>Dre cbx3a
MVNMGKKQAGKSKKEVQEIEEFVVEKVMDQRVVNGKVEFFLKWKGFTDADNTWEPEENLDCPELIAAFLESQKGV
VEKPEAVKRKSSTDEPETEESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQIVIAFYEERLTWHSCPEDEQQ

>Dre cbx3b
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNNGKVEYYLKWKGFTDAENTWEPEDNLDCPELIEEYLRNLTVLG
QETEQEECQSLDHEVQPKEELSELAADMAHQQPQEELIERTNEEVEEHNAEI PVGQPGHPEPDCIIGCTDQQGEL
MEFLIKWKNTDEVALLAAVEASKRWPOMVIRFYEDKLTWHGDDEQ

>Cca_ LOC109108755
MRKKONVKNRKAEETTVVQEFSVEKIIRRRVNDGKVEYYLKWKGFTDAENTWEPEDNLDCPELIEEFLRNLTVSG
ETEQEECQSLDHEVQPKQELTELDADTAHQQOPOQEELIERRNEEVNDHNAEIPAGQSSNPEPDCIIGCTDQQGELM
FLIKWKNTDEVALLSAGETSKRWPEMVIRFYEDKLTWHGEDEQ

>Cca LOC109110995
MSVDMGKKQAGKSKKDVQEVEEFVVEKVIDQRLVNGKVEFFLKWKGEFSDADNTWEPEENLDCPELISAFLESQKG
VVEKPEAEKRKSSTDEPETDESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAKE
ANTRCPQIVIAFYEERLTWHSCPEDEQQ

>Cca_LOC109072345
MSVDMGKKQAGKSKKDVQEVEEFVVEKVIDQRLVNGKVEFFLKWKGEFSDADNTWEPEENLDCPELISAFLESQKG
VVEKPEAEKRKSSTDEPETDESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMELMKW

>Cca_LOC109111778
MGKKQGGKSKKEVQEVEEFVVEKVIDORVVNGKVEFFLKWKGFTEADNTWEPEENLDCPELTAAFLESQKGVVEK
PEAVKRKSSTDEPETDESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Cca_T10C109049867
MRKKONVKNRKAEETTVVQEFSVEKIIRRRVNDGKVEYYLKWKGFTDAENTWEPEDNLDCPELIEEFLRNLTVSG
ETEQEGCQSLDLEVQPKQELTELDADMAHQQPQEELIERGNEEVDDHNAEIPAGQSSNPEPDCIIGCTDQQGELM
FLTIKWKNTDDVALLSAGETSKRWPEMVIRFYEDKLTWHGEDEQ

>Cau_LOC113116259
MRKKONVKNRKAEETTVVQEFSVEKITRRRVNDGKVEYYLKWKGFTDAENTWEPEDNLDCPELIEEFLRNLTVSG
ETEQEGCQSLDLEVQPKQELSELDADMAHQQPQFEELTERGTEEVDDHSAET PAGOSRNPEPDCT IGCTDQQGELM
FLVKWKNTDDVALLSAGETSKRWPEMVIRFYEDKLTWHGEDEQ

>Cau_TL0C113060165
MRKKONVKNRKAEETTVVQEFAVEKITRRRVTGGKVEYYLKWKGFTDAENTWEPEDNLDCPELIEEFLRNLTVSG
ETEQEGCQSLDHEVQPKQELTQLDADMAHQEELTIKMGNEEVNDHNAE I PVDQSGNPEPNCIIGCTDQOQGELMFLT
KWKNTDEVALLSAGETSKRWPEMVIRFYEDKLTWHGEDEQ

>Cau_LOC113120071
MGKKQGSKSKKDVQEVEEFVVEKVTDQRLVNGKVEFFLKWKGFTDADNTWE PEENLDCPEL T SAFLESQKGVVEK
PEAEKRKSSTDEPETDESKAKRKKEMS DKPRGFARNLEPERT I GATDS SGELMFLMKWKDSDEADLVPAKEANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Cau_L0OC113062284
MGKKQGGKSKKEVQEVEEYVVEKVIDQRVVNGKVEFFLKWKGETDADNTWEPEENLGCPELTAAFLESQKGVVEK
PEAVKRKSSTDEPETEESSAKRKKEMSDKPRGFARSLEPERT IGATDSSGELMFLMKWKDSDEADLVPAKEANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Sgr LOC107602402
MGKKQGGKSKKDVQEVEEFVVEKVIDORVVNGKVEFFLKWKGEFTDADNTWEPEENLGCPELTIAAFLESQKGVVEN
PEATKRKSSTDEPETDESVAKRKKEMSDKPRGFARNLEPERITIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Sgr LOC107550827



MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGEFTDVENTWEPEDNMDCPELIEEFLRNLTVSG
ETEQEGCRALDHEVQSKQELTELDADTAHQQPQEELIERGNEEVDDHSAETIPAGQSSNPEPDGIIGCTDQQGELM
FLIKWKNTDEVALLSAGETSKKWPEMVIRFYEDKLTWHGEDEQ

>Sgr LOC107596654
MRKKQNVKNRKAEETTVVQEFAVEKI IRRRVNDGKVEY Y LKWKGFTNAENTWE PEDNLDCPELIEEFLRNLTVSG
ETEREGCQSLDLEVQPKQELTELDANMAHQQPQEELMEKGNEEVDDHNAEI PAGOSSNPEPDCIIGCTDOOGELM
FLIKWKNTDEAALLSAGEASKRWPEMVIRFYEDKLTWHGEDEQ

>Sgr LOC107592008
MGKKQGSKTKKDVQEVEEFVVEKVIDQRLVNGKVEFFLKWKGFTDADNTWEPEDNLDCPELISAFLESQKGVVEN
PEAVKRKSSTDEPETDESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAKEANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Srh LOC107744695
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGFTDVENTWEPEDNMDCPELIEEFLRNLTVSG
ETEQEGCQSLDHEVQSKQELTELDADMAHQQPQEELIERGNEEVDDHNAETIPAGQSSNPEPDGIIGCTDQQGELM
FLIKWKNTDEVALLSAGETSKKWPEMVIRFYEDKLTWHGEDEQ

>Srh_T1,0C107710359
MGKKQGGKSKKDVQEVEEFVVEKVIDQRVVNGKVEFFLKWKGEFTDADNTWEPEENLGCPELTIAAFLESQKGVVEN
PEAVKRKSSTDEPETDESAAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Srh LOC107748667
MGKKQGSKTKKDVQEVEEFVVEKVIDQRLVNGKVEFFLKWKGEFTDADNTWEPEDNLDCPELISAFLESQKGVVEK
PEAVKRKSSTDEPETDESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAKEANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Srh LOC107743152
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGFTNAENTWEPEDNLDCPELIEEFLRNLTVSG
EIEQEGCQSLDLEVQPMOELTELDANMAHQQOPQEELIEKGNEEVGDHNAEIPAGQSSNPEPDCIIGCTDQQGELM
FLIKWKNTDEVALLSAGEASKRWPEMVIRFYEDKLTWHGEDEQ

>San_T.0C107688340
MGKKQGGKSKKDVQEVEEFVVEKVIDQRVVNGKVEFFLKWKGETDADNTWEPEENLGCPELTAAFLESQKGVVEN
PEAVKRKSSTDEPETDESAAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>San_LOC107684532
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGEFTDVENTWEPEDNMDCPELIEEFLRNLTVSG
ETEQSLDHEVQSKQELTELDADTAHQOPQEELIERGNEDVDDHNAEIPAGQSSSPEPDGIIGCTDQQGELMEFLIK
WKNTDEVALLSAGETSKKWPEMVIREFYEDKLTWHGEDEQ

>San_LOC107685582
MRKKONVKNRKAGETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGEFTNAENTWEPEDNLDCPELIEEFLRNLTVSG
ETEQEGCQSLDLEVQPKQELTELDANMAHQQPQEELIEKGNEEVDDHNAEIPAGQSSNPEPDCIIGCTDQQGELM
FLIKW

>San_L0C107656668
MGKKQGSKTKKDVQEVEEFVVEKVIDQRLVNGKVEFFLKWKGEFTDADNTWEPEDNLDCPELISAFLESQKGVVEK
PEAVKRKSSTDEPETDESKAKRKKEMSDKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAKEANTR
CPQIVIAFYEERLTWHSCPEDEQQ

>Cva_LOC107101725
MRKKQTAKQRKTEETSVVQEFVVEKIIRRRVLNGRVEYFLKWKGFTDADNTWEPEDNLDCPGLIQEFLRDADLSK
EAEEEQSEQQVIKEDMAEQETEIQOSNNSVLKPDDEESDAPTDLSNYLEPECIIGSTDRKGELMEFLVKWKNSDDV
ALLSAREASARCPQVVIDEFYEQKEFTWDCRDEKQ



>Cva_L0C107084325
MGKKONTKPRKENQTQEEPEEFVVEKVIDOQRIVNGKVEFYLKWKGFTDADNTWEPEENLDCPELISAFLEAQKNT
KEKPAAVKRKASTEEPETDSSKKTDAESPRGFARNLDPERITIGATDSSGELMFLMKWKGSDEADLVPAREANKRC
PQVVISFYEERLTWHSCPEDEAQ

>Xma_LOC106699776
MRKKQTAKQRKTEETTEVQEFVVEKITRRRIFNGRVEYFLKWKGFTDAENTWEPEDNLDCPGLIEEFLRDAHLSR
EAEEEQSEQEFTPKEEMAKQETEISHVTPQEQNSSVLKPDDESDAPTDLSTYLEPECIIGSTDRKGELMELVKWK
NSDEVALMPAREASARCPQVVIDEFYEQKLTWHCGEGEQ

>Xma_L0OC102224488
MGKKQNTKTKKEAQTQEEPEEFVVEKVMDQRIVNGKVEFY LKWKGFTDADNTWE PEENLDCPELTSAFLESQKNT
KEKPTALKRKASTEEGETDSAKKIEAEQPRGFARNLNPEKI IGATDSSGELMFLMKWKDSDEADLVPAREANTRC
PQVVIAFYEERLTWHSCPEDEAQ

>Pfo L0C103145272
MGKKONTKTKKEAQTQEEPEEFVVEKVMDORTVNGKVEFYLKWKGFTDADNTWE PEENLDCPELTSAFLESQKNT
KEKPSAVKRKASTEEGETDSAKKTETEQPRGFARNLNPEKT IGATDS SGELMFLMKWKDSDEADLVPAREANTRC
PQVVIAFYEERLTWHSCPEDEAQ

>Pfo LOC103150371
MRKKQTAKQRKTEETTEVQEFVVEKIIRRRIFNGRVEYFLKWKGEFTDAENTWEPEDNLDCPGLIEEFLRDAHLSR
EVEEEQSEQEFIPKEEMAKQETEISHVTIPQEQNSGVLKPDDEESDAPTDLSTYLEPECIIGSTDRKGELMEFLVKW
KNSDEVALMSAREASARCPQVVIDEFYEQKLTWHCGEGEQ

>Gaf cbx3a (ENSGAFG00000017896)
MGKKONTKTKKEAQTQEEPEEFVVEKVMDQRIVNGKVEFYLKWKGETDADNTWEPEENLDCPELISAFLESQKNI
KEKPVAVKRKASTEEGETDSAKKIEAEQPRGFARNLNPEKIIGATDSSGELMEFLMKWKDSDEADLVPAREANTRC
POVVIAFYEERLTWHSCPEDEAQ

>Gaf cbx3b (ENSGAFG00000005602)
MRKKQTAKQRKTEETTEVQEFVVEKIIRRRIFNGRVEYFLKWKGEFTDAENTWEPEDNLDCPGLIEEFLRDAHLSR
EVEEEQSEEEFIPKEEMAKQETEISHVTPQEQONSSVLKPDDESDAPTDLSTYLEPECIIGSTDRKGELMELVKWK
NSDEVALMSAREASARCPQVVIDEFYEQKLTWHCGEGEQ

>Pre LOC103472202
MGKKONTKTKKDAQTQEEPEEFVVEKVMDORIVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLESQKTI
KEKPAAVKRKASTEEGETDSAKKTETEQPRGFARNLNPEKIIGATDSSGELMFLMKWKDSDEADLVPAREANTRC
POVVIAFYEERLTWHSCPEDEAQ

>Pre L0C103478581
MRKKOQTAKQRKTEETTEVQEFVVEKITIRRRIFNGRVEYFLKWKGFTDAENTWEPEDNLDCPGLIEEFLRDAHLSR
EVEEEQSEQEF I PKEEMAKQETE I SHVTPQEQNSSVLKPDDEESDAPTDLSTYLEPECT IGSTDRKGELMFLVKW
KNSDEVALMSAREASARCPQVVIDFYEQKLTWHCGEGEQ

>Xco L0C114141930

MRKKQTAKQRKTEETTEVQEFVVEKT TRRRIFNGRVEYFLKWKGFTDAENTWEPEDNLDCPGLIEEFLRDAHLPR
EAEEEQSEQEFTPKEEMAKQETE I SHVTPQEQNSSVLKPDDESDAPTDLSTYLEPECT IGSTDRKGELMFLVKWK
NSDEVALMPAREASARCPQVVIDFYEQKLTWHCGEGEQ

>Xco LOC114156510
MGKKONTKTKKEAQTQEEPEEFVVEKVMDORIVNGKVEFYLKWKGETDADNTWEPEENLDCPELISAFLESQKNT
KEKPTAVKRKASTEEGETDSAKKIEAEQPRGFARNLNPEKITIGATDSSGELMEFLMKWKDSDEADLVPAREANTRC
POVVIAFYEERLTWHSCPEDEAQ

>Pla L0C106945372



MGKKONTKTKKEAQTQEEPEEFVVEKVMDORIVNGKVEEFYLKWKGETDADNTWEPEENLDCPELISAFLESQKNI
KEKPSAVKRKASREEGETDSAKKTETEQPRGFARNLNPEKIIGATDSSGELMELMKWKDSDEADLVPAREANTRC
POVVIAFYEERLTWHSCPEDEAQ

>Pla LOC106950175
MRKKQTAKQRKTEETTEVQEFVVEKIIRRRIFNGRVEYFLKWKGEFTDAENTWEPEDNLDCPGLIEEFLRDAHLSR
EVEEEQSEQEFIPKEEMAKQETEISHVTPQEQONSGVLKPDDEESGAPTDLSTYLEPECIIGSTDRKGELMELVKW
KNSDEVALMSAREASARCPQVVIDEFYEQKLTWHCGEGEQ

>Pme LOC106923566
MGKKONTKTKKEAQTQEEPEEFVVEKVMDORIVNGKVEEFYLKWKGETDADNTWEPEENLDCPELISAFLESQKNI
KEKPSAVKRKASTEEGETDSAKKTETEQPRGFARNLNPEKIIGATDSSGELMEFLMKWKDSDEADLVPAREANTRC
POVVIAFYEERLTWHSCPEDEAQ

>Pme LOC106928233
MRKKQTAKQRKTEETTEVQEFVVEKIIRRRIFNGRVEYFLKWKGEFTDAENTWEPEDNLDCPGLIEEFLRDAHLSR
EVEEEQSEQEFIPKEEMAKQETEISHVTPQEQONSGVLKPDDEESDAPTDLSTYLEPECIIGSTDRKGELMELVKW
KNSDEVALMSAREASARCPQVVIDEFYEQKLTWHCGEGEQ

>Nfu cbx3 (Gene ID: 107383357)
MGKKONTKPKKETETQEEPEEFVVEKVLDOQRIVNGKVEEFYLKWKGFTEADNTWEPEDNLDCPELIQAFLDSQKNI
KEKPAAVKRKASTDDAEEEPKKKDVPDKPRGFARNLEPERIIGATDSSGELMEFLMKWKESDEADLVPAREANTRC
POVVISFYEERLTWHSCPEDEAQ

>Nfu LOC107395330
MRKKQTAKQRKTEEPAEVQEFVVDRIIRRRVEDGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRSAPPTE
DEQSEQQFRPKEEMTEQDVELSSEQSNCSNGVPKQODDEQSDAPINLSTYLEPECIIGSTDRKGELMELVKWKNSD
DVALLPAREASLRCPQVVIDFYEQKLTWHCGDEEP

>Fhe LOC105926367
MRKKQTAKQRKTEETAEVQEFVVEKIIRRRICNGRVEYFLKWKGEFTDADNTWEPEDNLDCPGLIEEFLRDADLSG
ETEEERSEQQFIPREEMAEQETEISCVRSQQOQOSNNSVLKPDDEASDAPTNLSTYLEPECIIGSTDRQGELMELVK
WKNSDEFALLSAREASARCPQVVIDFYEQKLTWHSDNKGQ

>Fhe LOC105934310
MGKKQHTRPKKEAQAQEEPEEFVVEKVIDQRIVNGKVEEFYLKWKGFTEADNTWEPEENLDCPELISAFLEAQKNI
KEKPAAVKRKASTEEVEADPAKKTEAEKPRGFARNLDPERIIGATDSSGELMEFLMKWKESDEADLVPAREANTRC
POVVISFYEERLTWHSCPEDEAQ

>Kma cbx3 (Gene ID: 108238543)
MGKKONTKSKKDDQTQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGFTDADNTWEPEENLDCPELIQAFLDSQKNV
KEKPAPVKRKASTDEPESESKKKDVEEKPRGFARNLEPERITIGATDSSGELMFLMKWKDSDEADLVPAREANTRC
POVVISFYEERLTWHSCPEDEA

>Kma LOC108241914
MRKKQTAKPRKAEETAEVQEFVVEKIIRRRVSNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRDAPLQE
ENEEEPNEPCEFVPKEEMTEQETEISSVQOSGGGGGGDGGGVLOADDDOPDGPVNLSTYLEPECIIGSTDRKGELME
LVKWKNSDDVALLPAREASARCPQVVIDEFYEQKLSWNVGDEEQ

>Mze cbx3 (Gene ID: 101470889)
MGKKONTKSKKDAQDTQEEPEEFVVEKVLDQRVVNGKVEFYLKWKGFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTEEPETEPKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Mze LOC101483327
MRKKQTAKQRKTEETTVVQEFVVEKT TRRRISNGRVEY FLKWKGFTDAENTWE PEDNLDCPELIEEFLRNAHFTE
ENEEEQPEQGFVPKEEMAEEETEISCVQEAQAVKTDNSVLOPDDEQKNSPSDLSTYLEPECIIGSTDRKGELMFEL
VKWKNSDDVALLPAREASARCPQVVIDEFYEQKLTWHCGDDEQ

>0ni_LOC100694541



MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYFLKWKGETDAENTWEPEDNLDCPELIEEFLRNAHESE
ENEEEQTEQGFVPKEEMAEEETEISCVQEAQAVKTDNSVLOPDDEQTDSPSDLSTYLEPECIIGSTDRKGELMEL
VKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDDEQ

>0Oni_L0C100694248
MGKKONTKSKKDTQETQEEPEEFVVEKVLDQRVVNGKVEFYLKWKGFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTEEPETEPKKKDVAEKPRGFARNLEPERITGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Hbu cbx3 (Gene ID: 102307347)
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNAHFTE
ENEEEPPEQGEFVPKEEMAEEETEISCVQEAQAVKTDNSVLOPDDEQTNSPSDLSTYLEPECIIGSTDRKGELMEFL
VKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDDEQ

>Hbu LOC102308912
MGKKONTKSKKDAQDTQEEPEEFVVEKVLDQRVVNGKVEEFYLKWKGFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTEEPETEPKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Nbi LOC102791258
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNAHETE
ENEEEQPEQGFVPKEEMAEEETEISCVQEAQAVKTDNSVLOPDDEQTNSPSDLSTYLEPECIIGSTDRKGELMEL
VKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDDEQ

>Nbi LOC102789869
MGKKONTKSKKDAQDTQEEPEEFVVEKVLDQRVVNGKVEEFYLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTEEPETEPKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Pny cbx 3 (Gene ID: 102213635)
MGKKONTKSKKDAQDTQEEPEEFVVEKVLDOQRVVNGKVEEFYLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTEEPETEPKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Pny LOC102197024
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNAHEFTE
ENEEEQPEQGFVPKEEMAEEETEISCVQEAQAVKTDNSVLOPDDEQTNSPSDLSTYLEPECIIGSTDRKGELMEL
VKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDDEQ

>Aca_LOC113032446
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYFLKWKGETDAENTWEPEDNLDCPELIEEFLRNAHEFTE
ENEEEQPEQGFVPKEEMAEEETEISCVQEAQAVKTDNSVLOPDDEQKNSPSDLSTYLEPECIIGSTDRKGELMEL
VKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDDEQ

>Aca_L0OC113014873
MGKKONTKSKKDAQDTQEEPEEFVVEKVLDQRVVNGKVEFYLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTEEPETEPKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Aci cbx3a (ENSACIG00000002111)
MGKKONTKSRKDTQETQEEPEEFVVEKVLDQRVVNGKVEEFYLKWKGETDADNTWEPEENLDCPELISAFLESQKN
VKEKPAPVKRKASTEEPETESKKKDVKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTRCP
QVVISEFYEERLTWHSCPEDEAQ

>Aci cbx3b (ENSACIG00000016058)
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRILNGRVEYFLKWKGFTAENTWEPEDNLDCPELIEEFLRNAHEFSEE
NEDEQTEQESQQOQAQAVKTDNSVLOPDDEQSHSPTDLSTYLEPECIIGSTDRKGELMFLVKRKNSDDVALLPARE
ASARCPQVVIDFYEQKLTWHCGDDEQ

>Tru LOC101067559



MGKKQKTKRDSMETTEQPEEFVVEKILDQRLVNGKVEFYLKWKGETDADNTWEPEENLDCPDLISAFLEAQKNIK
EKTAPKRKSTDEPETEAKKKDAEKPRGFARNLEPERIIGATDSSGELMFLMKWKGSDEADLVPAREANVRCPQIV
ISFYEERLTWHSCPEDEAQ

>Tru LOC101061787
MRKKQTAKQRKTEETAVVQEFAVDKIIRRRVLNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNTPEPD
GIEEGQEFVPKEEMTEQETEIPRPPSDGVVPEPDEERSDTHSDRSSYPEPECIIGSTDROQGELVELIKWKNSEDV
ALLPAREASARYPOMVIDFYERKLTWHCGDEEQ

>Tni ENSTNIG00000001200
MGKKQKTKKDSMETTTEQPEEFVVEKILDOQRIVNGKVEEFYLKWKGETDADNTWEPEENLYCPDLISAFLEAQKNI
KEKSAPKRKLTDEPETEAKKKDAEKPRGFARNLDPERIIGATDSSGELMELMKW

>Tni ENSTNIG00000018425
MRKKQTAKQRKTEETAVVQEFAVDKIIRRRVVDGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNTREPQ
EEGLELVPKEEMTEQEAEMVSVRTNAKVEELSFALLEPDEEQTDPRDDPGASPEPECIIGSTDRQGELVELVKWK
NSEDVGLLPAREASVRYPOMVIGEFYERKLAWHCGDDEQ

>Mmo_cbx3a (ENSMMOG00000000435)
MGKKQKTKRDSQGNQEEPEEFVVEKVLDORLVNGKVEFYLKWKGFTDASLVWGCPEENLDCPELISAFLEAQKNI
TEKPAAVKRKASTDEPETEAKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTRC
POVVISFYEERLTWHSCPEDEVQ

>Mmo_cbx3b (ENSMMOG00000001662)
MRKKQTAKQRKTEETAVVQEFVVEKIIRRRIFNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNAIYVH
LEKPSLNRGGGLRHHLSNLEPNDDHSDAPANLSTYLEPECIIGSTDRQGELMFLIKWKNSDDVALLPAREASARC
POMVIDFYEQKLTWHCGDEEQ

>Lcr LOC104940580
MGKKONTKGKKDSQESQEEPEEFVVEKVLDOQRIVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISGFLEAQKN
VKEKPAPVKRKASTDEPETEAKKKDTEKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTRC
POVVISFYEERLTWHSCPEDEAQ

>Lcr LOC104927770
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRVENGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNAHESE
EIEEEQSEQELIPKEEMTEQETEISCMQOSQQAHTVQSNSDVLEPNDEQSDTPTNLTTYLEPECIIGSTDRQGELM
FLVKWKNSDDVALLPAREASARCPQVVIDEFYEQKLTWHCGDEEQ

>Pfl cbx3 (Gene ID: 114567991)
MHNMGKKQONTKGNVKKDAQDTQEEPEEFVVEKVLDQRLVNGKVEFFLKWKGFTEADNTWEPEENLDCPELISAFL
EAQKNVKEKPAPVKRKASTDEPETEAKKKDAEKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPARE
ANTRCPQVVISFYEERLTWHSCPEDEAQ

>Pfl LOC114557836
MRKKQTAKQRKTEETPTVVQEFVVEKIILRRIFNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNTHE'S
EVNEEERSEQEFIPKEEMTEQETEISEFMOSQQOQSNSEPNDKQSDSPTNLNTYLEPECIIGSTDROQGELMELVKWK
NSDDVALLPAREASVRCPQVVIDEFYEQKLTWHCGDEEQ

>Sdu LOC111223223
MGKKONTKGKKDAQETQEEPEEFVVEKVLDQRIVNGKVEEFYLKWKGETDADNTWEPEENLDCPELISAFLEAQKN
ITEKPAPVKRKASTEEPETEAKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Sdu_LOC111238784
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNTHLSE
ENEEEQTEQEFVPKEEMTEQETEISQROTHTLOSDSNVLEPNDKQSDAPTNLSTYLEPECIIGSTDRQGELMELV
KWKNSDDVALLPAREASARCPQVVIDEFYEQKLTWHCGDEEQ

>Sla LOC111673325



MGHAGSRRRHDYSLWRPSCRAADEIKKWPREHNMGKKONTKGKKDAQETQEEPEEFVVEKVLDOQRIVNGKVEFYL
KWKGFTDADNTWEPEENLDCPELISAFLEAQKNITEKPAPVKRKASTEEPETEAKKKDVOQPEKPRGEFARNLEPER
ITGATDSSGELMFLMKWKDSDEADLVPAREANTRCPQVVISFYEERLTWHSCPEDEAQ

>Sla_L0C111652798

MRKKQTAKQRKTEETTVVQEFVVEKT TRRRISNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNTHLLS
EENEEEQTEQEFVPKEEMTEQETE T SQRQTHTLOSDSNVLEPNDKQSDAPTNLSTYLEPECT IGSTDRQGELMFL
VKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDEEQ

>Lbe cbx3 (Gene ID: 109994620)
MGKKONTKGKKDAQETQEEPEEFVVEKVLDQRIVNGKVEFFLKWKGFTDADNTWEPEENLDCPELISGFLEAQKN
VKEKPAPVKRKASTDEPETEAKKKDVPEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHACPEDEAQ

>Lbe L0C109986704
MRKKQTAKQRKTEVTTVVQEFVVEKITRRRIFNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEHFLNTHEFSEE
NEEEQTEVGFIFKEEMTEQETETISCLOSQQORTPIMQTNSDVLEQNDEQSDTPTNLSTYLEPECITIGSTDRQGELM
FLVKWKNCDEVALLPAREASARCPQVVIDFYERKLTWHCGEEEL

>Cgo_LOC115021151
MGGRAVPDHWTRNGLLSDWSAVRSSPSSPPGFPGMTEFSLGNHFLRASTAIFNLKMRKKQTAKQRKTEETPVVQEFE
VVEKIILRRIFNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNTHYLNEEEQONVQELIPKEEMTEQETE
ISYMOSQQOAHTEQSNSEPNDEQSETPTNLSTYLEPECIIGSTDKQGELMFLVKWKNSDDVALLPAREASARCPQ
VVIDEFYEQKLTWHCGDEEQ

>Cgo_LOC115016275
MGKKONTKGKKDAQDTQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTEADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTDEPETEAKKKDVAEKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISEFYEERLTWHSCPEDEAQ

>Ena LOC115051003
MGKKONTKGKKDAQETQEEPEEFVVEKVLDOQRIVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLESQKN
ITEKPAPVKRKASSDEPETEAKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISEFYEERLTWHSCPEDEVQ

>Ena LOC115045440
MRKKOQTAKQRKTEETTVVQEFVVEKIIHRRISNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNTHLSD
ENEEEQTEQDFVPKEEMTEQETEISQQQOAHTLOSDGDVLEPNDEQSDAPTNLSTYLEPECIIGSTDRQGELMELV
KWKNSDDVALLPAREASARCPQVVINEFYEQKLTWHCGDEDQ

>Pra cbx3 (Gene ID: 114450982)
MGKKONTKTKKDSSEAQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLESQKN
IKEKPAPIKRKASTDEAETDAKKKDVEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTRC
POQVVISFYEERLTWHSCPEDEAQ

>Pra LOC114448349
MRKKQTAKQRKTEETTDVQEFVVEKIIRRRIFNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNTQISE
ENEEEQTEFVPKEEMTEQETEISCVQQTCAVQSDGSVLOPDDOQPSDSPTNLSTYLEPECIIGSTDRKGELMELVK
WKNSDDVALLPAREASARCPQVVIDEYEQKLTWHCGDEEQ

>Lcr LOC108891497
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRVSNGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNTNLSE
ENEEERTDQEFIPKEEMTEQETEISCMQOSQROAHAVQSDSDVLEPNDEQSDAPPNLSTYLEPECIIGSTDRQOGEL
MEFLVKWKNSDDVALLPAREVSARCPQVVIDEFYEQKLTWHCGDEEQ

>Lcr LOC108877463
MGKKONTKGKRDSQESQEEPEEFVVEKVLDOQRIVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLESQKN
IKEKPAPVKRKASTDEPETEAKRKDVAEKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Spa_cbx3 (Gene ID: 103364037)



MRKKQTAKQRKTEETTVVQEFVVEKIIRRRISNGRVEYYLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNAHLSD
EEEEFIPKEEMTEQETEISCVQQOAHAVHSNEDIVLQPDDEQSDAPANLSTYLEPECIIGSTDRKGELMELVKWKN
SDDVALLPAREASARCPQVVIDFYEQKLTWHCGDEEQ

>Spa LOC103364624
MGKKONTKGKKDAQETQEEPEEFVVEKVLDOQRLVNGKVEFYLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTDEPETESKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Apo_LOC110955790
MGKKONTKTKKDAQETQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTDEPETESKKKEVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Apo_LOC110951430
MRKKQTAKQRKTEETTVVQEEFVVETIIRRRVENGRVEYYLKWKGFTDAENTWEPEDNLDCPELIEEFLRTYNPED
DEVFIPKEEMSEQETEISCVQEAHAVQSNSSLVLQPDEEQSDAPANLSTYLEPECIIGSTDRKGELMFLVKWKNS
DDVALLPAREASARCPQVVIDEFYEQKLTWHSGDEEQ

>Aoc_LOC111579711
MGKKONTKTKKDAQDTQDEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTDEPETESKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Aoc_LOC111588833
MRKKQTAKQRKTEETTVVQEFVVETIIRRRVENGRVEYYLKWKGEFTDAENTWEPEDNLDCPELIEEFLRTYNPED
DEVFIPKEEMTEQETEISCVQEPHAVQSNSSLVLOPDEEQSDAHTNLSTYLEPECIIGSTDRKGELMEFLVKWKNS
DDVALLPAREASARCPQVVIDFYEQKLTWHSGDDEQ

>Ape cbx3a (ENSAPEG00000019335)
MGKKONTKTKKDAQDTQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKASTDEPETESKKKDVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Ape cbx3b (ENSAPEG00000010544)
MRKKQTAKQRKTEETTVVQEFVVETIIRRRVENGRVEYYLKWKGEFTDAENTWEPEDNLDCPELIEEFLRTYNPED
DEVFIPKEEMTEQETEISCVQEPHAVQSNSSLVLOPDEEQSDAPTNLSTYLEPECIIGSTDRKGELMEFLVKWKNS
DDVALLPAREASARCPQVVIDFYEQKLTWHSGDDEQ

>Nco_cbx3 (Gene ID: 104949902)
MRKKQTAKQRKTEETPVVQEFVVEQIILRRIYNGRVEYFLKWKGFTDADNTWEPEDNLDCPELIQEFLRNTHFFN
EEEQONEQEFIPKEEMTEQETEISCMQOSLOQTHTVQOSNSEPNDEQSDTPTNLSTHLEPECIIGATDRKGELMFLVK
WKNSDDVALLPAREASARCPQVVIDEFYEQKLTWHCGDEEQ

>Nco LOC104966666
MAKKONTKGKKDAQDPQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTEADNTWEPEENLDCPELISAFLEAQKN
VKEKPAPVKRKLSTEEPESEAKKKDVPEKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Cse LOC103394257
MGKKQONKKDGODTQQEPEEFVVEKVLDQRIFNGKVEFFLKWKGFTEADNTWEPEENLDCPELISAFLEAQKNIKE
KPATVKRKLSADEPESEAKKKEAEKPRGFARNLDPERIIGATDSSGELMELMKWKNSDEADLVPSREANVRCPQV
VISFYEERLTWLRR

>Cse LOC103388431
MRKKQTAKQRKTEETAVVQEFAVEKIIRRRIFNGRVEYFLKWKGFTDADNTWEPEDNLDCPELIEEFLRNSHLSQ
ONEEEDTEFIPKEEMTEQETGIQRDHTLPTDSGVLEPDEEPSDLSAHLVPECIIGSTDROQGELMEFLVKWKNSDDV
ALLPAREVSARSPQVVIDFYEQKLTWHCGEEEQ

>Sma_cbx3a (ENSSMAG00000014860)



MGKKQTIKGKKDSQETQEEPEEFVVEKVLDQRLVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKT
ITEKPAPMKRKASTDEPETEAKKKDVAEKPRGFARNLDPERIIGATDS SGELMELMKW

>Sma_cbx3b (ENSSMAG00000020282)
MRKKQTAKQRKTEETTVVQEFVVEKIIRRRVENGRVEYFLKWKGETDAENTWEPEDNLDCPELIEEFLRNTHCLE
ENEEEPTQFIPKEEMTEQETEISCLQOSQQOQVCALQOSDGGVLLEPNGDEQSDAPANLSNYLEPECIIGSTDRQGEL
MEFLVKWKNSDDVALLPAREASARCPQVVIDEFYEQKLTWNCGDEEQ

>Ame LOC103046426
MGKKQLTKSKKEVEEPEEFVVEKVIDQRVVNGKVEFFLKWKGFPDTDNTWEPEENLDCPELISAFLTSQKGVVEN
PDSNKRKSSTDEPETDENSAKRKKELSEKPRGFARNLEPERITIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVIAFYEERLTWHSCPEDEQQ

>Pna_ L0OC108425284
MGKKQVNKSKKEVEEPEEFVVEKVLDQRVVNGKVEFFLKWKGFPDTDNTWEPEENLDCPELISAFLTSQKGVVEK
PDSNKRKSSTDEPETEENSAKRKKEMSEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVIAFYEERLTWHSCPEDEQQ

>Pna_ LOC108441518
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNMAVSG
EREDSNSLEPVIQPKEELTELDADTVHQQQCQSKQTESKTGQPGDHDTATADNRSTSPEPERIIGSTDRHGELME
LIKWKDTDDVALLSAREASARWPOMVIGEFYEDKLTWHGEEEP

>Mar LOC113122625
MRKKQTAKQRKTEETTDVQEFVVEKIIRRRISDGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNSQLSG
ENEEEQPELIPKEELTEQETEISCVRPQLOPRTVQSGGDVLEPNSEPSGVHANLSTYLEPECIIGSTDRQGELME
LVKWKNSDDVALLSAREASARCPQVVIDEFYEQKLTWHCGDEEQ

>Mar LOC113125891
MGKKONTKTKKDTQEEEPEEFVVEKVLDOQRVVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLESQKNIK
EKPAPVKRKASTDEPEPEAKKKDAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANVRCPQ
VVISFYEERLTWHSCPEDEAQ

>Mal LOC109968149
MGKKONTKGKKDAQEEPEEFVVEKVLDQRIVNGKVEFYLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKSIKE
KPAPVKRKASTDEPEAQAKKKDMAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTRCPQ
VVISFYEERLTWHS

>Mal LOC109967352
MRKKQTAKQRKTEETTLVQEFVVEKIIRRRVSNGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIGEFLRTNHVSE
ENDEEQTEQEFIPKEEPTEQETEISCMRPQOQAHTVSNDSDVLEPNSERSDATTNLSSYLEPECIIGSTDRQGEL
MELVKWKNSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDEEQ

>Ate LOC113170961
MRKKQTAKQRKTEETVVQEFVVEKITIRRRVENGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNSRLSEG
NEETDQELIPKEEMTEQETEISCMRPOOQIHTVPSDRGVLEPNDEHSDTPTNLSTYLEPECIIGSTDRQGELMFEL
VKWKDSDDVALLPAREASARCPQVVIDFYEQKLTWHCGDEEQ

>Ate LOC113153869
MGKKONTKSKKDAQETQDEPEEFVVEKVLDOQRVVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLESQKN
IKEKPAPVKRKASTDEPETDAKKKDVTEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPACEANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Bsp LOC114865848
MGKKONTKGKKDAQETQDEPEEFVVEKVLDOQRVVNGKVEFEFLKWKGETDADNTWEPEENLDCPELISAFLESQKN
VKEKPAPVKRKASTDEPETDAGDAKKKEVTEKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISFYEERLTWHSCPEDEAQ

>Bsp LOC114843466



MRKKQTAKQRKTEETVVQEFVVEKIIRRRVENGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIDEFLRNAHLSDE
NEETEQDLIPKEEMTEQETEISCMRPQSDGGGGGGALEPHDEPPDAPYLEPECIIGSTDRQGELMEFLVKWKDSDD
VALLPAREASARCPQVVIAFYEQKLSWHCGDDEP

>Gwi_L0C114472522
MGKKQNSKSKDATGVQAEPEEFVVEKVIDORLVNGKVEFFLKWKGFTEADNTWE PEENLDCPEL T SAFLEAQKNT
KEKPGGVKRKASTEEPDTDGKKKESEKPRGFARNLDPERT IGATDSSGELMFLMKWKDSDEADLVPAREANTRCP
QVVISFYEERLTWHSCPEDEAQ

>Gwi LOC114478298
MRKKQTAKQRKTEDTAVVQEFAVEKIMRRRVYNGRVEYFLKWKGFTDSAENTWEPEDNLDCPELIEDYLKNGHNL
ENEDDQCNEFTPKEEISMQETEIAHSQDVKSDSVALQPLNDPTDLSTYLEPECIIGSTDRKGELMFLVKWKNSDD
VALLSAREASTRCPQVVIDFYEQKLSWHCGDQEP

>Pma_cbx3a (ENSPMGG00000006267)
MGKKONTKSKKDSSTSEEPEEFVVEKILDORLVNGKVEFYLKWKGETEADNTWEPEENLDXXXXQKNIKEKPAAV
KRKASTEEAEPEPKKTNEKPRGFARNLEPERIIGATDSSGELMEFLMKWKDSDEADLVPAKEANKRCPQVVISEFYE
ERLTWHSCPEDEAQ

>Pma_cbx3b (ENSPMGG00000011799)
MRKKQTAKQRKTEDSSVVQEFVVEKIIRRRVSNGRVEYFLKWKGEFTDADNTWEPEDNLDCPELIEAFLVKNAHLT
ENSEEDQGEIIPKEEMTEQETEIVSTSNAELSDSKSHLSPRQEPECIIGSTDRRGELMEFLVKWKNSEDVALLPAR
EVSARCPQVVINFYEQKLTWHCSEDEQ

>Sfa LOC115396622
MRKKQTAKQRKTEETTVVQEFAVDQITIRRRVENGRVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNSHESE
ONEEEQAEFIPKEEMTERETEISCLOSQHQAQTMQOSDSRILOPDEEHSDGPTDLSSYLEPECIIGSTDRKGELME
LVKWKNSDDVALLPAHEASARCPQVVIDEFYERKLTWHCREEEAAAEEEEQ

>Sfa LOC115381000
MGKKONTKGKRDSSETQEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLEAQKN
IKEKPATVKRKASTEEPEMDSKKKEVAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPSREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>0la_LOC101159942
MRKKQTAKQRKTEETTAVVQEFVVEKIIRRRVENGRVEYFLKWKGFTDAENTWEPEDNLDCPELIEEFLRNAPAF
PEENEEEQSEQTLVPKEEMTEQETEIFSELASASHGDGYVLQSDDEQSDAPTDLSNYLEPECIIGSTDRKGELMFE
LVKWKNSEDVALLPAREASTRCPQVVIDEFYEQKLTWHCGDEEQ

>0la_LOC100049459
MGKKONTKSKKDSQDTQEEPEEFVVEKVLDQRLVNGKVEEFYLKWKGETDADNTWEPEENLDCPELISAFLESQKN
IKEKPAAVKRKASTDEPETEPKKKDMAEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEAQ

>Gac_cbx3a (ENSGACG00000007069)
FAPDKFLVHNMGKKPNTKGKKDAHDTPEEPEEFVVEKVLDQRIVNGKVEFFLKWKGFTEADNTWEPEDNLDCPEL
ISAFLEAQKNVKEKPAPVKRKASTDEPETEAKKKDVAEKPRGFARNLDPERIIGATDSSGELMEFLMKWKDSDEAD
LVPAREANTRCPQVVISFYEERLTWHSCPEDEAQ

>Gac_cbx3b (ENSGACG00000008334)
MRKKQTAKQRKTEETPVVQDFVVEKIIRRRIFDGRAEYFLKWKGEFTDAENTWEPEDNLDCPELIDEFLRNTHEPE
GNEEDQRAERQLIPKEEMTEQETEIVSPGDROSDTPTDLSAYREPECIIGSTDROQGELMEFLVKWKNSSDVALLPA
REASARCPQVVIDFYEKKLTWHCGEEEQ

>Hco LOC109522111
MGKKONTKSRKDSQGGQGTQEEPEEFVVEKVLDOQRIVNGKVEFFLKWKGEFTEADNTWEPEENLDCPELINAFLEA
QOKNIKEKPASLKRKAPADETEMDAKKKDAPEKPRGFARKLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTKCPQVVIAFYEERLTWHSCPEDEAQ

>Hco LOC109525650



MRKKQTAKQRKTEDSCDVQEFVVEKITRRRIFNGRVEYFLKWKGEFTEADNTWEPEDNLDCPELIEEYLRNNPSNE
NEEVKQEFVPKEEMTEGTEISPPQIHTQPCGDDPDSPADLAAYPELECIIGSADRRGELMFLVKWKNSGDVALLP
AHEASTRCPQAVIDFYEQKLTWHCGDDEQ

>Pki LOC111846950
MGKKONGKSKKEMEQPEEFVVEKVIDQRIVNGKVEYFLKWKGEFTDADNTWEPEENLDCPDLIGAFLATQKSAVEL
DSNKRKPSTDGTDSEESKTKKKKDVAEKPRGFARNLEPERITIGATDSSGELMFLMKWKDSDEADLVPAKEANVRC
POVVIAFYEERLTWHSCPEDEQQ

>Pki L0C111838987
MRKKONMKHRKNEETTVVQEFVVEKITIQRRVSNGKVEYFLKWKGFSDADNTWEPEDNLDCPELIEEFLKSLAKNM
EVGEDLESPOPPKPLEVPADVEPQQTEQQPLAEHHGNALQEPWGQETERPASFTSHFEPERIIGSTDKQGELMEL
VKWKGTDQVALLPAREASTRCPKIVIAYYEEKLTWHSGDEDQQ

>Sfo L0C108933414
MGKKQTSKSRKEMEQPEEFVVEKVLDOQRIVNEKVEYLLKWKGFSEADNTWEPEENLDCPELIEEFLASQKSVAER
PDSNKRKQSTDEMETEEAKSKKKKDQSEKPRGFARNLEPERITIGATDSSGELMFLMKWKDSDEADLVPAKEANVR
CPQVVIAFYEERLTWHSCPEDEHQ

>Sfo LOC108933440
KGRGFLAHVVTRSGARGEARPREKVCGKAVENQIRFRRALVKKQASKKNKEMEQTQEFIVEKILDOQRVVDGKVEY
LLKWKGESDADNTWEPEENLNCPELIEAFLASQKCVVERPDSCKRRQSTDOMESEESKVKNVTKRPHGFARSLEP
ERIIGATDSSGELMFLMKWKDSNEADMVPAKEANMRCPQVVIAFYEERLSWNSCSEDEHC

>Sfo LOC108927377
MRKKONVKHRKTEETTVVQEFVVEKIIQRRVVNGKVEYFLKWKGEFTDADNTWEPEDNLDCPELIEEFLRSLPGQG
DHNVEDLQLPEVPQLTEPAELDSQPTLQOPLEEPLOGVREPGDQETGSPTGLVPQYEPECIIGSTDRQGELMELV
KWKGTEEVALMSAREASARCPQIVIAFYEEKLTWNSRDDDQQ

>Gmo_cbx3 (Gene ID: 115535606)
MGKKONTKSAKKDVAEEPEEFVVEKVLDOQRLVNGKVEFFLKWKGFTEADNTWEPEENLDCPELISAFLEAHKSIK
EKPATVKRKSSADESEPEAKKKDVSDKPRGFARNLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREANSRCP
QVVISEFYEERLTWHSCPEDEA

>Gmo_LOC115554036
MMRKKQTVRQRKPEETTMVQEFLVEKIIRRRVENGRVEYFLKWKGEFTDADNTWEPQDNLDCPELIDEFLRNMRLS
DNEEEQPQEFILNEELSEQEAEICSQYREQSDVVLDFQKRDVTGAGLDLDPDLELDLNREPECIIGSTDQHGELM
FLVKWKTSVSLLAAREASARCPQAVVDEFYQRRLNWHSGDEDQ

>Ipu cbx3 (Gene ID: 108271872)
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGFTDAENTWEPEDNLDCPELIEEFLRNLAVSG
ETERKDNLPLDPVIQPKEEQTELDANIHRQQOSEKEQTVCETGESTDHNTETTNDQSLIQEPERIIGSTDRQGELM
FLIKWKDTDDVALLSAREASVRWPKMVIGFYEDKLSYHEEEEQ

>Ipu cbx3-like (Gene ID: 100528511)
MGKKQTSKSKKEMEEPEEFVVEKVMDOQRLVNGKVEFFLKWKGFPDSDNTWEPEENLDCPELIAAFLESQKGVVEK
PDSNKRKSSTDEPETEESKAKKKKELNEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTH
CPQVVIAFYEERLTWHSCPEDEQH

>Eel LOC113571151
MRKKONVKNRKAEETTVVQEFAVEKIIRRRVNDGKVEYYLKWKGEFTDAENTWEPEDNLDCPELIEEFLRNLAVSG
ETGRGDSPAPEPVIQPKEELTEFDADQQOSELIEREASDPGDCDPKAVAEQPPTPEPECIIGSTARHGELMELVKW
RDMDDVALLSAREASSRWPOMVIGEFYEEKLTWHAEEEQ

>Eel LOC113580431
MYMRGRLVARLCESSFQPRNALVPVVEEEVWLASCQEAPYKTPARLLHLCNRLYKANMGKKQLNKSKKEVEEPEE
FVVEKVLDQRVVNGKVEFFLKWKGFPESDNTWEPEENLDCPELIAAFLESQKGVVEKPDSNKRKPSTDEPETEES
KAKKKKETNEKPRGFARNLEPERIIGATDSSGELMFLMKWKDSDEADLVPAREANTRCPQVVIAFYEERLTWHSC
PEDEQOQ

>Cha cbx3 (Gene ID: 105907686)



MDVRPKRPLSQETAAMGKKQOMGKSKKEVSEPEEFVVEKVMDORVVNGKVEYFLKWKGESDADNTWEPEENLDCPE
LIAAFHVAQKGVVEKPDSNKRKTSTDEPETEESKAKKKKESEKPRGFARNLEPERIIGATDSSGELMELMKWKDS
DEADLVPAREANTRCPQVVISFYEERLTWHSCPEDEQQ

>Cha_ LOC105911400
MRKKONVKHRRPEEATVVVKHVQEFVVEKIIRRRVMDGKVEYFLKWKGEFTDAENTWEPEDNLDCPELIEEFLRGL
ALGRNPSEEGGPLPQHOIQPKEEEEEVETERHQQCPAQALEPLQERTAIPECIMGRIEPECIMGHIEPGCIIGST
DRHGELTFLIKWKDSEEVALMSAREVSERNPOMVIAFYEERLRWTSADEEP

>Dcl LOC114797297
MGKKQLTKSKKEVSEPEEFVVEKVIDQRVVNGKVEFFLKWKGEFTDADNTWEPEENLDCPELISAFLDSQKGVVEK
PESNKRKPSTEEPESEENKAKKKKEANEKPRGFARNLEPERITIGATDSSGELMFLMKWKDSDEADLVPAREANTR
CPQVVISFYEERLTWHSCPEDEQQ

>Dcl_LOC114790202
MRKKONVKHRKTEEKAVVQEFVVEKITIRRRVTDGRVEYFLKWKGEFNDTDNTWEPEDNLDCPELIEEFLRGLSLSG
KAEGDDVPSLGSHIQLKEEQEDLETPIQDEPGDSGAQEPSEERTGIPEDYTSHLEPECIIGSTDKEGELMEFLIRW
KDSEEVALMSAREASMRCPOMVISEFYEEKLTWQSAEEEQQ

>Elu LOC105023664
MGKKONGKGKKEVLEADPPEEYVVEKVMDORIVNGKVEFFLKWKGFTEADNTWEPEENLDCPELISAFLEAQKSV
VEKPDSNKRKSSTDEPETEENKAKKKKDVSDKPRGFARNLAPERITIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISFYEERLTWHSCPEDEAQ

>Elu LOC105018804
MRKKONVKQRKAETITATIVTTPSESTTNTTPVVQEFVVEKIIRRRVSDGRVEYFLKWKGENDADNTWEPEDNLD
CPELIEEFLRNLCLSGENHNEEENQFPVDPELVPKEELTEQETEISSQQVYEEQRKMELQEPGDQESDSPTDLNL
IGPLEPERIIGSTDRRGELMEFLVKWKNSDEVALLSAREASARCPQVVVAFYEEKLTWHSGDEDQ

>Ssa_cbx3 (Gene ID: 100195583)
MKTSSPLVSQPNMGKKONGKGKKEVLEAEPPEEYVVEKVMDQRIVNGKVEFFLKWKGEFTEADNTWEPEDNLDCPE
LISAFLEAQKNVVEKPDSNKRKSSTDEPESEENKAKKKKDVSDKPRGFARSLDPERITIGATDSSGELMEFLMKWKD
SDEADLVPAREANTRCPQVVISFYEERLTWHSCPEDEAQ

>Ssa LOC106588845
MGKKONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGFTEADNTWEPEDNLDCPELISAFLEAQKTV
VENPDSNKRKSSTDEPETEGNKAKKKKDVSDKPRGFARSLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISFYEERLTWHSCPEDEAQ

>Ssa_LOC106573104
MKSFCKDTGTLLHLATHLTNHWTHSVVEVSACSSVCYIVAYFCHRQSWTESVRMRKKONVKQRKAETITATIITP
TPLTTTTLSTTTPPVVQEFVVEKIIHRRVSNGRVEYYLKWKGEFTDADNTWEPEDNLVCPELIEEFLRNLCLSGEN
QVEEENLQSVEPELVPKEELAEQETEIQVYSEQRHNDLQEPADRESDSPTALTCPLEAERIIGSTDRHGELMEFLI
KWKNRDEVALLSAREASARYPEVVVAFYEDKLTWHSGDEDQ

>Omy LOC110506239

MRKKONVKQRKAETIITPTPLTTTTLSTTTTAAAVVQEFVVEKIIHRRVENGRVEYYLKWKGEFTDADNTWEPEDN
LVCPELIEEFLRNLCLSGENQVEEENLRPVEPELVPKEELAEQETEIQVYSEQRHNDLQEPADQDSPTALTCPLE
PADQDSPTALTCPLEPEHIIGSTERHGELMFLIKWKNRDEVALLSAREASARYPEMVVAFYEDKLTWHSGDEDQ

>Omy TLOC110496562
MGKKONGKGKKEVLEAEPPEEYVVEKVMDOQRIVNGKVEFFLKWKGFTEADNTWEPEDNLDCPELISAFLEAQKTV
VENPDSNKRKSSTDEPETEGNKAKKKKDVSDKPRGFARSLDPERIIGATDSSGELMEFLMKWKDSDEADLVPAREA
NTRCPQVVISFYEERLTWHSCPEDEAQ

>Omy LOC110487945
MGKKONGKGKKEVLEAEPPEEYVVEKVMDOQRIVNGKVEFFLKWKGFTEADNTWEPEDNLDCPELISAFLEAQKNV
VEKPDSNKRKSSTDEPETEENKAKKKKDVSDKPRGFARSLDPERT IGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISFYEERLTWHSCPEDEAQ



>0ki LOC109878229
MRKKONVKQRKAETIITPTPLTTTTLSTTTTAAAVVQEFVVEKIIQRRLYNGRVEYYLKWKGEFTDADNTWEPEDN
LVCPELIEEFLRNLCLSGENQVEEENLRPVEPELVPKEELAEQETEIQVYSEQRHNDLQEPADQDSPTALTCPLE
PERIIGSTDRHGELMFLIKWKNRDEVALLSAREASARYPEVVVAFYEDKLTWHSGDEDQ

>0ki_1,0C109907267
MGKKQONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGFTEADNTWE PEDNLDCPEL T SAFLEAQKTV
VENPDSNKRKSSTDEPETEGNKAKKKKDVSDKPRGFARSLDPERT IGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISFYEERLTWHSCPEDEAQ

>0ki LOC109903322
MGKKONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGEFTEADNTWEPEDNLDCPELISAFLEAQKNV
VEKPDSNKRKSSTDEPETEENKAKKKKDVSDKPRGFARSLDPERITIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISEFYEERLTWHSCPEDEAQ

>Sal LOC111955440
MGKKONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGEFTEADNTWEPEDNLDCPELISAFLEAQKTV
VENPDSNKRKSSTDEPETEGNKAKKKKDVSDKPRGFARSLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISEFYEERLTWHSCPEDEAQ

>Sal LOC112070715
MGKKONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGEFTEADNTWEPEDNLDCPELISAFLEAQKNV
VEKPDSNKRKSSTDEPETEENKAKKKKDVSDKPRGFARSLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISEFYEERLTWHSCPEDEAQ

>Hhu ENSHHUG00000039337
MTEVIGTLEDVVPVEEEEEEEEYVVEKVLNRRVVKGRVEYLLKWKGESDDDNTWEPEDNLDCPDLIAQFLOKQKL
AHESVGKRKSAETSVEGEESRPKKRKDDPEKLRGFARGLDPERIIGATDSTGELMFLMKWKNSDEADLVPAKEAN
VKCPQVVISFYEERLTWHSYPTEEKEDDKN

>Hhu cbx3a (ENSHHUG00000011830)
MGKKONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGETEADNTWEPEDNLDCPELISAFLEAQKNV
VEKPDSNKRKSSTDEPESEENKAKKKKDVSDKPRGFARSLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISEFYEERLTWHSCPEDEAQ

>Hhu ENSHHUGO00000050410
MGKKONGKGKKEVLEAEPPEEYVVEKVMDORIVNGKVEFFLKWKGFTEADNTWEPEDNLDCPELISAFLEAQKTV
VENPDSNKRKSSTDEPETEGNKAKKKKDVSDKPRGFARSLDPERIIGATDSSGELMFLMKWKDSDEADLVPAREA
NTRCPQVVISEFYEERLTWHSCPEDEHV

Supplementary File S3. List of Cbx3 protein sequences encoded by the teleost genomes identified in this study.






