTRKNPPGADKVKEATE IQSSRVQGRLDKSGVHKASTEVLSQQERAAYKDGKKAKMTDMS TG
EEESSSDSDQDQDSPYAGEDRS LN PN DR e R SSIis G F F'S LRNY

>Sma Cbx4 (ENSSMAG00000014969)

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEDTCHDAEVGLKSDPVQOVORPQOPQOQYQLNSKKHHOYQPSSQEVPADQLTNGKKKFIYQLN
SKKHHHYEPDPNMYDTQASRLKEVVKVQEPACKQOANPGWNLPLALQQKWVRDKDTGCLSKVKELAVEVGKPAVKEPES
EHVLKPNPKDTALPSATSSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSSEEKLONTKPSENNPAHRTKM
VEHPENGIPKEICNGSSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGOADLPEDHPLOLTTGSPPMSWAVDTN
IPTPTAVDQIRIPSFTSDRKRKLSDPVDDRSVSKVYLNSRSFSVPSTVATPPODKPMDLHCSGRRLGSTCTYEAADAG
SQEEPMDLSCPKTKRQVEPEVQPEPAPAPEPEPVDGDTSPVMEDTEKSTEKSEEEAPT

>Sma_ ENSSMAG00000011638

MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWS PKYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDQODGCEKSSPIOMLRPOGOQYQLNSKKHHQYQPLCREREAEQQTNGKKFYYQLNS
KKHHHYQPDLKVHEHIFSKPRDVRAPELPNKGLNVPPVLQQOKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKV
KPREDALPQSNGVSSKLKIVKNKNKNGRIVIVMSKYMENGMOAAKIKSGDCDDTAEHPROGTDSGAENHLEKMKLVKK
LGLMNGFARNPKDKPAVPSSGFNVDCPRERHQS PKVEPTATEQDKHVGVRGOGQLPADQLLOLTTKPNLLSLPLERGV
PSALDKRATQGGFQOGLKRHLSDTDCEEHGSNKRFLSSRSISAPNAVSPPAQSISIDONGHRGDVGLOVCGYADQEEPT
DLSVVKSRPIAAASAASQPEKYTQAETLECTRDKTHTQAETQTQADAQTETQLOSETONAAEKAKVDSLSVSNNDERR
EE

>Sma Cbxb6a (ENSSMAG00000021207)

MEFLVKWKGWAMKHS TWEPEENTILDDRLLLGFEQKEREREMNGPKKRGPKPKNFVGKARAPKREPSSKASGSRQTTPR
SSSGRATPSSAASARLLPSASSSTIAPTPKLNSLAATHKLKKDIHRCHRMSRRPLPRSDPMASTEFSNPGGFPSRMHVS
PFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGARNITTGRHNIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMY
GKPFGLQCGGGPLAFHSQTGSCSSTGARDSHTTSSQYQSPPSPSSSSCSEAKTPTTSAARSQSATEASPSSEDPKPSK
PHTETQKGQSAKHSAPAPSSDAKAVGSASPFLPASPSSSLEEEEEEEGEEGALGRLVSSEGGRKNPRQRRARRPLPAA



LLSVSPGDQSPTPTEPRRVPAEGD BN GO N REEPeE ~. S GPAS PSASPENASSPPTA

TTTSDDPSPSKP

>Sma_Cbx7a (ENSSMAG00000006170)

MELSSIGDQVFAVES ITKKRVRKGNVEYLLKWQGWPPKY STWEPEENILDPRLVLAYEENQEK IRALAYRRKGLRPRR
LVLRNIFAMDLRSAQKVAEKPPPRLRLSLTRSMSTDVDQGERS SMECSQVRRKRVGVKRGPDRPLRPLRTKEEPMEGD
WRDIIEEEKQESESSVEEIREDSLYGRSECSSPPLLERQDLAVEEKVDADLTVEGLETWTDRSDGRVCETFACNQSKD
SAAVPAARAGDAVTAGDRSNWDRGVEEVESGSECPRLERNDTITVIVSVQGSSETAVAAAAAAVVACSTAEEARADNQ
SATTTTT PGS GRS SR G ' G Y

>Sma_Cbx7b (ENSSMAG00000006575)

MSPOGNVEYLLKWKCWPPKY S TWEPEEHT LDORLVOAYEEKEQRDRALGHKRKGSKAKRLLLONSVY TMDLRSAHKVP
EKPPPRLRLSLTRSLVPEDEDEDEDELYGACTQGPGPRLAPHKGEPGRSQFTCLDSSPPSPAQDDWEGLGEEDEEEED
NVEDDEEEMEAAQKGTTLNGQERTERWSAAVGPDEVAAS DR DA D N R EORWA K G F' 'S
HWGLEV

>Sma_Cbx8a (ENSSMAG00000014960)

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKAYEFRREAPRGIQVSYPSPEPVITPRAREGLRAVVPTIFPPSTVNRGESVHVRPPEPERRPRPTPPAA
LTLHESGRFPKKRGRKPKLHLHYDKDNSGGSAEPDTKRSRLAEEPDSHGLSQMARPLHHHGETSDRSLLQLTRRFQEK
TTITPRPSSEQRHAGGAGLSEFYTCAFSPDARQSDQRGHRTGCAQGSMSVLKHRVKEFGRPADLSTPTVSTRDSSAPPA

SSCWTPSFTSLDTVTVIDVTTNLLTVTIRESSTDLCTFRITR

>Sma_ ENSSMAG00000011628

NMELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEVAFEQORERERELYGPKKRGPKPK
TFLLKAQAKDRAKSYEFRSEAVRGMHITYPAPEPVVTPRAREGLRAVVPTIFPPSAVNRGESIRVRPPEFGGREYQQP
SLKQTVADELIHVPKKRGPKPKPRFKESGCSPATSEPHKRRAGELLGQGPHKLTKYHGMEELRLFKVAHRHPESHGHG
HKHHHHHHOQHHQHHHQHNRELSGGSSYKQLYSDRSPHPHRVDTDTHRTKEGSTYLVPAHFKHQSKVSQSLSRPAEQPL

MEKPYFLDRPSPTRLODDLDE v SNSRI - - <D<

>Ame Cbx2 (Gene ID: 103045429)
MEELSAVGEQVFDAECILNKRLRKGKLEYLVKWRGWSAKHNSWE POENLLDPRLLAAFNKREQERELLLOKRGKRPRG
TVPTVSKSSSSSSSSSSSGSSSSSSSSSSSSSSSSEEDDDDDDDNDVNGDRKPKPS PRPRELDPVPQKKA
QIVMAKPDPPRKKRGRRPUTPENKALKQSQOAKCIRKPMPKDPLSDLRGS IKKPLMPASFTYTGMNRAASREPLAVQSR
GSFTHNSPAKSSPNTQGTGRPAGSLGRLSQGKSTADFKLSDMGSGGLDLKASACKSPGVASLSLENSKLTACSTNGQA
TGGTPNRTKKQETPTQSPMORSNSNKPATTALSSVKSSSNLSTSTQPASLHVASKIEKGTGSSVVGVSIQGSVHRNSG
SAVRKGPAQEKSLLINPASQAAGLGMVGTRNNIIPVGIDRVKSEDSSDPAEKLGKANQGRHOKSFPSTLDRNGLKDGT
KAGKTLSEMSTGEEGTSSESEPDSSFSSKSQDLPIGINT SRR D AN R eeie G F G
IRNF

>Ame Cbx4 (Gene ID: 103045489)

MELPAAGEHVFAVESIEKRRVRKGRFEYLVKWRGWSPKYNTWEPEENILDPRLLVAFONRERQEQMMGYRKRGPKPKH
VLTQVPSFALRSNILSGLQEASQDNSSYLKMSVDPAQTQQYQLNSKKHHPYQPICKESSGDTLVNGKKKHYYQLNSKK
HHHYQPSTKMYQKVETEPAQTLQOKWVQODKDSGCLGKVRDITMELEKLPASLDGNGKPKLAMKDVTQVSGISSKLKIV
KNKNKNGRIVIVMSKYMENGTLAAKIKNGEVDMGVKQQQOKLQENQSSAVTIDSVVEKNRHSKKHSPENGWKKDSKDETR
PLPCGLPNGASFPAVDGSVTSSPLAVKTNKSEQKSCSPDLDDQPVQLTTKSSLNPKPLDKGALHHFDQRNVLGALKRR
NSEPDRQQODSEAKKFSTFRSLSAPGTSHCQONNSTHHNGHQHSNGHAMELDCQDEPIDLSCSRARKENNSVINCQINGG

SKRAEHAAGPQSTRTEKE [ G NDC

>Ame LOC103031044

MDLPAVGEHVEAVEGIEKKRVRKGRIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONREROEQOMGYRKRGPKPKH
LLIQLPAFARRSSSILAGLQETSLDDENQLKMDCLOMHRSQPQQYQLNSKKHHQYQPNSKEIPAEPHINGKKKHFYQL
NSKKHHHYQPDPKMYDQQPTKPKEVKGHDPSIKGWNLPPALQQKWARDKDNGCLNKVNDLAVEHKQLPATVNKEQQAL
KTSLKEPSLPNGISSKMKI IRNKNKNGRIVIVMSKYMDNGVQSSKVKNGDLSGMEKPHLAEESLNGNRGNGI PVTPGQ
ENGVAKDNGVYSSSATSSNGHKVPHKKIDLPRTKTAVDVDHKADQKMDI IDLSDDQPLRLSTKANSSPVPSVSSETDC
ARYQPGHRKRNLSEPHDGGIDCKRFISSRSISAPNPVFSSPOREPMDLHCSGONTNTNRSYSYDFTDTIPEEPIDLSC
GRTRLOAETCGNSAETPVTVEEDTPQTSEKSEE PV A D Vi G VAR |

>Ame LOC111194212

MEKNLSLTDAHLCPOGRLOYLVKWRGWSAKYNTWEPEENILDPHLLVTFONREY QEQMMGEFRKRGRKPKYHLKQVPSFE
ARRPGILSSLQEALSNGKKKHCYHLKSRKHHHNQVDAKMYPKVKEEPKGSWNLPQVLHQOWIQNKVSECLNNVRDITK
ELEKLPACVIGGETSELGSNIIPREAPASGMSSKLKIVKNKNINGRIVIVMGKYAEGGTQTGNSVENESDITGKNRHS
AENDCKEENEDEIELSPCREFTVANMENNLKEEGVTKSIPFLNPSEKSTHLCLDPRSGQGAQKRREFSEPEIEQDSEVKR
FLSSENTGVPISGEFSQCQIKNSHIDGRQHSNKQCFELFGCQDEPIDLSYSRKLRSPIPDKSQINRNSKASEKQIESLK
EQTEKEPEST LT [ D0 NG 1/ <

>Ame LOC103038090



MELSGMGERVEAAEATLKRRVRKSNIEYLVKWKGWALKHS TWE PEENTLDDRL I SAFEKKEREQELYGPKKRGPKPKN
LLLKARTQPSPRVSKTRNTPPRSSSSSASSSSSAVVPPVNPVRSSSSSSSSSLAPTPRLHSLAASHKLKKDIHRCHRM
SRRPLPRYDPDGSSFSFRPPISPFSETVRILNRRVKPREVKRGRI TLNLKVIDKCGGRAANRGPTQSHQGRAQIPSRN
RITIGKKQGDMPYRPFQPPMKMLGEFPMYGQPFGLOPFPPVSAQPNRRAGSTSGTRGRGGGCGPGRPRKATKEFPYQSPPS
PSSSSGSESDASSPPKIQPGPPQASPSETAPSSPPVLSPETPSRGSEPPONHSSSAKPGSASNPTSFLPSSPSLSSSA
SSSSSPEDEEEKAQGGKRKPCRRIRASEAATSHPAAEKRAERRALKKAD
EEGRECAGSKGSTGSSPPSPSQAKNPGSSAPAAT

>Ame cbx6b (ENSAMXG00000031801) [Sequence reconsititution with LOC103031372]

MELSAAGDRVEAAEATLKRRVRKGRMEYLVKWKGWAIKY STWEPEENILDDRLVVAFEQKEREQELYGPKKRGPKPKT
LLLKSRAQTSDTPHRVPEFKHTRPQPSSKPAPPPLPAPTYTPTCPSNAKLOSGAAQPKLKKDIHRCHRMSRRPLPRSD
PLSQSVGHSLSPFSETVRILNRKVKPREVKKGRVILNLKMIDKAGSGGSANNKRTQSTTHOSHTARQKVPSRNRVIGK
SRRFGEVSYRGLQLPVSGSGFSMFGKTFNSHPMDNSGNQPAVEHKESGQKSSSKGLES0SSS0S SKVATSDVPSALNE
PPPSASSSEVSDGESHPTSVAPTKSHQPLSAHDHKS SENNCFKLPSLSLOHNLKDQKQSNQLKDSQPKKSNPSARQST,
1LPsSPMFSSSSSsSSSSEDNEHTLDLSVPHGSDRRGKREYHFCRHRQPKLPET PT SEEASEEEE |

L BEREEEEEE

>Ame Cbx7 (Gene ID: 103045301)

MELSAIGEQVFAVESTIKKRVRKGNVEYLLKWKGWPPKY STWEPAEHI LDPRLVEAYEEKEHR DRAVGWRKRGPKOKR

LLVQIEHVHKRKRRSSRDPSVEDWEGRDVDDEDEDEVYAREEETETDRATPNSNDGTEGWNS I T PKAC KBNS
KGFFRSWELEF

>Ame LOC103030095 (ENSAMXGO0000013576)
MELSSLGERVFAVESITKKRVRKGNVEYLLKWOGWSPKYSTWEPEDNILDPRLVLAFEEKEERDRAQAHRRKGLRPRR
LILRNIYAMELRSAHKGPVKPPPRIRLSLARSVGAELEHSGRRFRAKVGGVFHHRQEKRKSRQCAFKRPNYAENPRQR
PPTHKKDSAEEEEEDEEEEEEEEEWEEKEREMRKRRKTEKDDEKTTDMRHDIASVKKMAVDHASSMEQEAVVMANQSD
HCVSSDESGDQPTKPFHSDSSSLVQRLTDQSAISTITDTHEQEPITDRSGGGAYVLTSDDETKSDQSLISSTESVSSL
KGAGSIDRVQRRASVIQLIDSCVQGQOVRGAGQADGSVDEPERGTDKDEVTAECTTTLQLSAEVTT,

N SR - o - s G Y G LoV

>Ame LOC103044980

MELSAVGERVFAAESTITKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEERERERELFGPKKRGPKLKT
FLLKAQAKAKARSYEFRGESSRSIRVSYPSPEPLATPRAREGLRAVVPTIFPPSTVNRGESVRLPPPEPPRDHPLPRD
GFIPTPKKRGRKPKLRFKDGYPSSLHSDQAKMSAEESMSGIPSKMARLELGEDDEDSEDRCSDLRAIKLPHRNQASPA
NPYKPHRIVPSLDWGLHSSRMSVGLODNRTREHLSHSSHLHRKHLKHLKHLSHHRAFEVLDPPKLPQQKPSLVAKIPV

ARTLGEPEEEVEEDEEDDNE SN OSSN - G & K DKR

>Ame_LOC103029671
MELSAVGERVFAAESI IKRRIRRGRMEY LVKWKGWSQRYSTWEPEENILDERLFAAFEERERERELYGPKKRGPKPGT
YLSKAKAKASTKNYEFRREMSREIRVSFPMTEPVVTPRAREGLRTVVPTIFPPSTVNRGESVRLHPPEPERKARPGQD
HVDFLSAPKKRGPKPKLRFPVHVASSKSFNSRADEHFSLNSRSTVGERSHYGLMQLTQQHLSGLYGSEEPIDDDRLSP
EpLGVKE DG NSRS SNSV B - - ==

>Pna Cbx2 (Gene ID: 108433500)
MEELSAMGEQVEDAECTIINKRLRKGKLEY LVKWRGWS AKHNSWEPOENLLDPRELAAFNKREQERE LLLOKRG
PQVSKSSSSSSSSSSSGSSSSSSSSSSSSEDDDDDDDGKPKLS PRPRELHPVPOKKAQI LVAKPDPP
KALRQSQAKSSRKPMPKDSLSDLRGSIKKPLMPASFTYTGMNRAANRE PMAMQSRGSFNHNASSKSS
LGSLGPGRPVGSLGRPSQGKSTADFKLSDMASGGGGLDLKASACKSPGVASLSLHNPKLTTCNSNGQAAVGAPNWTKK
QESLAQSPLORPANNKPATALSSAKNSNQTTSLONATLHSVSKMAQGSDTSAVDGQGS THRNSGSTVRKGLTQEKSLL
LNPTSQATGLGIVGTRNNSMPVGVERVKSEDCSDPAERFGKPNQGRPQKGLNFPPTLDRNGSKDGTKMAKTLSEMSTG
EEGTSSESEHESSLSSKRQDLS IGVOAS Pl D v A RSSIsies / G F'F'S TRN Y

>Pna_Cbx4 (Gene ID: 108424718)

MELPAAGEHVFAVES IEKKRIRKGRFEYLVKWRGWSPKYNTWEPEENILDPRLLIAFONRERQEQLMGYRKRGPKPKQ
LLTQVSSFARRSSVLSGLQEASQDNSLKAVVDPAQTQQYQLNSRKLHQYQPICKESSGDALVNGKKKHYYQLNSKKHH
HYQPDPKMYQDVKGTEVDKESWNLPKALPQKWLQDKDVVCLNKVKDITIGLEKLPANLHGGVKSELAKEDVNQANGVS
NRLKIVKNKNKNGRIVIVMSKYMENGTQAAKIKNGEMDVGARQQELLENQSDVTDKNKHSKKHSLENGWKKDNKDDGT
PPPCGFTNGISGPAVDGLVTSSTNKAKELHSSSPDQSSQLTTKSCMNSKLLOKAVLHHLDQKTSQGTHKRRYSEPNSE
RDSEAKRFLSFRSISAPNAETSHCQSNGHONSNGHRFEFSDCQDEPMDLSCSRSRKENSSITNCQINGNSKTSEKEVA
POQOERTQKDPE

>Pna_LOC108432204
MDLPAVGEHVFAVESIEKKRVRKGRIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQQOMGYRKRGPKPKH
LLIQLPAFARRSSILAGLQETSLDDENQLKMDSLOMHRSQPQQYQLNSKKHHQYQPNSKEI PAEPHINGKKKHFYQLN
SKKHHHYQPDPKMYDQQPTKPKEVKGHDPS IKGWALPPALOQOKWARDKDTGCLNKVKDLALEHKQVPVTANKEEQTLK
ISSKEAAVSSGISSKMKIIRNKNKNGRIVIVMSKYMDNGVQASKVKNLDSSGMERPHQTEESINGSAGNVLTVTSGQE
NGVSSTSANSSYVHKVPHNRFELSKAKTNTEVEQKTEQKTDTIDLCSDEPLOLTSKPSSSPKSIVTNAPSQKDSTSYQ



PNHRKRNLSEPNEGGSDCKKLLSSRSISAPSAVEFSSPQREPIDLHFSGKSTRRTYSYDFTDAIPEEPIDLSCGKTRLQ
AEPPANPHSTVEDTPETSEXSEE > 1 SRR

>Pna LOC108410419

MELPAAGQHIYAVEHIEKKRIRKGRIEYLVKWRDWS PKYNTWE PEENILDPHLLVDEQKRERQEQVMGYRKRGPKPKH
LLMQOAQSFARRSSTLSGLEEVKSGCLKTAVQTQRSSKTHHPYERICKKSLVEPLADGKPQLNSKKHOPNRKIYQKVKE
TEAAKDGWS I PQALQQKWVONVPAKLKDITIELEELPTNVRCGGKSELGSSLIAKEAHASRI STKLKIVONKNINGRI
VIVMSKYMENATQDPKMIHSEADLGVKQLLDNESKVAEKLRHSKNPNFENGCEKDSKDKAKPPPSGLTNGPFHPVAND
YITSSLLAAETDKPEELSSSTFNGHFKSSLTAKPSEKDVIAYSQQRSPHGAHKRQYSEPDNERDTEANSAPNSGPSQF
QSNIIGHQHSNRHRLELQDKPMDLSCSQLRKEGKSITDSQVKWNSEKEEGPQPEWTEKO PG eE s N

>Pna Cbx6 (Gene ID: 108436630)

MELSAMGDRVEAAEATLKRRVRKGS IEYLVKWKGWALKHSTWE PEENILDGRLITAFEQKEREQELYGPKKRGPKPKN
FLLKARAQTGETSSRGSSARHTPPHSSSSAAVTPNPPSSSSSASLAPTPRLHSLAASHKLKKDIHRCHRMSRRPLPRP
DPDGSSFSSRLPISPFSETVRILNRRVKPREVKRGRI ILNLKVIDKYGGGATNRRPAQTQOGRAQLPSRNRIIGKKQG
DMPYRPFQPPMKMLGFPMYGQPFGLQPCLPVSVQTSKRAGSTPVAKGRGPGRPSKPKFPFQSPPSPSSSSGSESDAPS
PPQIQPGPPQAPPETAPSSPPVLSPETPSRCSGVPQSRSSGAKPGSASSPTSFLPSSPSLSSSSSSSPEDEDERAQKL
PAPPKGGRRKPCRRFRASEGANSRPTAEKKALKRCN DR CAN D AN RS CRE G2 S STDS T
PPSPSQAKSPSFSTLSGT

>Pna_LOC108413245
MELSAAGDRVFAAEATLKRRVRKGRMEYLVKWKGWATKYSTWEPEENTLDERLVAAFEQKEREQELYGPKKRGPKPKT
LLLKSRAQASDGTPRVPEFKHTRPQPSSKPPPPPLPTPSYPPSCPSNAKLQSGAAQPKLKKDI HRCHRMSRRPLPRPD
PLAQSVGHSLSPFSETVRILNRKVKPREVKKGRVILNLKVIDKAGNSGVANNRRTPSTAHQSY IGRQKVPSRNRVIGK
SRRFGDVSYRGLPLPVSGAGFSVFGKAFEAHSMDPSGNQPKLEHSGHKPGKSLSLOSLSQSSKLMTSDVPKALSEAPP
SASSSEVSDGESHLTSSAQSHQPSLAHQSSKVNPATLPPLKPSNQLTDLKPNSSAAKSVLPSSPMFSSSSSSSSSSED
NEHILDLSVPHGSDRRAKRHHHFCRHQQPKLPEIPMSEEASEEEEE

EBHcLPPSASSPCYANHFSASNKTKPQP

>Pna Cbx7 (Gene ID: 108413508)

MELSAIGEQVEAVESITKKRVRKGHVEYLLKWKGWPPKY STWEPEEHILDPRLVLAYEEKEHRDKAVGWRKRGPKPKR
LFVQIDHMDOKFQAKGGTIYRQLVQHKRKKRSSRDPSVEDWGGREEEEEDEEEDE STREEELETDRATPNSSCFSFSG
NVATEGWSSIIGSKEVTVSPMHEENRENNCE DS REAA K G FFR SWELEF

>Pna_LOC108441212
MELSSLGEQVFAVESTTKKRVRKGNVEYLLKWQGWPPKYSTWEPEENILDPQLVLAFEEKEEKDRAQAHRRKGLRPRR
LILRNIYTMELRSAHKLPEKPTPRIRLSLTRAVGAELDONGRRYRTREGGVYHHRHEKRKSRHYSSKPPVIAENPRQR
PLTHOKDIMEEEEWEDEEKEGKEQEKRKKKKTEKDDEKTTYSRHDIPSAQEMTGDHIPSAKQKAVVMANQSEHCALSC
ERGDQLTKHVHTETISVQRLTDQSAVSTITETHEPIKDRSGGVASAPVSHNETKIDQSLKSSSELVYSAKEVGLIDRV
QKRASVICLIDSCMODQVKEAGQTDVSADSTEKETDEDEVTAECTTTLQLSAEVRTDQSQ

EGFFSGYGLQV

>Pna Cbx8 (Gene ID: 108424812)
MELSAVGERVEAAESTIKRRIRRCGRMEYLVKWKGWSPKY STWEPEENI LDSRLFAAFEERERERELFGPKKRGPKLKT
FLMKAQAKAKARSYEFRGESSRSIRITYPSTDALAAPRAREGLRAVVPTIFPPGTVNRGESIRLPPPEPPRELSPPRP
TSDGFIYTPKKRGRKPKLRFSDGYSSGLLHPDKAKMSTEESMSGIPSKMARLELGEDDEDSEDRCSDLRAMKMSHRHQ
ASPVYPYKPHRMI PSMDWSLHSSRMAANFQDCRTRDHLSHLHRKHLKHLKHLSHHRAFETVDQAARLQQQKPTLIAKT
PVARILGEPEEEEEEDEE DE DSBS R D VRS - G F K DKR

>Pna LOC108432169

MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELYGPKKRGPKPET
FLLKAKAKASAKNYEFRREMSREIRVSFPVAEPVVTPRAREGLRTVVPTIFPPSTVNRGESVRVRPPEPERKARPVQG
PVDFFNVPKKRGPKPKLREFPVSAGGCASHESFHRRADERFSLSHAKMGETSAYGLMQLTQQFRSGDVHRHLSRNSLYR

SSDPADDDDALSPEPLDVEEEACH NSRS N S RSSSIN < - FREKR

>Mar LOC113135962

MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWE PEENTLDPRLLTAFHKREQERELLFQKKG
RRIIPAPAATKDSRSSSSSSSGLSSSASSSSEDEDHSKKAKTGPRVHPVPQKRPQIMLAKPDPPH
RALRQAKSRASPPRHHQALRLPRDEHRPGVKKPLOPASFTYTGLSRTSREEAASASHTSSSSFSQTTTSKPGSLSCMW
TSRSLSSSSPSSGSSSHNKGSPSLQOSKNSLSELKRSISESGSSRGNGFKVSPLKQGGGSGSLGLHGSFGGGOMAVQRS
PLGQORRQEGVAGQTGVVQHKQONSGLSKPSSSSSPTSRDRANQALSLRALNLOSVSKPLTGSSLOGNTGSAVAAASRA
SLRSGIVVKGVGGIKDTRTSAGGQRSGLTAGGATEQARLREGKDMSGGGGAGRGNSKLRQEERKHGLSSQNRNLNELS
TGDSDETSSSESEHDI PLEFPRDSRPSLGNNATES DTE DR D RESIBs / G F' FN SRN
H

>Mar LOC113141452



MEELSAVGEQVEFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLMRKRGKRPRG
RPRKILENVPEVPKSSSSSSGSSSSTDSSSSGSSSSSSSDDDDDDDDSSVKPSNPSVRTRDLDPVPOKKAQIVMAKQE
PPKKRSKKPLPPEVKEFQONKGPRKTPKAARDIDLPGAIKKPVHPASFTEFMGFHRGSARDTVGGHNRSFLSQGAAVKN
SMSSVGSGRTVPPASFSLNKSSQSRSVAEGKVSISSVNSGTSLDLKTAASKSKGVAALNLNTSKHPIQGTTQHTLSSP
NGQKKPPPPVSTPQRIPNAKTMASMLSKNTSSTHGSGLQPLNLONKPLONNDGPGSGTTPVSGLKNATNPARKATVTQ
NQEYNSLKSPATPGKPQVRKNQSGSDKAKEANEIQTSRVQGSMHKSTTEVPSQQOERSVSRDSKKARMNDMSTGEEESS

SDSDQDSSYTRODCAVAY QN S DN SES /G~ 'S TRNY

>Mar Cbx4 (Gene ID: 113128646)

MELPAAGEHVFAVES IEKKRSRKGRVEYLVKWRGWSPKYNTWEPEENILDPRLLVAFODRERQEQIMGYRKRGPKPKH
LLVQVPSFARRSSILADIHEESPDEESCQKTSPIQMFRPOAQQYQLNSKKHHQYQPHCMEREAEQQTNGKKEYYQLNS
KKHHHYQPDLKVHEPIFAKPKEVKAQELSNKGYNLPPVLQQKWIRDKDSGCLTKVKDITMELKKLPADLNGNKEPEKV
KPKEDASPQSNGVSNGKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKNADSETTEKPQOGNGNSMENHLEKMKLVKQ
LGLMNGFSKIPKDNPTVPSSGFNGDCPKEKEMSPEMEPTVTEQDKHVTVRSQEQLPADQPLOLTTKTNLLSLPLDRGV
LSSRDKRGNQGGFQGLKRHLSDTDREEHESTKRFLSSRSISSPDTVSSPTQSISIDONGOKNHTGLODCGYADQEEPT
DLRITIKSRPKAAASTETQPKTHTQETTHTQDQILTQDE TRTHAETDTQAQTETPKTAEEEKVESLPKDEKTKEZ—\A-

>Mar LOC113141280
MELPAAGEHVEAVEGTEKKRIRKGKIEY LVKWRGHS PKYNTWEPEEN I LDPRLLVAFQHREROEQQMGYRKRGPKPKH
LLLOQVPSFARRSSIPAGFEETSQDGEGILKSEPVQVQORSQPQOQOYQLNSKKHHQYQPSSQEVPADQLISSKKKFIYQLN
SKKHHHYEPDPSMYDPQASRLKEVVKVQETASKPANPGWNLPLALQQKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSAISSKMKITIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREEKPONIKPPENNPPHRIKM
VEHPENGIPKEICNGSSLPTAEHPTKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLOLTASSPPASWAVDTN
IPTPTAVDQIRIPSFPNDRKRKLSDPVESRNVSKAYLTSRSFSVPSTVVTPPQDKPMDLHCSDRRLSSTCTYEVMDSG
SQEEPMDLSCPKTKKLAEPETQSEMEPEPGPAVKDTPPVAEDTQQSTEKSKE

>Mar Cbx6 (Gene ID: 113127975)
MELSAVGDRVEAAEATLKRRVRKGRIEYLVKWKGWAMKHSTWE PEENILDDRLI LGFEQKERERELHGPKKRGPKPKN
FVMKARAQKGTSSRASNSRONTQRSSSSTSSRATPSSSASPHQLPSLSSASSSVAPSPKLNSLAATHKLKKDIHRCHR
MSRRPLPRSDPMAPTFSNPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRI I LNLKVIDKPGRGGTATGSRNITAGR
ONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLOCGGPVPFHSHOGSCSSTGAKDSHTTPSQYQSPPSPSSS
SGSEGKSPTTTSAAQSQPTNGTTPSSEGPKTSKPHTETQKGQGTKPSAPAPSSDANPMASVSPFLPSSPSSSLEDDED
EDALDRMVPTEGGRKNLRQRRAKRQVPTKLPSVTPGDQSSAPTEPKRVPAEGD

EEREEBSB~ SPSASPENASSPTPATTSDDPSPAKP

>Mar LOC113135651

MELSAIGEQVEAVESIVKKRVRKGNVEYLLKWKCWPPKYSTWEPEEHT LDRRLVOAYEEKELRDRALGHRKKGSKAKR
LLLONTVYTMDLRSAHKTPEEPPPRLRLSLTRSLLPEDEDVPYSPCVQDPRPOMAHHKSKPRRPQFRCLDSNPPSPNQ
DDWEGQGEEEAEEEEDNVEDDEEVMEGKSGGVLDGPERTDEWS SATEPHEVVESEKLDT

RS < ;r rROVGLEY

>Mar LOC113141587

MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEENQEKLRALAYRRKGLRPRR
LVLRNIFAMDLRSAHKVPEKPPSRLRLSLTRSMSTDVDQGERGSLYRRPGWRKSKQRVNKRRLDRSSSKPIRSLRKKE
EPVEEDWSGTSEEEKQESESTTEEKHEDSLYGQSECSSPPLLERQDLEMEVEEKAAEEKAAEEKAAEEKVAEEKAAE I
WSDRPGGETPETRLNQTSECNQSEDSASAPVAGPGDAVTVGDRSDVGVEAGSPCPRLDRNNTTSVIVCVQGSNQSVAT

T P G AR DS RN =~ 7 < G Y

>Mar LOC113141197
MELSAVGESVEAAESTIKRRIRRGRWEYLVKWKGWSOKY STWEPEENT LDARLEFTAFEERERERELFGPKKRGPKPET
FLLKAKAKAKEKIYEFRREAPRGIQVSYPIPEPVITPRAREGLRTVVPTIFPPSAVNRGESVQVRPPEPERRPRPTAP
AALIPQEFVRFPKKRGRKPKLHLHYDRDDGNSSLEPDCKRSRLLEEPMSHKMSRRLEHHHGETSDHSLIQLTRRFQEET
TITPKTCSEQRHVGGAGLSYSCAFSSDVHKSDPGGHRTNCLNRMS I PQSSKLKHSAQHRNQOMKKCCLPRKQSAAIST
ESESRPDSSE R SO NSRS S G * TR DKR

>Mar LOC113128878
MELSAVGERVYAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQGKVKGKAYEFRSEAVRGMHITYPTPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRIQPLOQFSTRERQQPP
LOQSSPDRLIHIPKKRGPKPKPRFSSAVPEPHKRRAEEQVSHSPHKLAKLQGDKDMRLVEVGHRHPDSHSHKHHHHHH
HHHHHHTHSRGQLYSDRSLHPHRTDMDIHRIKDGSSYLAPAQFKHQSKMSQSLNPPTELPOMEKPYFLDRPSPTRLDK
DL DE RSO AN S RRESISIS < o - REXR

>Mal LOC109962840

MEELSAVGEQVEDAECILNKRLRKGKLEFLVKWRGWS SKEHNSWEPQENILDPRLLAAFNKKEQEKELLMLKRGKRPRG
RPRKILENVPEAPQSSSSSSGSSSSSDSSSSCSSSSSSTDDDDDDSINRANQSVRTRDLHPVPQKKAQIVMAKQDPPK
KRSRKPLPPEVKEFQONKGPRKILKAAKDIDLPGVIKKPVHPASFAFMGFHRGSARDTVGGONRGIVTQGGAIKSSLS



SMGSGRSAQPASFSLNKSSQSRNFFSMNSGTSLDLKAAASKSKGVAAMNLNTSRHPIQGTTAHTQSSSSSGQKKPQGP
VSALQOMPHTKAVSSLASKTASSNHGSNLOPLNLONKLAESNDAGNGTATVSGLRNAASPARKTTVTONQEYNSPNSP
VTPGKSQVRKSQSGADKVKEAAEIQTSSVQARLEKSSVHTTEARSQQERSASKDGKKAKMNDISTGEEDSSSDSDQDS
SYNRONCSVSVON S DRSS /G~ S TRN Y

>Mal LOC109969680

MEGVTVGQVFDAECILSKRARKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREQERELLFQKKGKRPRGRE
RRIOPAPTTTKDSRSSSSSSSGLSSSASSSSEDEDHTKKPKPGPRVEPVPQKRPQILLAKPDPPHKKKHGRKPLHPDL
RALRQVKSRPSPPPRHHQALRPPRDEPRPGVKKPLQPASFTYTGLSRTSRDEAASSQTSTSSFSQTASSKPGSLSCIW
TNRSLSTSSPSSGSSFSHSKANPSPQSKNSVSELKRS I SESGSSRGNGFKVSPPKPGGGSGSLSLHSSFRGGOMAVOR
SPLGQRRQDGVGGQTGLVQHKQONSGLSKSLSSSSPTPRDRASQALSLRALNLOSVSKPLASSSLLGNNPSSSVAAAS
RSSLRNSSSIVVKGGMASIKETRTAPGGORSGLATGGTTEQGRSREDRGKEMLAGGS SGRGNGNGRODERKHGLSCON
RSLNELSTGDSDETSSSESEHDAALYPNNSRPSFGNNATESDTE

GFFNSRNH

>Mal Cbx4 (Gene ID: 109957911)
MELPAAGEHVFAVESIEKKRSRKGRVEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQDRERQEQLMGYRKRGPKPRH
LLVQVPSFARRSSILADLHEESLDEESCQKTNPIQOMLRPQAQQYQLNSKKHHQYQPLCREREAEQQTNGKKEYYQLNS
KKHHHYQPNLKVPEPVFAKPREVKAPELSSKGYNLPPVLOQOQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKV
KPKEDASPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMENGMQAAKIKSGDSETAEKPQOGGGNSVENHLEKMKLVKK
LGLMNGFAKIPKDQPAVLNSGLNGDCPREMEQSPKMELTAREQDKHFEVRGQRQLPADQPLOLTTKPNVLSSPSDREG
PSALDKRGNQGGVQGLKRHHSDTDSKDHGTNKKFLSCRNIIAPNPVSSPAQSTSIDONRHOQRHTGLODCGYVDQEEPT
DLSIVKSKPKAATSTASQPETHIQAETHTQAPILAQPETHTONEAQLDTQTETQRPTETSKPAEGNTESSNNEKKREG
T

>Mal LOC109969469
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLLAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPASLEEISQDAEGSLKSDPIQVORSQPQQYQLNSKKHHQYQPSNQEVPADQLINGKKKEFIYQLN
SKKHHHYEPDPNMYDPQASRLKEVVKVQEPASKPANPGWNLPLALQOKWIRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDASLPSAISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREEKPONTKPSENNPAHRTKM
VEHPENGIPKEICNGSPLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPASWAVDNN
ILTPTALDQIRIPSFPSDRKRKLSNPVENMNVSKVEFLTSRSISVPGTVVMPPQDKPMDLHCSSRRHSSASTHEVMDSG
SQEEPMDLSCPKTKKLVEPEVQPELEAKPEPAVKDTPPVSEDTQKSAEKSKEA|

>Mal Cbx6 (Gene ID: 109951608)

MENSAGGDRIFAAEATILKRRVRKGRIEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKN
FVMKARSQKGETSSRASNSRONTPRSSSSTSSRAAPSSSASPHHLPSLSSSSSTVAPSPKLNSLAATHKLKKDIHRCH
RMSRRPLPRSDPMAPTEFSNPSGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRGGTAASSRNITAG
RONIPSRNRIIGKKGEAPYRPFQPPLKMLGEFPMYGKPFGLQCGGPVPFHSQPGSCSSTGAKDSHTTPSQYQSPPSPSS
SSGSEGKSPSTTSAAKSQPTNRTSPSSEGPKPSKPHTETQKGPSAKPSAPAPSSDADPVASASPFLPSSPSSCLEDEE

EEGAVDSSAPTEGSRKSLRORRAKRQVPTTLPSVTPGDORPS PTEPKRVPAEGD B S RO VA

>Mal LOC109952690
MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDRRLVOAYEEKEQRDRALGHRRKGSKAKR
LLLONTVYTMDLRSAHKPPEKPPPHLRLSMTRSLVPEDEDEDEDEPYSSCRQGPQPOMTHLRSKSRRSQFRCEFDSNPP
SPGQEDWEGRGEEEEEEVEDNGDEEEEMEVAQKDTAEKSVGIPNGQKRTDKWSSTIIPDEVTASEKPD

NS RRRRESRE < c - rRCWGLEY

>Mal T10C109952654
MELSSTGDQVFAVESITKKRVRKGNVEYLLKWQGWPPKYSTWEPEDN I LDPRLVLAYEENQEK TRALAYRKKGLRPRR
LVLRNIFAMDLRSAHKVAEKPSPRLRLSLTRAMSTDVDQGERGSMYRRPVRRKSKQRVAKQRSDRCLNKPIHTLIKKE
EPMEDDWSGTSEEEKQESESTEERHEDSLYGQSECSSPPLLERQDLEMEVEEKVDANLTAAGTETWTEGLGADTRQNQ
EFACNQSENSASVPVAGPGDAVILHNKSDGDTGEEGVKSGSECPKSERNNTTSVIVRVNRSSETVGTTAATVLSTAEA

RSDNQSFTTTA PG DN OI -  * < DY

>Mal Cbx8 (Gene ID: 109958030)

MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEORERERELYGPKKRGPKPKT

FLLRAQAKVKEKAYEFRSEAVRGMHITYPAPEPVVTPRAREGLRAVVPTIFPPSTVNRGESITHVRPLELGTREHQQPS

LOQSSPEGLIHIPKKRGPKPKPRFSPAVSEAHKRRAEEQVSHGPHKLAKLQGGEDMRLVEVAHRHPENHSHKHHHHHH

THNRELSSGSSYKQLYSDRSLHLHRTCTDIQRTKDGSTY LAPAHFTHOSKMSQSLNHPAAL PQMEK PY F LD BSBIR
KGFFKDKR

Mal LOC109969470
MELSAVGESVEFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKSYEFRREASRGIQVSYPIPEPVITPRAREGLRTVVPTIFPPSAVNRGESVQVRPPEPERRPRPTPPAA
LTLQESTRFPRKRGRKPKLHLHYDKADGSSSAEPDTKRSRLLEYPMSHGLSKMSRRLHHHGETSDHSLLQLTKRFQEK



TSITPKSCGEHRHVGGVGLSYTCAFSPGVRKRDQEGRRTNCLSRMFVPQPSKPKHSAEHRSQQOMTRCSLPREPPHVLS
AQSEFTHDS SET PA DD SRS - G & ¥R DKR

>Ate LOC113156830

MEGVTVGQVEDAECILSKRPRKGKFEY LVKWRGWS SKHNSWEPEENI LDPRLLAAFHKREQERELLFOKKG
REEEBPVPTATKDSHSSSSGLSSSASSSSSEDEEHTKKAKPGPRVHPVPQKRPQIMLAKPDHP R
AKSRPPLPPPPQRHPQPLRTPRDEPRPGVKKPLQPASFTYTGLSRASRDEAASASQTSTSSFSQTAASKPGSLSCVINM
NRSLSTSSPSSGSSSHIKTSPSTQSKNSLSELKRSISESGSSRGNGFKVSPLKQGGSSGSLGLHSSFSGGQTSVHRSP
LAQRRQEGVGGHIGLVQHKQONSGLSKPSSSSSSPTPRDOANQALSLRALNLQSVSKPSAGS SLOQGNNTGSAVARSSL
RSGSGIVIKGGVGGISRTSAGGQRTGVAAGNAAEQGRLRDDRGKEMLAGSSSGRGNGSGRQEERKHGLSSQNRSLNEL
STGDSDETSSSESEPDASLYPHNSRPSLGNNATESDTE DDA D RESBs /G F FN SR
NH

>Ate LOC113158311
MEELSAVGEQVEDAECTILNKRLRKGKLEFLVKWRGWS SKHNSWEPOENT LDPRLLAAFNKKEQEKE L LMRKRGKRPRG
RPRKILDNVPEVSKSSSSSSGSSSSSDSDSTSSCSSSSSSSDDDDDDSNIKQANPSVRTRDLEPVPQKKAQIVMAKQE
PPKKRSKKPLPPEVKELQQONKGLRKVLKTSKETDLPGAIKKPVHPASFTFMGFHRS SAKDTVGGONRSFLSQGGAVGS
SRSVQPASLGLNKPSONRNVTEGKISVSNTSSGASLDLKAAASKSKGVAALNLNTSKHHIQGTTQHTLSSPNGQKKPQ
APVSTLQRIPSTKALASLPSKNTSSNHGLGLQPLNLONKSVQSSNTSGSGTTPLSSGAKKTAVTONQEYNPKSPTIPG
KPQIRKNQAGADKMKEATEIQTSRVQDRLEKSRVHKSTDIQSQQERLAPKDGSKKSKMNDMSTGEEESSSDSDQDFSY

NEQDASVAY QN RS DN RSB /G 7S TRNY

>Ate Cbx4 (Gene ID: 113162586)
MELPAAGEHVFAVESTIEKKRSRKGRVEY LVKWRGWS PKYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLDQDSCQKTNPIQMLRPOTQQYQLNSKKHHQYQPLCREREAEQQGNGKKEYYQLNS
KKHHHYQPDLKVHEPLFAKPREVKATELSNKGYNLPPVLQQKWVRDKESGCLTKVKDITMELKKLPADLNGHKEPEKV
NPKEDASPQOSNGVSSSKLKIVKNKNKNGRIVIVMSKYMDNGMQAAKVKNGDSDTAEKVQQGAENSTENHLEKMKLVKK
LGLMNGFAKNYPRDKPATPSSGLNGDCSKEQERSPRMEPTVTEQNKHVEVRGQGQLAAAQPLQLTTKPNLLSLPLDRG
VSSAADKRGNQSGFQGLKRHLTDTEEHGSSKRFLSCTSVANSISSATQSISNDONGHQSRAPLODCGYADQEEPIDLS
IVKSRAKPGASAAMEPETSTQTATHGQAQILTQAETHTQSKTQTDAQTETETQAQTETHESAEEEKVDSVGSVSNSEK
KKEE

>Ate LOC113155158
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGFEETROQDTEGCLKSDPIQVQRSQPQQYQLNSKKHHQYQPNSQEVPADPLTNGKKKFIYQLN
SKKHHHYEPDLSMYDAQASRLKEVVKVQEPACKTANPGWNLPLALQOKWVRDKDTGCLSKVKESALEVRKPANKDTES
EQALKPSPKDVTLSGTVSSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGTKGKHGESNEEKLOQSIQASENNPAHRTKMV
EHPENGIPKEMCNGSSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWAVDTSI
PTPTAVDQIRIPSFPSDRKRKLSDPVEDRKVSKTLLSSRSFSVPSTVATPPQDKPMDLHCSGRHLSSTCTYEIMDSGS
QEEPMDLSCPKTKKQVEPEIQPELEREPEPAIKDTPPLPMTENTQKSTEKSTE

>Ate cbx6a (ENSATEG00000003501)
MEQSAAGDRIFAAEATLKRRVRKGRIEYLVKWKGWAMKHS TWE PEENTL,DDRL I LGFEOKERORELHGPKKRGPKPKN
FVIKARAQRGETSSRASNTRONAPRASPSTSSRAAPSPSASPHQLPSMSSSTVAPSPKLNSLAATHKLKKDI HRCHRM
SRRPLPRSDPMAPTFSNAGGFPSRMHVSPFSETVRI LNRRVKPREVKRGRI I LNLKVIDKPGRGGTAAGSRNT TAGRQ
NTPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLOCRGPVPFHSHPGSCSSTGTRNSLTTSSQYQSPPSPSSSS
GSEGKSPTATSAAQSQOPTTGATPSSEAPKSSKPHTDTQKGQSTKQSAPAPSTDANPTALASPFLPSSPSSSLEDEDEE
GAAERLAPTEGGRKNSRQRRAKRQVPATLPLVAAGVQTSATTEPQRVPAEGD)

BEREEBSE . sCPGSPSASPENASSPPPATTSDDPSPAKP

>Ate Cbx7 (Gene ID: 113155821)

MELSAIGEQVEAVES IVKKRVRKGNVEYLLKWKGWPPKY STWEPEEHILDRRLVOAYEEKEERVRALGHRRKGPKSKR
LLLONTVYTMDLRSAHKTPEKPPPQLHLSLTRSLVPEDEDEAYSDCGQDAQPOMAYCKSKSRKSHFRCLDSNPPSPTE
EDWEGRGEEEEEDDVDVEEDMEEEEETVVAQKETTEKSVGIFNGQERTDKWSSAVGPDEI I ASEMT DNNNNBICEeE

D NS RRBSR < - rRGWGLEY

>Ate L0OC113152693
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPCLVLAYEENQEKIRALAYRRKGLRPRR
LVLRNVFAMDLRSAHKATEKPPPRLRLSLTRSMSTDVDQGERSMYRRPVQRRSRORMMAKRGSLIKPIRPLRKKEEPL
EEDWSVTSEEEKQESESTTEERREDSVYGQSECSSPPLLERQDLEMEVEVEEKADTDLTAVGTEMWIDRPGGGTSETR
ONQTFACDQIKDSALARVAGPGDAVTVGDGSDLDRDDEGVKSGSECPRVERNNATSVIVRVQRSSEAAGDAAVDCSAV
EARSEEVCONC SOV S RANA -

>Ate Cbx8 (Gene ID: 113162656)
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEVAFEQKERERELYGPKKRGPKPKT
FLLKAQAKVKGKSYEFRSEAARGIHITYPTPEPIVTPRAREGLRAVVPTIFPPSTVNRGESVRVRSPEHSIRDHQQPS



LQQOTSPDGLIHVPKKRGPKPRFSHAVSELHKRRAEEQVSHGPHKLAELHGDEEMGLVKAGHRHPENHSHIRKHHHQHS
HHHHHHSHNRGLSSGSSYKQLYSDRSLLPHRMDVDIHRTKDGSSYLAPTHFKHOPKLCQSLNHPAELPQMEKPYFLDR
PSPTRFDDNLDF iGNNI < G * F K DKR

>Ate LOC113155165

MELSAVGESVFAAESTITKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKTYEFRREAPRGIQVSYPIPEPVITPRAREGLRTVVPTIFPPSAVNRGESVHVRLPEPERRPGPTPPAA
LTLHESAQFPRKRGRKPKLHLHYDKDDGSSSAEPDTKRIRLLEEPVPHGLSKMPRRLHHHGEASDRSLIQLTKREQEE
TTITPKSCSEQRHAHGSSSLSYTCAFNPDVRRSDQGVHRTHCLRRMSVPQHSKLRHSADHRSHQVKESSLPREQPAAT

CTQSESTDDTSAL P A DSRS0 - ;7R DKR

>Bsp LOC114845447

MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENI LDPRLLAAFHKREQERELLFOKKG

REEEBV P TATKDSRSSSSGLSSSASSSSSEDEEH IKKAKPGPRVHPVPQKRPQIMLAKPDSPH RA
LRQAKIRPPLPPPPPPRHAQPLRPTRDEPRAGVKKPLQPASFTYTGLSRSCRDEAASASQSSSSSFSQTAASKPGSLS
CIWTNRPLSVSSPSSGSSSHIKSNLPPQSKNSLSEQKRSHSESSGSRGNGFKVSPPKPGGSSSSLGLHSSFSGGQTSI
HRSPLGQRRMEGTGTHIGPAQNKQQSLTSSSLTARDOANQALSLRALNLQSVSKPSAGSSLOGHSTGSAAGRCSLRSG
GSLVAKGGTSGGARAALVAGGAADQGRLREDRGSGSSRGNGSGRQEERKHGLS SQNRSLNELSTGDSDESSSSSESEP
DASLFPHNSRPSYGINATESDTE DD s i SIs /G F' F N SRNH

>Bsp LOC114861130

MEELSAVGEQVEFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQOENILDPRLLAAYNKKEQEKELLMRKRGKRPRG
RPRKILENVPEVSKSSSSSSGSSSSSDSSSSCSSSSSSDDDDDDDEESNEKQANPGVRNRDLHPVPOKKAQIVMAKQE
PPKKRSRKPLPLETKEFLONKGPRKILKTSKDTDLPGAIKKPVHPASFTFMGFHRNSAKDAPGSQNRSLVSQGGAVAS
GRSVQPASLALNKSSQONRNATEGKLSISNTSSGTSLDLKAAASKSKGVASLNMNTSKNPIQGATQHTLSPPNGQKKPQ
APVSTLQRLASTKAPASVPPKNASSNHGLGLQPLNLONKSVQSINTPGNGTTPLSSGAKKTPVTONQEYNPKSPPVLG
KPQVKKNQTGTETIKEAAEIQTSRVQGRQEKNTVHKSNTEVQSQEERLAPKDGKKSKMNDMSTGEDESSSDSDQDSSC

AEQDGS VAT ON RS DRSS /G 'S TRNY

>Bsp Cbx4 (Gene ID: 114846950)

MELPAAGEHVFAVESIEKKRSRKGRFEYLVKWRGWSPKYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILADLHEASLEEDSRQKSSPVOMFHPOTQQYQLNSKKHHQYQPLCREREAEQPSNGKKEYYQLNS
KKHHHYQPDLKVQEPMFAKPREVHAPELANKGYNLPPVLQQKWVRDKESGCLTKVKDITMKTISAGLNGHKEQEKEKP
KEDDSPQSNGVSSSKLKIVKNKNKNGRIVIVMSKYMDKGMQAAKAKNGDSETEKAQQGVDHSTERHLEKMKLVKKLGL
MNGFAKNHPKDKPSVPSSGFNGDCPKEKQQOSPKIQPAMMERDKHIEVRGQGQLAADQPLQLTTKPNLLSLPMGGGVSS
AVDKRGNQGGFQGLKRHLTDTEEHGSSKRLNCTSVNSVSSSQSLSDQSGLODCGYADQEEPMDLSMIKARPKAGDYAE

TGAQAETHALACMDQPKTHAESDTKPQTEAQNSPEKVSSDAVSDSSSAKKEE DO O D CHvaE

>Bsp LOC114860475

MELPAAGEHVEAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQHREROEQLMGYRKRGPKPKH
LFLQVPSFARRSSIPAGFEDAPQDAEGCLTSDPIHAPRPOPQQOYQLNSKKHHQYQPSSQEI PADQMANGKKKFIYQLN
SKKHHHYEPDLSVYDAQASKLKEVVKVQELANKPANPGWNLPPALQOKWVRDKDTGCLSKVKESPVEARQPAVKETES
EHALKPSPKDSAPPSAISSKMKIIKNKNKNGRIVIVMSKYMDGHKVHGMKSKHGEPSTEEKPQSTKLSENNPVHRGLA
VDHPENGLPKEMCNGRSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGOADLPDDLPLOLTASSPPASWATDTS
IPTPTAMDQIRIPSFPSDRKRKLTDPVEDRAAAKVYLSSRSFSVPSTVVTPPQDKPMDLHCSSRHFSSACAYEAADCG
GOEEPMDLSCPKTKTQAETEAKPEQESEPEPPPQPAVKDPPPPPVTENTQKS TEK PKE HENNRAD MG N

>Bsp Cbx6 (Gene ID: 114870514)
MEQSAAGDRIFAAEATILKRRVRKARIEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERDRELHGPKKRGPKPKN
LVFKARGOKGEASSKTSNNRONTPRSSSSTSTSGRAAASAPLPPSSSSSAAPSPKLNSLAATHKLKKDIHRCHRMSRR
PLPRSDPMAPTFTTPGGFPSRMHVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKSSRGGTASSNRNITAGRONIP
SRNRIIGKKGEVPYRPFQPPLKMLGFPMYGKPFGLQCRGPVPFNSHPGSCSSTGTRDSHTTPSQYQSPPSPSSSSGSE
GKSTSTSAALSQTTTGPSPNEAPKSSKLHTESQKGQSAKPSTPSPSKDTSPTGVASPFLPASPSSSLEDEEEKHLVPT
EGGRKNLPQRRAKPQQPAALPPATPGDSSSATTEVLRVPAEGD

SPSGSPENASSPAPATTSDDTSPAKP

>Bsp LOC114846206

MELSAIGEQVEAVESVVKKRVRKGNVEYLLKWKGWPPKY STWE PEEHT LDRRLVOAYEEKEQRVRALGHRRKGSKTKR
LLLENTVYTMDLRSAHKTPEKAPPPLRLSLTRSLIPEDEDDTYSDCTQTPRSHAAYCKSRPRTSQFMCLDSNPPSPTO
AEWEGRGEDGEDVIGTEEDMEEETAVEQEETDKWSSAVGPDE I TASEMPN|

BR¥R<CFFRGLGLEV

>Bsp LOC114860262

MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEEHOEKIRALAYRRKGLRPRS
LVLRNVFAMDLRSAHKMAEKPPPRLRLSLTRSMSTDVDQGEHAMYRRPGRRRIRHRAGGKRGPSIKHVRPLRTREKPM
EEDWSGTSEEEKHECESAEERREDSVYGRSECSSPPLLERQDLELEVEEQADVELTAAAPWSDRPGGAAPTQTLACDP



TMDSVSARVAGPGDAVAPGDAPAPHSGEEESGPGPRSERNNTASVIVRVORSGETAGGDNQGH AN CRIaE
EGFFKGH

>Bsp LOC114860488
MELSAVGESVFAAESTIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKEKTYDFRRETPRGISYPVPEPVITPRAREGLRAVVPTIFPPSAVNRGESVHVRPPEPERRPRPALSLQEP
SREFPKKRGRKPKLSLNYDRDDGPSSAEPDTKRSRLLEEPVPHGPSKMPRRLHHYGETSDRSLIQLTRRFQEETTITPK
SCVGSASLSFSCAFSPDQGVHRTHCVSRASLARSSKNRNHRETEGRLTREQPGAVCAQPESTD

KGFFRDKR

>Bsp LOC114847134

MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQKERERELYGPKKRGPKPKT

FLLKAQAKVKGKAYEFRSEAARGMRVTYPSPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVPATELATCEIRQPS

LRQTCPGSLMQVPKKRGPKPKPRFGSTASEPHKRRDEEQLSHSPHTLATLQGVEDVTLVKFAQRHPEDHSHCHKHHHH

HRHOHHHHTLSQGLSGGSSYKQLYLDHSPRPHRMDVNIHMAKDGSSHLAPAHFKHOQMEKPYFLDRPSPTRFDDDADEV
KGFFKDKR

>Gwi LOC114481946

MEAVTVGQVEDAECILSKRPRKGKLEYLVKWRGWS SKHNSWEPEENILDPRLLAAFNKREQERELLLOKKGKRPRGRP
RKILPPTPAVAEEGHSSSSSSMCSDLSFSSSDEDQKVKLLPQKRPOMLPAKLEPPROQKKKKRGRKPLALPSSSPPPQQ
RPPHRKPLQPASFTFTGLSRPGSLSALWVRGSDGAPYRHSSFSRSQSFHHKQPNKASASPRERNNQALNLRALNLQSV
TKPSSSYPVSTSNYPVTSAAKYPGSAGRPSTVQRSVLPAGGISGPERTAVRRSEDGKAVLNELSTGDSDDSTSESELG

RASFPSNNRPALRDEDT - (RSO RSES 5.1

>Gwi_ LOC114469338
MELPAAGERVFAVESIEKKRSRKGRVEYLVKWRGWSPRYNTWEPEENILDPRLLDAFODRERQEHLMGYRKRGPKPKH
LLVQVPSFARRSSILTDLDEATLKGDLOQKPPSLOTLLPQAQQYTLNSKKLHQLOPLGREAEQQANTKKFYYQLNSKKH
HHYQPDHKAREAAFAKPREVNKGYNLPPVLOQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKVPTKEATLPQ
SNGVRSEKLKIVKNKNKNGRIVIVMSKYMENGMKTVKIKNVDCENAEKLPHGADSVSENHLOKMKLVKELGLMNGFAK
HHKDRATVLSTGEFNNTDCSTEKKVLTPKTDLAVTKQDKHAEVKGQGOLPADQPFHLTTKPNLPSPPSGRGAASPEDNT
GGEGRTQGLKRHVSGADGEEHLATKRFLSSSISGSNATSSPSONISGDONELQGCGEMEQDEPIDLSMVKSRPETQRD
ALTDTQPQKPSDVNKEDSVSCKEKRQTGT

>Gwi_T,0C114468810
MELPAAGEHVFAVEGIEKKRIRKGK I EYLVKWRGHS PKYNTWEPEENTLDPRLLVAFQHRERQOEQMLGYHKRGPKPKH
LLLOVPSFARRSTIPTNIEETSQGPEDNQKADPNQVQCSQPQQOYQLNSKKHHQYQPSNQEVPADQLTNCKKKEFIYQLN
SKKHHHYEPDPHMYDGQASRLKKLVKVQEGASKPTNPGWNLPLALQOKWVRDKDTGCLSKVKELAVEARKPAVQEADS
EHALKPNPKDATLPSATISSKMKIIKNKNKNGRIVIVMSKYMDVNKVHGIKGKHGESSREEKPHNTKPSENNPAHRTKP
AEHPENGIPKESCNGSPLSAAEHPSKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTARSPSWIVDTNIP
TPTAADQLRIPSFPSDRKRKLLDTVEDRSAAKVHLTSRNEFSVPSTVVTPPODKPMDLOLSASRHSNKCTYEIMGSQDE
PMDLSCPKAKRQVEAELQLEPVPQPELETEPEPEPEPEAPEPDKDTPPVTETETVKPTEEAKQ

>Gwi Cbx6 (Gene ID: 114466377)

MELSAAGDRIFAAEAILKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERELHGPKKRGPKPKK
MLMKASSQPTASSSSAVPHHFPSTSSSSSPVGLLPKLNSLAATHKLKKDIHRCHRMSRRPLPRCDPTASSESNPGGEP
SRMHVSPFSETVRIVNRRVKPREVKRSRIILNLKVIEKSGRGGGSASRSRNVQSGRHNIPSRNRIIGKKGEAPYRPFQ
PPLKMLGFPMYGKPFGLQCGGGALPSHANATASRAPPATQDQDRSDRSEEGGKDVPPPSTPPPAPSEEQTAPPAGAQR

VPAEGD DRSS RO . P 2.5 GPAS PSAS PDHGSAPDDASVAKP

>Gwi_LOC114459779

MELSAAGDRIFAAEATLKRRVRKGRLEYLVKWKGWAMKHS TWEPEENT LDDRLILGFEQKERERE LHGPKKRGPKPKK
MLMKKGESSSSGRALNSRLKTSRSSSSSSSSSSQPTASSSSAVPHHFPSTSSSSSPVGLLPKLNSLAATHKLKKDIHR
CHRMSRRPLPRCDPTASSFSNPGGFPSRMHVSPFSETVRIVNRRVKPREVKRSRI ILNLKVIEKSGRGGGSASRSRNV
QSGRHNIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGGALPSHANATASRAPPATQDQDRSDRSEEGG
KDVPPPSTPPPAPSEEQTAPPAGAQRVPAEGDED RS ORI VNREEBeHE 7. P S GPAS PSAS
PDHGSAPDDASVAKP

>Gwi LOC114467897

MELSSIGDOVEAVES ITKKRVRKGNVEYLLKWOCWS PKY STWEPEDNILDPRLVLAYEENQEKNRALAYRKKGLRPRR
LLLRNLFAMDLRSAHKGTEKPPPRLRLSLTRSMSTDVDQTDRRRVYRRAVRRRSQQRVSRRGSERESNKAFHRQRKKV
EDEEWESTSEDDKCESTTEERCADSVYGQSECSSPPVLERQDLEVEVEGKVENDITAVSTWADGVGGATFQTGHDETF
EKSQDSVQPEYSVAGGDREGGNEGGVCQSVCSVVEARG DN DS RD GG R DV RSV = G F F
KGC

>Gwi L0C114481622
MELSAIGEQVFAVESVVRKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDKRLVOAYEEKKOREQAVGHKRKRSRSKR
FSLONPEYSMALRSAHRPPEKAAPRLRLSLMRSLSSDQOQEEPFDVCGRSQQAVADQRSKDRSSLFRCEFDSNPSSPALK



DWDGSREEEEEGEDEEEDEDSILEDINEEEVRLKATRAKKSKSTLKGOTRKALWS SHDGPDODS SAE RN VDREGH
KGFFRNGGLDV

>Gwi Cbx8 (Gene ID: 114471454)
MELSAVGERVFAAESITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLEFVAFEQRSVCSPVCSPVCSPVCSPV
CRPVCSPVCSPVCSPVCRPVCRPVCPKHLCTLLLSRSMCVCGSHREREREMYGPKKRGPKPKTFLLKAEAKVKARSYE
FRSDTVRGMHVSYPTPEPVVTPRAREGLRAIVPTIFPPSAVNRGESALVRAPEWSPRGHSQSPYRSSSDERIHVPKKR
GPKPKPRNSPTASSEQGGPKLHQEEEEEEEEARPAKFITHHRHPENHGY SHKHHHHHPHHHHRLTLSRGLSAGSPYKQL
YAQRGLSLHRTDPPQPHRTKSSGVLLAPAHFQHRSSLTPTRPAQPPPPPPMEKPYFLDRQSPSRLDEHLDE
KGFFKEKS

>Gwi LOC114468472

MELSAVGESVFAAESILKRRIRRGRWEYLVKWKGWSQKYSTWEPEENILDARLFAAFDERERERELFGPKKRGPKSET
FLLKAKARTKETNYVFRRESPRGIRVSYPSPEPVLTPRAREGLRAVVPTIFPPSSINRGESFLFRPPEPERRPKAADV
IATDLESFPKKRGRKPKLRVLYAEDDGSEPSEPDAKRSRSLIESKTSRHLMHHHGETSDHSLLOQLTRRFQEKTTITPR

SNCARSYTCAFSPDVRKGDQTGERSRAGVLOPGTLORKHPGRESTFQAAPQRAP

RSO < c - TEKR

>Pma_ENSPMGG00000018267*
MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWSAKHNSWEPQENILDPRLLAAFNKK

>Pma_ENSPMGG00000007479

MEGVTVGQVEDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKREVLPPVTPVPSDPHSSSSS
GLSSSCSSSDDEHRPKKSSRSHRTLPVPQKRPQILLKSESSHHKSKKRGRKPLPPDLKALRQSKTRPPTSASLSPPSV
ARPHRDLNVKKPLQPASFTYTGMSRSSREDAHTSAASFTQSSASKSGTVSSMWPGSAAGRALSLTTASPHKTNAATQS
KSKDANAKDRLSSAERRGETNRSVPELSEGESDEEDDSSSDSDHSGTLGGAGVTAANVMVAKAQMLEFPVEGRPSLGAH
vDSDS DTEE ROV ISIIS G TS

>Pma_Cbx4 (ENSPMGG00000020462)
MELPAAGEHVFAVEGIEKKRIRKVSPYNTWEPEENILDPRLLVAFOLRERQEQLMGYRKRGPKPKHMLLQVPSFARRS
TIPEALEESPPEPEMSPKSDPVPVQRSQPOHYQLNSKKHHHKKHHHYEPDPSMYDTQSSRLKEVVKVQEVPSKPSNPG
WNLPLALQQKWVRDKDTGCLSKVKEMAVEMRKPAKEIDTVQVLKSDPKDISLPSTISSKMKIIKNKNKNGRIVIVMSK
YMDSKVNGLKTKHGESSGEDKGMESNKPLENSPLORTKVSEAFHPDNGKSPPAAETIPIKCSPKDRHFSKPSPSTAEEY
NTEVARGQADLPDDLPLQLTASSPPASWTVDTNIPIPTAVDQIRIPSFPIDRKRKLSDPVEQRNITKAFLMSRSLSMP
SAVASPPQODTPMDLHCSRSHNSVRTYQTTDSQDEPIDLSYPSLVDALKLPEK

>Pma_ENSPMGG00000010294*
MELPAAGEHVFAVESIEKKRSRKGRIEYLVKWRGWS PKYNTWEPEENILDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSNILADICEEESQQKSNSIQOMQYQLNGKKHHPYQPLSQDLFIFSHITIFKIFVGL

>Pma_Cbx6a (ENSPMGG00000019149)

MELSAAGDRIFAAEATLKRRVRKGRLEYLVKWKGWAMKHSTWEPEENILDDRLILGFEQKERERDMNGPKKRGPKPKN
VVLKTRAPRGEASGCSTPPTAPSGPTPSPKLHSLAATHKLKKDIHRCHRMSRRPLPSMSPALSSAGGVRSRPHVSPFES
ETVRILNRRVKPREVKRGRIILNLKVIDKAGRGGGAAGSRGLSTGRHNIPSRNRIIKKGDAPYKPFQSPFKMLGEPMY
GKPFGLQCGGSFPSEPGPFSYSTIPSQATPSQSIPSQATLSQDAPSQALLOQRGSEKQVFPAQCSEDQAEDVTLSAGLV

PAKGSEQGSEGPPKCASRIEO AP RN REEEeE S DKATLQGKRI SDLEFQVPNRFKPGL

>Pma_ENSPMGG0O0000017778*
MELSSIGDQVFAVESITKKRIRKGNVEYLLKWQGWPQKYSTWEPEDNILDPRLVLAYEER

>Pma_ENSPMGG00000010296
MELSAVGERVFAAESIIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLLADSAVSWRBSHVEMEN VDI
KGFFRDKR

>Sfa LOC115392810
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWSSKHNSWEPEENILDPRLLAAFHKREQERELLFQKKG,
PAVTKDSRSSSSSSALSSSASSSEEEEDEEEDDDEDHGKKAKPGPRAPPVPQKRPQILLAKPDPPR
‘RALRQARGRPAPS PPPPPPPPPAGPPRHPQAPRGPRDEARPGVKKPLQPASFTYTGLHRSAREEAASHSS
SSSSEFSPSGCVWSGRSLCASSATSSSHGRAGASSHSKSSLDLKRSASDAAAFRASSLKHGGSSGSLGLHAGFAGGQMA
ORSALAQRRQDGAAVPHKQQOSSGLSRPAPAPTPRERANQALSLRALNLQOSVGSLPGGTGAAARASLRSAGGMLVKGGA
KDSRTAAGGQRCGPSAGGGAEAGRAKEKLPGGGGGGRPEERKHGLGTQSRSLTELSAGDSDESSSSESEHAALEFPSNS

RPSLGNTAAES DTE RSO VNI SIS 7 F TP S H

>Sfa LOC115385554

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENT LDPRLLAAFNKKEQEKELLMRKKG-
PEVSKSSSSSSGSSSSSSDSSSSCSSSSSSEDEDEEDGGGETPGTAGRTRELHPVPQKKAQIVVAKQSP

PRKRGRKPPPADAKDFPPSKGARKVPKTARDPDLPGAIKKPVHPASFTEFMGFHRGASREAAAGPARGPLTPGGAAKNP



AGGPASSGRSPVQTASLSLNRSGHNRSLSDGRQAASGASLDLKTAAGKSKGVAALNLNTSKPPGQGTAQLSPPSGORK

PPAPLSTLPRIPHPKPAASVPSKNPPSGPGPGLQPLNLOSKLAQSGGAPRTAAKKTPVSONQERSAPKTPPTPQRLAV

RKPQTPADRVQTARVPGRLEKTCGEVQONPERTGSKEGKKARMNDMSTGEDESSSDSDQDSSYPGRPPVOQON]
GFFSLRHY

>Sfa LOC115385547

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKE LLMRKKGKRPRG
PEVSKSSSSSSGSSSSSSDSSSSCSSSSSSEDEDEEDGGGETPGTAGRTRELHPVPQKKAQIVVAKQSP

PRKRGRKPPPADAKDFPPSKGARKVPKTARDPDLPGAIKKPVHPASFTFMGFHRGASREAAAGPARGPLTPGGAAKNP

AGGPASSGRSPVQTASLSLNRSGHNRSVSDGRQAASGASLDLKTAAGKSKGVAALNLNTSKPPGOGTAQLSPPSGORK

PPAPLSTLPRIPHPKPAASVPSKNPPSGPGPGLQPLNLQSKLAQSGGALRTAAKKTPVSQONQERSAPKTPPTPQRLAV

RKPQTPADRVQTARVPGRLEKTCGEVONPERTGSKEGKKARMNDMSTGEDESSSDSDQDSSY PGRPPVON D HRBIRS

GFFSLRHY

>Sfa Cbx4 (Gene ID: 115390982)

MELPAAGEHVFAVESTEKKRSRKGRVEYLVKWRGWS PRYNTWEPEENI LDPRLLDAFQDRERQEQLMGFRKRGPKPKH
VLVQVPSFARRSSILADLREDEDGRHKPASTIOMLRPOAPQYTLNSKKHHQFQPLCREREAEQQANGKKFYYQLHSKKH
HHFQPELKAHEPRFAKPRDAKAPAAAEKGYNLPAVLQOKWVRDKDSGCLTKVRDITMELKKLPADLNGRQEPEPARTK
DAALSRANGVSSGKLKIVKNKNKNGRIVIVMSKYMENGMQTAKVKAGGCEAVSLPPGADGDSERHLEKMKLVKKLGLM
NGFAKSLKDKPGAPGGGLNGDGPRETEQSPRTEPAVTEKDKLGGVEGQAQNPTRQPLLLTARCPLLSPPLERAVPPPT
DPTGSPGGSEGLKRRLSEPGAEEHGGAKRFFSCRSISAPNAASSPVQGVSADONGRRDVSGPQGVSEPENCGFPDQDE

PMDLSMVKSRPAAAPETHTRSDTQAQAETLKPAEGDRDAS PLPVSHKEKTKE DREDARO DG DN O

>Sfa_L0C115386984
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMMGYRKRGPKPKH
LLLQVPSFARRSSIPASLEEASQDTDSSVKSDPIQVPRSQPQQYQLNSKKHHQYQPSSQEVPADQLTNSKKKFIYQLN
SKKHHHYEPDPNMYDAQASRLKEVVKVQEPASKLSNPGWNLPLALQOKWVRDKDTGCLSKVKELAVEVRKPAVKEAES
EHALKPNPKDATLPSATISSKMKIIKNKNKNGRIVIVMSKYMDSNKVHGAKGKHGESSREEKPONAKPSENNPAQRTKM
AEHPENGIPKEICSGSTLTAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGOQADLPDDLPLQLTASSPSWTTDTNIP
TPTAVDQIRIPSFPGDRKRKLSEPVEDRSVAKVYLTSRTLSAPEPVVTPPOQDKPMDLHCSGPRHSSICTYEALGSQEE
PMDLSCPRAKKQVEAELQPEPEPAPAVTETPPATETNTQKPAGESKK]

>Sfa Cbx6 (Gene ID: 115389716)

MELSAAGDRIFAAEATLKRRVRKGKLEYLVKWKGWAMKHS TWEPEENT LDDRLILGFEQKERDRE I HGPKKRGPKPKN
LFVKARAKKETSNRASSSROSASRSSSAASTRAAPPSSSSSAAPQPVPSSSSPSAVSLTPKLNSLAATHKLKKDIHRC
HRMSRRPLPRSDPMASTFPNAGGFPSRMHVSPFSETVRIVNRRVKPREVKRSRI ILNLKVIDKPGRASTSASNRNVEP
GRONIPSRNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPMPFQPYPVSCSSRGARDGRTTSSQLPSPPPPS
CSGGSEGTSLTSASAAQSQPTPGAKCSKPAESAKSFAPSPSSNTNQAAPESPLNSPSPSSSLGDEEEGPTQDPSPRON
STAKLQSPTTLPLVASGDQTAAPVEPQRVPAEGD DS ORD D REBeE 7. S G PAS PSAS
PDSTMSPPPAATSEDPSPAKP

>Sfa LOC115387617

MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEENQEKIRALAYRKKGLRPRR
LVLRNIFAMDLRSANKEAEKPPPRLRLSLTRSMSTDVDQVERGGIYRRPLRRRRSRQRATRGPPEGAAGKPIRPQRKK
VEEPTEEEDEEEWGGTSEEDKHESESTIGERCEDSVYGPSECSSPPLLERQDLEIEVEEKVEDELIAARTEIWTDGEC
GGTSDTGHRETVACDQSKDSASASEDRAGDEASVGDRSDWEGVESREGRLCPRSNATSVIVSILGNRETAGDGTTTTA

AGAAVRS S DEAGKEEARGDNOS RO G NN SR - G 'K G Y

>Sfa LOC115392998

MELSAIGEQVFAVESIVKKRVRKGNVEYLLKWKGWPPKY STWEPEEHT LDKRLVOAYEEKEERERALGHRRKGSKAKR
PLONTVYTMDLRSAHRPPEKPAPRLRLSLTRSLPSEDEDPTFGACRRSLHRKSKQRSQIRCLSSSSSSSTPDDWEGEE
EEEEEEEDVIEDDEDKEDDGVQKETAKT IEGTLNGNGRTGDWSAAAGPEEPAAPE RN G GOV

EERESRYAKGFFRDCEPEV

>Sfa Cbx8 (Gene ID: 115390143)
MELSAVGERVFAAESIIKRRIRKGRLEYLVKWKGWSPKYSTWEPEENILDORLEVAFEQRERERELYGPKKRGPKPKT
FLLKAQAKVRAKSYEFRSDAVRGMHISYPTPEPVATPRAREGLRAVVPTIFPPSTVNRGESVRVRTPDWSPRESPLRH
ADPDELPHSPKKRGPKPRARFLDSSEAHRRWAEEPASHGAHKLAKLQGAEDMRKEFSHRHPDNYRHHHQHHQHHTHGRV
LPKQLYSDRLQPHRTDPDPHRTPDGPGYLAPAHFKHHSRPGPGPGPGPGPSRPAGLPLMEKPYFLDRPSPTRLDDDPD
+VIWRPSLGNVEKVLVIDVTSNELTVITKESSTS 5t ik

>Sfa_LOC115386985

MELSAVGESVFAAESIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEEREREREMFGPKKRGPKPET
FLLKAKAKAKEKTYDFRREAARGMQVSYPIPEPVVTPRAREGLRTVVPTIFPPSAVNRGESIPVRPPEPERRPRLPPP
ADLMVHDTVHYPKKRGRKPKMQLHYDHDKGGGSAEPEAKRSRLLEGQGSHGLSKPSRPVHYHGEPSDRSLLQLTRRFEQ



EETTITPKSRHMGGYACAYRPDVHKGVQGGHRTYSVSRMSIPHSSHQAKMYCPPRDQPSASLQSVHEAS TQRV-
KGFFREKR

>0la Cbx2 (Gene ID: 100125497)

MEELSAVGEQVFDAECILNKRVRKGKLEFLVKWRGWSSKSSHAAFSSIREQEKELLMLKRGKRPRGRPRKILVRTSRR
AAPRLSDSDRTNARFFSTIQDSLPEPPKSSTSSSAMSSSSDSSSSCSSSSSSSEDEDEDEDSHLOQTAPTVRTRDHDP
VPQKKAQILMAKPDPSKKRRGEAKELQQONKAPPKTDKGPDLPGGPHKPVQPPGFAFLGFHRGSAREAVGAQNRSPLAQ
GGGVKNAPGSAGPGRSSVQTSLPLNKSGQSRPSAVSSGASLDLKKAKGVAALHLNPSKHPLQGAAQHTPGGQRKAHTP
LSTMORMLSTKTGTPPPKNPPSNPGSGPQPLNLHHKLSQGSGTAGNAQRGAATPAKKAATPAQVHHDDPQRRPAARKS

QPDKSGSEVQKQPERSKKPRMTEMSTGEEESSSDSDHDASFNGAAVON DR DA s

BESvGrrsirNy

>0la LOC101172611

MEGVTVGQVEDAECILSKRSRKGKEE Y LVKWRGWS SKENSWEPEENT LDPRLLAAFHKREQERELLFQKKGKRPRGRP
RKILPPLTPDKDSRSSSCSSSGLSSPRSSSSSEDEEHTKKAKPSPVPQKRPHIMLAKADPPHKKKRGRKPLPPDLKAL
RQVKNRPSPPPPPPPPPPRHHQPIRLPREDTRPGIKKPLOPASFTYLSRTSREEAAAPSLAFSQSAASKVGSISMWVG
RSLSASSPSSSKTSLSQKNSYLKRSFSESGGGSRADGLKMSAVKPGGTSSSPGAHGSFSGGQVGIQSPAPGOKRPEGQ
AAKTGVVQHKQONPVLSKPSSSSPFLRDRASQALNLRALNLOSVGKTYAGGAHGSTDFRSGTAKGGPRSGLSAGGGAE
RGRDREPATRRDGALRDRRNQRSGSQDRGLNELSTGDSDEVSSSESERGAALFPDKIRPSLGASATDS DTE DNNBER

VGFENSRNH

>0la cbx4 (Gene ID: 101158167)

MELPAAGEHVFAVESIEKKRSRKGRVEY LVKWRGWSPRYNTWEPEENILDPRLLDAFQDRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSNVLADLQEASLEDDGROKSGPIQTLLPQAQQQYQLNSKKHHQYQPLCREAEQQTNGKKFYYQLNSK
KHHHYQPDLKIHEPVFAKPLEVKAPELASKGYNLPPVLOQKWVRDKDSGCLTKVKDITMELKKLPADLNGLKGSDKVK
TKEESSANGGGKLKIVKNKNKNGRIVIVMSKYMENGMQTAKIKNGDCEGAGKPAEGLEGGMEKHLEKMKLVKKLGLMN
GFPKPPKDKPIVLCSGFRAESSPKEKETSAQIQLALTEQDKHDGVRGQEELPODHPLQLTGKPNLLSLPLEGRAPSSP
LDTRGSCQGLKRHLSDADGEEHNPSKRFLSCRTLSTPSAAPSPDRTGAAGVSSLRDCGYAEQEEPIDLRIVKPRPSAA

AEPPERPQDDSRTETPALPQPLEPAEDKAGSESELESRKE DRNDORO DG D AN G v

>0la LOC101160166
MELPAAGEHVFAVEGIEKKRLRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQLMGYKKRGPKPKH
LLIQVPSFARRSSIPAGLEETSQEVEITPKSDSTQVQRSQPQQYQLNSKKHHQYQPSSQEVPADPLPNSKKRLIYQLN
SKKHHHYEPDPHMYDIQASRLKEVVKVQEAATKPANPGWNLPLALQQKWVRDKDTGCLNKVKELAVEVRKPAVKESEN
ALKPNPKDAALPTAVSSKMKIIKNKNKNGRIVIVMGKYMDKVHGAKGKHGESSKEGDSQSTKPPENGSKMVELSGSGL
CDSSSVSAAEHLMKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPEDLPLQLTASSPPTSWIVDTNIPTPTAVDQIRI
PSFPSHRKRKLSDPVEDRNVPKTFLTSRSLSMPSTVVAPPQDKPMDLHCSGPRPSVCTYDAAGNQEEPMDLSCPKNRS
ALDAKAQPEPDSEAAVKDTPTVTEETQKSTEKL

>0la cbx6a (ENSORLG00000025101)

MELSAAGDRIFAAEATLKRRVRKGKLEYLVKWKGWAMKHSTWE PEENI LDDRL I LGFEQKERERE THGPKKRGPKPKT
AVMKARPQKGESSSSSSRQTTPHPTSSRTPPSSASSPHLLSSSSSSSAAAPSPKLNSLAATHKLKKDI HRCHRMSRRP
LPRSDPMASTYSSAGGFPSRMHVSPFSETVRILNRRVKPREVKRGRI I LNLKVIDKPGRGGSASGSKNTAAGRONIPS
RNRIIGKKGEAPYRPFQPPLKMLGFPMYGKPFGLOCGGPVPFPPHPGSCSSTGTRVSKNASSRYQSPPSPSSSSGSGE
KSPTGVTAAQSQPATEDVPPSKDSSTPAEGTQPAPASSSDPNPAASAATFLPSSPSSSLDEEQGAEDRSVPEEGGKKD
PCORRAKQPPPSAAPSIPAGDQTSPLTDPPRVPTEG DDA GRS EBE ~. S G PAS P
SASPQNASSPPHVTSSEEPSATKP

>0la LOC101163772

MELSAIGEQVEAVESILKKRVRKGNVEYLLKWKGWPPKY STWEPEEHILDRRLVLAYEEKEEREQALKGLKAQKLFLQ
DGVYTMDLRSAHKGPEKAPPPLQFSVASCLESEDEDDSNSDCRSRRPLAHRECKQRMSQRRYFDSSSSSPAQEDWNEL
ESQESVEEEEEEEGAANTYKGFLNEQRGADGWS SAVT PNAVE A S RRBCVAE GOV DN A S GIMA T G F
FRPAQPACLQOPHGSH

>0la LOC101168624

MELSSIGDQVFAVESITKKRVRKGTVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAYEENOEKVRALAYRRKGLRPRR
LLLRSVEFPMDLRSAHKMPEKPPPRLRLSLTRSTSTDVEQVYRRSVGRRNRLRVSSMGHVRSSSQHKRKKMVQVEEDWG
VISEDDKPESEGTIEEKCEDSSYGQSECSSPLLMEPPDLDMEVEEEAKAPPAAESTETWTERPEDANQRQTSVCSQLT
DVQKSLSAFEAPPEVSEGSDWDFCEKEPECPEEKSGCCCERSNATSVIMRVQGSGVTPGDAADGEQDKKEAKDDNQSV

2 R ROV ST 0 - < G

>0la Cbx8 (Gene ID: 101157915)

MELSAVGERVEAAESTIKRRIRKGRIEYLVKWKGWSPKY STWEPEENILDSRLFAAFEQORERERELY GPKKRGPKPKT
FLLKAHAKDKARSYDFRSEEVRGIHFPTAEPVVTPRAREGLRAVVPTIFPPSAVNRGESVCLPSLQQOHSSVSLVHTPK
KRGPKPRFSDPQLLKRRPEDQASPGSHKFTKIQGGEEASQVSVGHRHSENLGHGYKHHHHHHHHHSQSHGGCSGSFHK
HLHRTNPDTHRTKISSGYLAPAHFKHHSTAAPPAAPPPVEKPYFMDRPSPTRLDDDF DE VRGN R



>0la_LOC101160413

MELSAVGESVEFAAESIIKRRIRRGRWEYLVKWKGWSQKYSTWEPEENT LDARLEAAFEEREKERELFGPKKRGPKPET
FLLKAKAKEKTYEFRMESPRGIQVSYPVPEPIVTPRAREGLRTVVPTLFPPSAINRGESVHVETPEPERRPRPPPPPL
GAQESLRFPKKRGRKPKCLHHEKHDESAPEEPDAKRRLLEEMPTVPRRLHHREETSEHTLIQLTKREFQEKTTITPKGS
SQHRHVGGARLSYTCAFSPDVRKRDHDCLSRMOQSALRRAAEERRLRAMDSCALORQVGVTSRPDHDSAPRS A SEHilg

>Gac_ Cbx2 (ENSGACG00000014410)
MEELSAVGEQVEFDAECILNKRLKKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNRKEQEKELLILKKGKRPRG
RPRKILENVPDAQRSSSSSSGSSWSSDSSSSCSSDSSSLDDAEDDERMALEPPGVRTRDLHPPQKKAQILVAKPELAK
KWISQPLSLDARELQQCKGPRDGELPGAIKKPVNPAGFTFMGFHRGIPRDAAAGPTRGSPGPGGSVKHCVRSVQPAPL
SLSRPVPSRSLGEGKLPVSGGTDTDPKASAGKSKGVAALNLNTPKHPAQGTAYHSPSPPTGHKKPPPPGGKVAAALPP
NNAPAGQCPGPPPLNLQGRRAQSGGVAGGPRSAAHPARQTPVLONQEYNPAKGPAAPGRLOTRKSQPGADKVKEATGT
PTPRVQARLEPSGALTEVPTPLERSEGKKAKMNDMSTGEDESCSDSDODPPYVVGGVRAVASQONLN|

VGEEFMRHY

>Gac_ENSGACG00000010130

VMEGVTVGQVEDAECILSKRPRKCKSEYLVKWRCWS SKHNSWE PEENI LDPRLLAAFHKREQERE LLFOKK GRRPRGR
PRRIIVELLHSSRSRPLOKMAHSKKTKPRVHAVPVKRPPMAPPQPEPPCKKKRGRKPLHPDLRLLRQAKS SQQGLRPP
REDPRSAVKKPLQPASFTYTGLSRASREEASSHASSSSFSQTSSSKAGSLGCIWTGRSMSPSSYGRTGPAPPSSETGS
RGDGHKAPKPGGGSGSSVSHGGIGSLAAAQRSVLGQRRQDGPVOHRRENLPRERASQALSLRALNLOSVGAARSSARS
GAKRGARSGGEQARLREDQGKENRSLTELSTGDSEETSSSESERGGAASYPSGDLASGRLGLGGGGGS DGE [DNNEAR

e

>Gac_Cbx4 (ENSGACG00000011731)
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHRERQEQMLGYRKRGPKPKH
LLLOQVPSFARRSCIPAGFEDSSPDTEAVLVSDPTSVQRPQAQQYQLNSKKHHQYQPNFQEVPADQPTNGKKKEFIYQLN
SKKHHHYEPDPSMYDAQASRLKEVVKVQEPASKPANPGWNLPLALQQKWVRDKDTGCLSKVKELAVEVRKPAVKDAES
EHALKANPKDATLPSSVSSKMKIIKNKNKNGRIVIVMSKYMDSNKAHGAKGKHSESSSDVKPONTKPSENNPAHTTKT
AFEHPENGIPKQLCSGSSLPAAEHPIKCSPKDRHFSKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPLTSWSVDTN
IPTPTLVEIRIPSFPNDRKRKLSGPAEDRSVSKTYLTSRSFSVPSTVVTPPQDKPMDLHCSGTRHSSTYTYEAGDGGS
QEEPMDLSCPKNKNQVDMEILAEPEPAVTEPTQVVEDTHKSTEESK

>Gac_ENSGACG00000018219

MELPAAGEHVFAVESIEKKRIRKGRFEYLVKWRGWS PKYNTWEPEENILDPRLLDAFODRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSLLAGHHAASLDEDSCQKTGPIQLLRPQSQQYQOMNGKKHHQYQPLCREREAEQQQANGKKEYYQLN
SKKHHPYQPDLKDHEAVEFVKPRELKASELANKGYNLPPVLOOKWVRDKESGCLTKVKDIAMELKKLPADLNGHQEPER
VGPKEDAAPQSNGASNGKLKIVKNKNKNGRIVIVMSKYMENGMKAPKVKDGDSESGVEPPRGTDNGTENHLEKMKLVR
KLGLMNGLAKNSKDKPTVVSSGLNKRCPQEKEPSPKTEPTVLDKQDKHGGVRGQROLPADQPLRLATQLDLPSDRGGA
SPLDKGGSPGGFQGLKRHLSDSEVHGSCKRSLSSRSTGALNEASSPTKSLGVDHNGPPSHVGPQDCGYADQEEPIDLS
VVKSRPSAAQPETHTQPQTARPAEARTQDETDTQADARTDAQRETERNEENVDS

>Gac_Cbx6a (ENSGACG00000019854)

MEVSSTGDRVFAAEATILKRRVRKGRLEYLVKWKGWAMKHS TWEPEENILDDRLILGFERKEREQEMHGPKKRGPKPKT
PTGSAPGRAPPSSLAPPHAASSSASSSTVAPSPKLNSLAATHKLKKDIHRCHRMSRRPLPRSDPMAPSEFSTPGGLPSR
LHASPFSETVRILNRRVKPREVKRGRIILNLKVIDSVTAGRONIPSRNRIIGKKGDAPYRPFQPPLKMLGEFPMYGKPF
GLQCGGPASLQPHPGSSTEERNAGSASAHPERRPPTSGAAASPPTEAIESSQKGPNATPADASWSSDPPLLPSSSSSS

LPVAPGDQSSALTDSQRP PAEG D S DD SE 1.~

>Gac_Cbx7a (ENSGACG00000007724)

MELSSVGDQVFAVES ITKKRVRKGNVEY LLKWOGWSPKYSTWEPEDNILDPRLVLAYEENQEKIRALAYRRKGLRPRR
LVLRNIFAMDLRSANKVSEKPTPRLRLSLTRAMSTDVDQGERGSLYRRLARRKIKQRLSKRGQGGPTNKTLLPLRKKA
EPIEEDWGTSEEEKQESESTTEEIREDSLYGLQGRSECSSPPLLERQDLEMELEEKADADLTVVGAQTWADRPGGGTS
ETIQONOMFASDQSEGSVSAPEAIPEDEVSAGDGSDWDRGVESGSEGHMIGSGVSQTDNMTSVMVSVEKSSETSGDCGA
TEETKEEARGDNORVTV T - SRRSO RERSY - - -

>Gac_Cbx8a (ENSGACG00000011737)

MELSAVGESVFAAESTIIKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET

FLLKARAKEKTYDSRREAPRRIQVSYPVPEPVITPRAREGLRAVLPTIFPPSSVNRGESVLIQPPQPDRRPRSTPPAP

LTLQEDVRFPKKRGRKPKLHLHYDEDEPDAERGRPSEEQGSHGVSGASRRLLHRGETSDHGLVQLTRRFQEKTTITPK

HSGARGHAGLFYGCAFSPPDVHEREHRTTCLPGWSVPRSGSSAEHQRHQAKDLRLPPEQAAVTSTQSESTRDQSTRPA
KGFFREKR

>Gac_ENSGACG00000018216

MELSAVGERVFAAESTITIKRRIRKGRIEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELYGPKKRGPKPKT
FLLKAQAKIKAKSYEFRGDLVRGITYPTPEPVVTPRAREGLRAVVPNIFPASTVNRGESVRVHPPGLSSREYQQPSLQ
OTSPGGLIRLPKKRGPKPKPRFKDSSCSPAVFESHQRRAEEQVSYSPHKLAKLOQGGEEMRRIKVAHRHAELHDNRGIT



GSSSYKLYSDRILHPHRTDMDTHRTKNRSTYLAPVHFKHTSKMSQGPSGPAERPPMEKPYFLDRPS PTRLEVDLDE.
QGFFKDKR

>Hco Cbx2 (Gene ID: 109527817)
MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQENILDPRLLAAFNKKEQEKELLIRKRGKRPRG
LEAAKSNSSSSGTSSSSSDSSSSCSSSSSSSSEDEDEEQQAS PGVRMRDLHPNPVPOKKAQTVVAKQEP
RKSLKKDSDLPGAIKKPVHLASFAFMGFHRGSAGCPNRSPPTHGGTSRNSLSTVGSARSIPPSPV
PLMKSSPGRNVTEGKVPTPRPDSFKPRGMEAFTSNTTKQHLPGSPORTTNS PSVQKAHVLORT TNAKAMAAQAAKNTIT
TNQPLNLHNKVTQGNKSSGSGSSPGSALRNKTNQONQEYKTPQSPASPGGTRKSAAGKDLTE IQTYRGKLEKGEVHKSE
NHLERPACKDGKMSTGEDESSSDSDRDSSDAGRE PLAVVHN DR v D AN AR Eeis / G F F
SIRNY

>Hco 1L0C109518595
MEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLLAAFHKREQERELLYQTKG_

SPAAKDSRSSSSSEFSGASSSVASSSEEDDEAERDRKKAKGAAAGPRLHPAPQRRPQILPAKAEPHRKKRGR
KPLHANVGALRPAKSRTPPLPSAPSHHQLLPGFLRKYGKVDPRPGIKKPLQPASFTYTGLSRTAREHHTDAQSAVESQ
VSAASKGGCVWNRPAPASSPSLSKAGGSPOQRKTSHGELKRSMSGPGGSGGRGEALKGMPPPLRPAFGGGPTAAQRLAP
PPRRODSHGGYTALVQHKRALAKAPSSSSQRPSNQTLGLRAVNQONVTKTPLAGHQGNSGALVRSGAAVRSSSRSGSL
VVIRDTCVTPTGOQRPVLPAGGGAEKARKDATLPAGGGRQVERKSGRGLNDLSTGDSEDSSSGEWERDATSYPSDGRPS
LGDAATES DT OO IRSISIS / G &' N PRNH

>Hco LOC109527525

MELPAAGEHVEAVESTEKKRSRKCRVE Y LVKWRCHWS PRYNTWEPEENI LDPRLLDAFEDRERQEQLMGYRKRGPKPKH
LLVQVPSFARRSSILAGRHESSLQGDSCHDTNSVPMLRPQSQQYQLNGKKHHQFQPMSRECETEQHANGTKFYYQLNT
KKHHHYQPGLOMHESVFAKPREVNARELPIKGYNLPPVLOOKWFRDKTSGVLTKVKDI TMELKKLPADLNGHKEQEEA
KPKDPASVQHNGVSGSKLKIVKNKNKNGRIVIVMSKYMENGMEDAKVTNAESQSAEAFSQGADNAERHLEKMKLVKHL
GLVNGFAKKPKADSGFTGDSTKESEQPAHTKLAVTEQDQHFEVRGQCLLPAHQPLQLTPKSNLVSSPLDTGVPVEFTDK
NTTQDEFQGLKRHHTDTDNEEHGSNKRLFISHHTLSSPTQSISTDONDLRGPFSLOHCDYADHDQEEPIDLSVVKSRP
QVAASAGSQPERHTQDGTQTDSQVKEQTESQPOAETENIAIVDTVDS PTVGHOE TGKVE T RO RO DN

>Hco LOC109522747

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQYRERQEQLMGYRKRGPKPKH
LLLQVPSFARRSSIPAGLEDASADADDSPKSDAVPVQRSQPQOYQLNSKKHHQYQPSSQEVPVEQLANSKKKYIYQLN
SKKHHHYEPDPNMYDAQASKLKKVVKVQEAASKPANPGWNLPLALQQKWVRDKDTGCLSKVKEQAVEGRKAAPKDAES
EQALKADPKDATLPSSVGSKMKIIKNKNKNGRIVIVMSKYMDGNKVHGAKGKHGESSSGGEKTPNGLASPSNPAHRTK
MAENGLPKEICGSSSLPAADHPQKCSPKDRHFFKPSPSTAEEYNTEVARGQADLPDDLPLQLTASSPPTSWPADGNIP
TSTIIEHIRIPSYPSSRKRKLAEPADERRVSKTLLATRSLGVSGTVLSPPOQDKPMDLHCTGRIAAYDAADRGGGQEEP
MDLSCPKTKRQTEPETRAEPAPRPEPQPELDPQPERAPRLEPQTETAAQPEPSPPTPAAPVASEDT PQKTKAAL-

>Hco Cbx6 (Gene ID: 109511478)

MELSAMGDRVFAAEAILKRRVRKGRLEY LVKWKGWAMKDS TWEPEENILDDRLILGFEQKERERERNGPKKRGPKPKN
LVIKPQKGETSSQCTKSRQAKSRSASSRVTPSSSSSSVPHTLAPTSPKLSSLAATHKLKKDIHRCHRMSRRPLPRSDP
MASSFPGSGGFPSRPHASPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGRSGSTSSGSRSLPGGRQNIPSRNRIT
GKKGEAPYRPFQPPLKMLGFPMYGKPFGLQCGGPLAFHPQTGSCNGRNTRPTPSDTPASTQSVPQSKTPAESPNIAPS

APANPAASLTLPTGEDAGDAPGASLPQGGGGPPEQARVPAEGD EDNEEOMCES CRDV DV R 2

SGPASPVSAEGAASPLPCAADTTDTTPPKP

>Hco Cbx7 (Gene ID: 109512097)

MELSAIGEQVFAVESIMKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQRDKTLGHRRKRSKAKK
RLLLONTVYTMDLRSAHKAADMPKPRLRLSLTRSLLPEEDEEEEEEEEEDEEEEEEEEEEDPSYTAWRRAPRYNKRRP
RSRCLNFRPASPAHEDWKSLGEEEEVEEDLVGDEEEENEDTGEKTAGQRRSAAWSPVPSGDHLTEAEMPE_

D SRS = G - F RV GGGGLSGAPRFSKLIVNASS

>Hco LOC109527051

MELSSIGDOVFAVESITKKRVRKGNVEYLLKWOGWPPKY STWEPEDNI LDPRLVLAYEENOOK IRALAYRKKGLRPRS
LVLRNIFAMDLRSAHKAPDKPAPRLRLSLTRAMSTDVDHIERGGAYCRSARRRRTKQLASKRSACARSNRTVGHRRKK
TEDWDDTSEEEKQESQSATEERRADSLYGHSECSSPPVLERHDLELDMEENGPKMFSDPEDVDVATIACDQSKDGAST
LDDGAADAVTADNGSDGDTGEEEGQSRPVSPTGAHLKDDLT SAVAGADTVVRIQNV T OO G

NSRBI - - <0C

>Hco LOC109522748

MELSAVGESVEAAESTIKRRIRRCGRWEYLVKWKGWSHKY STWEPEENI LDERLLAAFEERERERELFGPKKRGPKPET
FLLKAKAREKTYEFRRDPVRPIQVSYPVPEPIKTPRAREGLRAVVPTIFPPSAVNRGESVVSQALEPERRPRSATSSH
QESSPKKRGRKPKLRHSYEQDDDESAEPAPKMSRCLPHDRTASDPSLAQLTRRFQEETTISPRSSSDHMGMAYTRTDL
GGRTHYMALLKHRDKYRNLPIITGEELGVVCPPTASGESNNERE DD vV ENSE < G F FRGKR



>Hco_LOC109527520

MELSAVGERVFAAESTTKRRIRKGRLEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEQRERERELFGPKKRGPKPKK

LLLKAQATKSYEFRNETMRGMRFSYATREPVVTHRAREGLRAVVPTIFPPSTVNRGESVFVSPPDLAHEQOQANSEELV

HLPKKRGPKPKLRFQDSIPAAYEPDERRADELSNHSPQKLMKLQSGEDMKLLKVSHHRSPEYHGHSHKHHRHHRHHHH

HHSQNRPMTGRGSHKQLYAESDLHSQRDTHRTKNSSGPSKHQRGPSQLVPTEKPYFLDKPS PTRLDVNLDE_
KGFFKDKR

>Pki L0OC111855945
MEELSAVGEQVFDAECILNKRLRKGKLEYLVKWRGWSSKHNSWEPQENILDPRLLAAFHKREQEKEI LFRKRGKRPRG
PAATKSSSSSSSSSSSSSSSSSSSSSSSSSSSSDDDDNDGEEAKVKAGOQRGRELHPVPQKKAQIVVAKQ
EPVKKKRGRKALPPELKALRQSKGARKLLRPAARERELLSQTQESKTPIKKPLOPASFTYTGMSRVGGAREPSGAQSR
GSEFSQAVRNPLGAVGPTRPTATSPVSRVPONKATPDFKLSVSDVGSGSDLDLRITTSKSPGVAALNLHNAKVSCGGGG
GQGTASSAAGTPNGOQRKQETPAQTLSPRTAAQPLSKGPGLOALSLOQGLNLQOSVSRQTQGCVSTGNGTANPARKGPSQON

PGTGGGGQQTRRGLGGGQGRVTEAGELGLGTDRQAKKSRRPEAKPSTES PA| GKPGKVLSEMSTGE
EESSSDSEHDSPLPS PAQNLSVSVQPGdSLRQY

>Pki Cbx4 (Gene ID: 111833586)

MELPAAGEHVEAVESTEKKRTRKGRTEYLVKWRGWS PKHSTWEPEENT LDPRULVAFONREKOEQLLGYRKRGPKPKH
LLVQLPAFARRSSVLSGLQGSSLDEDSRQKSDAVPMHRSQTQQYQLNSKKHHQYQPNCKEGQVEQQITHGKKKEFYYQLN
SKKHHHYQPDPKMYDLQYQKTREGKGQESNSQGWNLPSALQEKWLCDKDISLNKISSLTEDMKKLPGQFNGSEPTLTS
NNKEPVVPNGISSKMKIVKNKNKNGRIVIVMSKYMENGMOSARIKNGDPNSAERPNDAKLSEDSSAESLLDKIKLVKK
PVQDNGLPKENKTEMSATPLPLTQSSVEQEHSAKEDT IVTEGEKTDECGSQPDLPQDOPLQLTTKPNLT PWPFEMGVL

SRLDHSTNQPGLSTSPSLKRQLSEPLEDRGRYKKFISSRSISTPSSVSSVPQTKPMDLNLSSFHCSKGPDCDFLDSIP
EEPIDLSCVKPRAEASTPPKSLTPVDQAKATTAAE

>Pki LOC111843199

MDLPATGEHVFAVESIEKKRFKKGRIEYLVKWRGWS SKYNTWEPEENILDPRLLTAFONREKQEQLMGYRKRGPKTKP
LFLQLPSFARRSGLFSEFQEMSLEEEHRSKSDPVMMSHLQPQOYQLNSKKYHQYQPNGKESVMEQQANAKKKYFYQLN
SKKHHHYQPDPKIYDLOQFQKPKEVKGEEPTNHKWKLPPTTHQKWVCDKTPGCLSKMKDLSLELNKSEGDKEEISCNPK
EMDLPNGISSKMKIIKNKNKNGRIVIVMSKYMENGSQSAKIKNGDPSVVEKPVDGKRPEGSESQKFIDGAERIESPAL
ENGTSSDYRSVACNNDSKQTDGONCSRGEQANEKELIGGDGVGVAVSRVEPNMTHQSPASPMMNKEGDRPAPSASREL
KRHLSDPEEDHGRSKVFLSVRSVSAPGGVPTAADPEHPSYGLSYSQGQSLLGVDLEEPIDLSCVRSRQERDALPKAEL

PALGOXAKKPEPSCAFRPFLGNTT I TDVTTNCLTVTFKEYVSY

>Pki LOC111845190

MELSAVGDRIFAAESIIKRRVRKGRIEYLVKWKGWAIKYSTWEPEENILDGRLIAGFEQKERERELYGPKKRGPKPKN
FVLKARAQAAETRGPSRVPDVRLRQSTGSSSRPSTSSAPSSSMSSSSTSSSSSAPTPKLHSGAASHKLKKDIRRCHRM
SRRPLPRPDPLASGSAGGPFPSRPPVSPEFSETVRILNRKVKPRETKRGRIILNLKVIDKTPQPPTSRGRPNIPSRNRI
IGKRLNEVSYRGLQPPVKLPGEPMYGKPFGVQQVSSDVGRLRAGTGNSTRSCGGAGNSGPGSSNRNSASETHGGTAEP
PVSQYQAPPSPSSSGGVDSSPPSPGQAPPTPSEAPPQSLHVSAASASPPKLSPOQASSEPEDALGLOQPGPQPASYLPSC
PSPSSSPSSSEDDDEAAVDLSAPRITKRRPRGRPORRRRPNRATAPGTSSPDPDSSPPLLS PEPPRAVLEGD-

PELDKSGPASPSSGATAPPSPTPSTPHPKP

>Pki cbx6b (ENSPKIG00000001275)

MELSAVGDRVFAAESIIKRRVRKGRIEYLVKWKGWAIKYSTWEPEENILDGRLISAFEQKERERELYGPKKRGPKPKT
FLLKARAQAAETSTQVPDIQQYHSSASSTSRPSSSSASPASSLHSPYPSSSSSSSSSAPTVKLOSGAAHHKLKKDIRR
CHRMSRRPLPRPDPLAPPSGSSSSSSAFPSRPPVSPEFSETVRILNRKVKPREAKRGRIILNLKVIDKAGGGRRAPSMA
HOQOGMHHSQPGRPKIPSRNRIIGKSKRFTEVPYRGLOPPLKVTGEPMYAKPFGIQQPISQSQSSTGSSENTEGKGAGE
GAPPLPGSALLNPDSVMPEPQTLPRYQPSPSSSTSSGSDSGPNSPPHIQPTPLOATIPEPASAASPSPPNLSPKPLESK
QEAPHNPPSFLPSPSSIFLSSLSSSSSTSTSEDEEVLDLSVPHEDKRNARRRQHMRRLOGKSASAISIPLTPKNLGIG

PPLLSPEQTRTLSEGN BB R D v N ARSI o & £ K PEPPSPSSSSVSLQVATPSSAATA

TCQSKL

>Pki Cbx7 (Gene ID: 111845235)

MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKCWPPKYSTWEPEEHI LDPRLVLAYEEKEQRDRALGYRKRGPKPKR

LFLONVYTMDLRSAHKTPEKPQARLRLSLTRSLAPEPGTELPPCQGGGGTLYGQLAQPRNKQRASQILRLSPQPATTP

PAPNRSNGDWGHREEDEEEEEMEEEEEVGQEAESDMLNGPDRAEGWS SSMDEE SVTMRER P EGHNENMGE CENDN
KGFFRDWGLEF

>Pki LOC111846417
MELSSIGDQVFAVESITKKRVRKGNVEYLLKWOGWPSKYSTWEPEDHILDPHLVLAYEEKEEKDRALAYRRRGLRPRK
LLVONIYSMDLRSSHRAPVKPPPRLRLSLSRSLGAELEARGRDRAAGGGSSRQKKRRRLSQGSSTERPARAAVRDEPN
ODWRAEDEKKETVVDAEKQADSVPISKSDLPDPGKEEQNPLSKLVQEELTGLGVVHDQPGGPTPVSELKQEATTHGSP
SDSSGSGAVTAGATEGQEANDPDASVQEQGVRTPTDGLAEDRDLGTELRAAADPPRTNGCILVTGPGEAAFNGAPLSD
PTVPTPSGQPESSKPPEETQSSAVSGTQESRMTPTVEPKEETTSDITGGAAPGAERQE

KGFFRAWGSELKCGGGE

>Pki Cbx8 (Gene ID: 111833462)



MELSAVGERVFAAESTIIKRRIRRGRMEYLVKWKGWSPKYSTWEPEENILDSRLFAAFEERERERELFGPKKRGPKPKT
FLLRAQAKAKAKMYEFRSEAARGIRVSFPSPEPVITPRAREGLRAIVPMIFPPSTVNRGESVRVRPEEFARDHRPATIP
AKPVPDGLVSTPKKRGPKPKIRFKDNLYGEAEHPKRRSEEHMTYLPVKMRKHTPMESEKTVPLKVIKLHQRHQEDPGY
SQVOMRAAPSGSSQQLLGSERSSHAHRASLEMQSCRTPERPDAMPSVHPRLERLASQQOSSLIAKT PVTRILGQAEE.

WSPCLENMEKVVVTDVTTNFLTVTTKESSTDOGFFKIKR

>Pki LOC111843316

MELSAVGERVFAAESTITKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDDRLLAAFKERERERELFGPKKRGPKPET
FLLKAQAKAQAKTYEFRSDMARGIRVSFPVPEPVITPRAREGLRTVVPTIFPPSTVNRGESVRVRPPEPDRGHRTSGS
PRPVAEGFVAAPKKRGRKPKLRFVEGPDSSASAVPAKRSRMEDOMAYNPAKVGKHGIPEGQKSELHGLQLNRRLQRDS
GYPLTQAPAVPSSSMFKYCSEVSSHKGGFHLPACRTKECAGAISTQQOPRLKHLSKNNLYEPNSPSQRELPNRGTKSPV

SRVFEAAVE SRR DRSS < G 7 K DKR

>Sfo LOC114909229*
MARLRYSVHQYKHQADRHHHPVTFRPGOQWVWLSTRNLKPYKVSHLQAPRAPEPPLPVQVDGAPAYRVNELLDSLOSYG
OLOYLVDWEGYGPEERSWVPAQDILDPDLVMSFHRDRLDRPVPRPRGRPLRRAAEAAHRVEGTVMPPGRSEAPAFN

>Sfo LOC108932946
MEELSAVGEQVFDAECILNKRLRKGKLEYLVKWRGWS SKHNSWEPQENILDPRLLAAFHKREQEKE I LFRKRGKRPRG
IPTTTKSGSSSSSSSSSSSSSSSSSSSSSSSDEDNEGEEVNEK PGHRGRELHPVPQKKAQIVLAKQEPVK
KKRGRKALPPELKALRQTKGARKLPKQTIRESPPMDPKIPLKKPLOPASFTYTSMSRASSTRDTQGTQNRGCFMQCAR
SPLSTVGPGRPTCPPTVNRIPQSKGAFDFKLSVSDMGSGSDVDLRIAASKSPGVAALNLHNAQVSSGMIAGQGSSLPM
GQLNGQRKQENTVQGSPQSSAALPPPKGSAHQVLSLQALNLQSISKPAQGC I TAGHGCAPPRSTANPARKTLGGNPRQ
AQGSAQSPATSGSQQSRRTLLGSEQGKAVEGGDMSPIGDKQIKKLKRLNTNPPAEGGVTRGOGORSSSKDSSKLGKVL
SEMSTGEDESSSDSEHESPPFSSNGONMSVSLOTS DR e D AN SIS / G F FNLHQY

>Sfo Cbx4 (Gene ID: 108939836)

MELPSAGEHVEAVESIEKKRIRKGRIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONREKOEQLMGYRKRGPKPKH
LLVQLPSFARRSSVLSGLQETSLDEENRPKSDAIPAHRSQTQQYQLNSKKHHQYQPNCKETQVDQQVNGKKKEYYQLN
SKKHHHYQPDPKMYDLOFQKPRESKGQEHI SQGWNLPPALOQKGFCDKDLGLSKASNFSVEKKLPDPLNCAEAPLTTD
TKETILPSGMSSKMKIVKNKNKNGRIVIVMSKYMENGMQSARIKNGDSDVGEKLHEGKLSEDDSAENLSDKMKFVKPR
LPDNGITKDSENGTHTPAAAVSIRQSSVQQINSSKEEPAVPEGGKTDEAVTQADLPODQPLQLTTKPNLTPWPFEMGY
LSRVDHRRKQQGPSAASSLKRQLSEPLEDKGRCKKFLTSRSISAPSSVPSVPRNKATDPNPSNYSVSASQTCDFTDPI
PEEPIDLSCVKCRAESSSRPKTPPPVENNSAAVPERA DD G RDVAN CIVRER \/

>Sfo LOC108937346

MDLPAAGEHVFAVESIEKKRLKKGRTEYLVKWRGWS SKYNTWEPEENTILDPRLLVAFONREKQEQLMGYRKRGPKPKN
LEVQLPSFARRSSLFSEFQESSLHEDHHSQLDPVKIHSQPQQYQLNSRKHHQYQPNGKESQTEQQVNGKKKYFYQLNS
KKHHHYQPDPKMYDVQYQRSKELKDQELMNHEWKLOKKLACDKTSGCLSKMKELSLEVKGGDARDSREATFPRSISSK
MKIIKNKNKNGRIVIVMSKYMENGTQDAKIKNGDSSGVDEPLHKIGCEVGNLDPLTDGTAKTGCHVLEPSITKDDGDV
MSPKISKESKNQSSLEWADALEDKLSGPEQHEKGLAVPQGKVPEKQPSQVSIKPDEPQAPISFLPDRDGEQSVPMAAR
ILKRRLSETEETRDRSKVFVGSRSISTPAPSWOMSTDPQLTSYHSDFLDSGLEEPIDLSCVRSKPGSDSFARAKTPAA
EDSTWTKES

>Sfo Cbx6b (ENSSFOG00015008724)

MELSAVGDRVFAAECILKRRVRKGRIEYLVKWKGWATIKYSTWEPEENILDSRLIAAFEQKERERELYGPKKRGPKPKT
FLLKARAQAAETTTRVPELRQYQPAASSSSRASSSSASPASSSHSVYPSSSSSSAPTAKLQSGAAHHKLKKDIHRCHR
MSRRPLPRPDPLAPPQGSSGSSFSSRPPISPFSETVRILNRKVKPREVKRGRIILNLKVIDKPGSSNAGATSRRTAIS
HQOODSAHSTHPGRSRIPSRNRIIGKSKRFGEVPYRGLOSPLKMPGEFPMYGKPEFGIQQSGSGPGPAQTGPGHYATGTSG
SSAAKGTSSGAPSSLTSAQAYPDRPTGQPQVLPRYQPLPSPSSSCGSDSSPSSPPQIQPTSLOAQPEPPSASAASPSP
PSLSPEPIELKQKQAPTPTSFLPAPPSIFLSSSTSSSEDEEILDLSVPHEGKRNARRRHHPRRRPSKHSPASAGSAPL

PSRNARSSPPLLSPEHPEAVSEGD BB GO v REEORE £ = F DK PASPSSSSSSSSSSS

ATLPPVTPSSPASSTPNPKLQP

>Sfo ENSSFOG00015032962*/L0C108938841
MIVTMKSSVTPIERITFRSPCFSGRERGNCTGRRKEDLNLKTLFLRPERKLLRSVPPQGSRTRACATMLSTPPDPPPH
QOGSLHRHLCLPLRPPPAPTPKLHSGAASHKLKKDIRRCHRMSRRPLPRPDPLAPPTSCSSSSRPPVSPFSETVRILNR
KVKPREVKRGRIILNLKVIDKSGKASSPAALHHPPSQRGRPPIPSRNRIIGKKEFSDGAYRGLOPPLKLPGFPMYGKPF
GLOQVGPVPGQPPLGMRSGTGRSGSGTPAHTVSIPPRLSVASEGPGGVAALPVSQYQPPLSPSSSSGPDSTPASPTQI
QLPPLPAPASVSPPRLSPOQGLPGPEEAPGLQSNPSPVAFLPSCPSPSSSPSTSEDEEAILDQTTARATKRKSRGRPVR
RRRRNKAAATTPVAGSSVSPGAREPYPNSSPPLLSPEAPRGAGEGD

.PDLDMSSPASPTSPSSPPAAPSSPI PPVSQLKP

>Sfo LOC108938841/ ENSSFOG00015032962*

MELSAVGDRVFAAECILKRRVRKGRIEYLVKWKGWATIKYSTWEPEENILDSRLIAAFEQKERERELYGPKKRGPKPKT
FLLKARAQAAETTTRVPELRQYQPAASSSSRASSSSASPASSSHSVYPSSSSSSAPTAKLQSGAAHHKLKKDIHRCHR
MSRRPLPRPDPLAPPQGSSGSSFSSRPPISPFSETVRILNRKVKPREVKRGRIILNLKVIDKPGSSSAGATSRRTAIS
HQOODSAHSTHPGRSRIPSRNRIIGKSKRFGEVPYRGLOSPLKMPGEPMYGKPFGIQQSGSGPGPAQTGPGHYATGTSG



SSAAKGTSSGAPSSLTSAQAYPDRPTGQPQVLPRYQPLPSPSSSCGSDSSPSSPPQIQPTSLQAQPEPPSASAASPSP
PSLSPEPIELKQKQAPTPTSFLPAPPSIFLSSSTSSSEDEEILDLSVPHEGKRNARRRHHPRRRPSKHSPASAGSAPL
PSRNARSSPPLLSPEHPEAVSEGD e OO SO © - © DK PA.S P

>Sfo Cbx7 (Gene ID: 108939814)

MELSAIGEQVFAVESTI IKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDPRLVLAYEEKEQKDRALGYRKRGPKPKR
LLLONIYTMDLRSAHKGPEKPPARLRLSLTRSLTPEAGAEGPPCRTGGALYRRLAQRRNKQRASKLLRISPQPRPTTP
TPESLDRDWGDREDEEEEEEDEEEEAARQEAEREIHHDMLNGSDQAECWSSSVGAETETMTERSEGWSPGTGPGEVTV

TER P NSNS BGOSR G 7K SWELEF

>Sfo Cbx8 (Gene ID: 108939914)

MELSAVGERVFAAEST IKRRIRRGRMEY LVKWKGWSPKYSTWEPEENILDSRLFAAFEERERERELFGPKKRGPKPKT
FLLRAQAKAKAKTYEFRSEAERGIRVSFPNPEPVITPRAREGLRTIVPMIFPPSTVNRGDSVRVRPVESLREHRPPML
HKPSPDEFVSVPKKRGPKPKLRFKDSLSSGPSPEHAKRRLEEQMAYVPVKMRKAERSEGEKMDLPLRMLKLARRHPED
PGYTQKQVFAMPGGSSQHFSAYRSSYRHRESSDLQSCRTKDCSGGVSSLHSKLNRMSKSSMCQPDVPSSPGQPSLIAK
1PMSRILGE PEE HESE NN NOVNNRESSID < G | &< DKR

>Sfo LOC108936948
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAQAKAKAKTYEFRSDMTRGIRVSFPVPEPVVTPRAREGLRTVVPTLFPPSTVNRGESVRIRPPEPERGHHSSGP
LRPLVAEGFVSGPKKRGRKPKLRFIDGPNSSSPLVPTKRSRPEEQMTYHPAKMGKHGLAEDEKQDLGVIQLARKHKGD
PSYAQTQLRAQSSAGVLKYGSDTCYHRAGFEMQSCRTKELSCNISGQHPRLKHSSRNNLHQANGPPQREPPSLVGSEP
MSGDSGES PF NS - G ' * X DK G

>Gmo_Cbx2 (ENSGMOG00000013005)

AMEGVTVGQVFDAECILSKRPRKGKFEYLVKWRGWS SKHNSWEPEDNILDPRLLAAFHKREQERELLFOKKGKRPRGR
PRRTIVSPPKTAHAKKAKPGPRPLHPGPQKRPQI LLAKPDPVEKKRGRKPLHPDIRALRQAKGSQQOALRPHRDGPREE
SRSGVKKPLQPASFTYTGLSRGSREVAPPGSQGPAGSFTQSASSKPASLNSMWANRSLSNSSPSTTKPPPPPSDTGSG
RGEGLKTCPPALKHQVGGRRY PASHSGGFGPREASQRSLLGORRQEGVAGQHQHNHLPRDRVTQALSLRALNLOSRSN
SRGKGSGGGGGREQGEASQTLKELSTGDSDESSSSGAERGSAAXXXXXXXXPGNRPSLGGVGGLDGE

DA ERESENS o ARK
H

>Gmo ENSGMOG00000008628

MEELSAVGEQVYDAECILNKRLKKGKLEFLVKWRGWS SKDNSWEPQKNILDPRLLAAFNKKEQEKEQ IMRKKG_
NAEATKSSSSSSGSSSSSSDSSSCSSSSSSSSEDDDDDDDGAKQVSPGVRTRELHPGPQKKAQIVVAKQE

PPKKRGRKPQASPELRTFQPIKGLRKIASREPMAIEPPGATIRKPAHPAGEFSFPGYEGEFPQGTAGGANRGALSPAGPVR

PRGRAAQPASPSLNRSGONRNSADAKLSVSVASGVPVLAGNKSKGVASLSVNAPKRAPQGSAQPPLGSPLRQRKPTPA

SPALQPANSENGQANSLQPLNLQSG

>Gmo_Cbx4 (ENSGMOG00000011295)
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQSRERQEQLMGYRKRGPKPKH
ILLOQVPSFARRSNVPTGFQETSQDAKAAMTDVLQTSRTQPOOYQLNSKKHHQYQPNSQEAPPDQLSNGKKKLIYQLNS
KKHHHYEPDLNMYDAPASRLKEVVKIQEPAGKQANPGWNLPLALQQKWVRDKDTGCLSKVKELAVEVRKPAVNAKVAE
GKEEDGGSLKPHSKDAAAPTSGGGKMKIIKNKDKNGRIVIVMSKYMDGHKAHGSKGKQGEPSSEEKALHAKSSQSNPS
HKTKTGEPLHPENGVPKEICDGRSPPAADHPKKCCPKDRHFSKPSPSTAEEYNTEVARGOQADLPDDLPMQLTASSPQT
SWTMDTNMLARTLHIRIPTEFSADRKRKLSEPVEERCVSKVEFQSSRSFSTPSVVDATPPQEKPMDLHCSGSRPRGASEG
DIGDMDSQEQPMDLSCPKTKTQHPEPKVQPEPEPEPVPEPIRVPDOKESYAELLKEET]

>Gmo_ENSGMOG00000003065

ELPAAGEHVFAVESTEKRRNRKGRVEYLVKWRGWS PKYNTWEPEENILDPRLLDAFKDREGODQLMGYRKRGPKPKHL
LVQVPSFARRSSILSDLQEASLNEDSCQKTAPIHMLHSQSQQYQLNSKKHHQFLPLGKDAEQQANGKKKEFYYQLNSKK
HHPYQPDLRMYEAPHLKPRDAKVPEVANQAWNLPPALQQKWVRDKDSGCLTKVKDITMELKKLPADLNGHKEPEKVQP
SAEKDNPSPPSSVSNGKLKIVKNKNKNGRIVIVMSKYMESGMKTAKIKNGDSKTVDEPTPDEESIDNEVEKMKLIKKL
GLMNGFAKKPKDKPKVSRAEHTETDPPLEAKAQVTEQDKQEEVGGQTPPLLDQPLQLTTPDRRADEAVPCLSESGRSH
EGLKRQSSAMDNEDQPGGSKRFLSSRISTPHTLSSPPQOSAVEDONVPGQYTNREYGYTEQEEPIDLSVVRTRPEAVIQ
TELCTETETVTQ

>Gmo_ENSGMOG00000009785*
MELSAVGDRVFAAESILKRRVRKGSLEYLVKWKGWALKHSTWEPEENILDDRLLLGFEQKEREREMHGPKKRGPKPKS
PGSASPTPPSSSTPSAAAATSSSSASATSVTPAAKNSSLASTHKLKKDIHRCHRMSRRPLPRALAASSGPGPGGEFPSR
PHASPFSETVRILNRRVKPREVKRGRII

>Gmo Cbx7b (ENSGMOG00000013491)



MELSATGEQVEAVES I LKKRVKKGNVEYLLKWKGWPPKY STWEPEOHT LDORLLOAFQEKEQRDRVVGHKRKGSKVKR
LLLENTIYTMDLRSAHKAPEKPQSRLRLSLTGSLDPGAEDQERLAHDERSQRSSSLT PSSEVFRTREVG HSHRDERGH

DS TRERIVA - = .11

>Gmo_Cbx8a (ENSGMOG00000011305)

MELSAVGESVFAAESITKRRIRRGRWEYLVKWKGWSOKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPEN
FLLKAKAKIKPYEFRREPYRGIQVSYPVPEPVITPRAREGLRAVVPTIFPPSTVNRGESVGLHHTPHEPEKRSRPPLL
PFOEGAHVPKKRGRKPKKKVQSGEDLEAPVESAKRCRLEEQGFHGLSIPPRDLNHRRKAPDNGLLOQLTRKFQEKTTIT
PRSIVQOKQAVGLNRGLLIPEFGDQHKANHGSQGASDSSRTHFPQSKMKHLVKTRNHRSLEFSLARERSPVPVKPPESR

EGK S GRS G KRR

>Gmo_ENSGMOG00000013071

MELSAVGERVEAAESTIKRRIRRCRMEYLVKWKCWS PKYSTWEPEENT LDSRLEVAFEERERERELY GPKKRGPKPKT

FLVKAQTKVRSYEFRSEAVRGMRITYPSPEPTAPPRAREGLRAVVPTIFPPSTVNRGESVRVWPPSPSANTEDPRPGG

QAPEPKKRGPKPRLOFKISREGPTPAHSDPHKRRPEGGGGGGRLHLHLHPAGGAVTRGARGSAPGHDLRALPYGAPHR

RSTTRGRCWPGAPDRTTGAPGHRAPVHFKHKSKSNLSQLRTELSSAVKPAFLERLSPTPPAGDGE RV KRECANVER
QGFFKDQR

>Ipu Cbx2 (Gene ID: 108272989)
MEELSAVGEQVFDAECILSKRLRKGKLEYLVKWRGWSSKHNSWEPQENLLDPRLLAAFNKREQERELLI RKRG-
QPVSKSSSSSSSSSSSDSSSSSSSSSSSSSSSSEDDDDDQDDNDRKAKPGPRVRELHPVPQKKAQIVLA
KPDPPK RALKONQAKNARKVMKPPLKDSLSDLRSNIKKPLMPASEFTYTGLNRAANRETIAVQNRG
SEFNANESPKNTLGSMQSQGKPVTEFKLSVSDMGNGGGLDLKNSSSKSPGVASLSLHNSKLTNSTNGQAAGGAPNWMKK

QETPALQRPVNIKPSVSPLSSMKIPGTQVSSLSGVNKTQLGVSASPKDVTSLRDSGNIVKKGPVQEKSALAEGGIMGR
AGSRDISTPAGVEKVKMEDPLDRLGKVTPGRQRKVPTFTGSKDGGKMTKPLSEMSTGEEGSSSESEQELPFTGKRQEL

SLEVQSEC NSO RSE /G 'S TRNY

>Ipu Cbx4 (Gene ID: 108273333)
MELPAAGEQVFAVESIEKKRIRKGRFEYLVKWRGWSPKYNTWEPEENILDPRLLVAFQHREREEQLMGYRKRGPKPKH
FLTQVPSFALRSSVLSDLHDASQENGVHLKTSVDPTLMRQCQLOSRROHPYQSLDNVLINGKNDQKQYYQLNSRKHHQ
YOPDPKLYQQVQAQEPDSGRHSDTKAVSMELEKVLDGGKEESTLSKESTRPVKGINSKLKIVENKNKNGRIVIVMSKY
LENGKEADGGVKQDEPSERGTNHANGTETNGLENGHHKDDRNGQVHRAVIEEFONVETSQLMKKSGPISSENGIHKRR
HSEHSSIRRDAKSFLDCRSISAPNASSSQGRSELSDACQDEPMDLSFTGSRGQRNTIKDCRTNGHSNPTERETTPSTR
El

>Ipu LOC108260285

MDLPAVGEHVFAVEGIEKKRIRKGRTEYLVKWRGWS PRYNTWEPEENILDPRLLVAFONRERQEQOMGYRKRGPKPKH
LLIQLPAFARRSSILADLQETSLDEENQFKLDSLOMHRSQPOHYQLNSKKHHQYQPNGKEIPAEAHTNGKKKHEYQLN
SKKHHHYQPDPKMYDQQTTKPKEVKGHDPSIKGWNLPPALQQOKWVRDKDTGSLNKVKDLATEHKQLLI PANKEDQMVK
TTSKDPLLSSGISSKMKIIRNKNKNGRIVIVMSKYMDNGVQPSKVKNRDSPGTEKPKQTEESINGNAANLVKVTAGQD
NGASIHSGDSACVTSEFVHKVPHKKFELAKAKLNTEAGHRTEQDMNKINLSHNHSLQLSTKTRSSPISAGEDTPSQKD
STNHHLSHRKRNLSEPNKPASDCKKFLSSRSISAPNPVIFSPQREPIDLHCSGQINSRGYSYNVINSIPDEPIDLSCG
RTRYAEVPTESHVAVDNTPEASEKSEEPV]

>Ipu LOC108260787

MELSASGDRVEAAEAILKRRVRKGRMEYLVKWKGWAIKY STWEPEENILDDRLVAAFEQOKEREQELYGPKKRGPKPKT
LLLKSRAQAAESSPRVLEFKPSRPQPSSKPPPPPPPASSYHPSGPSNAKLQSGAAQPKLKKDIHRCHRMARRPLPRPD
PLAPPIGSSGPFSSRPTVSPFCETVRI LNRKVKPREVKKGRVILNLKVMDKTGPANNKRTONS SHOSHLGRQKVPSRN
RVIGKSRRFGDVSFRCLOQPMGGAGFSVFRKPIEAYPMDPSEEKPKAEQSGHKPGTNPSPSSSQSSKVKNSAVPEALV
EPPRSASSSEVSDSEPHPPLPPQFHPNQLPQSGEANSQISHAAKSSPQLTDSKAKLTQSAMPSSPMFSSSSSSSSLSS
SSEENEHILDLSVPHGTDRRARQRQHFRGRRQPKVPEIPISEEASEEDQD
REEGEBrcLPAVASSPCCANNLPSSKKTNP

>Ipu LOC108259424

MELTAIGDRVFAAEATLKRRVRKGNIEYLVKWKGWALKHSTWEPEENILDDRLIAVFEQKERDQELYGPKKRGPKPKN
FVLKARAQAGETLSRGSSTRRAPPCTSSSSPVPPNPPSSSSLAPTPRLHSLAASHKLKKDIHRCHRMSRRPLPRPDPL
ANPDGSSFVSRLPISPFSETVRILNRRVKPREVKRGRIILNLKVIDKYGAGTTKGHQGRAHIPSRNRIIGKRQGEMPY
KPFQPPMKMPGFPMYGQPFGLQPCPPASASAGTRAGSAIGSKTRAHSSADSSRVRIQSPPSPSSSSGTESDAPSSRQI
HPRRKKAQLAAAATSSPPLALSTETSSQAHNRSTCTKSGSSAPRLPSSPPHSSSSSSLSSSPEDKKGRAQNLPFEFVARG

RKRKARRRFQT SNPSSGDGTEKTAPKPGD DO AREEOOB ~ 2. 7. S GPPSPSHSENA

KSSTT

>Ipu LOC108273000

MELSSIGEQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDNILDPRLVLAFEEKEERDRAQAHRRKGLRPRR
LVLRNIYAMELRSAQKTSEKPAPRFRLSLARSMGAGLQHNARRCRNGEGGVYHRLLKRRSRQFVPKSLESAESPRQRT
LTLEKNAAEEDEQEKEWEKEEEQQEKKKRRKTENEEHHDIPHGPEMTEDHVLSTQETVITDGKPEHCASSPDCEVKPP
STEIGSATTAADQSASTTITNTYEHKPITDTSGVGVTQDQPTTDKSLNSSSGVGVITDRLONRASVITVREFGSIDRSA



QDEEKETGETDSDAKRETDKDEVTAECTTTLQLSAEVRT DE DR CREE GRS RS = G F

SSYGLQV

>Ipu LOC108273945

MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKCWPPKY STWEPEEHI LDPRLVLAYEEKEHKDRAVGWRKRGPKPKR
LLVQGIYSMDLRSAHKAAEKSPGHLHLSLTHPLNPQAGHTAQKFCSKESDVYRQLVHHKRKKRNLKGY SVEDWEELEK
DDNYEEEVIRQEETETGRATLNSNVETERWSPITGSEEMTVS PVCEENR G D VA <
GFFRSWELEL

>Ipu Cbx8 (Gene ID: 108272375)

MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSQOKYSTWEPEENILDSRLFAAFEERERERELFGPKKRGPKLKT
FLMKAQAKAKARSYEFRGESSRSIRINYPNPEPLVTPRAREGLRSVVPTIFPPSTVNRGESVRPAHQELTQDHRPLLS
QRAESGRMGHIPKKRGRKPKLFREGYSSVLHSEKSKMDESMSGIPSKMARLELGEDDEDALSARSQKRONPLLEPRRT
LEWTKTSDECRTREHASSHFHRKYLKHIRHHRAFKHGDTLATIKHOHHHHQHHPHHHHHHHHHHQPSLIAKIPMARILG

EprEEAEorED: HRNREORSN ROV RSR - - Dk X

>Ipu LOC108261002

MELSAVGERVFAAESITIKRRIRRGRMEYLVKWKGWSQKYSTWEPEENILDERLFAAFDERERERELYGPKKRGPKPET
FLLKAKAKAKSDEFRREMSREIRVSFPVAEPVVTPRAREGLRTVVPTIFPPSTVNRGESVRVRSPEPERRPRPPLSPT
HSLLDPVNTPKKRGPKPKLRFPVSAPSSSYSPTESLKRRADEHLSFSPAKMSRPAHHSGESSNCSLIQLTQRFQAESG
KSPKQLGCGSSGSVALGGTLRKTAHDMLRHGTKHFSSGPSVAHTKRKHLSKNSLFQPDDLPIDRLSPKYPVPQONPGDE

OZESWSPCLKNMEKITVTDITSNSLTVTIKESSTDOG TXEQR

>Eel LOC113568410
MEELSAVGEQVFDAECILNKRLRKGKLEYLVKWRGWS SKHNSWE PQENLLDPRLLAAFNKREQERELLLRKKGKRPRG
PTLSKTSSSSSSSSTSGSSSTSTSSSSSSEDDDDEDDDEDDDDDEVGGDRKRKPS PRVRELHPVPQKKAQ
IVVAKPGP PIRRRCRRPUAPEDKAQRQTQAKGPRKLAKHTAKDSLAELRAS IKKPLMPASFTY TDRVKAEEASSPADR
MGRAAQARPHKGPTPDTPRDRNGSKVGKAPSGTSTGEEGSSSESEQESPYPSDRODVSVGVQTC DD

D RSSENS o - s TR Y

>Eel LOC113578871

MELPAAGEHVEAVESTEKKRIRKCRFEYLVKWRCWS PRYNTWE PEENT LDPRLLVAFONREROEQMLGYRKRGPKPKQ
PFIQVPSFARRSSILSGLQEAPHDACLRMAMDPAQAQQYQLNSRKHHLYQPLPSESPGGTVPNGKKKHY YQLNSKKHH
HYQPDPKMYQMPCDRSKEPAVPQVGRDGWSLPPTLQOKWDEDSRCLGKAQDFTMELNGGGHEPELSAELPVKQDGAPA
NGISSKLKIVKNKNKNGRIVIVMSKYMENGIQAARVKGGEVDGGLKQSEQLPESKAEDVDNEKNKLPKKHGFESLGCG
KDSKGQDKPPLCGLMNRTTLPDSVMSGPVAAEVNKEQEFRNLEHSTHEDQPLQLTTKSCLSPKTSEKAVPSQLDQORNR
QGAHKRCSELDRDHGEAKRFVSVQSVSAPNTGTSQCONCTTNLNGHOLTNGRKFEFQHSSQDEPIDLSCARSRKERNS
VMDCQINGNSEQCEKETEITVE

>Eel LOC113573270

MDLPAVGEHVEAVEGCIEKKRIRKGRIEYLVKWRCWS PKYNTWE PEENI LDPRLLVAFONREROEQQT GYRKRGPKPKH
LLIQLPAFARRSSILAGLQETSLDDENHLKVDSLOMHRSQPQHYQLNSKKHHQYQPCSKEI PAEPHVNGKKKYFYQLN
SKKHHQYQPDPKMYEQQSTKPKEVKCHDLS INGWNLPTDLOOKRVQDKEPDC I HKEKELATEHKLPVTNNKADQTVKT
SPKEPSGISSKMKIIRNKNKNGRIVIVMSKYMDNGVQPSKVKNVDSAIMEKPQONEEILNGS TDNHVPVTTGQENGTL
KDHGVSSASALSEFVHKVPHRKFELLKAKPDIEVEHKTEDASLDKFGLSDDQPLQLTTKPSSSPLSAQTDMVSQRDFP
TYQRSHRKRNLSDPNESNSNCKRFLSSRSISGSNPALSSPESEPIDLHYSGHSTTRAYSYEFTDVIPEEPIDLSCGRT
RLQTEGPAEPHVTMEDI PETSEKFE EENO OGNV GV RS

>Eel LOC113569862
MELSVAGDRVFAAEATILKRRVRKGRIEYLVKWKGWAIKYSTWEPEENILDDRLVAAFEQKEREQELYGPKKRGPKPKT
LLLKSRAHAAEGSPRVPEFKHSRPQPSSKPPPQPPPLSPPSYPPSGPSNAKLOSGAAQPKLKKDIHRCHRISRRPLPR
LDPLAQQVGSSGPFSSRPTVSPFSETVRILNRKVKPREVKKGRVILNLKVIDKPGGGGVANNRRTPSATHQPHIGRQK
VPSRNRVIGKSRREGDVSYRGLHLPATAAGFPVEFGKPFECHPMEVSEEKPKVEQCVPKVACNSSSLPSSSQSPKVMTP
DIPKALSEPPCSPSSPEVSEGELLFPPPTHPQPPPSAAQPCOANLAILPPAKPNTQLTDCKPNSTPAQSTLPSSPMFE'S
SSSSSSSSEDSEHILDLSVPHSTERRCRRRNSFGPRRPAEFPENPLPHKVSEEDED]
PGLPPPVSSACFSNHLSASNKTNTRP

>Eel 10C113585732

MELSATGDRVFAAEATLKRRVRKGRIEYLVKWKGWALKHSTWE PEENTLDDRLITAFERKEREQELYGPKKRGPKPKT
FVLKARAQAGEPSSRGSTTRQAPPRSSSSSVAPANPPSSSSSSSLAPTPRLHSLAASHKLKKDI HRCHRMSRRPLPRP
DLLANPDGSSFASRPPISPFSETVRILNRRVKPREVKRGRI ILNLKVIDKYGSGGGGATHRRPAQSHOGRAQTPSRNR
I TGKRQGELPYRPFQPPMKMPGFPMYGQPFGLQPCPMVSVKTSRSAGPTTGSKGAGRNCGPGHSSAEQFQSPPSPSSS
SGSESDAPSLPQIQATPPKAPPDSAPSSPPVLSPETPSRATDDPONCPSSAQPGSVSDPVPFLPSSPSLSSSSPSSSS
PEDDDERARNVPPAPKDGKWKPRRRTRASVSKSARQGDNSRPLAEKSAPERGD

R E0B 2 GSAGSVASAPASPSHSENLTSFTPSSA

>Eel 10C113574891



MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKGWPPKYSTWEPAEHILDPRLVLAYEEKEHRDRAVGWRKRGPKPKR
LLVONIYTMDLRSAHKAVEKSPAHLHLSLTGSLDPQTGHVDQKFQSKRDRVYQQLIQHKRKKRNSIDPSVEDWEGRED
ENEDEEEDGMRQEEAETDRATPTSNIRTEGWNPITGTEEVTECPLS

KGFFRSWELEF

>Eel LOC113588928

MELSSIGEQVEAVES ITKKRVRKGNVEYLLKWOGWPPKY STWEPEDNILDPRLVLAFEEKEERDRAQAHRRKGLRPRR
LILRNIYTMELRSAHKAPEKPAPRIRLSLTRSVGAELEHSGRRCRIGEGRVKHQRLEKRKSRQCVSRHTADNTENPRQ
RTLTHKKDSTEEEWEEEKEQEKKKRKTEKDDEKTDEHRDIPSAQEKTEDSTFSAEQNVTAMANQTEHHSSTHDYGEDS
AKDSSDGTCSAPTVTDKSASDTITDTHEQGPITDGSEIRVSALELHDHTTTHOSTKTSSEAVLTAKEGSAIDRGONRV
SVIAVRHLIDSCGRGQAKETAETECSTAKLKEETGEDEGTAEYMTTLOLSTEVRTNO NS EES O C RV

RS - o sccELov

>Eel Cbx8 (Gene ID: 113578829)
MELSAVGERVEAAESITKRRIRRGRMEYLVKWKGWS PKYSTWEPEENI LDSRLFAAFEERERERELFGPKKRGPKLKT
FLLKAQAKAKARSYEFRGESSRSMRVTYPSPEPLVTPRAREGLRAVVPTIFPPSTVNRGESVRLPLPEPAREYRPHPS
SRPSSDGFIPTPKKRGRKPKLRFPEGFPSSLHPDQARRRADESISGIPSKMARLGLGEDEEDGHSDLRAMKADHRHQT
SPLYPHKQHTTVPSMDWSLDSSRRNLDMQQCRTREHGSGLHROHLKHLKHLSHORALEPGVHAARQQRQPTLIAKIPV
ARIFGEPEEEDEEEE DKE DRSO DV N RSNSOI < G F FKDKR

>Eel LOC113573271

MELSAVGERVFAAESTITIKRRIRRGRMEYLVKWKGWSOKYSTWEPEENILDERLFAAFEERERERELYGPKKRGPKPET

FLLKAKAKAKAKSYEYRREMSREIRVSEFPVAEPVVTPRAREGLRTVVPTIFPPSTVNRGESVRLRPPEPERRPRPPVS

SSRDFMDFDNVPKKRGPKPKLRFPVNTPIGCSSTEPVKRRADEHLCFSHSKMGRPAHLTEETSKCSAIQLTKTSTIQK

ONGSGSSGTVMLGGTLOQKTGHDILQHETKDFSSGTSDHPKMKHLSKNMERS DDLLDDLNSPKFPLSLMMLEDETE-
KGFFKEKR

>Cha Cbx2 (Gene ID: 105898869)

MEELSAVGEQVFDAECILNKRLRKGKVEYLVKWRGWS SKHNSWEPOENLLDPRLLAAFNKSEQEKEMLYRKKGKRPRG
RBRRIVETVPEDTKSSSSSSSSSSDSSSSSSSSSSSEDDDNEDESDRKARPAPRPRELHPVPOKKAQIVVAKQE PAKK
KRGRKALPPELRALRQGKPPRKIIKPTIKDSPTELRPNTIKKPLQPASFTYTGMARSANRDSLALHGRGAFSQSGAVK
PSLSSVSPGRSLSPTSPSFSRPPOGKGAPDFKLSVSESDSSARLDLKSSSSSSSSSPSCKSPGVASLNLENSKLSANT
SNQGAPQSVLGSPNGQKKHNVSPGQTPLORVPGNKTTAAAASSPSVKSPTNQAMNMOALNLQSANKPLQCAGTAGNGN
MAGGNFRGAANQTRKTLSGNSRQESSHQPATASSGPQQOAKKSQPGEDKIKAEDTTDLGPTPERSAKRPPNRVEKTPS
IKLPTEIREPVGIRERSSSKDGGKAKVLIEMSTGEEGSSSDSDQDSPFPSNGQDLSTIAVQGS

DN ERESENS o - r sMRyE

>Cha Cbx4 (Gene ID: 105892293)

MELPAAGEHVFAVESIEKRRIRKGRFEYLVKWRGWS PKYNTWEPEENILDPRLLVAFQDRERQEQLTGYRKRGPKPKH
LLVQLPSFARRSSVLSGLQETSMDDVKLHKVE PVQTQQYQLNSKKHHQYQPHSKESHOAEQQVNSKKKFYYQLNSKKH
HHYQPDPKMYDSQFQKAKVPETSPPSTGWSLPAPLKQKWVQDKDSGCLSKVKDITMELKKLPASLDSGRVTEVNSCTK
EDPPPSGISGKLKIVKNKNKNGRIVIVMSKYMENGTQAARIKSGEGDADKLSPDHRVENSTEKKKAVORQGSDHTHRK
DSKDKGHESHASGTINGQSTOKDSLADKSAAVETNESQRVKGGODLSEDQPLOLTTKPRSSPWLLONKVASCLDGAYT
EPPQKPSLSNKRRHSEHNEDQGGGKRFLSSRSISAPSTVTSPAQNHSMDLTGPQYPSNGHDFNFLGANPEEPIDLSCV
RSREERNEVAKIQTTTPEELEPMSTAAGLLPTSAPSSGPTSGATSAPSSGPTSGPTSAPTSVPASGPAQE DENDRERE

>Cha_LOC105891371

MDLPAVGEHVEAVEGCIEKKRIRRCGRIEYLVKWRCWS PKYNTWE PEENI LDPRLLVAFONRERHEQLLGYRKRGPKPKH
LLVQLPAFARRSSILANLQDSPQDEENQIKLDSVPLHRSQPQQYQLNSKKHHQYLPNCQEASAEPQIHGKKKYFYQLN
SKKHHHYQPDPKMYDVQFAKVKDTKPQGPPSWSLPPALQQKWVRDKDTGCLSKVKDLIVEPKKPSANTSQPEQRPNTS
PKEGSLPSAVSSKMKI IKNKNKNGRI I IVMSKYMDSNVTSTDLANGDPSRSPHQGREPETSSTDHY PEQAKVTSHINQ
QAKVTSHLNQENGIAEKDTRGHTLDNKKARSFKEHRFPKEKITVEEHCRMDTSEGQFNTKVDQPLOLTNKPTSASGAP
LEVSRCHSIPNDRKRTLSEPERGSDCKRFLCSRSTSAPGAMSSPYQSEPMNLHLGDOCMRNGSSEFTDTNPEEPIDLS
FWKSPKQTEPSVETPTSEQQSVETPKRPEE PV iR RO G i GV |

>Cha Cbx6 (Gene ID: 105912870)*
MHSLFSLNTTDGCILRHSTWEPEDNILDGRLVSAFEQKEREQEMYGPKKRGPKPKTLMLKARAQAGASSSRILPLRQQ
QQPPKSSPRPASSSSSSSFPSSSSSSSSLSNAKLQSGAAQPKLKKDIHRCHRMSRRPLSRPDPLSQPMGS SGPLTARP
PSFSETVRILNRKVKPREVKRGRI ILNLKVVDKPAGAGKPPATQRPQVQQPQQPNPAHQOPSQAGRQTVPSRNRI IGKS
RRFGEVPYRGLPAPLKVPTFPPPPRRTLGAHQTNSDPTRTQPGGTGAAGPSDPSALPTRPPPAGSDRTGPKAGPPPEH
LAPPSSEGPPSDPPSFLDPEDTHTAADSLSPPPSSSPSCSSSSDDGVQILDLSLTHDAERSRPDDHHHHRRCONDESS
EPHHHGNLSGQEGDED N RGN D RO  CNATAT SATATCPAAS POQAT LPPQAEP

>Cha LOC105903838

MELSAVGDRVFAAEATLKRRVRKGOIEYLVKWKGWALKNSTWEPEENILDDRLVTAFEQKERQQELYGPKKRGPKPKN
FVLKARAHAGETSSRATDPRLISRRSSSRPPSSRPPTSRPPSSTSTALVSAPASSSSSSSPAPSPKLNSLAATHKLKK
DIRRCHRMSRRPLPRPDPLAPSSGSGSFPSRPPVSPFSETVRILNRRVKPREVKRGRIILNLKGSCMDKAGGGGPAAR



RAAIPSRNRIIGKRFGDVPYRPFQPPMKMTGFPMYGKPYGMQRIGSDSFQANAGMASNTEASIGGTSAPASASTPHAV

POYMSPPSPSSSSGSDSRPPTPRQSKLAAPHPPPRTRASPPKLRAPAAPQGSGTSQHQPTAAQSAAVPESAAFLPCSP

SLSSSSSSLEDEEGEDAANLSASQKVKRSLRRRRSQASQPTSASDNNTVSSPAEDATSAALPGE TRAPVEGD-
AEAGSGPPSPSATSSSPPPPSQAELPSLPLPATSVAQP

>Cha L0OC105888811

MELSAIGEQVFAVESITIKKRIRKGHVEYLLKWKGWPPKYSTWEPSEHILDPRLVLVYEEKEQRDRALGYRKRGPKPKK

LLLONVYAMDLRSAHKPLTQPPARLRLSLTRTLDPESPTSTDQHYQLAGGGLYDGLAQHKNKQRLAQYVCVPSHPQTP

TPSQGLSEEDWEEEEEEEDEDEEDGDNEDDDENGPEEAEGEMAMQGDALSRPGSKCWSPIAQPEEVTASQTI S-
KGFFRSWGLEF

>Cha LOC105897974

MELSSLGEQVEAVES ITKKRVRKGNVEYLLKWOCWPOKY STWEPEDHILDPRLVLEYEEREEKDRALAYRRKGLRPRR
LVLRNLYPMDLRSATKVPEKPPPPRLCLSLTRAMGAELDQGVRACRAGVLRRLEKRRSKQGSVRPLLRAARPPPPPPP
TEKPPPHHTEEDDCGGGKGDHVMEQPDRRE IVLQDDDNKTEQDDNKTDQDKDIPSAPQYSDGYCSSTEQDMALMSEMA
AEEDSGSCRGPREESVVECETPPVAGGTGLMKNDTGRRTQGDHPPLNTTPNGLGGSDSPSEETPDVVPMTDDESQSSS
TTACEADATHISLDTVHSCHREPTDSSTDTCIKAEAEYKLVVVSKQDVAIAEKGS HESINe RO VoA

EERIRA - crrKGCGME

>Cha Cbx8 (Gene ID: 105892295)

MELSAVGERVFAAES I IKRRIRRGRMEY LVKWKGWSPKYSTWEPEENILDSRLEVAFDERERERELYGPKKRGPKPKT

FLLRAQAKEKGKTYEFRSEANRGIHVTYPSPEPVVTPRAREGLRAVVPTIFPPSTVNRGESVRVRQPEPAHERRLPPA

LSRPTGDGFAPIPKKRGPKPKLRFKDGLLTGPPREQRLKDGLLTGSPREHRFKDGPLTGPPREQRLKDGLLPGPPREQ

RLNDGLLTGPPRELAKRRAEEPPVYGASKLAKHALADGQDRDSEMRVIKLAHRPLQGPPSYPPKPPTRLMPAGGSRQH

CPTGRSSLHSHRPGLDAHGSRTTDCLVRQTPTHLKHLAHSSLQREDAPAQRQPTLIAKIPISHLLDGPEKD_
QOGFFKGKR

>Cha LOC116220815

MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSQOKYSTWEPEENILDERLFAAFEERERERELYGPKKRGPKPET

FLMKARAKAKGKSYEFRREMSRGMHVSYPVAEPVITPRAREGLRTVVPTIFPPSTVNRGESVRPQELERRPRPTGSPM

RVTDSEVSTPKKRGPKPKLREFNVNASSCAYTEVSKRRSDEQIAYGTSKMGRYGHREGEMSDCSVTOMTERFKPNEKKT

MVAATSGYHLIQASALSKPRODIQGHRTVKECSSETLQQSKGHNPSRPHSYEDDELETEQSGSKQPVPSI FGDQSN.
KGFFREK

>Dcl Cbx2 (Gene ID: 114794490)

MEELSAVGEQVEFDAECILNKRLRKGKLEYLVKWRGWS SKHNSWEPQENLLDPRLLAAFNKREQEKELLFRKRG-
PTGTKSSSSSSSSSTSGSSSTSSSSSEEDDDDDDDDDDDDENDRKPKPGPRPRELHPVPQKKAQIVMAK

QEPIRKKRGRKALPPELKALRQGKVPRKMVARDTLVDFRGAIKKPLOQPASFTYTGEGRNSSRDSIGIHNRGSFTSGGL

KPQFSTLGSCRSVGSTSQSFSRPVQSKSSPDFKLSVSESGNGGGGGSGLDMNSSACKSPGVAALNLHNSKLSATTNQG

HQOQPQAAMSSASGQKRHEAPHGQTPLORMNSSKPVGSEFSLAKSPTSQAMNMOALNLQSVNRPTGNGGTPVANQRSANN

PMRKNDHLRQDLSPAPNPGTLOSKKSQPGGDKIKAEDTADFCSTGERLAKKPQGRVEKNTMLNTSTEIPGSRDRSSSK

DGAKGKSLSEMSTGEEGSSSDSEQDLPFSGDRQDLSISVPA T DR e D A R EISBs / G F

FNIRNY

>Dcl Cbx4 (Gene ID: 114786797)
MELPAVGEHVFAVESIEKRRIRKGRLEYLVKWRGWSPKYNTWEPEENILDPRLLVAFONRERQEQLTGYRKRGPKPKH
LLVQLPSFARRSSVLSGLQETSLEDDKWHKATPIQPLCPPGQQYQLSSKKHHPYQPHGKEGPAEQAAGGKKKEYYQLN
SKKHHHYQPDPKMYDAQRPKAKEAKVPETLPATLWKLPSALQQKWTRDKDSGCLSEVKDITMELKKLPACLEGSGEPE
VSAGAKHDSAPNGISGKLKIVKNKNKNGRIVIVMSKYMENGTQAARIKSGEAADKAGQGAAAAENGPADSRKRDSVPP
CGNTAGPEGTSTSGPVAGQKDQSAGVRGREELPSDRPLOLTAKLSPAPPTSGPLSHLDQQOKTTGLPSKRRSSEPHEDQ
GGVKRFLSSRSMSAPGAVAPPPSAGDADLYGLSDSNPEEPIDLSYVRTPVPKDGRNGVSLAQTNTPAEPAAPAPTAEA
AGRES

>Dcl LOC114793848 (a)
MELPAAGEHVFAVEGIERKRVRKGGAEYLVKWTGWPPKENTWEPEENILDRRLLVAFENRERQEQLLNCHKRGARPKD
LLLOLPSFARRSSFPEGHPOQAYQLNGKRHHKPKPRLSAEPRVHSASRQDRDLESSAMHPKRVQODGPPSFLREVNNFAR
EMNEPNANNSSSGREQPPPNPINSKMKITIKNKNONGRIIIVMSKDVDGSVPSSEEKNRHSSGTRRRAEQTDGSGGMIP
VRNSCGKVLLAEDVTRRRDPAQPDESVQLNSSRARLTPKRHERQLLNPQANGSALPSKPTGLOQGGGPDSRNGSEHDPA

DAHPDQPINLSLADAEQRARPPAARATEQKRQKLLSEAGE PA RN GO AN GV R Y DV DP

ERVEYYGLRGAGVN

>Dcl LOC114786320
MELSAVGDRVFAAEAILKRRVRKGRIEYLVKWKGWALKYSTWEPEENILDDRLITGFERKEREQELYGPKKRGPKPKN
FILKARAQTGDTSNRFSVARQTHNRSAATRPSSSSASSVLAPHTSTSSASSSLAPTAKLNSLAATHKLKKDIRRCHRM
SRRPLPRPDPVGPSNNTSFSSRPPVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGSGAGTSSRKVPTSHLGRA
TIPSRNRIIGRKCGNMPYRPFQPPVKMPGFPMYGKPFGLQOMNPVPFOQTHIRFGCNTNARGAHSTSASATTGAPQALQ
HYQPPPSPSSSGSSESQPPSPPSIQVSAPSAVAGAPTSTAKLRSQTOQPOQPGDPQFQPGSTQASTAPVPFLPASPSLSS



SQSSSSFEDDEDEGRGGLSTQSKGKRRGRHCHHHQSSDCHATLVIANASQPLTQAT DRNAYQPSTEQARAPVEGD-
TETGSMPPSPSINSTPPSVSTTSVATESKP

>Dcl Cbx7 (Gene ID: 114795196)
MELSAIGEQVFAVESIIKKRIRKGHVEYLLKWKGWPPKYSTWEPEEHI LDPRLVLAYEEKEHRERVPGCRKRGPKPKR
LFLONFYTMDLRTKHRAPALSLTPPSADLFPPAGGALYQLGSGQPRRAQFVHRPGTGPSEDNEEEGGMRGHVLGGEGG

PETHASTSOPAC O GRS IR - G S RIDT.DL,

>Dcl LOC114793357

MELSSIGEQVEAVESITKRRVRKGNVEYLLKWECWPPKY STWEPEEHI LDPRLVLAYEEKEERERALAYRRRGLRPRA
VLLRNIYPMDLRSAHKAPEKPAPRLRLSLARSMASCRTGARGGALHRQDRGKSRQRAARTMESDPSRLKVPTLMQDSM
EDDDSGEEPCREENVLEENVAEKDI PCGVERSDGYPSSPELEMVPDAGRRPQGGATDAEQDRTSDRTEGSCDVVTDGA
GDAQTGEAGSSEPHAATEANRGPDVGS GG GRS REAMSA = G F FK SWGLE I

>Dcl Cbx8 (Gene ID: 114786798)

MELSAVGERVFAAESTIKRRIRRGRMEYLVKWKGWS PKYSTWEPEENILDSRLFAAFEERERERELFGPKKRGPKPKT
FLLRAQAKEKAKTYEFRSEAARGLRVTYPSPEPVATPRAREGLRAVVPTIFPPSTVNRGESVRVQALEPPRDHRSPPA
APRPIGDDFVHVPKKRGPKPKLRFQODTLSSDSSRPELAKRRADEPSLYGPPKISKHGMLGVERGSELRLSNLAHRHHH
HHHHHHHHRRHHHHHQEERCGAGYQAKLMRALHAHPPPAPFQGYRTKQCPGHQAPPRGSTYHLGHYPPAARPAPSLVA
RIPVSRILGE P DO SN ROV NSRS O G F ¥ K DKR

>Dcl LOC114793848 (b)
MELSAVGERVFAAESIIKRRIRRGRLEYLVKWKGWSQKYSTWEPEENILDERLFAAFEERWVVRGPRSNSPARRSRLG
FIRRERERELYGPKKRGPKPETFLLKAKAKAKSYGIRSELPRGIHVSFPVAEPVATPRAREGLRAVVPTIFPPSAVNR
GQCARAPADDPARAPRKRGPKPRLRLRLGAATPPCTGAAVQRFALDPRRPGLEVQIQRVQVQ

KGFFKEKR

>Elu Cbx2 (Gene ID: 105022926)
MEELSAVGEQVEFDAECILNKRLRKCKLEFLVKWRCWS SKENSWEPOENT LDPRELAAFTRSEQEKE I LNGKRGRKRBRG
RBRRVVETVPEVSKSSSSS5SSSSSSGSSSSSSSSSSSSSDDDDDTDEERKAKPGPRTRELHPVPOKKAQT IVAKPEP
PRKKRGRRALPAEMKAIQQONKGQRKIIKTVSKDSPSDSRVGIKKPLHPASFTFMGLNSRGPLGAPGRSSLPHGGATKS
LLSTTGAGRSNTSPSVNQRSHQSKSQASDFKLSVSDVGSGSGLDLKATLSKLPGVAALNLHNPKHTTSSGQPPLGSPN
GPKKPDASRQTALNRVATNPPALPFPGPKGPSNQAANLQALNPQGVNPSAQGSSAPDSGAMPVSNLRSAANPARKAVT
GQCGQEPSPVQCQATPGGOQPRKNKPGVDKLKLDETGEVGAAAERQS TTRAQGRAEKGGVONPPSEARVMEGKRERST
SKDGGKQAKVLSEMSTGEEESTSDSDODSPYPSNGRDLSISVQAG

VGFFNIRNY

>Elu LOC105027558

MDWRAVFTALEEVCEENISVLSAPADLPYGDPSRRLVTCMGKI LEHGRALEPVVSGI TAVYHHYDFDSDTPGNGYRTL
VKVLQSCLOHI IQKGRYVASNCGRALFRADHNASEMEAYGSVLCQLRALLY TAQRLLOETSPGELYGEPGGDLSRGLV
REYTSMYKACFYGRCLGFQFSPSLRPILQSIVISMVSFGESYDKQHSGLGMAAFSLLTSGKYVIDPELRGEEYERITQ
NLDIRFWKSFWNLTESELLSGLTSLGSNLVQVNLTLTIPPEPLFLPLASDPRLSTSVPPPLAHLGPGPVHMRLISHEL
REGQVILHLSLSVVEAAPISVSLVPFGAQKLPPSPWLLIHFHGGGFVAQTSKSHENYLKGWSKDLNVPILSVDYSLAP
DAPFPRALEECFYSYCWALKNCRLLGSTAERVCLAGDSAGGNLCITVSMRALSYGVRVPDGIMAAYPATLLTTDASPS
RLLCSIDLLLPLGVLSKCINAYTGEGSEWVQPTEGTSTLRALGRDTVLLISQLTOGASSWVQSFFPVEVVGPSSSYRR
SLGNLAHQRAVLPPSSDSSQGPMNYPEGFKPLRSKSLAVIQAPCCPVAKNPFVSPLLAPEDLLRGLPPVHLVASALDA
LLDDSVMFAKKLRDMGQPVTLVVVEDLPHGFLSLSGLAKEIOVASDICVERIRKCKFEY LVKWRCHWS SKENSWEPEEN
ILDPRLLAAFHKREQERELLFRKRGRRPRORPRRVEEBE PNETKSDRSSSSSSDLSSSPSCSSSEEEEDEDHGKKAKP
GPQLRNLHPMPLKRPQIVVAKQEPVRKKRGRKPLLPELRALRQAKTRS PLLPPPPSRHHQVLRPPREPSREEPRGGVK
KPLOPASFTYTGLSSSRTSRDEEVPQEVAGGAFFQAGTSKPGQLNSMWSGRSMSSTTTTHSSPPSSSSLGRLHSKGLS
DLKRSISASDIGGTRAEGLKVSSSLKQGGSTSHLHSSKTSSGFGGGLAACSPTQRS PAGPRROQEGYGGQGALAVQPQ
RSGGTKPASPPPSSVRDRVSQALSLRALNLQSVNKTTPGNGVHGNGTSGVTGVAVSRSSLRSSAGPAVGSIKETHPLS
GLNQNLAPGGAQHLGSVPSAREDRGGRGKSMGAGGVGRGNGKVEKGAAGGVSSARVGGAGVVRPEDRMSGOGLNERNS

RTLNELSTGDSDDTSSSESEEHDSSPYNENTNGPRLVSLEME TE DR D eI

GEFFNVRDQ

>Elu Cbx4 (Gene ID: 105021558)

MELPAAGEHVEAVESIEKKRNRKGRIEYLVKWRGWS PKYNTWEPEENILDPRLLDAFONRER YEQLMGYRKRGPKPKH
LMGQVPSFARRSSILLGLQOETSLDEDNRQKMDPIQTLRSQTQQYQLNSKKHHQYQPLLAKEREAEQQATGKKKFYYQL
NSKKHHHYQPDPKMYDNTQCLKPREVTKAPELPINRDWNLPPALQQKWVRDKESGCLSKVKDITMELKKLPAHLNGHS
VSELIEDPTKEDAAPVKANGDSKLKIVKNKNNNGRIVIVMSKYMENGTQAARIKNGDLEELDQLQPDKCEDAAEKHLE
KMRLIQKLGLTNGFAKVHKDVSKTHVPHCNRSVGFKCPDEKVDSPETEISVTKQEKHLDVRGLKQATKDEPLQLTTKP
NLSPWPFEEARKRTRPETAYPPALKRHLSEVVEDRGCYKRFLSSRSISAPSTVSSPPQSNSTDONGHESHNDFLESNQ
DEPMDLSCVRSRVEALVPIDTQVTPIAEKKAAEQIEQPQATATEQAAEEIEQPLATATEQAVE SN BO RGN

>Elu LOC105013028



MELPAAGEHVEAVEGIEKKRIRKGKMEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERODQL I GYRKRGPKPKH
LLVQLPSFARRSSIPAGFEEPSSEAENCLRSDPIQMHRSQPQQOYQLNSKKHHQYQPSNQEVPADQLANGKRKFFYQLN
SKKHHHYQPDPKMYDAQSARPKEVVKAQEPSPPI IPNPGWNLPPALOQOKWVRDKDTGCLSKVKDVAVAEMKE PAVRVK
EVESERALKPSPKEAALPSAVSSKMKI IKNKNKNGRIVIVMSKYMDSNKAGAAKGKHSLDLSGEEKLQHTKKVODTTS
VPKEIFNGSSPPAAEHPKKLSPEDGHFSKPSPSTAEEYNTEVARGQADLPDDHPLOLTTNPNPTPWVIDTPTTTSSPM
DQIRALATQONNDRKRKLSDPKEDRGACKRFLSSRSISVPIAVPIPPODKPMDLHLIVPHQOSSNSGYKVMDNSTSQEEP
IDLSCSRNKRQSEPEIVTVAEPEPESKGPTSVVEELERTTIQTASSAKTTTEKAVEE BlNCE R MGG

>Elu ENSELUG00000020955
MELSAVGERVFAAEATILKRRVRKGRLEYLVKWKGWALKHSTWEPEENILDDRLIAGFEQKERERELHGPKKRGPKPKN
LTAKARREATARAPRSTSSSFPRAPPSSPYPSLPSSSSSAPAPSPKLNSLAATHKLKKDIRRCTSMSRRPLPRPDPSA
APGTFSGPGGEFSSRPPVSPEFSETVRILNRRVKPREVKRGRIILNLKVIDKPGSGGGGRGGANRRAPSSSVSEFPGGRON
LPSRNRIIGKRGGEAPYRPFQPMLGFPMYGKPFGLOCGSPGPLHISQPTTGPSTAAPGAAGESNTQSAHSSVGSCYQP
PPSPSRSSGSEATIPAQNELVPAGHQAQPAPGASASGSVPGTGPHVLASAFSVQSSSQPPEVOKNTNQKPNVLSSSPSR
SSGSTSSSFEEDDDYDGDALDLSATQDGKRKPHRCGRQRRQPPSESTSMPLPSTASTPLTSDPKRVPAEGD

R D SN REEEeE S SOPPSPSSTSAAS PKPPHPEESTSSSAPAATTKETPQAKS

>Elu Cbx7 (Gene ID: 105025077)

MELSATGEQVEAVES I TKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHT LDORLVOAYEEKEQKDRALGYRKRGTKGKR
LLVQNTIYTMDLRSAHKTPEKPPARLRLSLTRSLDSEAEDPTYGACRRSVHPRMVHRKNKPRRSQFVCLASPAGSPPP
TQDPTHEDWGSREEECDEDMEEEEEAGSQQEEFERDTE ICSSTLNGQDRAEDWS SVIGSEEVTGSERS BRCENIGES

DN SRR < - rRGHGLEF

>Elu LOC105025793

MELSSLGEQVEAVES ITKKRVRKGNVEYLLKWOGWPPKY STWEPEDHILDPRLVLAYEEKEKKERALAYRRKGLRPRR
LILRNIYAMDLRSSHKVPDKPTPRLRLSLTRSVGPELGKGSQPYRAGERRSIYRRFTGCKKQRVSKPVPDKNSPQPLT
HVDHEWEGAEEEEMESETHEDSLFGRSMSECSSSLMDQDMDDSTDRVESCSNSSLCSGDOTLGGRALLLLGTGEVVVT
GGPEGRTSENEQKLMDVSNQSECCYSPEGPKHLDVSNRLVNSTAEIKLRTDSMIDRVAVITQAPTDGGQRLSVEGRHE
ATAADLLVCSDVKKAVDRDRNEQRDGVL I GREDRDDA GRS EORSDAF G F FRG

>Elu_Cbx8 (Gene ID: 105021557)
MELSAVGERVEAAESITKRRIRRGRMEYLVKWKGWS PKESTWE PEENI LDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKSYEFRSEAVRGIRITYPTPEPIVTPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRPLAL
QRPQGPDGFLSGPKKRGPKPKLRFKDNPSNALPTIPEPPKRRAEEQATYSPLKLAKLGLSDGDKRGSDMRVKSAHRHQ
ERLAGHSHRQMRPVPSGSTQQHYSQNRGMLQSQRIGSDAQGCRTTECPSSYVSSPHLKHLSKKNLHQPNEELAQMEKP
SLIAKIPVSRILGEPDEV N RO NSO O G F FK DKR

>Elu_TL0C105013027
MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWSQOKYSTWEPEDNILDARLLAGFEEREREREFFGPKKRGPKPET
FLLKAQNKAKTYECRROMPRAIRVSYLVPEPVNTPRAREGLRAVVPTIFPPSTVNRGDSVMFRQPEPARRPRSAPTPS
FVSEEFGNVPKKRGPKAKLENIDQODSCPTVDPAKRGRFEEQQPPYVLNKISRHCHHKGETSERSLSQLTRRFQEETNE
SQOKSNDAKSPLPIESYRRTHNHLGKVARKARLDHQSPRTKDCIGGVTITPPKLKYMSKNNLYEVIASPSMERSMTTVL
DOTTLSRRCEEPS Hi GO RSN | G | ' DKR

>Ssa LOC106612095
MEGVTVGQVFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENI LDPRLMAAFHKREQERELLFGKRGKRPRGRP
RRIEEBEPTETKSDRSSSSSSSGLSSSPSASSSEEEDEDHGKKAKPGPRRRNLNLHPVLQTRPHIVVANQEPIRKKRG
RKPLLPELRALRQANTRPPLPPPPLSRHHQVLRPPRELPKEEPRGGVKKPLOPASFTYTSLSASRGSRDETAPQRAAG
GAFFQAGASKPGLLNSIWPGRSMSTITPSSPSSSSSLSRPPPPHSKGLSDLKRSLSDASNS SGRAEGLKVASSVKPGV
STSTSLGLHSSKSSSGFSGSPAACSPAQRSPAGQRRQHEGPGSQAVVVVOQQGAKPSSSPPPSARDRISQALSLRALN
LQSVKKRVPGNGLQGYGTSGTTGVAVSRSSLRSGASQAGKGAGGS IKEMHTLSGLDQSLASGGLGAGVLRSGSIPQAR
EERGERGKTTGAETEREMDSKGPRGVGSGNGRLERGGSVQGGVSLAGGGGS SAAREEDRRSEQSLNERKSRSVENSRT
LNELSTGDSDDTNSSESEEPDSSPYPNNNGPRLVSME TEME [N D v RS es / G & F
NVRNP

>Ssa LOC106586561*
MWKAASEQQPFPLPCLIDGQPAYTVRCLMKVRPLGRGFQYLVDWKGYGLEEKCWVPARDILDPGLIAEFOHRHPGHPV
LVS

>Ssa LOC106606958

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKEILI CKRG_
PEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPOQKKAQIVVAKPEPPR

KKRGRKALPAEMKAIQONKGQRKIIKTVAKDSPADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM

NTAGSGRSNNSASLSEFNQRSNQSKSQASDFKLSVSDVDSGAGLDLKTTASKSPGVAALNLHNSKLSTSNGNPQGAFQP

QOLGSHNGQKKPDAPGQTPLQOQQVPNNKPAAPFSTPKGPANQAASLQALNLQSVNKSTPGNDTPGNGTAPVSNLRSTTNP

ARKDTVGQYGQEKNPVQSPATPGGQQPRKNHPGVDKVKAEETSEVGVMAERPERLTTTRAQGRVEKSIVONPSVEARD



ILGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDQDSPYPSNSQDLS I SVQT G e e

VGEEFNIHNY

>Ssa LOC106606946

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKEILT CKRG-
PEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPQKKAQIVVAKPEPPR

KKRGRKALPAEMKAIQONKGQRKIIKTVAKESPADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKSSM

NTAGSGRSNTSASLSFNQRCNQSKSQASDFKLSVSDVYSGAGLDLKTTASKSPGVAALNLHNSKLSTSNGNPQGALQP

QLGSHNGQKKPDAPGQTPLQQVPNNKPAAPFSTPKGPANQAASLQALNLOSVNKSTPGNGTPGNGTAPVSNLRSTANP

VRKDTVGQYGQEKNPVQSPATPGGQQPRKSHPGIKVKAEETSEVGVMAERPERLTTTRAQGRVEKSIVONPSVEARDT

LGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDQDSPYPSNSQDLS I SVQT G DR e D A
NSRS cr N TENY

>Ssa LOC106589865

MEGVTVGHVFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKRAQERELLFRKRGKRPRGRP
RRITEBEPTETKSDRSSSSSSSGLSSSPSSSSSEEEEEDHGKKAKPGPRLRNLY PVPQKRPQTVVAKNE PVRKKRGRK
PLLPELRALRQAKTRPPLPPPSPSRHHQVLRPPREPFKEEPRGGVKKPLQPASFTYTGLSSSRGSRDEVAHQVAAGGA
FYQAGASKPGPLNSIWSGRSMSTNTPTPSSPSSSSSSLSRAPPPY SKGWSDLKRSLSVSDTGSSNGRAEGLKVASSLK
PGVSTSTSLCLHSSKTSSGFRDSPTACSPAQRFPAGQRRQQEGPGGQAGMVVQQQGAKPPSSTPPSARDRISQALSLR
ALNLOSVKKIAPGNGLQGNGTSGTTGVAVSRLSLRSSASPAGKRAGGS IKETHTSSGLNQGLVSGGLGGGALHSGSVP
PARVERGERGKDTGAETEREMDNKGPGGVGRGNGRVEKGGSVQAQGGVSTVRRGRANGGRQEDRKSGOSLTINERNSR

SGDNSRTLNELSTGDSDDTSSSESEECDSSPYPDNNNNNNGARLVSMEME TE DR AR e D AN v
RSB v G rrNvRNE

>Ssa LOC106606687

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONREROQEQLMGYRKRGPKPKH
LLVQLPSFARRSSIPAGFEETSPEAENHLRSDPIQMHRSQPQQOYQLNSKKHHQYQPSKQEVSADQLGNGKKKLEYQLN
SKKHHHYQPDPNMYNTQSTRPKDVVKGQEPSPPTNPNPGWNLPPALQQKWVRDKNTGCLSKVKDMTVVEMKKAAVCVN
EAESECALKPSPKEAALPSAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKAGAAKGKHSSDLTGEEKPQHAEQSDMTKV
QOGTTNVPKEICNASSPPAAEHPKKRSLEDGHEFSKPSPSTAEEYNTEVARGQADLPDDHPLOLTTNPTPSPWVMDTSLP
TPSPMDQIRTLPTTNNDRKHKLSHPEEDRGACKKFLSSRSISVPSAVPTPPOQDKPMDLHLIVPRRSSSSGYGYEVTDT
STSQEEPMDLSCSRTRKQPEPEPVPEPEPEPKDPTAVVQESETTTMTTTTATTTTTEEAEEE)

>Ssa LOC106588430

MELPAAGEHVEAVES IEKKRNRKGRMEYLVKWRGWS PKYNTWE PEENI LDPRLLDAFONRER YEQLMGYRKRGPKPKH
LMGQVPSFARRSSVLSGLOETTLDEDNRQKVDPIQTVRSQTQQOYQLNSKKHHQYQPLLAKERDAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQOKWVRDKDSGCLSKVKDI TMELKKLPAHLNGHS
GESEQSKATDKEDAPLLKANGVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARTKNGDVETLDEQPLMNLDEQPDN
NDDAAENQLEKMRLVQKLGLTNGFAKDYNKGSNRSNVFKCPADKVDSPKMELSATEQNKHFNVRGQKEATEDQPLQLT
TKPNLAPWPFEMGVHRTQPGNGSSPALKRHLSEADKGEDRGGCKQFLNSRSISAPCTVSSPPQSNSMDONGHHSHIGH
QDYDFLESNQDEPMDLSCVRSRREAPVPTETQVAPSAEEEKTAEQTKLPLAITTEQTVKCEBEPOERE RGN ANDN

>Ssa LOC106564893
MELPAAGEHVFAVESIEKKRNRKGRMEYLVKWRGWSPKYNTWEPEENILDPRLLDAFONRERYEQLMGYRKRGPKPKH
LIGQVPSFARRSSVLSGLQETTLDEDNRQKVDPIQTLRSQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNDHS
GESEQSKATAKEDAPLLKANDVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDEPQPDNDAAENQL
EKMRLVQKLGLTNGFAKDCNKDVKLHVLNSGSNGSNVFKCPAEKVDSPKMELSATEQPLRLTTKPNLAPWPFEMGVQR
RTQPGNGSSPALKRHLSEADKGEDRGGCKRFLNSRSISAPCTVSSPPQSNSMDONGHHSHNGHQDYDFLESNQDEPMD
LSCVRSRGEAPVPTETQVAPSAEEEKTAEQTKPPLAITTEYTVEE

>Ssa Cbx6 (Gene ID: 106591466)

MELSAVGERVFAAEATILKRRVRKSRLEYLVKWKGWALKHSTWEPEENILDGRLIAGFEQKERERELNGPKKRGPKPKN
LPAKARGAQKRETPTTRAPRSTSSSSPRAPSSSFPSASPAPSPKLNSLAATHKLKKDIRRCTSMSRRPLPRPDPLATP
GSFSGPSGFPSRPPVSPEFSETVRILNRRVKPREVKRGRIILNLKVIDKPGSGGGGRGGGGNRRAPSGSMSLQGGRQNI
PSRNRIIGKRSGEAPYRPFQPMLGEFPMYGKPFGLQCGGPGPLHLPHSATGSSTGTSGARDTQPPPSPSSSSGSTTPGQ
NHPTPPGPATGASGSAPNLSAQASASSAQSTPSHPPELQKNQNAEQGPTPLLPSLSFASGSSSSSFDEEEDDADALDL

SAPQEGKRKLRRRRRQKRQPPSVSTASPPHPPGACPLISNPQRVPAEGD E e avvAD VA SVe

EEB8B SSrRPSSPOPILPENTTSSPPPPPPPLKNPPTVQAIGRD
>Ssa LOC106564427*

MELSAVGERVFAAEATLKRRVRKSRLEYLVKWKGWALKHSTWEPEENILDGRLIAGFEQKERERELHGPKKRGPKPKN
LPAKARGAQKRETPTTRAPRSTSSSSPRAPSSSFPSASPAPSPKLNSLAATHKLKKDIRRCT

>Ssa_TL0C106595625*



TVRILNRRVKPREVKRGRIILNLKVIDKPGSGGGGRGGGGNRRAPSSSMSLQGGRONIPSRNRIIGKRSGEAPYRPEQ
PMLGFPMYGKPFGLQCGGPGPLHLPHSATGSSTGTSGARDTQPPPSPSSSSGSTTPAQNHPTPPGPATGASGSAPNLS
AQASASSAQSTPSHPPELQKNONAEQGPNPLLPSLSFASGSSSSSFDEEDDADALDLSAPQEGKRKLRRRRRQKRQPP

SVSTASPPHPPGACPLTSNPQRVPAEGN S SNV NS 5 S & S S P

>Ssa_LOC106608943

MELSAIGEQVEAVESTTKKRVRKGNVEY LLKWKGWPPKY STWEPEEHT LDORLVOAYEEKDOK DRALGYRKRGPKAKR
LLLONTIYTMDLRSAHKVPEKPPARLRLSLTRSLDSEAEDPTYGACRRSVHPHLDHHKNKPRRSQFVRLASPPGPPTP
TQDPTHEDWGRRGEEDEEEDMEEEEAQQDESARETEMSNGI LNGONRAEDWS SVIGSEEVTVSERS ENINENCEGEY

NSRRI < rRCWGLER

>Ssa LOC106589529

MELSAIGEQVEAVESTTKKRVKKGNVEY LLKWKGWPPKY STWEPEEHT LDORLVOAYDEKEQK DRPLGYRKRGPKAKR
LLLONTIYNMDLRSAHKALEKPPARLRLSLTRSLESEAEDPTYGACRRSLHPRLAHRKNKPRRSQFMCLASPPGPPNP
TKDPTHDDWGRREEEDDMEEEEETRQEQSERETEICSGILNGODRAEDWSSVIGSDEVTASERS ENSENIICE GV

SRR < r T RGWGLEF

>Ssa LOC106607170
MELSSIGEQVFAVESIIKKRVRKGNVEYLLKWOGWPPKYSTWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRPRR
LVLRSSLLLONIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPYRAGEGGSVYRRLARRKNKQRVSKPVSDNNS
LOPLTRIQDPMEHEWQGAEERPESDTRHSRSECSSPMMEQEVESSTDRVESCGSALGSGDETLGGGALLRVTGAGYRS
EGGTSETGQEQMDRTDQSESCVSAEGPKYLNISNRLVNSGTEVELGTDTLIDKVERLGTANVIERVEGLGTDYFIDKV
EMGTHILIDGDSTSMVDVGDETVADGSVVCTDVEVAEEVVENDTKQQGEEVVT

EGFFKG

>Ssa_LOC106601246
MELSSTGEQVFAVESTTKKRVRKGNVEYLLKWQGWPPKYSTWEPEDHT LDPRLVVAYEEKEEKDRALAYRRKGLRPRR
LVLRNIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPYRAGEGGSVYRRLARRKNKQRVSKPVSDNNSLQPLTR
IQDPMEHEWQGAEERPESELTTDTRENSLFRHSRSECSSPMMEQEVEESTDRVESCGSALGSGDETLGGGALLRVTGA
GYRSEGWTSETGQEQMDRTDQSESCVSAQGPKDNISNRLVDSDTEVELGTDTLIDKVERLGTVNVIERVEGLGTDYFT
DRVEEMGTHILIERDSTSVVDVGDETVADGSVVCTDVEVAEEVVENDTKQQGEEVVT

SRR - - - G

>Ssa Cbx8 (Gene ID: 106588425)

MELSAVGERVFAAESTIKRRIRRGRMEYLVKWKGWS PKESTWEPEENILDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKSYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPELVREHRQPVL
QRPPGPDGEFVTVPKKRGPKPKLRFKDNPFSAPPAAPEPPKRRAEEQATYGPLKLAKLGLSGGEERGSEMRGNKLAHRH
QEELGGYPHKQIRPVASGSTQQHCGPDRSMLHSHRIGSDSQACRTKECPSNYFSPPQLKHLSKKNVHQPSEELPQRGK

PSLIAKTPVSRILGOTDE Y OSSN O G & K DKR

>Ssa LOC106564894

MELSAVGERVFAAESTITIKRRIRRGRMEYLVKWKGWS PKESTWEPEENILDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKSYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRQPVLOR
PLGPDGFVIVPKKRGPKPKLRFKDNPFNATSAATELHKRRAEEQATYGPLKLAKLGLSGGEERESEMRGIKLAHRHQL
ELGGYPHKQMRPVASGSTQQHSGPDRGLLHSHRIGSDSQACRTKECPSNYLSPPHLKHLSKKNVHQPNDELPQRGKPS

LIAKIPVSRILGOTDE v N R . - <D<

>Ssa LOC106606673

MELSAVGERVFAAESITKORIRRGRMEYLVKWKGWSKKERERELFGPKKRGPKPETFLLKAKAKATAKTYECRREMPR
GIRVSYPVPTPMITPRAREGLRAVVPTIFPPSTVNRGESVRVRLPETERRPRPAPPPSFMAEEFVTIPKKRGPKPKLR
LRFNMEPDSCPTEEPGKRSRLEEQQVPYGQSKMSRHCHHEGETSERSVIQLTHRFQEGTSIVPKSNKAQRQVGTMSHP
GTHSHDGRLVHKARLDHQSRRTLECPGGMSIPHPKLKHVSKNHFYRASDSSSSMQQSRPIVVAKSPASRSSGEQSAVI

WRPRLDNVETVVVTDVTTNFLTVTTKESSTDKCGFFKIKR

>Ssa LOC106601767*

DLAFQVHVYETPYLSNLTTFIQAKAKATAKTYECRREMPRGIRVSYPVPTPMITPRAREGLRAVVPTIFPPSTVNRGE
SVRVRLPETERRPRPAPPPSFMAEEFVTIPKKRGPKPKLRLRFNMEPDSCPTEEPGKRSRLEEQQVPYGQSKMSRHCH
HEGETSERSVIQLTHRFQEGTSIVPKSNKAQRQVGTMSHPGTHSHDGRLVHKARLDHQSRRTLECPGGMSIPHPKLKH

VSKNHFYRASDSSSSMOQSRPIVVAKS PASRSSGEQS AV DR D RIS < G " K DK

R

>Ssa LOC106596252*
MPRGIRVSYPVPTPMITPRAREGLRAVVPTIFPPSTVNRGESVRVRLPETERRPRPAPPPSFMAEEFVTIPKKRGPKP
KLRLRFNMEPDSCPTEEPGKRSRLEEQQVPYGQSKMSRHCHHEGETSERSVIQLTHRFQEGTSIVPKSNKAQRQVGTM
SHPGTHSHDGRLVHKARLDHQSRRTLECPGGMSIPHPKLKHVSKNHFYRASDSSSSMQQSRPIVVAKSPASRSSGEQS
SRRSO RRESEED - - - >~



>Omy_T.0C110538562
MEELSAVGEQVFDAECTLNKRLRKGKLEFLVKWRGWS SKHNSWEPQANTLDPRLLAAFNKSEQEKE TQTCKRGKRPRG

PEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPOKKAQIVVAKPEPPR
KKRGRKALPAEMKAIQONKGQRKIIKTVAKDSPTDLRGGITKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM
NTAGSGRSNTSASLSENQRSNQSKSQASDFKLSVSDVDSGAGLDLKTTASKSGVAVLNLHNSKLSTSNGNPQGAFQPQ
LGSHNGQKKPDAPGQTPLQQOVPNNKPASPEFSTPKGPANQAASLOALNLQSVNKSTQGNGIPGNGTAPMSNLRSTANPA
RKNTVGQYGQEQNPVQSPATPGGQQPRKNHSGVDKVKAEETSEVGFTAERPERLTTTRAQGRVEKSIVONTSTEARDI
LGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDQDSPYPSNSQDLSISVQTG

GFEFNIHNY

>Omy LOC110486592

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKENSWEPQANILDPRLLAAFNKSEQEKEILICKRGKRPRG
RBRRVVETVPEVSKSSSSS5SSSS5SGSSSSSSSSSSSSDEDDDDNNDRKAKPGPRTRELHPVPQKKAQI VVAKPEPPR
KKRGRKALPAEMKATQQONKGQRKIIKTVAKDS PADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM
NTAASGRSNTLASLSFNQRSNQSKSQASDFKLSVSEVDSGAGLDLKTTASKSPGVAALNLHNSKLSTSNSNLQGAFQP
QLGSHNGQKKPDAPGQTPVQQVPNNKTAAPFSTPKGPANQAASLQALNLOSVNKS TQGNGT PGNGTAPVSNLRSTANP
ARKDTVGQYGLEKNPVQSPATPGGQQPRKNHPGVDKVKAEEVSETGVMTERPERLTTTRAQGRVEKS IVQONPSAEARD

ILGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDQDSPYPSNSQDLS I SVOT G D VD VA
EVEESENS G rrNTENY

>Omy LOC110502771
MEGVTVGQVFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLMAAFHKRELERELLFGKRG
RREEEPr PTETKSDOSSSASSSGLSSSPSASSSEDEDHGKKAKPGPRRLNLHPVLOMRPHI VVANQE PVRKKRGRKPL
LPELRALRQANTRLPLPPPPLSRHHQVLRPPREPPKEEPRGGVKKPLQPASFTYTSLSASRSSRDETAPQRAAGGAFF
QAGASKPGLLNSIWSGRSMSTITPSSPSSSSSLSRPPPPHSKGLSDLKHSLSVSDAGNS SGRAEGLKVASSVKPGVST
STSLVLHSSKTSSGFGGSPAACSPAQRS PAGORROQEGPGSQAVVVVQQQGAKPSSSPPPSARDRI SQALSLRALNLQ
SVNKRAPGNGLOGYGTSGTTGVAVSRSSLRSGACQAGKGAGGI IKEMHT SSGLDOSLASGGLGAGMLRSGSI PQAGEE
RGERGKTTGAETEREMDSKRPRGVGSGNGRLERGGSVQGGVSSAGGGGS SAAREEDRRSEQSLNERNSRSVENSRTLN

ELSTGDSEDTSSSESEEPDSSPYPNNNGPRLVSMETE I E (DR v v v RSSIss \/ G F' "N T

RNP

>Omy LOC110499438

MEGVTVGHVEDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLLAAFHKRAQERELLFRKRG_
-EPTE TKSDRSSSSSSSGLSSSPSSSSSEEEEEEEEDHRKKAKPGPRLRNLYPVPQKRPQIVVAKNEPVRKKR
GRKPLLPELRALRQAKTRPPLPPPSPSRHQQVLRPPREPFKEEPRGGVKKPLOQPASFTYTGLSSSRGSRDEVAHQVAA
GGAFYQAGASKPGPLNSIWSGRSMSTNTPTPSSPSSSSSLSRPPPPYSKGWSDLKRSLSVSDAGSSNGRAEGFKVASS
LKPGMSTSTLCLHSSKTSSGCGGSLTACSPAQRFPAGORRQQEGPGGQAGMVVQQQOGAKPPSSTPPSARDRISQALSL
RALNLQSVKRIAPGNGLQOGNGTSGTTGVAVSRLSLRSSASPAGKRAGGSIKETHTSSGLNQGLVSGGLGGGALHSGSV
TPARVERGERGKDTGAETEREMDNKGPGGVGRGNGRVEKGGSVQAQGGVSTARRGRANGGRQEDRKSGQSLTVNERNS
RSGDNSRTLNELSTGDSDDTSSSESEECDSPYPDNNNRARLVSMEMETE

BBES GrrNvRNE

>0Omy Cbx4 (Gene ID: 110485970)
MELPAAGEHVFAVESIEKKRNRKGRMEYLVKWRGWSPKYNTWEPEENILDPRLLDAFONRERYEQLMGYRKRGPKPKH
LMGQVPSFARRSSVLSGLQETTLDEDNRQQVDPIQTVRSQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNGPS
GESEQSKATAKEDAPLLEADSVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDEPQPDNDDDAAEN
QLEKMRLVQKLGLTNGFAKDCNKGSNRSNVFKCPADKVDSPKMGLSATEQNKHENVRVQKEATEDQPLOQLTNKPNLAP
WPIEMGVHRTQPGKGSSPALKRHLSEADKGEDRGGCKQFLNSRSISIPCTVSSPPQSNSTDONGHHSHNGQRDYDFLE
SNODEPMDLSCVRSRREAPVPTETQVAPSAEEEKTAEQTKPPLAITTEQTVEEE

>Omy_LOC110493691

MELPAAGEHVEFAVESTEKKRNRKGRMEYLVKWRGWS PKYNTWEPEENT LDPRULDAFONRER Y EQLMG YRKRGPKPKH
MIAQVPSFARRSSVLSGLOETTLDEENRQKVDPIQTLRSQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHNWNLPPALOQKWVRDKDSGCLSKVKDITMELKKLPAHLNDHS
GESEQSKATAKEDAPLLKANGVSDSKLKIVKNKNKNGRIVIVMSKYMENGMOAARIKNGDVETLDEPQPDNDDDAAEN
QLEKMRLVQKLGLTNGFAKDCNKDVKLHVLNSGSNGSNVFKCPAEKVDS PKMELSATEQPLRLTTKPNLAPWPFEMGV
HRRTQPVNGSSPAFKRHLSEADKGEDRGGCKRFLNSRSISAPCTVSSPPQSNSMDONGHHSHNGHQDYDFLESNQDEP
MDLSCVRSKREAPVPTETQVAPSAEEEKTAEQTKPPLAITTEQTKPPLAI TTEHTVEEE Bl ESNENCNvADu

>Omy LOC110486813

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LLVQLPSFARRSSIPAGFEETSPEAENYLRSDPIQTHRSQPQQYQLNSKKHHQYQPSKQEVSADQLGNGKKKLEFYQLN
SKKHHHYQPDPNMYNTQSTRPKDMVKGQEPSPPTNPNPGWNLPPALQOKWVRDKNTGCLSKVKDVTVVEMKKAAVRVN
EAESECALKPSPKEAALPSAVSSKMKITIKNKNKNGRIVIVMSKYMDGNKAGAAKGKHSSDLTGEEKPQHAEQSDMSKV
QOGTTNVPKEICNASSTPAAEHPKKRSPEDGHFSKPSPSTAEEYNTEVARGQADLPDDHPLQLTTNPTPSPWAMDTSLP



TPSPMDQTRTLPTTNNDRKRKLSHPEEDRGVCKTFLSSRSISVPSAVPTPPQDKPMDLHLIVPRRSSSSGYGYEITDT
SISQEEPMDLSCSRTRKQPEPEPEPEPEHKDPTAVVQESETTTTTTTTATTTTEEAKEESVL

>Omy LOC110486808

ELPAAGEHVEFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWE PEENT LDPRLLVAFONREROEQLMGYRKRGPKPKHL
LVQLPSFARRSSIPAGFEETSPEAENYLRSDPIQTHRSQPQQYQLNSKKHHQYQPSKQEVSADQLGNGKKKLEYQLNS
KKHHHYQPDPNMYNTQS TRPKDMVKGQEPSPPTNPNPGWNLPPALOQKWVRDKNTGCLSKVKDVTVVEMKKAAVRVNE
AESECALKPSPKEAALPSAVSSKMKI IKNKNKNGRIVIVMSKYMDGNKAGAAKGKHSSDLTGEEKPQHAEQSDMSKVQ
GTTNVPKEICNASSTPAAEHPKKRSPEDGHFSKPSPSTAEEYNTEVARGQADLPDDHPLQLTTNPTPSPWAMDTSLPT
PSPMDQTRTLPTTNNDRKRKLSHPEEDRGACKTFLSSRSISVPSAVPTPPQDKPMDLHLIVPRRSSSSGYGYEITDTS
ISQEEPMDLSCSRTRKQPEPEPEPEPEHKDPTAVVQESETTTTTTTTAT TTTEEAKEE SV L iGN ADa

>Omy Cbx6 (Gene ID: 110485591)

MELSAVGERVFAAEAILKRRVRKSRLEYLVKWKGWALKHSTWEPEENILDDRLIAGFEQKERERELHGPKKRGPKPKN
LPAKARGAQKRETSTPRAHDRLIAGFEQKERERELHGPKKRGPKPKNLPAKARGAQKRETSTPRAPRSTSSSSPRAPP
SSFPSASPAPSPKLNSLAATHKLKKDIRRCTSMSRRPLPRPDPLASPGSFSGSSGFPSRPPVSPFSETVRILNRRVKP
REVKRGRIILNLKVIDKPGSGGGGRGGGGNRRAPSGSMSLOGGRONIPSRNRITGKRSGEAPYRPFQPMLGEPMYGKP
FGLQCGGPGPLHLPHSATGSSTGTSGARDTQPPPSPSSSSGSTTPAQNHPTPPGPATGASASGSAPNLSTQALASSAQ
STPSHPPELQKNQONAEQGPNPLLPSLSFASGSSSSSFDEEEDDADALDLSSPQEGKRKLRRRRRQKRQPPSVSTASPP

HPPAARACPLTSNPQRVPAEGD B A AN DR EEESE S SRPS SPOPTHPENTTS SSPOL

KNPPQPKP

>0my LOC110536509*
MELSAVGERVFAAEAILKRRVRKSRLEYLVKWKGWALKHSTWEPEENILDDRLIAGFEQKERERELHGPKKRGPKPKN
LPAKARGAQKRETSTPRAPRSTSSSSPRAPPSSFPSASPYISPSPSLASTALFCSLLSLLALLGIGGNLYTMGLLIRR
RRGRRRRGCSSCCLGGRGVPLPSCLSSSPPSLSPSSSPTSSSSTSLHLQVLSLALADLLYLFTAPFIVYDSLAADWAFE
GELGCRLLFSLDLITLHASIYTLTAMSLDRYRAVANPLATSSSPSSGLLRVALAWGLAVALSLPMMITLHLEDGDDGQ
LCVPAWDEQSSKVYMSVLFCTSMIGPGLAIGALYATLGRLYWVSQTQPWASGSGGSTSYPPRAPRPKVLLLILGIVLA
FWACFLPFWVWQLLPLYRPDMLRTVPVGTQVTVNRILTGLTYGNSCVNPFFYTLLTGGKRRRNRQTPTSANQLCRKSS
PQ

>Omy_T.0C110538378
METSSTGEQVFAVES T TKKRVRKGNVEYLLKWQGWPPNTLTGELATTVRHLVHFRNVKS PSRSSVNPTPHASKTEGYS
TWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRPRRLVLRSSLLLONIYAMDLRSAHKVPDTPRLRLSLTRSMGSE
LDQOGSLPYRAGEGGSVYRRLARRKNKQRVSKPVSDNNSLOPLTRIQDPMEHEWQGAEERPESELTTDTRENRHSRSEC
SSPMMEQEVEEPTDRVESCGSALGSGDETLGGGALLRVTGAWYRSEGRTSETGQEQIDRTDQSESCVSAEGPKDNISN
RLVDSATEVELGTDTLIDKVERLGTDNVIERVEGLGTDYFIDRVEEMGGHILIDRDSTSVVDVGDETVADGSVVCTDV
EVAEEVVENDTKQOGEEVV T S e G0 SR - G 1< S

>Omy_T1.OC110486408
METSSTGEQVFAVES T TKKRVRKGNVEYLLKWQGWPPNTLTGELATTVRHLVHFRNVKS PSRSSVNPTPHASKTEGYS
TWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRPRRLVLRSSLLLONIYAMDLRSAHKVPDTPRLRLSLTRSMGSE
LDQGSLPYRAGEGGSVYPRLARRKNKQRVSKPVSDNNSLQPLTRIQDPMEHEWQGAEERPESELTTDTRENSLEFRHSR
SECSYPMMEQEVESTTDRVESCGSTLGSGDETLGGGALLRVTGAGYRSEGGTSETGQEQMDRTDOSESCGSAEGPEDL
NISNRLVDSDTEVELGTDTLIDRVERLGTANATIERVEGLGTDYFIDRVEMGTHILIDRDSTSVVDVGDETMADGSVVC

TDVEVAEEVVENDTKOQGEE VY T/ G A - G 7 < S

>Omy LOC110499099
MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOTYDEKEQKDRALGYRKRGPKAKR
LLLONTIYNMDLRSAHKALEKPPARLRLSLTRSLESEAEDPTYGACRRSLHPRLAHRKNKPRRSQFMCLASPPGPPNP
TKVPTHDDWGRREEEDDMEEEEETRQEQSERETEICSGILNGQDRAEDWSSVIGSDEVTASERS

SRR < c - TR LEF

>Omy_LOC110502860
MELSAIGEQVFAVESIIKKRVRKCNVEYLLKWKCWPPKY STWEPEEHI LDORLVOAYEEKDOKDRALGYRKRGPKAKR
LLLONTIYTMDLRSAHKAPEKHPARLRLSLTRSLDSEAEDPTYGACRRSLHPHLDHHKNKPRRSQFVRLASPPGPPTP
TQDPTHEDWGRREEEDEEEEARQDESERETEMS SGILNGONRAEDWS SVIGSEEVTVSERS BNNENCE CEVADN

SRR - RGMGLEF

>Omy Cbx8 (Gene ID: 110485969)

MELSAVGERVFAAESITKRRIRRGRMEYLVKWKGWSPKESTWEPEENILDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKLYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRQPVL
QRPPGPDGFVIVPKKRGPKPKLRFKDNPFNAPPAALSPPKRRAEEQATYGPLKLAKLGLSGGEERGSEMRGIKLAHRH



QEELGGYPHKQIRPVASGSTQQHCGPDRGMLHSHRIGSDSQACRTKECPSNYLSPPQLKHLSKKNVHQPSEELPQRGK
PSLIAKLPVSRILGOTDE v NSRRI 0 <Dk X

>Omy LOC110519423

LOGRMEYLVKWKSWSKKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPETFLLKAKAKATAKTYECRREMP

RGIRVSYPVPMPMITPRAREGLRAIVPTIFPPSTVNRGESVRVRLPETERRPRPAPPHPFMAEEFVNIPKKRGPKPKL

RLRFNMEPDSCPTEEPAKRSRLEEQQVPYGLSKMSRHCHHEGETSKRSVIQLTRRFQEGTSIVPKSNKAQRLLGTVSH

PGTHSHDGRLLHKARLDQQSRRTLECPGGMSVPHPKLKHVSTKNHLYRASDSSSSMQQSRPIVVAKSPASRSSGEQSA
KGFFKDNR

>Omy LOC110493689

MELSAVGERVFAAESIIKRRIRRGRMEYLVKWKGWS PKFSTWEPEENILDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKSYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRQPVL
QRPPGPDGFVIVPKKRGPKPKLRFKDNPFNATSAATEPHKRRAEEQATYGPLKLAKLGLSDGEERGSEMRGIKLAHRH
QVELGGYPHKQMRPVASGSTQQHYGPDRGLLHSHRIGSDSQACRTKECPSNYLSPPHLKHLSKKNGHQPSEELPQRGK
PSLIAKIPVSRILGQTDE ViR CMNN D N RS O G ' FKDKR

>Omy LOC110486816

MELSAVGERVFAAESITKORIRRGRMEYLVKWKSWSKKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKATAKTYECRREMPRGIRVSYPVPMPMITPRAREGLRAIVPTIFPPSTVNRGESVRVRLPETERRPRPAPP
HPFMAEEFVNIPKKRGPKPKLRLRENMEPDSCPTEEPAKRSRLEEQQVPYGLSKMSRHCHHEGETSKRSVIQLTRREQ
EGTSIVPKSNKAQRLLGTVSHPGTHSHDGRLLHKARLDQQSRRTLECPGGMSVPHPKLKHVSTKNHLYRASDSSSSMQ

QSRPTVVAKSPASRSSGEQSAV NSNS S < G K DNR

>Omy LOC110486815%
MPRGIRVSYPVPMPMITPRAREGLRAIVPTIFPPSTVNRGESVRVRLPETERRPRPAPPHPFMAEEFVNIPKKRGPKP
KLRLRENMEPDSCPTEEPAKRSRLEEQQVPYGLSKMSRHCHHEGETSKRSVIQLTRRFQEGTSIVPKSNKAQRLLGTV
SHPGTHSHDGRLLHKARLDQQSRRTLECPGGMSVPHPKLKHVSTKNHLYRASDSSSSMQOQOSRPIVVAKSPASRSSGEQ

52 SNBSS - - <D\ %

>Omy LOC110486809*
MPRGIRVSYPVPMPMITPRAREGLRAIVPTIFPPSTVNRGESVRVRLPETERRPRPAPPHPFMAEEFVNIPKKRGPKP
KLRLRFNMEPDSCPTEEPAKRSRLEEQQVPYGLSKMSRHCHHEGETSKRSVIQLTRRFQEGTSIVPKSNKAQRLLGTV
SHPGTHSHDGRLLHKARLDQQSRRTLECPGGMSVPHPKLKHVSTKNHLYRASDSSSSMQOQSRPIVVAKSPASRSSGEQ
s v SNBSSV SRSSED - - <D\ <

>0ki LOC109898685

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKEILT CKRG-
PEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPQKKAQIVVAKPEPPR

KKRGRKALPAEMKATIQONKGQRKIIKTVAKDSPADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM

NTAGSGRSNTLASLSEFNQRSNQSKSQASDFKLSVSEVDSGAGLDLKTTASKSPGVAALNLHNSKLSTSNGNLQGAFQP

QLGSHNGQKKPDAPGQTPVQQVPNNKTAAPFSTPKGPANQAASLQALNLQSVNKSTPGNGTPGNGTAPVSNLRSTANP

ARKDTVGQYDLEKNPVQSPATPGGQQPRKNHPGVDKVKAEEISEAGVMTERPERLTTTRAQGRVEKSIVONPSTEARD

ILGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDODSPYPSNSQDLS I SVQT GBI v D VAN v

VGFFNIHNY

>0ki LOC109879638

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKEILICKRGKRPRG
RBRRVVETVPEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPQKKAQIVVAKPEPPR
KKRGRKALPAEMKAIQQNKGQRKI IKTVAKDS PADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM
NTAGSGRSNTSASLSFNORSNQSKSQASDFKLSVSDVDSGAGLDLKTTASKSGVAVLNLHNSKLSTSNGNLQGAFQPQ
LGSHNGQKKPDAPGQTPVQQVPNNKTAAPFSTPKGPANQAASLQALNLQSVNKSTPGNGTPGNGTAPVSNLRSTANPA
RKDTVGQYDLEKNPVQSPATPGGQQPRKNHPGVDKVKAEE I SEAGVMTERPERLTTTRAQGRVEKS IVONPSTEARDT

LGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDQDSPYPSNSQDLS I SVOT GO VAN
NSRS G I THN Y

>0ki L0C109870514

MEGVTVGHVFDAECILNKRPRKGKFEY LVKWRGWS SKHNSWEPEENT LDPRLLAAFHKRAQERELLFRKRG
RREEEPr PTETKSDRSSSSSSSGLSSSPSSSSSEEEEEEDHRKKAKPGPRLRNLY PVPQKRPQTVVAKNE PVRKKRGR
KPLLPELRALRQAKTRPPLPPPSPSRHQQVLRPPREPFKEEPRGGVKKPLOPASFTYTGLSSSRGSRDEVAHQVAAGG
AFYQAGASKPGPLNSTWSGRSMSTNTPTPSSPSSSSSLSRPPPPYSKGWSDLKRSLSVSDAGSSNGRAEGFKVASSLK
PGMSTTTLCLHSSKTSSGCGGSSTACSPAQRFPAGQRRQOEGPGGQAGMVVOOQGAKPPSSTPPSARDRT SQALSLRA
LNLOSVKRIAPGNGPQGNGTSSTTGVAVSRLSLRSSASPAGKRAGGS TKETHTSSGLNQGLVSGGLGGGALHSGSVPP
ARVERGERGKDTGAETEREMDNKGPGGVGMGNGRVEKGVSVQAQGGVSTARRGRANGGRQEDRKSGOSLTVNERNSRT

LNELSTGDSDDTSSSESEECDSPYPDNNNNRARLVSMEME TE DR AR D AN R ESBs / G F

FNVRNH



>0ki LOC109899149

MEGVTVGQVFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENI LDPRLMAAFHKREQERELLFGKRGKRPRGRE
RREEEBEPTETKSDRSSSASSSGLSSSPSASSSEDEDHGKKAKPGPRRLNLHPVLQTRPHIVVANQE PVOKRRGRKPL
LPELRALRQANTRLPLPPPPLSRHHQVLRPPREPPKEEPRGGVKKPLQPASFTYTSLSASRGSRDETASQRAAGGAFF
QAGASKPGMLNSIWSGRSMSTITPSSPSSSSSLSRPPPPHSKGLSDLKRSLSVSDAGNSSGRAEGLKVASSVKPGVST
LTSLGLHSSKTSSGFGGSPAACSPAQRSPAVORRQOEGPGSQAVVVVQQQOGAKPSSSPPPSARDRI SQALSLRALNLQ
SVNKRAPGNGLQGYGTSGTTGIAVSRSSLRSGASQAGKGAGGI IKEMHTSSGLDQSLASGGLGAGMLRSGS I PQAREE
RGKTTGAETEREMDSKGPRGVGSGNGRLERGGSVQGGVSSAGGGGSSAAREEDRRSEQSLNERNSRSVENSRTLNELS
TGDSDDTSSSESEEPDSSPYPNNNGPRLVSMETE I E DR A i DA R ESes /G F FNVRN P

>0ki Cbx4 (Gene ID: 109865985)

MELPAAGEHVFAVES IEKKRNRKGRMEYLVKWRGWSPKYNTWEPEENILDPRLLDAFONRERYEQILMGYRKRGPKPKH
LMGQVPSFARRSSVLSGLQETTLDEDNRQQVDPIQTVRSQTQQOYQLNSKKHHQYQPLLAKEREAEQOANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNGPS
GESEQSKATAKEDAPLLEADGVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLGEPQPDNNDDAAEN
QLEKMRLVQKLGLTNGFAKDCNKGSNRSNEFKCPADKVDSPKMGLSATEQNKHENVRDOKEATEDQPLQLTNKPSLAP
WPIEMGVHRTQPGKGSSLALKRHLSEADKGEDRGGCKQFLNSRSISIPCTVSSPPQSNSTDONGHHSHNGQQDYDFLE
SNQDEPMDLSCVRSRREAPVPTETQVAPSAEEEKTAEQTEPPLAITTEQTVEEE

>0ki LOC109894654
MELPAAGEHVFAVESIEKKRNRKGRME YLVKWRGWS PKYNTWEPEENILDPRLLDAFONRERYEQLMGYRKRGPKPKH
LIGQVPSFARRSSVLSGLQETTLDEENRQKVDPIQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQLNSKKH
HHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQOKWVRDKDSGCLSKVKDITMELKKLPAHLNDHSGKSEQ
SKATAKEDAPLLKANDVSDSKLKIVKNKNKNGRIVIVMSKYMENGMOQAARIKNGDVETLDEPQPDNDDDAAENQLEKM
RLVQKLGLTNGFAKDCNKDVKLHSLNSGSNGSNVFKCPAEKVDSPKMELSATEQPLRLTTKPNLAPWPFEMGVHRRTQ
PVNGSSPAFKRHLSEADKDEDRGGCKRFLNSRSISAPCTVSSPPQSNSMDONGHHSHNGHQDYDEFLESNQDEPMDLSC

VRSKREAPVPTETQVAPSAEEEKTAEQTKPPLAITTEQTKPPLAITTEHTVEEE BRI CNVDNCH

>0ki LOC109887742

MELPAAGEHVFAVESIEKKRNRKGRMEYLVKWRGWS PKYNTWEPEENILDPRLLDAFQNRERYEQLMGYRKRGPKPKH
LIGQVPSFARRSSVLSGLOETTLDEENRQKVDPIQTQQYQLNSKKHHQOYQPLLAKEREAEQOANGKKKL Y YQOLNSKKH
HHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNDHSGKSEQ
SKATAKEDAPLLKANDVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDEPQPDNDDDAAENQLEKM
RLVQKLGLTNGFAKDCNKDVKLHSLNSGSNGSNVFKCPAEKVDSPKMELSATEQPLRLTTKPNLAPWPFEMGVHRRTQ
PVNGSSPAFKRHLSEADKDEDRGGCKRFLNSRSISAPCTVSSPPQOSNSMDONGHHSHNGHQODYDFLESNQDEPMDLSC
VRSKREAPVPTETQVAPSAEEEKTAEQTKPPLAITTEQTKPPLAITTEHTVEEE

>0ki LOC109882827

MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWS PKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LLVQLPSFARRSSIPAGFEETSPEAENHLRSDPIQOMHRSQPQQYQLNSKKHHQYQPSKQEVSADOLGNGKKKLEYQLN
SKKHHHYPGAPEPXYVQPQSTRPKDMVKGQEPSPPTNPNPGWNLPPALOQOKWVRDKNTGCLSKVKDVTVXDEKAVVRYV
NEAESECALKPSPKEAALPSAVSSKMKTSRTRTRMDALSSSMPAAEHPKKHSPEDGHFSKPSPSTAEEYNTEDKPMDL
LHLIVPRRSSSSGYGYEITDTSTSQEEPMDLSCSRTRKQPEPEPVPEPEPEHKDPTAVVQESETTTTTTTTATTTTEE
TKEESVL)

>0ki Cbx6 (Gene ID: 109884207)
MELSAVGERVFAAEATLKRRIRKSRLEYLVKWKCWALKHSTWEPEENILDDRLIAGFEQKERERELHGPKKRGPKPKN
LPAKARGAQKRETSTPRAPRSTSSSSPRAPPSSFPSASPAPTPKLNSLAATHKLKKDIRRCTSMSRRPTL,PRPDPLASP
GSFSGSSGFPSRPPVSPFSETVRILNRRVKPREVKRGRI ILNLKVIDKPGSGGGGRGGGGNRRAPSGSMSLOGGRONT
PSRNRIIGKRSGEAPYRPFQPMLGFPMYGKPFGLQCGGPGXLHLPHSATGSSTGTSGARDTQPPPSPSSSSGSTTPAQ
NHPTPPGPATGAXGSAPNLSTQASASSAQSTPSHPPELOKNQNAEQGPNPLLPSLSFASGSSSSSFDEEEDDADALDL
SAPQEGKRKLRRRRROKRQPPSVSTASPPHPAAASSCPLTSNPQRVPAEGD

EREEBSE s SRPSSPOPIHPENTTSSPQLKNPPQPKP

>0ki Cbx7 (Gene ID: 109899160)

MELSAIGEQVEAVESIIKKRVKKGKVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKDOKDRALGYRKRGPKAKR

LLLONTIYTMDLRSAHKAPEKPPARIRLSLTRSLDSEAEDPTYGACRRSLHPHLDHHKNKPRRSQFVRLASPPGPPTP

TQDPTHEDWGTREEEDEEEDMEEEEARQDESERETEMSCGI LNGONRAEDWS SVIGSEEVTVSERSBNNEMCEGEN
KGFFRGWGLEF

>0ki LOC109898530

MELSSIGEQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRPRR
LVLRSSLLLONIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPYRAGEGGSIYPRLARRKNKQRVSKPVSDNNS
LOPLTRIQDPMEHEWQGAEERPESELTTDTRHSRSECSYPMMEQEVESTPDRVESCGSTLGSGDETLGGGALLRVTVA
GYRSEGGTSETGQEQMDRTDQSESCVSAEGPEDLNISNRLVDSDTEVELGTDTLIDRVERLGTANAIERVEGLGTDYF



IDRVEEMGTHILIDRDSTSVVDVGDETVADGSVVCTDVEVAEEVVENDTKQQGEEVV G NOS CAE B CRVavaa
EGFFKS

>0ki LOC109870400

MELSAIGEQVEAVESITKKRVRKGNVEYLLKWKGWPPKY STWEPEEHILDORLVOTYDEKEQKDRALGYRKRGPKAKR

LLLONTIYNMDLRSAHKALEKPPARLRLSLTRSLESEAEDPTYGACRRSLHPRLAHRKNKPRRSQFMCLASPPGPPNP

TKVPTHDDWGRREEEDDMEEEEETRQEQSERETEICSGILNGQDRAEDWSSVIGSDEVTASERS ENNCEVCECEN
KGFFRGWGLEF

>0ki LOC109889501

MELSAVGERVEFAAESIIKRRIRRGRMEYLVKWKGWS PKESTWEPEENILDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKSYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRQPVLQOR
PPGPDGFVIVPKKRGPKPKLRFKDNPFNATSAATEPHKRRAEEQATYSPLKLAKLGLSDGEERGSEMRGIKLAQRPQV
ELGGYPHKQMRPVASGSTQQHYGPDRGLLEHSHRIGSDSQACRTKECPSNYLSPPQLKHLSKKNVHQPSEELPQRGKPS
LIAKTPVSRILGOTDE Y [N RO SSH O G & 7 K DKR

>0ki LOC109882830

MELSAVGERVFAAESIIKQRIRRGRMEYLVKWKGWSKKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKATAKTYECRREMPRGIRVSYPVPMPMITPRAREGLRAVVPTIFPPSTVNRGESVRVRLPETERRLRPAPP
LPFMAEEFVNIPKKRGPKPKLRLRFNMEPDSCPTEEPAKRSRLEEQQVPYGLSKMSRHCHHEGETSKRSVIQLTRRFQ
EGTSIVPKSNKAQRLLGTVSHPGTHSHDGRLVHKARLDQQSRRTLECPGGMSVPHPKLKHVSKNHEYRASDSSSSMQQ

SRPTVVAKSPASRSSGEQS AV iGNNI RS < G * F K DNR

Oki LOC109882828*
MSPTPRLIFMYVLFLCWLSPSAADLCNWSGSGLAREAEANSRTVQQVRLRCTEGSVEWVYPGQALRVVLEPNLSSARH
TTVCIKPFRSENGASVYIERAGELDLLMTDGGRPEQVFCEFPADGPQKPATIFLLANPORDISQRAVGFRYELLGNQTTA
PNLGRSVLQASCRPCNDTELLLAICSSDEVVRGSIRNVSHNAERQTSLVEVSDGRVYRQRSGVFERHTGTIGVPGSSS
SWHGHIHTLLQCHVKPGGGEFLFTGTEHFGEAWLGCAPRYKDFMSLYQSAWVARQNPCEFPLD

Oki LOC109866077
MELSAVGERVEAAESTIKRRIRRGRMEYLVKWKGWS PKESTWEPEENT LDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKSYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPIREHRQPVL
QRPRGPDGFVIVPKKRGPKPKLRFKDNPFNAPPAALSPPKRRAEEQATYGPLKLAKLGLSGGEERGSEMRGIKLAHRH
QEELGGYPHKQIRPVASGSTQQHCGPDRGMLHSHRIGSDSQACRTKECPSNYLSPPOLKHLSKKNVHQPSEELPQRGK
PSLIAKIPVSRILGQTDEV NN DRSS O G F F K DKR

>Sal LOC111977406

MEGVTVGQVFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLMAAFHKREQERELLFGKRGKRPRGRP
RRIEEBrPTETKSDRSSSSSSSGLSSSPSASSSEEEDEDHGKKAKPGPRRRNLNLQPVLQTRPHIVVANQEPTRKKRG
RKPLLPELRALRQANIRPPLPPPPLSRHHQVLRPPREPPKEEPRGGVKKPLOPASFTYTSLSASRGSRDETAPQRAAG
GAFFQAGASKPGPLNSIWSGRSMSTITPSSPSSSSSLSRPPPPHSKGLSDLKRSLSVSDAGNSSGRAEGLKVAFSVKP
GVSTSTSLGLHSSKTSSGFGGSPAACSPAQRSPAGORRQOEGPGSQAVVVVQQQGAKPSSSPPLSARDRISQALSLRA
LNLOSVNKRAPGNGLQGYGTSGTTGVAVSRSSLRSGASQAGKGAGGS TKEMHTSSGLDQSLASGGLGAGVLRSGCIPQ
AREERGERGKTTGAETEREMDSKGPRGVGSGNGRLERGGSAQGGMSSAGGGGSSAAREEDRRSEQSLNERNSRSIENS
RTLNELSTGDSDDTSSSESEEPDSSPYPNNNGPRLVSMETEME DR A D AN R Eeoie G
FFNVRNP

>Sal 1L0C112077672

MEGVTVGHVFDAECI LNKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLLAAFHKRAQERELLFRKRGKRPRGRP
RRIEEBrPTETKSDRSSSSSSSGLSSSPSASSSEEEDEDHGKKAKPGPRRRNLNLQPVLQTRPHIVVANQEPTRKKRG
RKPLLPELRALRQAKTRPPLPPPSPSRHHQVLRPPREPFKEEPRGGVKKPLOPASFTYTGLSSSRGSRDEVAHQVAAG
GAFYQAGVSKPGPLNSTWSGRSMSTNTPTPSSPSSSSSLSRPLPSYSKGWSDLKRSLSVSDAGSSNGRAEGLKVASSL
KPGVSTSTSLCLHSSKTSSGCGGSPTACSPAQRFPAGORRQQEGLGGOAGMVVQQQGAKPPSSTPPSARDRISQALSL
RALNLQSVKKIAPCNGLHGNGTSGTTGVAVSRLSLRSSASPAGKRAGGS IKETHTTSGLNQGLVSGGLGGGALHSGSV
PPARVERGERGKDTGVETEREMDNKGPGGVGRGNGRVEKGGSVQAQGGVSTARRGRANGGRQEDRKSGQSLTVNERNS
RSGDNSRTLNELSTGDSDDTSSSESEECDSSPYPDNNNRARLVSMEMETE

EBBES v GFFNVRNH

>Sal LOC112073971

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQTNILDPRLLAAFNKSEQEKEILISKRGKRPRG
RBRRVVETVPEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPQKKAQIVVAKPEPPR
KKRGRKALPAEMKAIQQNKGQRKIIKTVAKDSPADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM
NTAGRSNTSASLSFNQRSNQSKSHASDFKLSVSEVDSGAGLNLKTTASKSPGVAALNLHENSKLSTSNGNPQGAFQPQL
GSHNGOKKPDAPGQTPXQQVPNNKPAAPLSTPKGPANQAASLOALNLOSVNKST PGNGTPGNGTVPVSNLRSTANPAR
KDTVGQYGQEKNPXQSPVTPGGQQPRKNHPGVDKVKAEET SEVGVTAERPERLTTTRAQGRVEKS IVQNPSAEARDIL

GKRERSASKDSGKQAKVLLSEMSTGEESTSDSDXDSPYPSNSOXLSISVOT G DR VA v
FRESBES v crrNTHNY



>Sal LOC112070653
MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKEILI SKRG-

PEVSKSSSSSSSSSSSGSSSSSSSSSSSSDDDDDDNNDRKAKPGPRTRELHPVPOKKAQIVVAKPEPPR
KKRGRKALPAEMKAIQONKGQRKIIKTVAKDSPADLRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNSM
NTAGRSNTSASLSFNQRSNQSKSXASDFKLSVSXVXSGAGLXLKTTASKSXXXXXXXXAPLSTPKGPANQAASLQALN
LOSVNKSTPGNGTPGNGTVPVSNLRSTANPARKDTVGQYGQEKNPXQSPVTPGGQQPRKNHPGVDKVKAEETSEVGVT
AERPERLTTTRAQGRVEKSIVQONPSAEARDILGKRERSASKDSGKQAKVLLSEMSTGEESTSDSDXDSPXPSNSQXLS
rsvorc TR RESHN 11 Y

>Sal LOC111956774

MELPAAGEHVFAVESIEKKRNRKGRMEYLVKWRGWSPKYNTWEPEENILDPRLLDAFONRERYEQLMGYRKRGPKPKH
LMGQVPSFARRSSVLSGLQETALDXDNRQKVDPIQTVRSQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNXHS
GESEQSKATAKEDAPLLKDNGVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDEPQPGNDDDAAEN
QLEKMRLVQKLGLTNGFAKDCKKGSNGSNVFKCPADKVDSPKMELSATEQNKHENVRGOQKEATEDQPLQLTTKPNLAP
WPFEMGVHRTQXGNGSSPALKRHLSEADKGEDRGGCKQFLNSRSISAPCTVSSPPQSNSMDONGHHSHNGHQDESNQD

EPMDLSCVRSRREAPVPTETQVAPAEEEKTAEQTKPPLAI TTEQTVK ERDE DR VD N GV

>Sal LOC111953935
MELPAAGEHVFAVESIEKKRNRKGRMEYLVKWRGWSPKYNTWEPEENILDPRLLDAFONRERYEQLMGYRKRGPKPKH
LIGQVPSFARRSSVLSGLQETTLDEDNRQKVDPIQTLRSQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNDHS
GESEQSKATAKEDAPLLKANDVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDEPQPDNDDDAAEN
QLEKMRLVQKLGLTNGFAKDCNKDVKLHVLNSGSNGSNVFKCPAEKVDSPKMELSATEQPLRLTTKPNLAPWPFEMGV
HRRTQPVNGSSPALKRHLSEADKGEDRGGCKRFLNSRSISAPCTVSSPPQSNSMDONGHHSHNGHQDYDFLESNQDEP
MDLSCVRSRGEAPVPTETQVAPSAEEEKTAEQTKPPLAITTEHTVEEE

>Sal LOC111950939
MGLQEWRPTPLPHLIDGQHAYAVRHLLKVRPRGRGFQYLVDWEGYGQEERCWVPARDILDPGLIADFQYRHPGQPGMC
PACCQFILFIKPTSVFPLVPVLCIVPVE

>Sal TL0C112069120
MELPAAGEHVFAVEGTIEKKRIRKGK IEYLVKWRGWS PKYNTWEPEENTLDPRLLVAFONRERQOEQLMGYRKRGPKPKH
LLVOQLPSFARRSSIPAGFEETSPETENHLRSDPIQMHRSQPQQYQLNSKKHHQYQPSKQEVSADQLGNGKKKLEYQLN
SKKHHHYQPDPNMYNTQSTRPKDVVKGQEPSPPTNPNPGWNLPPALQOKWVRDKNTGCLSKVKDVTVVEMKKAAVRVN
EAESECALKPSPKEAALPSAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKAGAAKGKHSSDLTGEEKPQHAEQSDMTKV
QGTTNVPKEICNASSPPAAEHPKKCSPEDGHFSKPSPSTAEEYNTEVARGOQADLPDDHPLQLTTNPTPSPWAMDTSLP
TPSPMDQIRTLPTTNNNRKRKLSHPEEDRGACKKFLSSRSISVPSAVPTPPODKPMDLHLIVPRRSSSSGYGYEVTDS
STSQEEPMDLSCSRTRKQPEPEPVPEPEPEPKDPTAVVQESETTTTTTTTATTTTEEAEKE

>Sal Cbx6 (GeneID: 112069553)
MELSAVGERVEAGEATLNTRVRKVSTAVELSLOKSRRCRGSPRRASRARTEDLSFSSKMTKODS I PANLLTQYWEPEE
NILDGRLIAGFEQKERERELHEPKKRGPNPKTSCQGTEPRRKRPHTRAPRSTSSSSPRAPPSFPSASPAPSPKLNSMA
XAHKLKKDIRRCHLRMSRQPLYRRTDPLATPGSFSGPSGFPSRPPVSPFSETVRILNRRVKPREVKRGRI ILNLNVID
KXGSGGGGRGGGGNRRAPSGSMSLOGGRONI PSRNRI IGKRSGEAPYRPFQPMLGFPMYGKPFGLQCGGPGPLHLPHS
ATGSSTGTSGARDTQPPPSPSSSSGSTTPAQNHPTPPGPATGASGSAPNLGAQASASSAQSTPSHPPELQKNONAEQG
PNPLLPSLSFASGSSSSSFDEEEDDADALDLSAPQEGKRKLRRRRROKRQPPSVSTASPPHPPGACPLTSNSQRVPAE
GDE DR A S AN DR EPeE S SRPS S PQPTHPENTTSSSSSSPPPPPPPLKNP

>Sal LOC111977976
MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKDOKDRALGYWKRGPKAKR
LLLONTIYTMDLRSAHKAPEKPPARLRLSLTRSLDSEAEDPTYVACRRSLHPHLDHHKNKPRRSQFVRLASPPGPPTP
TODPTHEDWGRREEEDEEEDMEEEEARQDESERETERSSGILNVONRAGDWSSVIGSEEVTVSERS

K

>Sal LOC11196789%4
MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYDEKEQKDRALGYRKRGPKAKR
LLLONTIYNMDLRSAHKALEKPQARLRLSLTRSLESEAEDPTYGACRRSLHPRLAHRKNKPRRSQFMCLASSPGPPNP
TKDPTHDWGRREEEDDMEETRQEQSERETEICSGILNGQDRAEDWSSVIGSDEVTSSERS

KGFFRGWGLEF

>Sal LOC112075019

MELSSIGEQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRPRR
LVLRNIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPXRAGEGGSVYRRLARRKNKQRVSKPVSDNNSLOPLTR
IQDPMEHEWQGAEERPESELTTDTRHSRSECSSPMMEQEVESTTDRVESCGSALGSGDETLGGGALLTVTGAGYSSDG



GTSETGQEQMDRTDQSESCVSAEGPKYLNISNRLVDSATEVELGTDTLIDKVERLGTANAIERVEGLGTDYFIDRVEE
MGTHILIDRDSTSVVDVGDETVSDGSVVCTDVEVAEEVVENDTKQQGEEVVTQ
EGFFKG

>Sal LOC112071830
MELSS I GEQVEAVES TTRKRVRKGNVEY LLKWOGWP PKY STWEPEDHT LDPRLVLAYEEKEEK DRALAYRRKGLRPRR
LILRSSLLLONIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPXRAGEGGSVYRRLARRKNKQRVPKPVSDNNS
LOPLTRIQDPMEHEWQGAEERPESELTTDTRHSQSECSSPMMEQEVESSTDRVESCGSALGSGDETLGGGALLRVTGA
GYRSEGRTSEPGQEQIDRTDQSESCVSAEGPKDNISNRLVDSATEVELGTDTLIDKVERLGTANVIEGLGTYYFIDSV
EEMGTHILIDRDSTSVVDVGDKTVSDGSVVCTDVEVAEEVVENDTKQQSEEVVT]

AR -

>Sal 10C111956622

MELSAVGERVFAAESTTKRRTRRGRMEYLVKWKGWS PKFSTWEPEENT LDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKSYEFRSDAVRGIRVTYPTPEPVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRQPVL
QRPPGPDGFVIVPKKRGPKPKLRFKDNPFNAPPAAPEPPKRRADEQATYGPLKLAKLGLSGGEERGSETRGNKLAHRH
QEELGGYPHKQTRPVASGSTQQHCVPDRSMLHSHRIGSDSQACRTKECPSNYLSPPKLKHLSKKNVHQPSEELPQRGK

PSLIAKTPVSRILGOTDE VNN NS O G~ 'K DKR

>Sal LOC111954549

MELSAVGERVEAAESTIKRRIRRGRMEYLVKWKGWS PKESTWE PEENT LDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKAKSYEFRSDAVRGIRVTYPTPEXVITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPEPVREHRQPVL
QRPPGPDGFVIVPKKRGPKPKLRFKDNPEFNATSAATEPHKRRAEEQATYGPLKLAKLGLSGGEERGSEMRGIKLAHRH
QVELGGYPHKQMRPVASGSTQQHYGPDRGLLHSHRIGSDSQACRTKECPSNYLSPPHLKHLSKKNVHQPSEELPQRGK
PSLIAKIPVSRILGQTDEV KONV REISISIE O G F' F K DKR

>Hhu Cbx2 (ENSHHUG00000026817)

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKE I LI SKRGKRPRG
PEVSKSSSSSSSSSSSDSSSSSSSSSSSSSDDDADDNNDRKAKPGPRTRELHPVPQKKAQIVVAKPEPL

RKKRGRKALPAEMKAIQQONKGQRKIIKTVAKDSPADFRGGIKKPFHPASFTFMGLNSRGPLSVQGRCSLAQGGTTKNS

MNTAGSGRSNTSASLSFNQRSNQSKSQASDFKLSVSDVGSGAGLDLKTTASKS PGVAVLNLENSKLSTSNGNPQGAFQ

PQLGSHNGQKKPDATGQTPLQQVPNNKPSAPFSTPKGPANQAASLQALNLOSVNKSTQGNGTPGNGTAPVSNLRSTVN

PARKDTVGQYGQEQNPVQSPAMPGRQOPIK

NHPGVDKVKAEETSEVGVTAERPERLTTTRAQGRVEKS IVQNPSAEARDI LGKRERSASKDSGKQAKVLLSEMSTGEE

STSDSDQDSPYPSNGODLSISVQT G DR D v RESIES \/ G ' F'N T HN'Y

>Hhu ENSHHUG00000050943

MEELSAVGEQVFDAECILNKRLRKGKLEFLVKWRGWS SKHNSWEPQANILDPRLLAAFNKSEQEKEIL,ICKRGKRPRG
PEVSKSSSSSSSSSSSGSSSSSSSSSSSSSEDDADDNNDRKAKPGPRTRELHPVPOQKKAQIVVAKLEPP

RKKRGRKALPAEMKAIQQONKGQRKI IKTVAKDS PADLRGGIKKPFHPASFTFMGLNSRGPLNVQGRCSLAQGGTTKNS

MNTAGSGRSNTSASLSEFNQRSNQSKSQASDFKLSVSDVGSGAGLDLKMTASKSPGVTVLNLHNSKLSTSNVNPQGAFQ

PQLGSHKGQKKPDAPGQTPLOQVPNNKHAASFSTPKGPANQAASLOALNLOSVNKSTQGNGT PGNGTVPVSNLRSTVN

PARKDTVGQYGQEQNPVQSPATPGGQQPRK

NHPGVDKVKAEETSEVGVTAERPERLTTTRAQGRVEKS IVQNPSAEARDI LGKRERSASKDRGKQAKVLLSEMSTGEE

STSDSDQODSPYPSNGQDLS ISVOTC DR D AN REISIS / G F PN T HN'Y

>Hhu ENSHHUG00000045610

MEGVTVGHVFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENILDPRLLAAFHKRAQERELLFRKRGKRPRGRP
RRITEBEPTETKSDRSSSSSSSSSGLSSSPSSSSSEEEEEDHGKKAKPGPRLRNLY PVPQKRPQIVVAKNE PVRKRRG
RKPLLPELRVLRQAKTRPPLPPPSPSRHHQVLRLPREPFKEEPRGGVKKPLOPASFTYTGLSSSRGSRDEVAHQGAAG
GAFYQAGASKPGPLNSIWSGRSISTNTATPSSPSSSSSLSRPPQSYSKGWSDLKRSLSVSDAGSINGRAEGLKVASSL
KPGVSTSTSLCLHSSKTSSGFGGSLAVCSPAQRFPAGORROQOEGPGGQTGMVVQQQGAMPPSSTPPSARDRISQALSL
RALNLQSVKKIAPGNGLQGNGTSGTTGVAV
SRLSLRSSASPAGKRAGGSIKETHTSSGLSQGLVSGGLGGGALHSGSVPAARVEREERGKDTGAEMEREMDNKGPGCV
GRGNGRVEKGGSVQAQGGVSTARRGGANGGRQEDRKSGQSLTLNERNSRSGDNARTLNELSTGDSDDTSSSESEECDS
SPYPDNNNNGARLVSMEME TE [N D A RESIBIS \/ G E F'N'VRNH

>Hhu ENSHHUG00000028893

MEGVTVGQVEFDAECILNKRPRKGKFEYLVKWRGWS SKHNSWEPEENT LDPRLMAAFHKREQERELLFGKRG_
-EPTE TKSDRSSSYSSSGLSSSPSASSSEEEDEDHGKKAKPGPRRRNLNLHPVLQTRPHIVVANQEPIRKKRG
RKPLLPELRALRQANTRPPLPPPPLSRHHQVLRPPREPPKEEPRGGVKKPLQPASFTYTSLSASRGSRDETAPQRAAG
GAFFQAGASKPGLLNSIWSGRSMSPATPSSPSSSSSLSRPPPTHSKGLSDLKRSLSVSDAGNSSGRAEGLKVASSVKP
GVSTSTSLGLHSSKTSSGFGGSPAACSPAQRSPAGQORROQEGPGSQAVVVVQQOQGAKPSSSPPPSARDRISQALSLRA
LNLQSVNKRAPGNGLQGYGTSGTTGVAVSRSSLRSGASQAGKGAGGSIKEMHTSSGLDQSLASGGLGAGVLRSGSIPQ
AREERGERGKTTGAETEREMDSKGPRSVGRGNGRLEKGGSVQGGVSSAGGGGSSAAREEDRKSGQSLNERNSRSVENS

RILNELSTGDSDNTSSSESEGRDSSPYPNNNGPRLVSMETEME DR D AN RS eEie G

FENVRNP



>Hhu Cbx4 (ENSHHUG00000045583)
MELPAAGEHVFAVEGIEKKRIRKGKIEYLVKWRGWSPKYNTWEPEENILDPRLLVAFONRERQEQLMGYRKRGPKPKH
LLVQLPSFARRSSIPAGFEETSPEAENHLKSDPIQMHRSQPQQYQLNSKKHHQYQPSKQEVPADQLGNGKKKLEYQLN
SKKHHHYQPDPNMYNTQSARPKDVVKGQEPSPPTNPNPGWNLPPALQOKWVRDKNTGCLSKVKDVTVVEMKKAAVRVN
EAESECALKPSPKEAALPSAVSSKMKIIKNKNKNGRIVIVMSKYMDGNKAGAAKGKHSSDLTGEEKPQHAEQSDMTKV
QOGTTNVPKEICNASSPPAAEHPKKRSAEDGHFSKPSPSTAEEYNTEVARGQADLPDDHPLQLTTNPTPSPWAMDTSLP
TPSPMDQIRTLPTTNNDRKRKLSHPEEDRGACKRFLSSRSNSVPSAVPTPPQDKPMDLHLIVPRRSSSSGYGYEVTDT
STNQEEPMDLSCSRTRKQPEPEPVPEPEPEPKDPTAVVQESVTTTMTTTTAATTTEEAEEE

>Hhu ENSHHUG00000007216
MELPAAGEHVFAVEGIEKKRIRKVKLLTNAHFNSVELNSNVIGFLTKSLSFSFLLOGKIEYLVKWRGWSPKYNTWEPE
ENILDPRLLVAFONRERQEQLMGYRKRGPKPKHLLVQLPSFARRSSIPAGFEETSPEAENHLRSDPIQMHRSQPQQYQ
LNSKKHHQYQPSKQEVPADQLGNGKKKLFYQLNSKKHHHYQPDPNMYNTQSARSKDVVKGQEPSPPTNPNPGWNLPPA
LOQKWVRDKNTGCLSKVKDVTVVEMKKSAVRVNEAESECALKPSPKEAALPSAVSSKMKI IKNKNKNGRIVIVMSKYM
DGNKAGAAKGKHSSDLTGEEKPQHTEQSDMTKVQATTNVPKEICNASSPPAAEHPKKRSPEDGHFSKPSPSTAEEYNT
EVARGQADLPDDHPLQLTTNPTTSPWAMDTSLPTPSPMDQIRTLPTTNNDRKRKLSHPEEDRGACKKFLSSRSISVPS
AVPTPPQODKPMDLHLIVPRRSSSSGYGYEVTDTSTNQEEPMDLSCSRTRKQPEPEPVPEPVPEPEPEPKDPTAVVQES
VITTTTTTIATTTEEAEEE

>Hhu ENSHHUG00000045521

MELPAAGEHVFAVESTEKKRNRKGRMEYLVKWRGWS PKYNTWEPEENILDPRLLDAFONRERYEQLMGYRKRGPKPKH
LMGQVPSFARRSSVLSGLQETTLDEDNQOKVDPIQTVRSQTQQYQLNSKKHHQYQPLLAKEREAEQQANGKKKLYYQL
NSKKHHHYQPDPKMYDSTQCMKPREATKAPELPTNHSWNLPPALQQKWVRDKDSGCLSKVKDITMELKKLPAHLNGHS
GELEQSKATAKEANGVSDSKLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDELQPDNDDDAAENQLEKMR
LVQKLGLTNGFAKDCNKGSNRSNVFKCPADKVDSPKMELSATEQNKHFNVRGOKEATEDQPLOLTTKPNLGPWPFEMG
VHRRTHPGNVSSPALKRHLSEADKGEDRGGCKQFLNSRSISAPCTVSSPPQOSNSMHONGHHSHNGHQDYNFLESNQDE

PMDLSCVRSRREAPVPTETQVAPAEEEKTAEQTKPPLAITTEQTVEEE Bl RGN DN R

>Hhu ENSHHUG00000050487

MEYLVKWRGWS PKYNTWE PEENILDPRLLDAFONRERYEQLMGYRKRGPKPKHLIGQVPSFARRSSVLSGLQETTVDE
DNRQKVDSIQTLRSQOTQQYQLNSKKHHQYQPLLAKEREAEQQOANGKKKLY YQOLNSKKHHHYQPDPKMYDSTQCMKPRE
ATKAPELPTNHSWNLPPALQQKRVRDKDSGCLSKVKDITMELKKLPAHLNDHSGNSEQSKATAKEDASMLKANDVSDS
KLKIVKNKNKNGRIVIVMSKYMENGMQAARIKNGDVETLDELQPDNDDDAAENQLEKMRL IQKLGLTNGFAKDCNKDV
KLHVPNSGSNVFKCPAEKVDSPKMELSATEQPLQLTTKPNLAPWPFEMGVHRRTQPRNGSSPALKRHLSEADKGEDRG
GCKRFLNSRSISAPCTVSSLPQSKSMDONGHHSHNGHQDYDFLESNQDEPMDLSCVRSRREAPVPTETQVAPSAEEEK
TAEQTKPPLAITTEHTVEEE

>Hhu Cbx6 (ENSHHUG00000007276)
MELSAVGERVFAAEATILKRRVRKSRLEYLVKWKGWALKHSTWEPEENILDDRLIAGFEQKERERELHGPKKRGPKPKN
LPAKARGAQKRETSTTRAPRSTSSSSPRAPPSSSHPSFPSSAPVPSPKLNSLAATHKLKKDIRRCTSMSRRPLPRSDP
LASPGSFSGPSGFPSRPPVSPFSETVRILNRRVKPREVKRGRIILNLKVIDKPGSGGGGRGGGGNRRVPSGSMSLQOGG
RONIPSRNRIIGKRSGEAPYRPFQPMLGFPMYGKPFGLQCGGPGPLHLPHSATGSSTGTSGARDTQPPPSPSSSSGST
TPAPNHPGPDAQPATGTSASGSAPNMSAQASASSAQSTPSNPPELOKNONAEQGPNPLLHSLSFASGSSSSSFDEEEE
DADALDLSAPQEGKRKLRRRRLOKRQPPSVSTASPPHPPAAGACPLTSNPQRVPAEGD
SSRPSSPOQPIHPENTTTTEEPPTTQAIGSD

>Hhu Cbx6a (ENSHHUG00000051753)

MELSAVGERVEAAEATLKRRVRKSRLEYLVKWKGWALKHSTWEPEENILDDRLIAGFEQKERERELHGPKKRGPKPKN
LPAKARGAQKRETSTTRAPRSTSSSSPRAPPSSSHPSFPSSAPAPSPKLNSLAATHKLKKDIRRCTSMSRRPLPRSDP
LASPGSFSGPSGFPSRPPVSPFSETVRILNRRVKPREVKRGRI I LNLKVIDKPGSGGGGRGGGGNRRVPSGSMSLQGG
RONIPSRNRIIGRRGGEAPYRPFQPMLGFPMYGKPFGLQCGGPRPLHLPHSATGSSTGTSGARDTQPPPSPSSSSGST
TPASSHPTPLGPEAQPATGASASGSAPNLSAQASASSAQSTPSNPPELQKNONAEQGPNPPLPSLSFASGSSSSSFDE
EEDHADALDLSAPQEGKRKLRHRRRQKRQPPSVSTASPPHPPAAGAC PLTSNPQRVPAEG DDA SR

SSCPSSPQPIHPENTTTTEEPPTTQAIGRD

>Hhu ENSHHUG00000038356
MELSSIGEQVFAVESITKKRVRKGNVEYLLKWOGWPPKYSTWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRPRR
LVLRKIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPYRAGEGGSVYRRLARRKNKQRVSKPVSDNNSLQPLTR
IQDPMEHEWQGAEERPESELTTETRHSRSECSSPMMEQEVESSTDRVESCGSALGSGDETLGGGALLRVTGAGDRSEG
GTSETGQEQMDRTDQSESCVSAEGPKYLNINNRLVDSATELELGTDTLIDKVERLGAANVIERVEGLGTDYFIDRVEE
MGTHILIDRDSTSVVDVGDETVADGSVVCTDVEVAEEVVENDTKQQGEEVVT

EGFFKG

>Hhu ENSHHUG00000052693
MCGSYAVYLYVTPTGGEQRTGRWIGGNVEYLLKWOCWPPKYSTWEPEDHILDPRLVLAYEEKEEKDRALAYRRKGLRP
RRLVLRKIYAMDLRSAHKVPDTPRLRLSLTRSMGSELDQGSLPYRAGEGGSVYRRLARRKNKQRVSKPVSDNNSLQOPL



TRIQDPMEHEWQGAEERPESELTTETRHSRSECSSPMMEQEVEESTDRVESCGSALGSGDETLGGGALLRVTGGEDRS
EGGTSETGQEQTDRTDQSESCVSAEGPKYLNISNRLVDSATEVELGTDTLIDKVERLGAANVIERVEGLGTDYFIDRV
EEMGTHILIDRDSTSVVDVGDETMADGSVVCTDVEVAEEVVENDTKQQGEEVVT)

EGFFKG

>Hhu Cbx7b (ENSHHUG00000042715)
MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYEEKEQKDRALGYRKRGPKAKR
LLLONTIYTMDLRSAHKAPEKPPARLRLSLTRSLDSEAEDPTFGACRRSLYPHLAHKNKPRKSQFVRLASPPGPPTPT
QODPTHTDWGRREEEDEDMEEKEARQDESERETEMSSGILNGONRAEDWSSVIGSEEVTVSERS

KGFFRGWGLEF

>Hhu ENSHHUG00000046898
MELSAIGEQVFAVESIIKKRVRKGNVEYLLKWKGWPPKYSTWEPEEHILDORLVOAYDEKEQKDRALGYRKRGPKAKR
LLLONTIYNMDLRSAHKALEKPPARLRLSLTRSLESEAEDPTYGACRRSLHPRLAHRKNKPRRSQFMCLATPPGPPNP
TNDPTHDDWGRREEEDDMEEEEETRQEQSERETEICSGILNGQDRAEDWSSVIGSDEVNASERS

KGFFRGWGLEF

>Hhu Cbx8a (ENSHHUG00000045580)

MELSAVGERVFAAESIIKQORIRRGRMEYFVKWKGWSKKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKATAKTYECRREMPRGIRVSYPVLTPMITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPETERRPQPAPP
PSFMAQEFVNIPKKRGPKPKLRLRFNMEPDSCPTEEPAKRSLLEEQQVPYGLSKMSRHCHHEGKTSERSVIQLTRREQ
EGTSIVPKSNNAQRRVGTVSHSGTHSHDGRLVHKARLDHQSCGTLECPGGMSIPHPKLKHVSKKHFYRASDSSSMOQS

RPIVVTKS PALRSSGEQS Ay N RER DRSS - - < D

>Hhu ENSHHUG00000007201

MELSAVGERVFAAESTITKORIRRGRMEYLVKWKGWSKKYSTWEPEENILDARLFAAFEERERERELFGPKKRGPKPET
FLLKAKAKATAKTYECRREMPRGICVSYPVPTPMITPRAREGLRAVVPTIFPPSTVNRGESVRVRPPETERRPRPAPP
PSFMAEEFVNIPKKRGPKPKLHLRFNMEPDSCPTEEPAKRSRLEEQQVPYGLSKMSRHCHHEGKTSERSVIQLTRREQ
EGTSIVPKSNNAQRRVGTVSHPGTHSHDGRLVHKARLDHQSRGTLKCPGAMSIPHPKLKHVSKKHEYRASDSSSSMQQ

SRPTVVTKSPALRSSGEQS AV SNBSS < G * F K DKR

>Hhu Cbx8b (ENSHHUG00000050484)

MELSAVGERVEFAAESTTIKRRIRRGRMEYLVKWKGWS PKESTWEPEENILDSRLEVAFEERERERELFGPKKRGPKPKT
FLLKAQAKAKSYEFRSEAVRGIRVTYPTPEPIITPRAREGLRAVVPTIFPPSTVNRGESVRIRPPEPVREHRQPVLOR
PPGPDGFVIVPKKRGPKPKLRFKDNPEFNATSAATEPPKRRAEEQATYGPLKLAKLGLSGGEERGSEMRGIKLAHRRQE
ELGGYPHKQMRPVASGSTQQHYGPDRGLLHSHKIGSDSQACRTKECPSNYLSPPHLKHLSKKNVHQPSEELPQRGKPS

LIAKTPVSRILGOTDY N RS . - =< Dk <

Supplementary File S2. List of the protein sequences encoded by the teleost Pc orthologues identified in
this study. Sequences of the chromodomain (SM000298) are highlighted in bleu, of the AT hook motif
(SM000384) in green and of the Pc box (PF17218) in violet.



