Additional file 18. Alignment of the chimpanzee (c) UGT1 variable sequences with those of the

UGT71G1
Ugt71gl 1 MSMSD INKNSEL I FIPAPG IGHLASALEFAKLLTNHDKNLY
ca8 1 MARTGWTSPLPLCVSLMLTC. . .GFAEAGKLLVVP .MDGSHWFTMQSVVEKL ILRGHEVV
ca9 1 MACTGWTSPLPLCVCLLLTC. . .GFAEAGKLLVVP .MDGSHWFTMRSVVEKL ILRGHEVV
calo 1 MACAGWTSPVPLCVCLLLTC. . .GFAEAGKLLVVP .MDGSHWFTMQSVVEKL ILRGHEVV
ca’7 1 MARAGWTGLLPLYVCLLLTC. . .GFAKAGKLLVVP .MDGSHWFTMQSVVEKL ILRGHEVV
ca2 1 MATGPQVPLLQLATGVLLLLSVQPWAESGKVLVVP . IDGSHWLSMREAVRELHARGHQAV
cad 1 MARGLQVPLPRLATGVLLLLSVQPWAESGKVLVVP .TDGSHWLSMREALRELHARGHQAV
ca3 1 MATGLQVPLPRLATGLLLLLSVQPWAESGKVLVVP . TDGSHWLSMREALRELHARGHQAV
cal 1 MAVESQGGRP.LVLGLLLCVLGPVVSHAGKILLIP.VDGSHWLSMLGAIQQLQQRGHEIV
cab 1 MACLLRA.FQRISAGVFF.LALWGMVVGDKLLVVP .QDGSHWLSMKD IVEVLSDRGHEIV
ugt71lgl 42 ITVFCIKFPGMPFADSY IKSVLASQPQIQLIDLPEVEPPPQELLKSPEFYILTFLESLIP
ca8 57 VWMPEV..... SWQLGKSLNCTV. .KTYSTSYTLE. . ... DLDREFMDFADAQWKAQ . VQ
ca9 57 VWMPEV..... SWQLGRSLNCTV. .KTYSTSYTLE. .. .. DLDREFKAFAHAQWKAQ .- VR
calo 57 VWMPEV..... SWQLERSLNCTV. .KTYSTSYTLE. .. .. DONREFMVFAHAQWKAQ - AQ
ca’ 57 VMPEV.. ... SWQLGRSLNCTV. .KTYSTSYTLE. .. .. DQDREFMVFADARWTAP . LR
ca2 60 VLTPEV..... NMHIKEEKFFTL. . TTYAISWTQD. . . .. EFDRLVLGHTQLYFETEHFL
cad 60 ALTPEV..... NMHIKEENFFTL. . TTYAISWTQD. . ... EFDRLLLGHTQSFFETEHLL
ca3 60 VLTPEV..... NMHIKEENFFTL. . TTYAISWTQD. . ... EFDRHVLDHTQLYFETEHFL
cal 59 VLAPDA..... SLYIRDGAFYTL. .KTYPVPFQRE. . . .. DVKESFVSLGHNVFENDSFL
ca6b 58 VVWWPEV..... NLLLKESKYYTR. .KIYPVPYDQE. . . .. ELKNRYQSFGNNHFAERSSL
Ugt71gl 102 HVKATIKTILSNK. . oo a e a VVGLVLDFFCVSMIDVGNEFGI
ca8 104 SLFSLFLSSSNGFFDLFFSHCRSLFNDRKLVEYLKESSFDAVFLDPFDACGL IVAKYFSL
ca9 104 SI1YSLLMGSYNDIFDLFFSNCRSLFKDKKLVEYLKESSFDAVFLDPFDNCGL IVAKYFSL
calO 104 SIFSLLMSSSSDFLDLFFSHCRSLFNDRKLVEYLKESSFDAVFLDPFDTCGL IVAKYFSL
ca’ 104 SAFSLLTSSSNGIFDLFFSNCRSLFKDKKLVEYLKESSFDAVFLDPFDACGL IVAKYFSL
ca2 108 KTFSKSMAITLKNSSLVLHRSCVELLHNEAL IRHLNATSFDVVLIDPIYLCGAVLAKYLSI
cad 108 KRYSRSVAIMNNVSLVLHRSCVELLHNEAL IRHLNATYFDVVLTDPFHLCGAVVAKYLSI
ca3 108 KKFFRSMAMLNNMSLVYHRSCVELLHNEAL IRHLNAISFDVVLTDPVNLCAAVLAKYLSI
cal 107 QRVIKTYKKIKKDSAMLLSGCSHLLHNKELMASLAESSFDVMLTDPFLPCSPIVAQYLSL
ca6b 106 TAPQTEYRNNMIVIGLYFINCQSLLQDRDTLNFFKESKFDALFTDPALPCGVILAEYLGL
Ugt71gl 137 PSYLFLTSNVGFLSLMLSLKNRQIEEVFDDSDRDHQLLNIPGISNQVPSNVLPDACFNKD
ca8 164 PSVVFARGIACHYLEEGAQCPAPLSYVPRILLGFSDAMSFKERVRNHIMHLEEHLFCQYF
ca9 164 PSVVFTRGILCHYLEEGAQCPAPLSYVPRILLGFSDAMTFKEKVRNHIMHLEEHLLCHRF
calo 164 PSVVFTRGIFCHHLEEGAQCPAPLSYVPNDLLGFSDAMTFKERVWNHIVHLEDHLSCQYL
ca’7 164 PSVVFARGIFCHYLEEGAQCPAPLSY IPRLLLGFSDAMTFKERVWNHIMHLEEHLFCPYF
ca2 168 PAVFFLRNIPCDLDFKGTQCPNPYSY IPKLLTTNSDHMTFLQRVKNMLYPLALSYLCHAL
ca4 168 PAVFFLRNIPCDLDFKGTQCPNPYSY IPKYLTTNSDHMTFLQRVKNMLYPLALSYLCHAL
ca3 168 PTVFFLRNIPCDLDFKGTQCPNPSSY IPRLLTTNSDHMTFVQRVKNMLYPLALSY ICHAF
cal 167 PTVFFLHALPCSLEFEATQCPNPFSYVPRPLSSHSDHMTFLQRVKNML IAFSQNFLCDVV
cab 166 PSVYLFRGFPCSLEHTFSRSPDPVSY IPRCYTKFSDHMTFSQRVANFLVNLLEPYLFYCL
Ugt71gl 197 GGYIAYYKLAERFRDTKGIIVNTFSDLEQSSIDALYDHDEK. IPPIYAVGPLLDLKGQPNPK
ca8 224 FKNALEIASEILQTPVTAYDLYSHTSIWLLRTDFVLDYPKPVMPNMIF1GGINCHQGKPLPM
ca9 224 FKNALEIASEILQTPVTEYDLYSHTSIWLLRTDFVLDYPKPVMPNMIF1GGINCHQGKPLPM
calo 224 FRNALEIASEILQTPVTAYDLYSHTSIWLLRTDFVLDYPKPVMPNMIF1GGINCHQGKPLPM
ca’7 224 FKNVLEIASEILQTPVTAYDLYSHTSIWLLRTDFVLEYPKPVMPNMIF1GGINCHQGKPVPM
ca2 228 SAPYASLASELFQREVSVVDLLSHASVWLFRWDFVMEYPRP IMPNMVF1GGINCANRKPLSQ
cad 228 SAPYASLASELFQREVSVVDLVSHASVWLFRRDFVMDYPRP IMPNMVF1GGINCANRKPLSQ
ca3 228 SAPYASLASELFQREVSVVDILSHASVWLFRGDFVMDYPRP IMPNMVFIGGVNCASRKPLSQ
cal 227 YSPYATLASEFLQREVTVQDLLSSASVWLFRSDFVKDYPRP IMPNMVFVGGINCLHQNPLSQ

cab 226 FSKYEELASAVLKRDVDIITLYQKVSVWLLRYDFVLEYPRPVMPNMVFI1GGINCKKRKDLSQ



