Additional file 17. Alignment of the human (h) UGTL1 variable sequences with
those of the UGT71G1

Ugt71g1 1
ha8 1
ha9 1
hal0 1
ha7 1
ha3 1
hab 1
ha4 1
hal 1
ha6 1
Ugt71gl 42
ha8 57
ha9 57
hal0 57
ha7 57
ha3 60
hab 60
ha4 60
hal 59
ha6 58

Ugt71gl 102

ha8 104
ha9 104
hal0 104
ha7 104
ha3 108
hab 108
ha4 108
hal 107
ha6 106
Ugt7lgl 137
ha8 164
ha9 164
hal0 164
ha7 164
ha3 168
hab5 168
ha4 168
hal 167
ha6 166
Ugt7lgl 197
ha8 224
ha9 224
hal0 224
ha7 224
ha3 228
ha5 228
ha4 228
hal 227
ha6 226

MSMSD INKNSEL I FIPAPG IGHLASALEFAKLLTNHDKNLY

MARTGWTSPIP.LCVSLLLTC. .GFAEAGKLLVVP.
MACTGWTSPLP .LCVCLLLTC. .GFAEAGKLLVVP.
MARAGWTSPVP .LCVCLLLTC. .GFAEAGKLLVVP.
MARAGWTGLLP.LYVCLLLTC. .GFAKAGKLLVVP.
MATGLQVPLPWLATGLLLLLSVQPWAESGKVLVVP.
MATGLQVPLPQLATGLLLLLSVQPWAESGKVLVVP .
MARGLQVPLPRLATGLLLLLSVQPWAESGKVLVVP .
MAVESQGGRP . LVLGLLLCVLGPVVSHAGKILLIP.
MACLLR.SFQRISAGVFF . LALWGMVVGDKLLVVP.

MDGSHWFTMQSVVEKL I LRGHEVV
MDGSHWFTMRSVVEKL I LRGHEVV
MDGSHWFTMQSVVEKL I LRGHEVV
MDGSHWFTMQSVVEKL I LRGHEVV
1 DGSHWLSMREVLRELHARGHQAV
TDGSHWLSMREALRDLHARGHQWV
TDGSPWLSMREALRELHARGHQAV
VDGSHWLSMLGA IQQLQQRGHE IV
QDGSHWLSMKD I'VEVLSDRGHE 1V

ITVFCIKFPGMPFADSY IKSVLASQPQIQL IDLPEVEPPPQELLKSPEFYILTFLESLIP

VVMPEV. . ... SWQLGKSLNCTV. .KTYSTSYTLE. . ... DLDREFMDFADAQWKAQ - VR
VVMPEV..... SWQLGRSLNCTV. .KTYSTSYTLE. . ... DLDREFKAFAHAQWKAQ - VR
VVMPEV..... SWQLERSLNCTV. .KTYSTSYTLE. .... DONREFMVFAHAQWKAQ - AQ
VVMPEV. . ... SWQLGRSLNCTV. .KTYSTSYTLE. .. .. DQDREFMVFADARWTAP . LR
VLTPEV..... NMHIKEENFFTL. . TTYAISWTQD. . ... EFDRHVLGHTQLYFETEHFL
VLTLEV..... NMY IKEENFFTL. . TTYAISWTQD. . . .. EFDRLLLGHTQSFFETEHLL
VLTPEV..... NMHIKEEKFFTL . . TAYAVPWTOQK. . . .. EFDRVTLGYTQGFFETEHLL
VLAPDA. . ... SLYIRDGAFYTL. .KTYPVPFQRE. . ... DVKESFVSLGHNVFENDSFL
VVWWPEV.. ... NLLLKESKYYTR. .KI1YPVPYDQE. . ... ELKNRYQSFGNNHFAERSFL
HVKATEIKTILSNK - - oo - VVGLVLDFFCVSMIDVGNEFGI

SLFSLFLSSSNGFFNLFFSHCRSLFNDRKLVEYLKESSFDAVFLDPFDACGL IVAKYFSL
STYSLLMGSYND I FDLFFSNCRSLFKDKKLVEYLKESSFDAVFLDPFDNCGL IVAKYFSL
SIFSLLMSSSSGFLDLFFSHCRSLFNDRKLVEYLKESSFDAVFLDPFDTCGL IVAKYFSL
SAFSLLTSSSNGIFDLFFSNCRSLFKDKKLVEYLKESCFDAVFLDPFDACGL 1VAKYFSL
KKFFRSMAMLNNMSLVYHRSCVELLHNEAL IRHLNATSFDVVLTDPVNLCAAVLAKYLSI
MKFSRRMATMNNMSL 1 IHRSCVELLHNEAL IRHLHATSFDVVLTDPFHLCAAVLAKYLSI
KRYSRSMAITMNNVSLALHRCCVELLHNEAL IRHLNATSFDVVLTDPVNLCGAVLAKYLSI
QRVIKTYKKIKKDSAMLLSGCSHLLHNKELMASLAESSFDVMLTDPFLPCSP IVAQYLSL
TAPQTEYRNNMIVIGLYFINCQSLLQDRDTLNFFKESKFDALFTDPALPCGVILAEYLGL

PSYLFLTSNVGFLSLMLSLKNRQIEEVFDDSDRDHQLLN IPG1SNQVPSNVLPDACFNKD
PSVVFARGIACHYLEEGAQCPAPLSYVPRILLGFSDAMTFKERVRNHIMHLEEHLFCQYF
PSVVFARGILCHYLEEGAQCPAPLSYVPRILLGFSDAMTFKERVRNH IMHLEEHLLCHRF
PSVVFTRG I FCHHLEEGAQCPAPLSYVPNDLLGFSDAMTFKERVWNH I'VHLEDHLFCQYL
PSVVFARG I FCHYLEEGAQCPAPLSYVPRLLLGFSDAMTFKERVRNHIMHLEEHLFCPYF
PTVFFLRNIPCDLDFKGTQCPNPSSY IPRLLTTNSDHMTFMQRVKNMLYPLALSY ICHAF
PAVFFLRN IPCDLDFKGTQCPNPSSY IPRLLTTNSDHMTFLQRVKNMLYPLALSYLCHAV
PAVFFWRY I PCDLDFKGTQCPNPSSY IPKLLTTNSDHMTFLQRVKNMLYPLALSY ICHTF
PTVFFLHALPCSLEFEATQCPNPFSYVPRPLSSHSDHMTFLQRVKNML TAFSQNFLCDVV
PSVYLFRGFPCSLEHTFSRSPDPVSY IPRCYTKFSDHMTFSQRVANFLVNLLEPYLFYCL

GGYITAYYKLAERFRDTKG I IVNTFSDLEQSSIDALYDHDEK . 1PP1YAVGPLLDLKGQPNPK
SKNALETASEILQTPVTAYDLYSHTSIWLLRTDFVLDYPKPVMPNMIFIGGINCHQGKPLPM
FKNALETASEILQTPVTEYDLYSHTSIWLLRTDFVLDYPKPVMPNMIFIGGINCHQGKPLPM
FRNALEITASEILQTPVTAYDLYSHTSIWLLRTDFVLDYPKPVMPNMIFIGGINCHQGKPLPM
FKNVLEIASEILQTPVTAYDLYSHTSIWLLRTDFVLEYPKPVMPNMIF1GGINCHQGKPVPM
SAPYASLASELFQREVSVVDILSHASVWLFRGDFVMDYPRP IMPNMVF1GG INCANRKPLSQ
SAPYASLASELFQREVSVVDLVSHASVWLFRGDFVMDYPRP IMPNMVF1GG INCANGKPLSQ
SAPYASLASELFQREVSVVDLVSYASVWLFRGDFVMDYPRP IMPNMVF 1 GG INCANGKPLSQ
YSPYATLASEFLQREVTVQDLLSSASVWLFRSDFVKDYPRP IMPNMVFVGG INCLHQNPLSQ
FSKYEELASAVLKRDVDI ITLYQKVSVWLLRYDFVLEYPRPVMPNMVF 1GG INCKKRKDLSQ



