Additional file 26. Alignment of the zebrafish UGT1 cluster b (z1b) variable sequences with those
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MSMSD INKNSEL I FIPAPGIGHLASALEFAKLLTNHDK
MHLGVI . 1CLVVGVVCSAVVDQKLSRNSSWTGKLLVVP .MDGSHWTGVKAVAEEMGRRGH
MH.GVI . FNLVVGVVCSAAMNQKPSRNSSWTGKLLVVP .MDGSHWTGVKAVAEEMGRRGH
MRLGVI . FILVVGVVCSAAVDQKPSRKSSWTGKLLVVP .MDGSHWTGVKAVAEEMGRRGH
MHLGVI . FCLVVGVVCSAAVDQKLSRKSSWTGKLLVVP .MDGSHWTGVKAVAEEMGRRGH
~~MGLVAFIWCIVLTFASAGEAVKSKEASWTGSLLVVP .MDGSHWTGVKALAEEMGRRGH
~MLKKGWLWGLGSGLLLLWLSAGLRPV . .QGGRVLVMP . VEGSHWLSMKVLATELARRGH

NLYITVFCIKFPGMPFADSY IKSVLASQPQIQL IDLPEVEPPPQELLKSPEFY ILTFLES

TVIWIPEI. .. .. SMRLGPGKHY IT . .KKFPVQYKQD. . . .. LINQIMVEHVNEVAASE
TVIVIPEL.. ... SMRLGPGKHYIT. .KKFPVKYKPD. . . .. VLNQMIAKLVNTLSAPE
TVIWIPEI. .. .. SVLLGPGQHYIT. .KMFSVKYDQK. . . .. SLNKVLNERVLEVTNPG
TVIWIPEI. .. .. SMRLGPGKHYIT. .KKFPVKYDQK. . . .. LFNEVLTEHVHEVTNPG
KVTWIPEV. . ... SVLLGPGKHYVT. .RTFPVLYGKQ. . . .. QLDELQARNAQVMESKQ
DVLVLVPEK. .. .. NILIQSSELFRT. .ETFPVKISKE. . . .. QLSKSLKGFQQGVFTRS
SLIPHVKATIKTILSN. o e e KVVGLVLDFFCVSMIDVGN

QSLLKTVTSIMYRFGKIIDHFISTSESLFQEQEL IEFLRDQNFDAVLTNPAMPMGAILAY
QSLLKRVTSNIYNFGKVVDYFISTTESLFQEQEL IEFLRDQNFDAVLTDPAMPMGAILAY
NSFLSTVIRIVSNLRRMFENTMAATSESLFQDKEL IEFLRNENFDAVLTDPVLPMGAILAY
HSRLKTVTSTMANLLKMFNMMASTSESLFQDKEL IKFLRDENFDAILTDPALPMGAVLAY
LPLMEKISTRFSNMRKFVNLQRATAESLLLNQELVDFLRKQNFDAVLTSPAVPTGAILAY
-PALMDVFVQLERLLNFTGSQVEGCESLLYNEPLMRKLKEQNFELMLTDPFLPCGP 1 IAT

EFGIPSYLFLTSNVGFLSLMLSLKNRQIEEVFDDSDRDHQLLNIPGISNQVPSNVLPDAC
NLSVPAVYMLRGIMC . . ESKATACPNPPSY IPRFFTQISDRMTFSERVINTLVSLLEPLM
NLSVPAVYMLRGLMC . . ESKATACPDPPSY IPRLFTQNSDHMNFGERLMNTLASLMEPLM
NLSVPAVYLLRGMACGLDATATTCPNPSSY IPRFHTRNTDRMSFGERVMNMLMS ILEQTV
NFSVPAVYMLRGMPCALDATATACPNTPSY IPRFHTGNTDRMSFGERVMNVLMS ILEQVA
NLSLPAVYMLRGLPCGLDSVATACPNPPSY IPRFFTHSSDRMSFGQRVLNVLVSMLEPLL
ALGVPAVYFLRGMPCG IDLLASQCPSPPSYVPRFHSGTSDKMNFVERIRNFFMSGFELVL

FNKDGGY IAYYKLAERFRDTKG I IVNTFSDLEQSS IDALYDHDEK . IPP1YAVGPLLDLKGQPNPK
CRLMLGSFEEMTSKFLHRDVSITEILSTAAVWLMRYDFTLEFPKPLMPNMITIGGINCEVKNPLTK
CKLKFSAFEEVTSKFLHRDVSMTE ILSTGAVWLMRYDFTLEFPKPLMPN I INIGGINCEVNNPLTK
CKFMYRSFEEMIFNFLQRDVSMTE ILRTGAVWLMRYDFTLEFPKPLMPNMQF IGGINCGVRNPLTK
CKVMYWSFEEVTSNFLQRDVSLTEILSTGAVWLMRYDFTLEFPKPLMPNMQF IGGINCGVKNPLMK
CRLIYWTTEDVASRFMQRDVSVTEVLSSGALWLLRYDFTLEFPKPLMPNMVLIGGINCAIRHPLTK
CKVMYASFDELAARYLKKDVTYKE I IGRGALWLHRYDFTFEYPRP IMPNMVF 1GG INCQKSAEISA



