
5'’’TCGTCGGAGAAGCTGAGGATCGTATCAGGATGTGTTTAAACCCGAGTCCATCATGATTTGGGATTTTATGTGTTGATAAACTCGCCCAGAGTGA
TCGATACTGATCGATATTAGCTCATAAGTGTATTGGAGACTGTCCAGCACAGTTTGCTCTCTGATTCAGTATGACTGTATTAATGTTTGATATTTC
ACCTATGCAGACAGAAACACAGGCACTGAGGATTTGTCAAATCTCTCCAACACTAAACCTCTCTTGCAGACTTACACATTGATCCGGACCTGTTTG
CTCACAAATAAATGCTTTTGGCAATATTAAAACATTAATTTTCGAGGGAGCGGATTATCGGCTTGGGTGTTGCTGGGATTTATCGCTGTACAAGAA
TCTGCACTGAAAATGAGGACAGACACCAAACTGGCCTTGGCCATATTCCTCGTGTCCTGTTCATCAGGTGCGATTCTGGGCCGCTCGGAGACACAG

GAGTGTGTGTATTATAATGTGAGCTGGGAGAAGGACGGAACAAACAGGAGCGGCACGGAGTCATGTTATGGAGAAAAGGACAAGCGGCGACACTGT

TTCTCCACCTGGAAGAACCGCTCGGGGACCATCGAGATGGTCAAGCAGGGCTGCTGGCTGGACGATGTCAACTGCTACGACAGCAGTGAGTGTGTG

GAGCGCAAAGAGAATATTGATGTCTTCTTCTGCTGCTGCGAGGGAAACTTGT’’3'
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Orange: chrUn_KN150226v1:12087-12345; Green: Start codon; Black: chr6:1724727-1725082; Green: Translation exon 1; Cyan: 
Translation exon 2; Blue: Translation exon 3; Boxed: Previously predicted start codon (ENSDART00000157415.2, GRCz11)

Bold: Signal peptide; Red: Activin receptor domain; Underlined: Transmembrane domain; Blue: GS domain; Italics: Protein kinase 
domain

A acvr2a-b transcript

Figure 1 – figure supplement 1

Acvr1b-b

Acvr1b-a

Acvr1c

Acvr2a-a

Acvr2a-b

Acvr2b-a

C

D

E

F

G

Acvr2b-bH

B
MLRDGNVAVMPPRRTAVALLALCGLLAVGDALKCNCTACESTGYVCETDGACMASTSYINGQEEQQVRICIPRVSLVPPGQPIYCL
SAKGLLNTHCCYTDFCNSINLQIPNGIADGKGGSWGPVELVAVIAGPVFLFCLLLIVGVLLFQHHQRNYNHRQRLDVEDPSCDHLYLA
KDKTLQDLIFDLSTSGSGSGLPLFVQRTVARTIVLQEIIGKGRFGEVWRGRWRGGDVAVKIFSSREERSWFREAEIYQTIMLRHENIL
GFIAADNKDNGTWTQLWLVSDYHEHGSLFDYLNHYSVTIEGMIKLSLSAASGLAHLHMEILGTQGKPGIAHRDLKSKNILVKKNGTC
AIADLGLAVRHESITDTIDIAPNQRVGTKRYMAPEVLDETINMKHFDSFKCADIYALGLVYWEIARRCNAGGIHEDYQLPYYDLVPSDP
SIEEMRKVVCDQRLRPNVPNWWQSYEALRVMGKIMRECWYANGAARLTALRIKKTLSQLSVQEDIKI

MFASLLTLALLLATFAADPSHGEVETRECLYYNVNWEVEKTNRSGVERCEGEKDKRSHCYASWRNNSGSIQLVKKGCWLDDFNC
YDRQECVATEENPQVFFCCCEGNFCNERFTHLPDISGPVISPPPVSPSLLNVLVYSLLPLSMLSMAVLLAFWMYRHRKPPYGHVDV
NEDPGPSPPSPLVGLKPLQLLEVKARGRFGCVWKAQMINEYVAVKIFPIQDKLSWQNEREMFSTPGMKHDNLLRFIAAEKRGSNLE
MEFWLITEFHERGSLTDYLKGNAVSWADLCVIAESMACGLAYLHEDVPRSKGEGPKPAIAHRDFKSKNVMLKMDLTAVIGDFGLAVR
FEPGKPPGDTHGQVGTRRYMAPEVLEGAINFQRDSFLRIDMYAMGLVLWELVSRCKAADGPVDEYMLPFEEEIGQHPSLEDLQDA
VVHKKLRPAFKDCWLKHSGLCQMCETMEECWDHDAEARLSAGCVQERISQIRRVSSSTSDCLFSMVTSLTNVDLPPKESSI

MDPRQILRILIVLSGLNGVCDALLCNCTAPHCERDGFKCETNGACVASTSVIEGQEQHVRLCIHKEKLVPPGQPFYCLSAEGLMNTH
CCYTDYCNSIDLRLPIVTNGPGAGQDWGPVELTAVVAGPVFVLCVLVLLGLFLFQHHQRAYGHRQRLEVEDPSTEHMFLAKDKTLQ
DLIYDLSTSGSGSGLPLFVQRTVARTIVLQEIIGKGRFGEVWRGKWRGGDVAVKIFSSREERSWFREAEIYQTIMLRHENILGFIAAD
NKDNGTWTQLWLVSDYHENGSLFDYLNRYSVTIEGMIKLALSAASGLAHLHMEILGTQGKPGIAHRDLKSKNILVKKNCTCAIADLGL
AVRHESITDTIDIAPNQRVGTKRYMAPEVLEESINMRHFDSFKCADIYALGLVYWEIARRCNAGGIHEEYQLPYYDLVPSDPSIEEMR
KVVCDQRLRPNIPNWWQSYEALRVMGKIMRECWYANGAARLTALRIKKTLSQLSVDEDLKI

MSHPRCSDAALFIFTFVQLTAALKCVCHLCVNHTCETEAEGACWNSVMLINGKEETVKSCVSPSELKGQVFCYSSRNVSKRNCCF
TDFCNNETLHLNPEQPPEDSGWSQLEVAAVILVPSCLVCVGVMLGVCAIQNLRCTHIKSLKQDPEEPLDDPTLVSPDKCLKELIYDM
STSGSGSGLPLLVQRTIARTIVLQETIGKGRFGEVWRGKWRGEDVAVKIFSSRDERSWFREAEIYQTIMLRHDNILGFIAADNKDNGS
WTQLWLVSEYHEHGSLFDYLNRFTVSVEGMIVLALSIASGIAHLHMEIIGTQGKPAIAHRDIKSKNILVKKNGAAVIADLGLAVKHDSNT
NTIDIPINHRVGTKRYMAPEILDDSINMSSFESFKRADIYSLSLVFWELARRCSIQGIHEDFQLPYYDQVQSDPSLDDMRRVVCEQKL
RPNIPNQWQSCEALRVMGKIMRECWHANPAARLTALRVKKTISQVTVVKDVKE

MGPATKLAFGVFLISCSSGAILGRSETQECVFYNYNPSLENRGNRSGIEPCVGDKDKRLHCFATWRNVSGTVEIVKQGCWLDDVN
CYDSTECVEKKEDPDVFFCCCEGNMCNEKFFYNPNTAPVQTTSNPLTQKPPLFSTLLYSIVPIMGIAAIVLLSFWMYRHHKLAYPPVL
VPTQDPGPMPPSPTLVQKPLQLLEIKARGRFGCVWKAQLLNDYVAVKIFPIQDKLSWQNEYDIYNIPGMRHENILQFIGAEKRGSNL
DIELWLITAYHEKSSLTDYLKANVVTWNELCHIAQTMARGLAYLHSDFPGHRDGHKPAIAHRDFKSKNVLLKTNLTACIADFGLALKFE
AGKSAGDTHGQVGTRRYMAPEVLEGAINFQRDAFLRIDMYAVGLVLWELAARCTASDGPVDEYMLPFEEEVGQHPTLEDMQEVVV
HKKLRPTLRECWQKHPGLAMLCETIEECWDHEAEARLSAGCVEERVVQMQRQTSVSAPEEIVTVVTMVTNVDYPPKESSL

MRTDTKLALAIFLVSCSSGAILGRSETQECVYYNVSWEKDGTNRSGTESCYGEKDKRRHCFSTWKNRSGTIEMVKQGCWLDDVN
CYDSSECVERKENIDVFFCCCEGNLCNQKFHYNPETVEPTLNPVPPKPDLFPTLLYSLLPIMAVAVILFISFWMYRHLKLTYPPLLVPS
QDPGLTPPSPLLGQKPLQLLELKARGRFGCVWKAQLLSEAVAVKIFPVQNKQSWQNEYEIYNASGMKHENLLHFIGAEKRGNGVDI
ELWLITTYHEKGSLTDFLKANVLSWNELCLIAQTFVRGLAYLHEDIPNLKDGHKPAIAHRDIKSKNVLLKSDLTACIADFGLALKFEAGK
STGDTHGQVGTRRYMAPEVLEGAISFQRDAFLRIDMYAAGLVLWELATRCTAADGPVDEFCLPFEEEAGLHPSLEDMQDVVVHKKL
RPIFREHWLKHTGLSLLCETMEECWDHEAEARLSAGCVEERIISMQRSTSIISPDDILSVVTMVTNLDFPPKESSL

MFVPWLAFALVWCTGVSHAEVATRECVYYNDNWRTEKTNQSGFERCEGEKDKRLHCYASWLNSTGTIRLVKKGCWLDDFNCYD
RQECVATEESPQVFFCCCEGNYCNEKFTHLPEAIAPAVKIQPPQPGPSLFGILVYSLLPLAILSLALVLACWTYHQRKPPYRHVDIGQ
DAGLPPPSPLVGLKPLQLLELKARGRFGCVWKAQLLSEYVAVKIFPIQDKQSWQNERDIYLTEGFKHENILHYISAEKRGTNLQMEL
WLVTEFHERGSLTDYLKGNVVSWPQLCHISASMSRGLAYLHEDLPYRAEGPKPAIAHRDFKSKNVLLKMDLTAVIADFGLAVRFEPG
KPPGDTHGQVGTRRYMAPEVLEGAINFQRDSFLRIDMYALGLVLWELVSRCTASDGPVGEYQLPFEEEVGQHPSLEDLQDAVVHK
KMRPVFKDCWVKHQGLSQLCETIEECWDHDAEARLSAGCVEERISTISKSNNTLNTSTSECLLSMLTSHSDTDLPPKDSST


