>TNKS1[H.sapiens] [NP_003738.2]

MAASRRSQHHHHHHQQOQLOPAPGASAPPPPPPPPLSPGLAPGTTPASPTASGLAPFASPRHGLALPEGDGSRDPPDRPRSPDP
VDGTSCCSTTSTICTVAAAPVVPAVSTSSAAGVAPNPAGSGSNNSPSSSSSPTSSSSSSPSSPGSSLAESPEAAGVSSTAPLG
PGAAGPGTGVPAVSGALRELLEACRNGDVSRVKRLVDAANVNAKDMAGRKSSPLHFAAGFGRKDVVEHLLQMGANVHARDDGG
LIPLHNACSFGHAEVVSLLLCQGADPNARDNWNYTPLHEAAIKGKIDVCIVLLQHGADPNIRNTDGKSALDLADPSAKAVLTG
EYKKDELLEAARSGNEEKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLLLQHGADVHAKDKGGLVPLHNACSYGHY
EVTELLLKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSHGADPTLVNCHGKSAVDMAPTPELRERLTYEFKGHSLLQAAR
EADLAKVKKTLALEIINFKQPQSHETALHCAVASLHPKRKQVTELLLRKGANVNEKNKDFMTPLHVAAERAHNDVMEVLHKHG
AKMNALDTLGQTALHRAALAGHLQTCRLLLSYGSDPSIISLOGFTAAQMGNEAVQQILSESTPIRTSDVDYRLLEASKAGDLE
TVKQLCSSQONVNCRDLEGRHSTPLHFAAGYNRVSVVEYLLHHGADVHAKDKGGLVPLHNACSYGHYEVAELLVRHGASVNVAD
LWKFTPLHEAAAKGKYEICKLLLKHGADPTKKNRDGNTPLDLVKEGDTDIQDLLRGDAALLDAAKKGCLARVQKLCTPENINC
RDTQGRNSTPLHLAAGYNNLEVAEYLLEHGADVNAQDKGGLIPLHNAASYGHVDIAALLIKYNTCVNATDKWAFTPLHEAAQK
GRTQLCALLLAHGADPTMKNQEGQTPLDLATADDIRALLIDAMPPEALPTCFKPQATVVSASLISPASTPSCLSAASSIDNLT
GPLAELAVGGASNAGDGAAGTERKEGEVAGLDMNISQFLKSLGLEHLRDIFETEQITLDVLADMGHEELKEIGINAYGHRHKL
IKGVERLLGGQQGTNPYLTFHCVNQGTILLDLAPEDKEYQSVEEEMQOSTIREHRDGGNAGGIFNRYNVIRIQKVVNKKLRERF
CHRQKEVSEENHNHHNERMLFHGSPFINAITHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPTHKDRSCYIC
HROMLFCRVTLGKSFLQFSTMKMAHAPPGHHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLITYQIMKPEAPSQTATAAEQKT

>TNKS2 [H.sapiens] [AAK13463.1]
MSGRRCAGGGAACASAAAEAVEPAARELFEACRNGDVERVKRLVTPEKVNSRDTAGRKSTPLHFAAGFGRKDVVEYLLQONGAN
VQARDDGGLIPLHNACSFGHAEVVNLLLRHGADPNARDNWNYTPLHEAAIKGKIDVCIVLLQHGAEPTIRNTDGRTALDLADP
SAKAVLTGEYKKDELLESARSGNEEKMMALLTPLNVNCHASDGRKSTPLHLAAGYNRVKIVQLLLOHGADVHAKDKGDLVPLH
NACSYGHYEVTELLVKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSYGADPTLLNCHNKSAIDLAPTPQLKERLAYEFKG
HSLLOQAAREADVTRIKKHLSLEMVNFKHPQTHETALHCAAASPYPKRKQICELLLRKGANINEKTKEFLTPLHVASEKAHNDV
VEVVVKHEAKVNALDNLGQTSLHRAAYCGHLQTCRLLLSYGCDPNIISLQGFTALOMGNENVOQLLOEGISLGNSEADRQLLE
AAKAGDVETVKKLCTVQSVNCRDIEGRQSTPLHFAAGYNRVSVVEYLLQHGADVHAKDKGGLVPLHNACSYGHYEVAELLVKH
GAVVNVADLWKFTPLHEAAAKGKYEICKLLLOHGADPTKKNRDGNTPLDLVKDGDTDIQDLLRGDAALLDAAKKGCLARVKKL
SSPDNVNCRDTQGRHSTPLHLAAGYNNLEVAEYLLQHGADVNAQDKGGLIPLHNAASYGHVDVAALLIKYNACVNATDKWAFET
PLHEAAQKGRTQLCALLLAHGADPTLKNQEGQTPLDLVSADDVSALLTAAMPPSALPSCYKPQVLNGVRSPGATADALSSGPS
SPSSLSAASSLDNLSGSFSELSSVVSSSGTEGASSLEKKEVPGVDFSITQFVRNLGLEHLMDIFEREQITLDVLVEMGHKELK
EIGINAYGHRHKLIKGVERLISGQQOGLNPYLTLNTSGSGTILIDLSPDDKEFQSVEEEMQSTVREHRDGGHAGGIFNRYNILK
TIQKVCNKKLWERYTHRRKEVSEENHNHANERMLFHGSPEFVNAI IHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGT
GCPVHKDRSCYICHRQLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPSVNGLALAEYVIYRGEQAYPEYLITYQIMRPEG
MVDG

>TNKS1[P.abelii] [XP 024106876.1]
MAASRRSQHHHHHHQQQLQOPAPGASAPPPPPPPPLSPGLAPGTTPASPTASGLAPFASPRHGLALPEGDGSRDPPDRPRSPDP
VDGTSCCSTTSTICTVTAAPVVPAVSTSSAVGVAPNPAGSGSNNSPSSSSSPTSSSSSSPSSPGSSLAESPEAAGVSSTAPLG
PGAAGPGTGVPAVSGALRELLEACRNGDVSRVKRLVDAANVNAKDMAGRKS SPLHFAAGFGRKDVVEHLLOMGANVHARDDGG
LIPLHNACSFGHAEVVSLLLCQGADPNARDNWNYTPLHEAAIKGKIDVCIVLLOQHGADPNIRNTDGKSALDLADPSAKAVLTG
EYKKDELLEAARSGNEEKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLLLOHGADVHAKDKGGLVPLHNACSYGHY
EVTELLLKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSHGADPTLVNCHGKSAVDMAPTPELRERLTYEFKGHSLLQAAR
EADLAKVKKTLALEIINFKQPQSHETALHCAVASLHPKRKQVTELLLRKGANVNEKNKDFMTPLHVAAERAHNDVMEVLHKHG
AKMNALDTLGQTALHRAALAGHLQTCRLLLSYGSDPSIISLOGFTAAQMGNEAVQQILSESTPIRTSDVDYRLLEASKAGDLE
TVKQLCSPONVNCRDLEGRHSTPLHFAAGYNRVSVVEYLLHHGADVHAKDKGGLVPLHNACSYGHYEVAELLVRHGASVNVAD
LWKFTPLHEAAAKGKYEICKLLLKHGADPTKKNRDGNTPLDLVKEGDTDIQDLLRGDAALLDAAKKGCLARVQKLCTPENINC
RDTQGRNSTPLHLAAGYNNLEVAEYLLEHGADVNAQDKGGLIPLHNAASYGHVDIAALLIKYNTCVNATDKWAFTPLHEAAQK
GRTQLCALLLAHGADPTMKNQEGQTPLDLATADDIRALLIDAMPPEALPTCFKPQATVVSASLISPASTPSCLSAASSIDNLT
GPLAELAVGGASNAGDGAAGTERKEGEIAGLDMNISQFLKSLGLEHLRDIFETEQITLDVLADMGHEELKEIGINAYGHRHKL
IKGVERLLGGQQGTNPYLTFHCVNQGTILLDLAPEDKEYQSVEEEMQSTIREHRDGGNAGGIFNRYNVIRIQKVVNKKLRERF
CHRQKEVSEENHNHHNERMLFHGSPEFINAIIHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPTHKDRSCYIC
HROMLFCRVTLGKSFLQFSTMKMAHAPPGHHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLITYQIMKPEAPSQTATAAEQKT

>TNKS2 [P.abelii] [XP 024109627.1]

MSGRRCAGGGAACASAAAEAMEPAARELFEACRNGDVERVKRLVTPEKVNSRDTAGRKSTPLHFAAGFGRKDVVEYLLONGAN
VQARDDGGLIPLHNACSFGHAEVVNLLLRHGADPNARDNWNYTPLHEAATKGKIDVCIVLLQHGAEPTIRNTDGRTALDLADP
SAKAVLTGEYKKDELLESARSGNEEKMMALLTPLNVNCHASDGRKSTPLHLAAGYNRVKIVQLLLOHGADVHAKDKGDLVPLH
NACSYGHYEVTELLVKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSYGADPTLLNCHNKSAIDLAPTPQLKERLAYEFKG
HSLLOQAAREADVTRIKKHLSLEMVNFKHPQTHETALHCAAASPYPKRKQICELLLRKGANINEKTKEFLTPLHVASEKAHNDV
VEVVVKHEAKVNALDNLGQTSLHRAAYCGHLQTCRLLLSYGCDPNIISLOQGFTALOMGNENVQQLLOEGISLGNSEADRQLLE
AAKAGDVETVKKLCTVQSVNCRDIEGRQSTPLHFAAGYNRVSVVEYLLOQHGADVHAKDKGGLVPLHNACSYGHYEVAELLVKH
GAVVNVADLWKFTPLHEAAAKGKYEICKLLLOQHGADPTKKNRDGNTPLDLVKDGDTDIQDLLRGDAALLDAAKKGCLARVKKL
SSPDNVNCRDTQGRHSTPLHLAAGYNNLEVAEYLLQHGADVNAQDKGGLIPLHNAASYGHVDVAALLIKYNACVNATDKWAFT
PLHEAAQKGRTQLCALLLAHGADPTLKNQEGQTPLDLVSADDVSALLTAAMPPSALPSCYKPQVLNGVRSPGAPADALSSGPS
SPSSLSAASSLDNLSGSFSELSSVVSSSGTEGTSSLEKKEVPGVDEFSITQFLRNLGLEHLMDIFEREQITLDVLVEMGHKELK
EIGINAYGHRHKLIKGVERLISGQQGLNPYLTLNTSGSGTILIDLSPDDKEFQSVEEEMQSTVREHRDGGHAGGIFNRYNILK
IQKVCNKKLWERYTHRRKEVSEENHNHANERMLFHGSPFVNAITHKGFDERHAY IGGMFGAGIYFAENSSKSNQYVYGIGGGT



GCPVHKDRSCYICHRQLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPSVNGLALAEYVIYRGEQAYPEYLITYQIMRPEG
MVDG

>TNKS1 [M.musculus] [EDL35446.1]
GKMAASRRSQHHHHHHQQOQOLQPAPGASAPPPPPPPPLSPGLAPGPTPASPTAGGLAPFASPRHGLALPEGDGSRDPPDRPRSP
DPVDGAVCTVAAPAAVPAASAAVGVAPTPAGGGGGGGNNSASSASSPTSSSSSSPSSPGSSLAESPEAAGVGSTATLGAGAAG
LGPGVPAVSGALRELLEACRNGDVSRVKRLVDAANVNAKDMAGRKSSPLHFAAGFGRKDVVEHLLOMGANVHARDDGGLIPLH
NACSFGHAEVVSLLLCQGADPNARDNWNYTPLHEAATIKGKIDVCIVLLQHGADPNIRNTDGKSALDLADPSAKAVLTGEYKKD
ELLEAARSGNEEKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLLLOHGADVHAKDKGGLVPLHNACSYGHYEVTEL
LLKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSHGADPTLVNCHGKSAVDMAPTPELRERLTYEFKGHSLLQAAREADLA
KVKKTLALEIINFKQPQSHETALHCAVASLHPKRKQVAELLLRKGANVNEKNKDFMTPLHVAAERAHNDVMEVLHKHGAKMNA
LDSLGQTALHRAALAGHLQTCRLLLSYGSDPSIISLQGFTAAQMGNEAVQQILSESTPMRTSDVDYRLLEASKAGDLETVKQL
CSPONVNCRDLEGRHSTPLHFAAGYNRVSVVEYLLHHGADVHAKDKGGLVPLHNACSYGHYEVAELLVRHGASVNVADLWKET
PLHEAAAKGKYEICKLLLKHGADPTKKNRDGNTPLDLVKEGDTDIQDLLRGDAALLDAAKKGCLARVQKLCTPENINCRDTQG
RNSTPLHLAAGYNNLEVAEYLLEHGADVNAQDKGGLIPLHNAASYGHVDIAALLIKYNTCVNATDKWAFTPLHEAAQKGRTQL
CALLLAHGADPTMKNQEGQTPLDLATADDIRALLIDAMPPEALPTCFKPQATVVSASLISPASTPSCLSAASSIDNLTGPLTD
LAVGGASNAGDGAAGAERKEGEVAGLDMNISQFLKSLGLEHLRDIFETEQITLDVLADMGHEELKEIGINAYGHRHKLIKGVE
RLLGGQQOGTNPYLTFHCVNQGTILLDLAPEDKEYQSVEEEMQSTIREHRDGGNAGGIFNRYNVIRIQKVVNKKLRERFCHRQK
EVSEENHNHHNERMLFHGSPFINAIIHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPTHKDRSCYICHRQML
FCRVTLGKSFLQFSTMKMAHAPPGHHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLITYQIMKPEAPSQTATAAEQKT

>TNKS2 [M.musculus] [NP_001157107.1]
MSGRRCAGGGAACASAGAEAVEPSARELFEACRNGDVERVKRLVTPEKVNSRDTAGRKSTPLHFAAGEFGRKDVVEYLLONGAN
VQARDDGGLIPLHNACSFGHAEVVNLLLOQHGADPNARDNWNYTPLHEAAIKGKIDVCIVLLOQHGAEPTIRNTDGRTALDLADP
SAKAVLTGDYKKDELLESARSGNEEKMMALLTPLNVNCHASDGRKSTPLHLAAGYNRVKIVQLLLHHGADVHAKDKGDLVPLH
NACSYGHYEVTELLVKHGACVNAMDLWQFTPLHEAASKNRIEVCSLLLSYGADPTLLNCHNKSAIDLAPTAQLKERLSYEFKG
HSLLQAAREADVTRIKKHLSLEMVNFKHPQTHETALHCAAASPYPKRKQICELLLRKGANTNEKTKEFLTPLHVASENAHNDV
VEVVVKHEAKVNALDSLGQTSLHRAAHCGHLQTCRLLLSYGCDPNIISLOQGFTALOMGNENVQOLLOEGASLGHSEADRQLLE
AAKAGDVETVKKLCTVQSVNCRDIEGRQSTPLHFAAGYNRVSVVEYLLOHGADVHAKDKGGLVPLHNACSYGHYEVAELLVKH
GAVVNVADLWKFTPLHEAAAKGKYEICKLLLOQHGADPTKKNRDGNTPLDLVKDGDTDIQDLLRGDAALLDAAKKGCLARVKKL
SSPDNVNCRDTQGRHSTPLHLAAGYNNLEVAEYLLQHGADVNAQDKGGLIPLHNAASYGHVDVAALLIKYNACVNATDKWAET
PLHEAAQKGRTQLCALLLAHGADPTLKNQEGQTPLDLVSADDVSALLTAAMPPSALPTCYKPQVLSGVRGPGATADALSSGPS
SPSSLSAASSLDNLSGSFSELSAVVSSSAAEGATGLOQRKEDSGIDFSITQFIRNLGLEHLMDIFEREQITLDVLVEMGHKELK
EIGINAYGHRHKLIKGVERLISGQQGLNPYLTLNNSGSGTILIDLSPDDKEFQSVEEEMQSTVREHRDGGHAGGVENRYNILK
TIQKVCNKKLWERYTHRRKEVSEENHNHANERMLFHGSPFVNAI IHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGT
GCPIHKDRSCYICHRQLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPSVNGLALAEYVIYRGEQAYPEYLITYQIVRPEG
MVDG

>TNKS1[G.gallus] [NP_989671.1]
MAAPPRRSQHHHHHHGPPPPPGPASPPAAASPPRSPSLAPAELGPAAQRHSLAGPEGEAPPDAERPPAPECSEGAAPGPPPGS
GSSSGSSASSSSSSSSTSSSVASSPAAESPEAAGPSGAFRELLEACRNGDVTRVKRLVDAGNVNAKDMAGRKSTPLHFAAGFG
RKDVVEHLLQOTGANVHARDDGGLIPLHNACSFGHAEVVSLLLCQGADPNARDNWNY TPLHEAATIKGKIDVCIVLLQHGADPNI
RNTDGKSALDLADPSAEAVLTGEYKKDELLEAARSGNEEKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLLLQHGA
DVHAKDKGGLVPLHENACSYGHYEVTELLLKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSHGADPTLVNCHGKSAVDMAP
TPELRERLTYEFKGHSLLOAAREADLAKVKKTLALEI INFKQPQSHETALHCAVAAVHPKRKQVTELLLRKGANVNEKNKDFM
TPLHVAAEKAHNDVMEVLHKHGAKMNALDTLGQTALHRAALAGHLOTCRLLLNYGSDPSIISLOGFTAAQIGNEAVQQILSES
TPVRTSDVDYRLLEASKAGDLETVKQLCSPONVNCRDLEGRHSTPLHFAAGYNRVSVVEYLLEHGADVHAKDKGGLVPLHENAC
SYGHYEVAELLVRHGASVNVADLWKFTPLHEAAAKGKYEICKLLLKHGADPTKKNRDGNTPLDLVKEGDTDIQDLLRGDAALL
DAAKKGCLARVQKLCTPENINCRDTQGRNSTPLHLAAGYNNLEVAEYLLEHGADVNAQDKGGLIPLEHNAASYGHVDIAALLIK
YNTCVNATDKWAFTPLHEAAQKGRTQLCALLLAHGADPTMKNQEGQTPLDLATADDIRALLIDAMPPEALPTCFKLOATVVSA
SLISPASTPSCLSAASSIDNLTGPLAELAVGGASNTGDGAAGTERKEGEVSGLDMNITQFLKSLGLEHLRDIFETEQITLDVL
ADMGHEELKEIGINAYGHRHKLIKGVERLLGGQQGTNPYLTFHCVSQGTILLDLAPDDKEYQSVEEEMQOSTIREHRDGGNAGG
IFNRYNVIRIQKVVNKKLRERFCHRQKEVSEENHNHHNERMLFHGSPFINAI ITHKGFDERHAY IGGMFGAGIYFAENSSKSNQ
YVYGIGGGTGCPTHKDRSCYICHROMLFCRVTLGKSFLOFSTMKMAHAPPGHHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLI
TYQIVKPEAPSQTGTAAEQKT

>TNKS2 [G.gallus] [NP_989672.1]

MAARRCAGGAAALAEAPGCGSAVEPARELFEACRNGDVERVKRLVRPENVNSRDTAGRKSSPLHFAAGFGRKDVVEYLLQSGA
NVHARDDGGLIPLHNACSFGHAEVVNLLLRHGANPNARDNWNYTPLHEAAIKGKTDVCIVLLOQHGAEPTIRNTDGRTALDLAD
PSAKAVLTGEYKKDELLESARSGNEEKMMSLLTPLNVNCHASDGRKSTPLHLAAGYNRVKIVQLLLQHGADVHAKDKGDLVPL
HNACSYGHYEVTELLVKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSYGADPTLLNCHNKSTIDLAPTPQLKERLAYEFK
GHSLLQAARESDVARIKKHLSLETVNFKHPQTHETALHCAAASPYPKRKQVCELLLRKGANINEKTKDFLTPLHVASEKAHND
VVEVVVKHEAKVNALDNLGQTSLHRAAHCGHLQTCRLLLSSGCDPSIVSLOGFTALOMGNESVQQLLOQEGIPLGNSDADRQLL
EAAKAGDVDTVKKLCTVQSVNCRDIEGRQSTPLHFAAGYNRVSVVEYLLQHGADVHAKDKGGLVPLHNACSYGHYEVAELLVK
HGAVVNVADLWKFTPLHEAAAKGKYEICKLLLOQHGADPPKKNRDGNTPLDLVKDGDTDIQDLLRGDAALLDAAKKGCLARVKK
LCSPDNVNCRDTQGRHSTPLHLAAGYNNLEVAEYLLQHGADVNAQDKGGLIPLHNAASYGHVDVAALLIKYNACVNATDKWAF
TPLHEAAQKGRTQLCALLLAHGADPTLKNQEGQTPLDLVTADDVSALLTAAMPPSALPSCYKPQVISVSQTASSTADPLSSVP
SSPSSLSAASSLDNLSGSFSELPSVVGTNSAEGATVLEKKEVSGVDEFSINQFVRNLGLEHLIDIFEREQITLDVLVEMGHKEL



KEIGINAYGHRHKIIKGVERLISGQQGLNPYLTLNTSSSGTLLIDLSSEDKEFQSVEEEMQSTVREHRDGGHAGGVENRYNIL
KIQKVCNKKLWERYTHRRKEVSEENHNHANERMLFHGSPEFVNAITHKGFDERHAYIGGMEGAGIYFAENSSKSNQYVYGIGGG
TGCPIHKDRSCYVCHRQLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPSVNGLALAEYVIYRGEQAYPEYLITYQIVKPE
ATTEA

>TNKS1 [X.laevis] [XP_018099068.1]
MAAPSRRSQQOQVPTAAAGQSSQPPSASPPLSPSSRRAASCLSPPCSPETNALSLSREGPDSEPEGEAASQPGITPRPLSPPP
GEAANILSPTSSLPPAPAPSSGSSSSSSSPSSNSLCTGGSPAESPESGVIGGVSSVGIGPGDPLSAVSGAFRELFEACRNGDV
SRVRRLLEPANVNAKDMAGRKSTPLHFAAGFGRKDVVEHLLOTGANVHARDDGGLIPLHNACSFGHAEVVTLLLCQGADPNAR
DNWNYTPLHEASIKGKIDVCIVLLOQHGADPNIRNTDGKSALDLADPSSKTVLTGEYKKDELLEAARSGNEEKLMALLTPLNVN
CHASDGRKSTPLHLAAGYNRVQIVQLLLOHGADVHAKDKGGLVPLHNACSYGHFEVTESLLKHGACVNAMDLWQFTPLHEAAS
KNRVEVCSLLLSHGADPTLVNCHGKSAVDMAPTPELKERLSYEFKGHSLLOAAREADLAKVKKTLALEI INFKQPQSHETALH
CAVASLHPKRKQITELLLRKGASVNEKNKDFMTPLHVAAERAHNDVVEVLHKHGAKMNALDTLGQTALHRAALGGHLQTCRLL
LSFGSDASIVSLQGFTAAQMGNEAVQQILNESTPVRTSDVDYRLLEASKAGDLDIVKQLCSSQNVNCRDLEGRHSTPLHFAAG
YNRVSVVEYLLHHGADVHAKDKGGLVPLHNACSYGHYEVAELLVRHGASVNVADLWKFTPLHEAAAKGKYEICKLLLKHGADP
TKKNRDGNTPLDLVKDGDTDIQDLLRGDAALLDAAKKGCLARVQKLCTQENINCRDTQGRNSTPLHLAAGYNNLEVAEYLLEH
GADVNAQDKGGLIPLHNAASYGHVDIAALLIKYNTCVNATDKWAFTPLHEAAQKGRTQLCALLLAHGADPTMKNQESQTPLDL
ATADDIRALLIDAMPPEALPSCFKPQATVVSASIISPPSTPSCLSAASSIDNLTGPLAELAVGGVSNAGDGAAGTERKEGEVT
VLDININQFLKSLGLEHLRDIFETEQITLDVLADMGHEELKEIGINAYGHRHKLIKGVERLLGGQQGTNPYLTFHCVSQGTVL
LDLASDDKEYQSVEEEMONSIREHRDGGNAGGVENRYNVIRIQKVVNKKLRERFCHROQKEVSEENHNHHNERMLEFHGSPFINA
ITHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPTHKDRSCYICHROMLEFCRVTLGKSFLQFSTMKMAHAPPG
HHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLITYQIMKPETPLOQAATTAEQKT

>TNKS2 [X.laevis] [XP 018082988.1]
MSGRRCAGASGSAASHGNIGAGGEPARELFEACRNGDVERVRKLVNSDNVNSRDTAGRKSTPLHFAAGFGRKDVVEHLLQSGA
NVHARDDGGLIPIHNACSFGHAEVVSLLLRHGADPNARDNWNYTPLHEAAIKGKIDVCIVLFQHGADPTIRNTDSRTALDLSD
PSAKAVLTGEYKKDELLESARSGNEEKMMALLTPLNVNCHASDGRKSTPLHLAAGYNRVKIVQLLLOQHGADVHAKDKGDLVPL
HNACSYGHYEVTELLVKHGASVNAMDLWQFTSLHEAASKNRVEVCSLLLSYGADPTMLNCHNKSAIDLAPTPQLKERLSYEFK
GHSLLOQAAREADLTRIKKHLSLEIVNFKHPQTHDTALHCAASSPYPKRKQVCELLFRKGANVNEKTKDFLTPLHIASDKAHND
IVELLIKHEAKVNALDNLGQTSLHRAAHCGHLQTCRLLLNSGCDPSIVSLOGFTALOQMGNESVQQLLOEGLPFSNSDADSQLL
EAAKAGDLDVVKKLCTSQSVNCRDVEGRQSTPLHFAAGYNRVAVVEYLLQHGADVHAKDKGGLVALHNACSYGHYEVTELLVK
HGAVINVADLWKFTPLHEAAAKGKYEICKLLLLHGADSTKKNRDGNTPLDLVKDGDTDIQDLLRGDAALLDAAKKGCVSRVKK
LCTPENVNCRDTQGRHSTPLHLAAGYNNLEVAEYLLQHGADVNAADKGGLIPLHNAASYGHVDVAALLIKYNACVNANDKWAF
TPLHEAAQKGRTQLCALLLAHGADPALKNQEGQAPLDLVTADDVRALLTAAMPPAALPTFYKPQLLNVPQPSTTATAALSSVP
LSSPTLSAASSLDNLASSFSETTSVSSGGAEGASGLDKKDEGVDLNINQFLRNLGLEHLIDVFEREQITLDVLIEMGHKEFKE
IGISAYGHRHKIIKGVERLISGQHGLNPYLTLNTSNSGTILIDLAPDDKEFLSVEEEMOQSTVREHRDGGHAGGVFTKYNILKI
QKVCNKKLWEKYTHRQKEVTEENHNHSNERMLFHGSPFVNAIITHKGEFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTG
CPIHKDRSCYVCHRQLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPSVNGLALAEYVIYRGEQAYPEYIITYQIMKPEAV
AEG

>TNKS1[S.salar] [XP_014017013.1]
MAVSRRSSQQOQOQOGNLLSPPRNGSLSVSPPGSPSLNLVTATLVPPDGERGCSTGMENPLASPDLQTSALSSGSSTSPTTTTSGG
GSSSVSSPGSGGTTPGDGSGIGGAFRELFEACRNGDVSRVKRLVDSVNVNAKDMAGRKSTPLHFAAGFGRKDVVDHLLQTGAN
VHARDDGGLIPLHNACSFGHAEVVSLLLCQGADPNARDNWNYTPLHEAAIKGKIDVCIVLLOQHGADPNIRNTDGKSALDLADP
SAKAVLTGEYKKDELLEAARSGNEEKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLLLOHGADVHAKDKGGLVPLH
NACSYGHFEVTELLLKHGACVNAMDLWQFTPLHEAASKNRVEVCSLLLSHGADPTLLNCHSKSAVDMAPTPELKERLTYEFKG
HSLLOQAAREADMAKVKKTLALEIISFKHPQTNETALHCAVASPHPKRKQVTELLLRKGANINEKNKDFMTALHVASERAHNDI
LEVLQKHGAKVNAVDTLGQTALHRAALAGHIQTCRLLLSYGADPAIVSLQGEFTASQMGNEAVQQILNENVPTRNSDVDYRFLE
AAKAGDLDTVQQLCTPONVNCRDLEGRHSTPLHFAAGYNRVAVVEYLLHHGADVHAKDKGGLVPLHNACSYGHYEVAELLVRH
GASVNVADLWKFTPLHEAAAKGKYEICKLLLKHGADPTKKNRDGNMPLDMVKDGDTDIQDLLRGDAALLDAAKKGCLARVQKL
CSPENINCRDTQGRNSTPLHLAAGYNNLEVAEYLLEHGADVNAQDKGGLIPLHNAASYGHVDIAALLIKENTCVNATDKWAEFT
PLHEAAQKGRTQLCALLLAHGADPTMKNQEGQTALDLATADDIRALLMDAMPPDALPSCFKPQATVVSAGSVISPASTPSCLS
AASSIDNLAGPLNELGAAGTSGVADGATGSDRKEGELVMLDMNISQFLKSLGLEHLRDIFEREQISLDVLADMGHEELKEIGI
NAYGHRHKLIKGVERLLGGQQGANPYLTFHCANQGTVLIDLAPDDKEGQSVEEEMQSTIREHRDGGNAGGVEFSRYNIIKIQKV
VNKKLRERYTHRQKEISDENHNHHNERMLFHGSPFINAITIHKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPT
HKDRSCYLCHRQMLFCRVTLGKSFLQFSAMKMAHAPPGHHSVIGRPSVNGLAYAEYVIYRGEQAYPEYLITYQILKPESTATS
AAGEDQKS

>TNKS2 [S.salar] [XP 014034742.1]

MASVARFWGSANTNSKLYIYENTTPLMSTRQCSRVLGLGGVEFPGVDTPRSGEPNREIFEACRNGDVERVRRLVRPENVNSRDT
AGRKSTPLHFAAGFGRRDVVDYLLONGANVHARDEGGLVSLHNACSFGHSEVVNLLLRHGADANSRDNWSYTPLHEAATKGKS
EVCIVLLOQHGAEPTIRNTDGRTALDLAEASTKAVLTGEYRKDDLLESARSGNEDKLMALLTPLNVNCHASDGRKSSPLHLAAG
YNRVKTVQLLLKHGADVHAKDKGDLVPLHNACSYGHYEVTDILVKQGACVNAMDLWQFTPLHEAASKNRVDVCSLLVSYGADP
TEFLNCHNQSAIDLSPTPQLKERLAYEFRGHALLQAAREADLPRLKKHLSLETITFKHPLTHETALHCAATSPYPKRKQVCELL
LRKGANVNEKTKDFLTPLHLASEKSHNDIIEVLVKHEAKVNALDNLGQTALHRAAHCGHLQTCRLLLKAGCDPLVMSLQGFESP
SOMGNESVQEILHEGTLIGNSDVDWQLLEASKSGDLEIVKKLCTMONVNCRDVEGRQSTPLHFAAGYNRVSVVEYLLLHGADV
HAKDKGGLVPLHNACSYGHYEVAELLVIHGAVVNIADLWKFTPLHEAAAKGKYEICKLLLQHGADPTKKNRDGSTPLDLVKDG
DTDMQDLLRGDAALLDAAKKGCLARVEKLCSPDNVNCRDAQGRHSTLLHLAAGYNNLEVAEYLLQHGAEVNSQDKGGLIPLHN



AASYGHVDVAALLIKYDACVNATDKWAFTPLHEAAQKGRTQLCALLLAHGADPALRNQEGQSPLDLVTVDDVRALLTAAMPPS
ALPGCYKPQVISMSSPVGVVVPPSLSASSTPLSTLASRNSLDNQATASTCTAFPELPALLGPSGAVGTDNKEVPGVDLSIGQF
LNNLGLEHLLEIFEREQITLDVLVEMGHKELKEIGINAYGHRHKIIKGVERLISGPQSLNPYLTLNTANSGTILIDLVSDDKE
FOLVEEELQSTIREHRDGGLAGGVENRYNIVKIQKVCNKKLWERYTHRRKEVSEENHNHSNERMLFHGSPFVNAITHKGEFDER
HAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPLHKDRSCYVCQRHLLFCRVTLGKSFLQFSAMKMAHSPPGHHSVTGRPS
VNGLSLAEYVIYRGEQAYPEYLITYQILKPDASVDG

>TNKS [P.marinus] [XP 032806710.1]
MAARRAHLASPSSSSSLSPSSGSLDTTTAAAAAAAATTTAAAAAATTTAAAMTTTAAVSATSSPSTTAAAAAAVAAAAATGSG
PGSGQDSSADGGDAGKELFEACRNGDVGRVKRLVSPLNVNARDTTGRKSTPLHFAAGFGRKDVVEHLLONGANVHARDDGGLI
PLHNACSFGHAEVVNLLLRQGADPNARDNWNYTPLHEAAIKGKIDVCIVLLOQHGADPGIRNTDGKTALDLAEPTAKAVLTGEY
KKDELLEAARSGNEEKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLLLOQHGADVHAKDKGGLVPLHNACSYGHYEV
TELLVKHGASVNAMDLWQFTPLHEAASKNRVEVCSLLLSYGADPTLLNCHSKSAIDLAPTSELKERLVYEFRGHSLLQAAREA
DVTRVKKHLGLDIINFKHPQTHETALHCAVASPYPKRKQVSELLLRKGANVNEKTKDLLTPLHVASDKAHNDVIDVLLKHGAK
INVTDSLGQTSLHRAAHAGHLTTCRLLLSHGCDPNLPSLQGFTAAQLGNESVQQILHESSLPVRNSDVEHQLLEAAKAGDLDT
VKQLCTTQTVNCRDMEGRHSTPLHFAAGYNRVSVVEYLLQHGADVHAKDKGGLVPLHNACSYGHYEVAELLVKRGAVVNVADL
WKFTPLHEAAAKGKYEICKLLLKHGADPTKKNRDGNTPLDLVKEGDTDIQDLLRGDAALLDAAKKGCLARVQKLCSGENVNCR
DSQGRNSTPLHLAAGYNNLEVAEYLLEHGADVNAQDKGGLIPLHNAASYGHVDIAALLIKYSACVNATDKWAFTPLHEAAQKG
RTQLCALLLAHGADPSMKNQEGQTPLDLATADDVRALLIDAMPPEALPVTHKPPSIPTIAATSAAATAALALGPTPALASLAP
SPVPSGASASGAGGVPLLASPSSTPASLSAASSMDSLTGACGVAPSPVPAGAIGAGAAGDGTLLGACGVSAADGATGPADKPD
RSADFEIPGLDMNINMFLKGLGLDHLRDIFEKEQITLDVLADMGHEELKEIGINAYGHRHKLIKGVERLLGAQQGGLAYPGAN
PYLSYHTTAQGTLLIDLPPDDKEYQSVEDEMQOSTIREHKDGGQAGGVENRYNVIKIQKVRNKKLWERYTHRRKEVTEENHNHH
NERMLFHGSPFINAIINKGFDERHAYIGGMFGAGIYFAENSSKSNQYVYGIGGGTGCPVHKDRSCYICQROMLFCRVTLGKSF
LOFSAMKMAHSPPGHHSVIGRPSVNGLAFAEYVIYRGEQAYPEYLITYQILKPECTPDLTSAAGQKS

>TNKS [B.belcheri] [XP 019641281.1]
MAGRRAMLSSDRIHCDESSGCRELFEACRNGDVARVKKLITPONVNARDTAGRKSTPLHFAAGFGRKDVVEHLLONGANVHAR
DDGGLIPLHNACSFGHAEVVTLLLRNGADPNARDNWNYTPLHEAAIKGKIDVCIVLLONGADPSIRNTDGKTALDLAEPSAKT
VLTGDYKKDELLEAARSGNEDKLMALLTPLNVNCHASDGRKSTPLHLAAGYNRVRIVQLILQHGADVHAKDKGGLVPLHNACS
YGHFEVTELLLKHGASVNAMDLWQFTPLHEAASKSRIEVCSLLLSHGADPTLLNCHSKSAIDVASTPELQEKLSYEFKGHCLL
DGARQTDMAKVKKHLQLDIVNFKHPYTHDTALHCAALSPYPKRRQITELLIRKGANLNDKNKEFLTPLHVASDKCYIDVMEVL
LKHGAKVNALDSLGQTALHRGAHCGHVQACRLLLSFGVDPSIVSLOQGVTAAQMATEAVOQOMLHEDPPSGPADECDQLLEAAKA
GDLEAVKVLCNPHTVNCRDVNGRHSTPLHFAAGYNRVAVVEYLLQHGADVHAKDKGGLVPLHNACSYGHYEVCELLLKHGAVV
NVADLWKFTPLHEAAAKGKYEICKLLLKHGADPNKKNRDGNTPLDLVRDGDTDIQDLLRGDAALLDAAKKGNLARVQKLATPE
NINCRDTQGRNSTPLHLAAGYNNVEVAEFLLENGADVNAQDKGGLIPLHNASSYGHVEIAQLLIKYGTCVNATDRWNEFTPLHE
AAQKGRTQLCALLLAHGADPTMKNQEGQTPLDLATAEDVRALLVDAMPPQSLPAAITAATVKAASPISSPSTTPSSTPGVLST
ASSMDHLVGAVGGAGQGDGAIDRSAVEGESLLDMTISSFLOQLGLNQLLDIFNKEQITLDILGEMGHEELKEIGVNAYGHRHK
LIKGVERILGGTGTTLNPYLTPALGSHGTILTDLSPDDKEYQSVEEEVQSTIRQHKDQGQAGGIEFNRYNVIKIQKVRNKRLWD
RYVHRRKEVSEENHNQSNERMLFHGSPFINAIINKGFDERHAYIGGMEFGAGIYFAENSSKSNQYVYGIGGGTGCPIHKDRSCY
ICOQROMLFCRVTLGKAFLQFSAMKMAHAPPGHHSVIGRPSVGGLNFAEYVIYRGEQAFPEYLITYQIVKPEAPAAPSPDOK

>TNKS [D.melanogaster] [NP_651410.1]
MANSSRSRAILSVNLDAVMANDPLRELFEACKTGEIAKVKKLITPQTVNARDTAGRKSTPLHFAAGYGRREVVEFLLNSGAST
QOACDEGGLHPLHNCCSFGHAEVVRLLLKAGASPNTTDNWNYTPLHEAASKGKVDVCLALLQHGANHTIRNSEQKTPLELADEA
TRPVLTGEYRKDELLEAARSGAEDRLLALLTPLNVNCHASDGRRSTPLHLAAGYNRIGIVEILLANGADVHAKDKGGLVPLHN
ACSYGHFDVTKLLIQAGANVNANDLWAFTPLHEAASKSRVEVCSLLLSRGADPTLLNCHSKSAIDAAPTRELRERIAFEYKGH
CLLDACRKCDVSRAKKLVCAEIVNEFVHPYTGDTPLHLAVVSPDGKRKOQLMELLTRKGSLLNEKNKAFLTPLHLAAELLHYDAM
EVLLKQGAKVNALDSLGQTPLHRCARDEQAVRLLLSYAADTNIVSLEGLTAAQLASDSVLKLLKNPPDSETHLLEAAKAGDLD
TVRRIVLNNPISVNCRDLDGRHSTPLHFAAGFNRVPVVQFLLEHGAEVYAADKGGLVPLHNACSYGHYEVTELLVKHGANVNV
SDLWKFTPLHEAAAKGKYDICKLLLKHGADPMKKNRDGATPADLVKESDHDVAELLRGPSALLDAAKKGNLARVQRLVTPEST
NCRDAQGRNSTPLHLAAGYNNFECAEYLLENGADVNAQDKGGLIPLHNASSYGHLDIAALLIKHKTVVNATDKWGFTPLHEAA
QKGRTQLCSLLLAHGADAYMKNQEGQTPIELATADDVKCLLODAMATSLSQQALSASTQSLTSSSPAPDATAAAAPGTSSSSS
SAILSPTTETVLLPTGASMILSVPVPLPLSSSTRISPAQGAEANGAEGSSSDDLLPDADTITNVSGFLSSQQLHHLIELFERE
QITLDILAEMGHDDLKQVGVSAYGFRHKILKGIAQLRSTTGIGNNVNLCTLLVDLLPDDKEFVAVEEEMQATIREHRDNGQAG
GYFTRYNIIRVOQKVONRKLWERYAHRRQEIAEENFLOSNERMLFHGSPFINAIVQOQRGFDERHAYIGGMFGAGIYFAEHSSKSN
QYVYGIGGGIGCPSHKDKSCYVCPRQLLLCRVALGKSFLQYSAMKMAHAPPGHHSVVGRPSAGGLHFAEYVVYRGEQSYPEYL
ITYQIVKPDDSSSGTEDTR

>TNKS [N.vectensis] [XP_032220531.1]

MPCQAKMASKKLASNPTFLSDPDVCEGGRELFEACRNGDVSKVRKLVTNNSNVNVRDTAGRKSSPLHFAAGFGRKEVVEYLLQ
CGADVHAMDDGGLIPLHNACSFGHAEVVRILLSHGADANARDNWNYTPLHEAAVKGKVDVCVVLLQHGADPNIRNTDGKTALD
VAEAAAKLVLTGDYKKDELLEGARSGNEEKLMSLLTPLNVNCHASDGRKSTPLHLAAGYNRVGVVQLLLKHGADVHAKDKGGL
VPLHNACSYGHFEVTELLIKHGASVNAMDLWQFTPLHEAASKARVEVCALLLGHGADPTLLNCHSKSAIDAAPTKELQEKLLS
EFKGHQILEAAKGCDTAKIKKLITTETINFQHPLTLDTPLHVAVASSSPKKKGVIETLLKKGADPNLOQNKSSYAPLHVAAEKG
LFEAMELLLKHGAKVNAIDSAGQTALHVAATIAGQVQACRVLMSNGADPTCQTFQGYTAFEVAPEPVQKVLHVNEESPSPVSDA
EKQLLEAAKTGDLETVKNLCTAQTVNCRDLDGRCSTPLHFAAGYNRVRVVEYLLLNGADVHAKDKGGLVPLHNACSYGHYEVA
ELLVKHGAIVNVADLWKFTPLHEAAAKGKYEICQLLLKHGADPQKKNRDGYTPLDLVKEGDSDVADLLRGDAALLDAAKKGNL
IRITKLATPENINCRDTQGRNSTPLHLAAGYNHLEVAEYLLEHGADVNAQDKGGLIPLHNASSYGHVDIAALLIRYNTDVNAT



DRWLFTPLHEAAQKGRTQLCALLLAHGAEPSMKNQEGQSPVDLATAEDVKCLLGDAMLSTQTTSVSTAPVAKVPAPVTATAGA
ATPATGPISGMAPLSQANSSLLANSPAGHGDGAFSNRSVSEAQGEAVRSISAVHPGLDVDVGQFLDGLOQLNNLKEIFEREQIS
WDVLVDMGHEELKEIGIHAYGHRHKILKAVKEKISGMGLGLGPFSTSQVQGSVIQELSMVDKDFASVADEMQSTIVEHRDSGT
AGGVEFTSYTILKIERVVNTKLWEKYVYRRREIADSNHNHANERMLEFHGSPFINAIVQKGEFDQRHAYIGGMEFGAGIYFAENSSK
SNQYVYGIGGGSGCPTHKDRSCYSCERQLLLCRVALGKPFYQFSAVKMAHAPPGHNSVIGRPSSGGLSFAEYVIYRGEQAYPE
YLITYKINKPDT

>TNKS [A.queenslandica] [XP_019848937.1]
MDTRDHQAKIPGDSRQTSQSIEEGESADKNTGDLARLFEACKNGDIDTVONLIQQRQOSSANERDLHGRKSTPLHFAAGEFGRRD
IVKFLIEKGAHVDFRDEGGLIPLHNSCSFGHVDVVQLLLSNGANPNAQDNWKESPLHEAAIKGKADVCIVLLQHGADSSLLNT
DRKAPIDLANGQAREVLLGTYRQDELLEAAKVGDEQLLMQILTPLNVNCHASDGRRSTPLHLAAGYNRTSIVQLLLKQGADVH
AKDKGGLVPLHNACSYGHYEVAELLLKYGASINVTDLWQFTPLOQEAASKGRSDVCSLLLAHGANPSIANCHGKTAFNLAPSEE
FRKKLDSEYRGYQLLAAAEDGGIILLKKLLSSQLLKFQHHQTLDTLLHKAVLSKSSNRQSVIDALLKRGINLNIGNKENMTPL
ICAAKKGILEVVEQLVQRGANINHQDINGMTSLHWAVQONEHAQICRYLLSSGANPSIVNNQGQTIYQLKTSDTIQLILKNEPP
VSQFEIEQQLLEAARNSDLEILKKICTPONVNCRDTKGRMSTPLHFAAGYNRVTVVEFLLENGADVHAKDKGGLVPLHNACSY
GHYEVAELLVKYKANVNAMDLWKEFTPLHEAAAKEKYDICKLLLKNGANVHSKNRDNLTPIDLVKDPKSDLADLLRGEPALLDA
AKKGEIERVKKLLTEDNVNCRDEYGRNSTPLHLAAGYNHLDVVEYLLENKADVNAKDKGGLVPLHNASSYGHVDVASLLIRYN
SVINATDRWNFTPLHEAAQKGRTQVCSLLITIHGADVYLKNQEGQIPLDLATADDVIALLQDAMMKDIPLTIPPAEKEAKSNIV
NKGLTAAGASLLASELVLGDGVDDKNGMVTQQRGGPAGVGDGSDKGFMSYRGGGDAPPPWHNVTVKDILTELELGHLVELFER
EQITIDILIEMNGDDLOSIGITAFGVRHRLLKRIRELVQGNNEEYPVGVTTTKPTQGTQLIELSSDDKEFIDTADLMQSTICE
HRDDGKAGGVFEDSYEILKIERIVNTKVWERYKYRRKEVAESNNNCANELMLFHGSPFVPYIVHNGEFDERHAYIGGMFGAGIYF
AEHSSKSNQYVYGIGGGNGCPEHKNRSCYTCLRKLLLCRVVLGKPVEQYTAVRIAHAPPGHHSVIGRPSAGGLNYPEYVIYRG
EQAYPEYIITFRIKKPSATDSMSSSSSLDMSNNT
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SPLHEAATIKGKADVCIVLLQHGADSSLLNTDRKAPIDLANGQAREVLLGTYRQDELLEAA
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EPPVSQFEIEQQLLEAARNSDLEILKKI--CTPQNVNCRDTKGRMSTPLHFAAGYNRVTV
—————— PDSETHLLEAAKAGDLDTVRRIVLNNPISVNCRDLDGRHSTPLHFAAGFNRVPV
ESPSPVSDAEKQLLEAAKTGDLETVKNL--CTAQTVNCRDLDGRCSTPLHFAAGYNRVRV
SLPVRNSDVEHQLLEAAKAGDLDTVKQL--CTTQTVNCRDMEGRHSTPLHFAAGYNRVSV
—-PPSGPADECDQLLEAAKAGDLEAVKVL--CNPHTVNCRDVNGRHSTPLHFAAGYNRVAV
-VPTRNSDVDYRFLEAAKAGDLDTVQQL--CTPQNVNCRDLEGRHSTPLHFAAGYNRVAV
—TPVRTSDVDYRLLEASKAGDLDIVKQL--CSSQNVNCRDLEGRHSTPLHFAAGYNRVSV
—TPVRTSDVDYRLLEASKAGDLETVKQL--CSPONVNCRDLEGRHSTPLHFAAGYNRVSV
—-TPIRTSDVDYRLLEASKAGDLETVKQL--CSSQNVNCRDLEGRHSTPLHFAAGYNRVSV
—TPIRTSDVDYRLLEASKAGDLETVKQL--CSPONVNCRDLEGRHSTPLHFAAGYNRVSV
—TPMRTSDVDYRLLEASKAGDLETVKQL--CSPONVNCRDLEGRHSTPLHFAAGYNRVSV
—-TLIGNSDVDWQLLEASKSGDLEIVKKL--CTMQNVNCRDVEGRQSTPLHFAAGYNRVSV
—LPFSNSDADSQLLEAAKAGDLDVVKKL--CTSQSVNCRDVEGRQSTPLHFAAGYNRVAV
—IPLGNSDADRQLLEAAKAGDVDTVKKL--CTVQSVNCRDIEGRQSTPLHFAAGYNRVSV
—-ASLGHSEADRQLLEAAKAGDVETVKKL--CTVQSVNCRDIEGRQSTPLHFAAGYNRVSV
—ISLGNSEADRQLLEAAKAGDVETVKKL--CTVQSVNCRDIEGRQSTPLHFAAGYNRVSV
*ISLGNSEADRQLLEAAKAGDVETVKKL**CTVQSVNCRDIEGRQSTPLHFAAGYNRVSV
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H.sapiens] [NP_003738.2]
P.abelii] [XP_024106876.1]
M.musculus] [EDL35446.1]
S.salar] [XP_014034742.1]
X.laevis] [XP_018082988.1]
G.gallus] [NP_989672.1]
M.musculus] [NP_001157107.1]
H.sapiens] [AAK13463.1]
P.abelii] [XP_024109627.1]
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YVYGIGGGNGCPEHKNRSCYTCLRKLLLCRVVLGKPVEQYTAVRIAHAPPGHHSVIGRPS
YVYGIGGGIGCPSHKDKSCYVCPRQLLLCRVALGKSFLQYSAMKMAHAPPGHHSVVGRPS
YVYGIGGGSGCPTHKDRSCYSCERQLLLCRVALGKPEFYQFSAVKMAHAPPGHNSVIGRPS
YVYGIGGGTGCPVHKDRSCYICQRQMLFCRVTLGKSFLQFSAMKMAHSPPGHHSVIGRPS
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