SH3BP2

Homo sapiens:

>sp|P78314|3BP2_HUMAN SH3 domain-binding protein 2 OS=Homo sapiens OX=9606 GN=SH3BP2 PE=1 SV=2
MAAEEMHWPVPMKAIGAQNLLTMPGGVAKAGY LHKKGGTQLOQLLKWPLRFVIIHKRCVYY
FKSSTSASPQGAFSLSGYNRVMRAAEETTSNNVFPFKITHISKKHRTWFFSASSEEERKS
WMALLRREIGHFHEKKDLPLDTSDSSSDTDSFYGAVERPVDISLSPYPTDNEDYEHDDED
DSYLEPDSPEPGRLEDALMHPPAYPPPPVPTPRKPAFSDMPRAHSFTSKGPGPLLPPPPP
KHGLPDVGLAAEDSKRDPLCPRRAEPCPRVPATPRRMSDPPLSTMPTAPGLRKPPCFRES
ASPSPEPWTPGHGACSTSSAAIMATATSRNCDKLKSFHLSPRGPPTSEPPPVPANKPKEL
KIAEEDPPREAAMPGLFVPPVAPRPPALKLPVPEAMARPAVLPRPEKPQLPHLQ-
.FRSFSFEKPRQPSQADTGGDDS DEDYEKVPLPNSVFVNTTESCEVERLFKATSPRGEP
QDGLYCIRNSSTKSGKVLVVWDETSNKVRNYRIFEKDSKFYLEGEVLFVSVGSMVEHYHT
HVLPSHQSLLLRHPYGYTGPR

Pongo abelii:

>PNJ23454.1 SH3BP2 isoform 3 [Pongo abelii]
MASLGPRTPALSRSRGRRAMCWVST I SFMAAEETHWPVPMKAIGAONLLTMPGGVAKAGY LHKKGGTQLO
LLKWPLRFVIIHKRCVYYFKSSTSASPQGAFSLSGYNRVMRAAEETTSNNVFPFKI IHISKKHRTWEFSA
SSEDERKSWMALLRREIGHFHEKKDLPLDTSDSSSDTDSFYGAVERPVDISLSPYPTDNEDYEHDDEDDS
YMEPDSPEPGRLEDALMHPPAY PPPPVPTPRKPAFSDMPRAHSFTSKGPGPLLP PPPPKHGLPDVGLAAE
DSKRDPLCPRRAEPCPRVPATPRRMSDPPLSTMPTAPGLRKPPCFRESASPSPSPEPWTPGHGACSTSSA
AIMATATSRNCDKLKSFHLS PRGPPTSQPPPVPANKPKFLKTAEEDPPREAAMPGLEVS PVAPRPPALKL
PVPEATARPAVLPRPEKPQLPHLORSBBPEOSFRSFSFEKPROPLPADTGGDDSDEDYEKVPLPNSVEIN
TTESCEVERLFKATSPRGEPQDGLYCIRNSSTKSGKVLVVWDETSNKVRNYRIFEKDSKFYLEGEVLFVS
VGSMVEHYHTHVLPSHOSLLLRHPYGYTGPR

Mus musculus:

>NP_001139330.1 SH3 domain-binding protein 2 isoform c¢ [Mus musculus]
MSGGCRLOSLLIAPELNSLSGFKDTCPQOOVTGSCTMCHVSAMSFMAAEEMOWPYPMKATGAQNLLTMPGG
VAKAGYLHKKGGTQLQLLKWPLRFVIIHKRCIYYFKSSTSASPQGAFSLSGYNRVMRAAEETTSNNVEPF
KITHISKKHRTWEFSASSEDERKSWMALLRRE IGHFHEKKELPLDTSDSSSDTDSFYGAVERPIDISLSS
YPMDNEDYEHEDEDDSYLEPDS PGPMKLEDALTY PPAY PPPPVPVPRKPAFSDLPRAHSFTSKSPSPLLE
PPPPKRGLPDTGSAPEDAKDALGLRRVEPGLRVPATPRRMSDPPMSNVPTVPNLRKHPCFRDSVNPGLEP
WTPGHGTSSVSSSTTMAVATSRNCDKLKSFHLS SRGPPTSEPPPVPANKPKF LK IAEEPSPREAAKFARY
PPVAPRPPVOKMPMPEATVRPAVLPRPENTPLPHLORSPBDEOSFRGFSFEKARQPSQADTGEEDSDEDY
EKVPLPNSVFVNTTESCEVERLFKATDPRGEPQDGLYCIRNSSTKSGKVLVVIWDES SNKVRNYRIFEKDS
KFYLEGEVLFASVGSMVEHYHTHVLPSEOSLLLRHPYGYAGPR

Gallus gallus:

>XP_015141266.1 SH3 domain-binding protein 2 isoform X1 [Gallus gallus]
MPERGYQLLMALSSQORKLSYGESVSRRTMCRLGTVTRKMASEEQVWPVPMKAIGAONLLTMPGGVTKSGY
LHKKGGTQLQILKWPLRFVIIHEGCIYYFKTSTSAS POGAFSLNGYNRVMRAAEETTSSNVFPFKLVHIS
KKHRTWFFSASSEDERKNWMLSLRRE I DHYHDKKETVTEFSDSGSDADSFYGSVERPIDIKYSHHSADNE
DYDQEEDDESYLOPDTSDIVKDDFMVLPPAYPPPPVPHVRKAAY SESRSHSFSGKTAGSTPPPPPPKRSL
PEIKTEDFFGVREPQLPCRAEPNLKIQSSSRRPSEQPPPVPPLPLFKKPFCVKEPSSLPPELPLSHVLTT
TEGCEKLKTLNLSPRTPPPLPSNKPKLSQITEKTVENKVPREHGKPGLFVPPVLPKPPVPGHQOHSVLKPR
PEKPSCPQLORBBBDEOS FRSFSFEKPALPSKPNOVNDDSDDDYEKVELPTSIFLNTSESLEVERIFKAT
SPKGQPONGLYCIRNSSTKAGKVLVVWDQSAEKVRNYRIFEKDCKFYLDADIMFLNMGSLVEYYSTHVLP
SHGSLILRCPYGYSKPR

Xenopus laevis:

>XP_041443552.1 SH3 domain-binding protein 2 isoform X3 [Xenopus laevis]
MASDEPSWPTPMKAIGAQNLLTMPGGVAISGYLHKKGGTQLOIMKWPLRFVI IHKGCVYYFKTSTSATSQ
GAFSLNGYNRVMRAAEETTSNNVFPFKMVHISKKQRTWY FSAASEEERKKWMLSLRKET DHYHEKKETVT
DLSDPDSDSDSFYGSVERPVPINYTHNPADDS YEDDDDEDDDYVKPDGADENAPTY PPPPVPRNPRNGND
SVKPRTMSDVGLPYRPPPPPTPPLIKTLPHLSDQARKESAIHQGFSCGPPPHKIEEFTPKLPPHKKTSFD
LIGKEPPRREDLIGSSDSVPGYDLCGPTIKPPSPSLOLGARHVDPPAPPPVSYPKKNGSSCKPMTNPSTQ
LISNTVSKELTDKFRMMPVPSPAPPPKPSFLSPVVKPSSSSNAPPPPPPVKPSIPPSTPPSVTIASISPP
VPPIKPRMLNDQKAERIPOKPPPIPRQPGRKSESDKLEPS PKLREBBDGOSFRGLSTEGPAHPTKPKRKL
TRNDSDEDYEKVPLPVSVEVDTNDSVEVERI FKAAS PGGTPONGLFCIRNSAKAGKVLVVWDTATEKTRN
YRIFEKDSKYFLEAELLFPDVESLVEHYYTNKLPSHSTLVLOHAYGCSFPR

Salmo salar:

>XP_013984441.1 PREDICTED: SH3 domain-binding protein 2-like isoform X1 [Salmo salar]
MASAENYWPVPMRAIGAQNLLTMPGGVCHSGY LHKKGGSQFSLMKWPLRYIITHRGCVYYFKSSTSPAPQ
GAFSLNGYNRVMRAAEETTSSNVFPFKIVHFSKKHRTYCFSAANEEERRKWMRNLRKEIDHYNDRRDSHI
PNDSESDADSFYGSIECPMDITYAHDDPGDNYMLEDEEDDEDEDDYEKPDSPPTYKGRLTVPPPSYHPPP
LPCQFRQESMSGSCKGLPQPAPVPNRTLSSPLPKKMSPLLPRPKLGEVGHNHHGHKDVPNKDSPERSVRG
PKAPHPTHIASLQKQOMMMGKTSISTLPGGDHRDKKPHAPVTLKSPATLPICINLERQMGLNPSPPGCHGN
TPSHIPSVPNYCHSTRPTPDLPPQPSPALNHKLGPYKPPLLTKPPCPATMPKRPRGSAQ) SQT
SVDQVPASLRKNRDPSKYIDDDSDEDYENVQLPDSVEVDITETSSVEKMFMESSSSPODGLYCFRNSASK
TSKVLVVWDVDLCKARNYRLFEEDSRVFLEFEMTFASLSALVEHYHSHPLPNHDSLCLQQOPYRYIMPR

Petromyzon marinus:

>XP_032800705.1 SH3 domain-binding protein 2-like [Petromyzon marinus]
MSAACRDWPLPMRSVGAQSILTMPGGVAHSGYLHKKGGTQVSFFAWPLRYVVLHAGCLYYYKSSTATIPR
GSFSLRGYNRVMRALOETSMGNVY PFKLVEHNVRHRTWIFSAANEGERKVHMSAIRSEIENYLRPOSSNE
RRNSSSSDKFYEQVEMPLPLLDSTWSGGSQDADEYDEDSGDDDDDGDYLQPDDYLTTHLESGTGGGLSPQ
PKPQQOPPPPOLLLASSPSPSPANKFTATTATTKRPALMPPKPPPKPPPOOPOOOQOPOQOQPOOHHHHO
ELGYFKRPIAGTAIGPQORSPPLPWAAVAAAAAASTTTTTTTATTTTTTARGKALMPAATTTTITTTKAP
PRPLSRB@PEGES FHKLOIDSDSDDY IQPEDAMPSTIFLDTTSGDEAEWRMKNAGLTHGLYCIRN: D
QQVLVVWDGECRKLRNFKIFRAGPLVSLDVSDGAPHFKLLSGLLDHYRVAPLPRQSSLRLTQPLVV

Branchiostoma belcheri:

>XP_019631975.1 PREDICTED: SH3 domain-binding protein 2-like [Branchiostoma belcheri]
MISLALALPHPLRMAGAKDSKNRLSLSAGLGGVKKSFLSALGQQDKHVIPGVTEPHITISAQELLSDGKA
IFYGWLRKKGNDVLSQRFMIWKHRYVILKDGCVYYFKNETSEKPCGAFSLSNYTKIMRAVDVETTELPWP
FLLVGRFPQMRTWYFSASNEQDMOHWMLNMKNEMDAVNS SVQGAGHGGRGSNPEVIVPDPAYGDDSGLPP
IYQDTDEEEHYYEDPDEHLQEEEDYLQVLEDGPRVTPVGAEAAGDVGAFREMPLPPTPTSKMASPSKGWY



GQEGAARPPVPLPKKQSSFPTKPLPATPQEGTRS PKKALVPPHMRGVSTS PPHQTESKGKVPSPPWKELK
GPGVKKASEPINITSPGWTAGKTVGORETGEGRGRDVKDEKKEKSGMARALAAEMTOKFGSNWQAAGGTA
KPRTPDKPVPAAKPGLHPKPGLAPKPGTSPKPGLAPKPGHPSRQGMKPLYPPHKPQVEVQGIMEDRYEHE
EEEEPVEDPGIRREBPEGNSF'SKKNFNENPESETDDVMPADYSDDVDVEKAESCLRSGQVNGKYFLRPSK
QDKGKMVLVVYDCAGQKCRKFKMYGLGSQLYLHKGAPTFSSMSDLLRHYQYHNLPVTDGVEIRLTEPYQG
H

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

>XP_032222077.1 SH3 domain-binding protein 2 isoform X3 [Nematostella vectensis]
MSNGPTWRTCSMPTTRHNECSVPGNRIRSRTDTNITAPKHPEPYMSIPAQSLVQDECHIHCGTVRKENKY
NMWQDRYLVLHKGCMYYYKNYLDKSAKGQFSLSGYRVSTAPERAVKLPWVFKLTHLOQPEKRTFYFAAKSE
KELNEWMSKIKEDIDEYCEPLATSGFNPECEATRQSSSGSSDDGDSFKYDYPLFAPEFALAKALTLEKLS
ESQNSSSASSEPEYCPPPSFDTLPNGSPPPPPARNQSGKERAQPIGSVPTPVMMGKSGKSSVDISAVILG
KAALKPVQDNSLPPLPKPRSKLRQSPRVHAGSHPSSPSPPTKPPKPSVHKYASDPELACLPQQTSLPPAN
PALVDSSDSEEDDYLKILPDEESTPNHGNNNDEFIPRLSTLERLRPEGKSFRTPPDEKEQIHIDVLPATS
VKLDIERTKAIAMLEGRNGMYILHKSRSGDIGQCLSVCIEDRVRHFLVFYSKEEGGYALDRDAQRFPTLE
EVIRHHYTTPLPKQOSATLEQPYRWPH

Amphimedon queenslandica:

No homolog found.
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APTFSSMSDLLRHYQYHNLPVTDGVEIRLTEPYQGH- 631
APHFKLLSGLLDHYRVAPLPROSSLRLTQPLVV---- 486
EMTFASLSALVEHYHSHPLPNHDSLCLQQPYRYIMPR 558
ELLFPDVESLVEHYYTNKLPSHSTLVLQHAYGCSFPR 611
DIMFLNMGSLVEYYSTHVLPSHGSLILRCPYGYSKPR 577
EVLFASVGSMVEHYHTHVLPSHQSLLLRHPYGYAGPR 603
EVLFVSVGSMVEHYHTHVLPSHQSLLLRHPYGYTGPR 561
EVLFVSVGSMVEHYHTHVLPSHQSLLLRHPYGYTGPR 591
* .

- % .

426
539
398
467
519
484
510
468
498

482
595
453
521
574
540
566
524
554



