MERIT40

Homo sapiens:

>sp|QINWV8 |BABAL HUMAN BRISC and BRCAl-A complex member 1 OS=Homo sapiens OX=9606 GN=BABAMl PE=1 SV=1
MEVAEPSSPTEEEEEEEEHSAE PRPRTRENPEGAE DRAVGAQASVGSREEGHGEAASADD
GSLNTSGAGPKSWQVPPPAPEVQIRTPRVNCPEKVIICLDLSEEMSLPKLESFNGSKTNA
LNVSQKMIEMFVRTKHKIDKSHEFALVVVNDDTAWLSGLTSDPRELCSCLYDLETASCST
FNLEGLFSLIQOKTELPVTENVQTIPPPYVVRTILVYSRPPCQPQFSLTEPMKKMFQCPY
FFFDVVYIHNGTEEKEEEMSWKDMFAFMGSLDTKGTSYKYEVALAGPALELHNCMAKLLA

HPLORPCQSHASYSLLEEEDEAIEVEATV

Pongo abelii:

>NP_001126315.1 BRISC and BRCAl-A complex member 1 [Pongo abelii]
MEVPEPSSPTEEEEEEEEHSAEPRPRTRENPEGARDRAVGAQASVGSREBGHGEAASADDGSPNTSGAGP
KSWQVPPPAPEVQIRTPRVNCPEKVI ICLDLSEEMSLPKLESFNGSKTNALNVSQKMIEMFVRTKHKIDK
SHEFALVVVNDDTAWLSGLTSDPRELCSCLYDLETASCSTFNLEGLFSLIQOKTELPVTENVQTIPPPYV
VRTILVYSRPPCQPQFSLTEPMKKMFQCPYFFFDVVY IHNGTEEKEEEMSWKDMFAFMGSLDTKGTSYKY
EVALAGPALELENCMAKLLAHPLQRPCQSHASYSLLEEEDEATEVEATV

Mus musculus:

>NP_080912.2 BRISC and BRCAL-A complex member 1 [Mus musculus)
MEVAEANSPTEEEEEEEEEGEET I SEPRPHTRENPEGAEDRALGAQASVGSREBGEGEAATADGGAASVP
GAGPKPWQVPASASEVQIRTPRVNCPEKVIICLDLSEEMSVPKLESFNGSRTNALNVSQKMVEMEVRTKH
KIDKSHEFALVVVNDDSAWLSGLTSDPRELCSCLYDLETASCSTFNLEGLFSLIQQKTELPVTENVQTIP
PPYVVRTILVYSRPPCOPQFSLTEPMKKMFQCPYFFFDIVY IHNGTEEKEEDMSWKDMFAFMGSLDTKGA
SYKYEVALAGPALELHNCMAKLLAHPLORPCQTHASYSLLEEDEEAGEEEATV

Gallus gallus:

>XP_015155591.1 BRISC and BRCAl-A complex member 1 isoform X3 [Gallus gallus]
MERSCGMDTSGPGSAAEEEEEKAPEQRPRTRENPEGABDRALSAQSSVGNREBGEGEAAS SEDSPOGTAR
PDGTAWPGPAHPPPEVQVKTPRVNCPEKVIICLDLAEEMALPKLESFNGSKTNALNISQKMIEMFVRTKH
KIDKSHEFALVVVNNDATWLSGFTSDPREVCSCLYDLETVVCKSFNLDGLFNLIQQKIELPVTDNVQTIP
PPYVVRTILVLGRPGCQPQFSVSEQMKKMLQCPYFFFDVVYIHNGAEEKEDETSWKELYAFFGSLDTKGT
NYRYEVTLTGPAVELHNCMAKLLAHPLQRPFQSHAAYSLLEGDEPPEVEATV

Xenopus laevis:

>NP_001086385.1 BRISC and BRCAl-A complex member 1 [Xenopus laevis]
MDNSTEETFSMDTSEPLEEGEQTHEQRPHTRENPEGABDRGVVHQAGYGS REBGEGEAAQVEDPLPTTTT
VPTNSTPPPTLEFQLKTPRVNCPEKVI ICLDLSEEMSTQKLESFNGSKANALNSSQKMIEMFVRTKHKID
KRHEFALVVANNEAMWLSGETSDPREVCSCLYDLETNVCESFNLEGLFNLIQORTEFPVTDNVQTIPPPY
VVRIILIYSRPASQPALALTDNMKKMLQCPYFFFDVIYIHNGSEEEELCWKDIFGFFSSLDSKGTSYKYE
VSITGPALELHNCMARLLAHPLORPFQSHAAYSLLEEEEESPESEVIV

Salmo salar:

>XP_013979057.1 PREDICTED: BRISC and BRCAl-A complex member 1 [Salmo salar]
METPQPGPADGEERSVELRPRTRENPHGABDRRS STGSLGNSNPSTPQPAVGS RUBGEGEAS TSDSPPSS
TTTTVSATTAQTVAPIVAATVNAIVGLPTPTPVAKDRPKPTQAPPPLTPPIPPTAEFQLRAPRVNCPEKY
IICLDLSEEMSSQKLESFNGSKTNALNISQKMIEMFVRTKHKIDKRHEFALVVVNDDALWLSGFTSDPRE
LCSCLYDLDTNVCETFNLEDLLSVIRQKIDLPLMDNIQTIPPPFVVRTLLIYSRHAGQLOFSPSDAVNSM
LLSPYFFFDVVYLHNGAEEQGDEASWRDIYTSFCNLDSKGTCYHFEVSLCGPAIELHNCMAKLLSHPLQR
PFQSHASYSLLEGDDPQDVEATV

Petromyzon marinus:

No homolog found.

Branchiostoma belcheri:

>XP_019620522.1 PREDICTED: BRISC and BRCAl-A complex member l-like [Branchiostoma belcheri]
MSSTASTTEEESVLPDTTVSESARSESDEVVSTQEEEEKEEEEKKDPPRDETPHTENEELNSLASTVSSS
QDSQDSSDGTIHVLLPKVNCPEKIVVCLDMSKEMTSRHVSSRDGSQFSPLSLAKRVIEIFVRTKSRMDRK
HQFALVILHDAPTLMLSELLLSPHLFLDALYVHQPPADDNQSIEIFNAICDLDRKCLSYVYEVATNVTMF
HNHMAKLLAHPLQRPAQSDTYYKLQSNEEVS

Drosophila melanogaster:

No homolog found.

Hydra wvulgaris:

No homolog found.

Nematostella vectensis:

>XP_032232271.1 BRISC and BRCAl-A complex member 1 isoform X1 [Nematostella vectensis
MSKQLPETDLIDLSDDKDADSQRSSPVILTKHPNKHNTGKGRKGEEKVQEKGSKGGHESPSHSIGDSLSL
NSNDSNDPRRLVPWVNCQEKIILCLDLSNEMNEKSFPSKKAPDFTAYQFVRKAAKIFVNNKAMLNSIHEF
GVITLADDATWYQQFESNPDMICTLLDHLNPSEEDNQDTFDMEKLFQTICOQRIALPEVEDPALPPPYVIR
VIMIYGRSHCPPHFTDRSRQMLRELLQSPYFFFDVLYVHELPSENNQCEAIYDSFCELDEDEDGYMLEVS
RSTSRLFDHMAILLAHPLQRPKQRDTFYELQNRDDNETT

Amphimedon queenslandica:

>XP_019851282.1 PREDICTED: BRISC and BRCAL-A complex member l-like [Amphimedon queenslandica]
MADNISVSSSISNASVLSFDFNAQDIHPSCPEKIVFCIDVSEDVSITTVKSKDRGDLPLFTVWKNALTQF
VFNKSMMGKHEFALMILTDKANWFCDFSSDPQLVSDALTSLENVQEKYDSFDTSSIFSAIYENCPPPSVC
VGSSMSPPPFIVRVIILYGRSHCLPVYRGESEAHSELMASPHFFLDVLYSHDPPTGHNVCQSIFDILSET
YPKPKALVLDWSANLVKLYNFFAKLLAHPLQRPVQSMMDNRLISQKT
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—--VPTNSTPPPTLEFQLKTPRVNCPEKVIICLDLSEEMSTQKLESFNGSKANA
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LNISQKMIEMFVRTKHKIDKRHEFALVVVNDDALWLSGFTSDPRELCSCLYDLDTN—
LNSSQKMIEMFVRTKHKIDKRHEFALVVANNEAMWLSGFTSDPREVCSCLYDLETN-
LNISQKMIEMFVRTKHKIDKSHEFALVVVNNDATWLSGFTSDPREVCSCLYDLETV—
LNVSQKMVEMFVRTKHKIDKSHEFALVVVNDDSAWLSGLTSDPRELCSCLYDLETA-
LNVSQKMIEMFVRTKHKIDKSHEFALVVVNDDTAWLSGLTSDPRELCSCLYDLETA---S
LNVSQKMIEMFVRTKHKIDKSHEFALVVVNDDTAWLSGLTSDPRELCSCLYDLETA---S
FTVWKNALTQFVFNKSMMG-KHEFALMILTDKANWFCDFSSDPQLVSDALTSLENVQ-EK
LSLAKRVIEIFVRTKSRMDRKHQFALVILH:
YOFVRKAAKIFVNNKAMLNSITHEFGVITLADDATWYQQFESNPDMICTLLDHLNPSEEDN

B ko x s Kk s
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CETFNLEDLLSVIRQKIDLPLM-DNIQTIPPPFVVRTLLIYSRHAGQLQFSPS--DAVNS
CESFNLEGLFNLIQQORTEFPVT-DNVQTIPPPYVVRIILIYSRPASQPALALT--DNMKK
CKSFNLDGLFNLIQQOKIELPVT-DNVQTIPPPYVVRTILVLGRPGCQPQFSVS--EQMKK
CSTFNLEGLFSLIQQKTELPVT-ENVQTIPPPYVVRTILVYSRPPCQPQFSLT--EPMKK
CSTFNLEGLFSLIQQKTELPVT-ENVQTIPPPYVVRTILVYSRPPCQPQFSLT--EPMKK
CSTFNLEGLFSLIQQKTELPVT-ENVQTIPPPYVVRTILVYSRPPCQPQFSLT--EPMKK
YDSEDTSSIFSAIYENCPPPSVCVGSSMSPPPFIVRVIILYGRSHCLPVYRGES-EAHSE
DAPTLMLSE
QDTFDMEKLFQTICQRIALPE--VEDPALPPPYVIRVIMIYGRSHCPPHFTDRSRQMLRE

MLLSPYFFFDVVYLHNGAEEQGDEASWRDIYTSFCNLDSKGTCYHFEVSLCGPAIELHNC
MLQCPYFFFDVIYIHNGSEE--EELCWKDIFGFFSSLDSKGTSYKYEVSITGPALELHNC
MLQCPYFFFDVVYIHNGAEEKEDETSWKELYAFFGSLDTKGTNYRYEVTLTGPAVELHNC
MFQCPYFFFDIVYIHNGTEEKEEDMSWKDMFAFMGSLDTKGASYKYEVALAGPALELHNC
MFQCPYFFFDVVYIHNGTEEKEEEMSWKDMFAFMGSLDTKGTSYKYEVALAGPALELHNC
MFQCPYFFFDVVYIHNGTEEKEEEMSWKDMFAFMGSLDTKGTSYKYEVALAGPALELHNC
LMASPHFFLDVLYSHDPPTG---HNVCQSIFDILSEIYPKPKALVLDWSA--NLVKLYNF
LLLSPHLFLDALYVHQPPAD---DNQSIEIFNAICDLDRKCLSYVYEVAT--NVTMFHNH
LLQOSPYFFFDVLYVHELPSE---NNQCEAIYDSFCELDEDEDGYMLEVSR--STSRLFDH

La keakek ek ok e s Lo -

MAKLLSHPLQRPFQSHASYSLLEGDDPQDVEATV- 373
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