Additional file 23. Alignment of the rat (r) UGT1 variable sequences with those of the UGT71G1

Ugt71gl 1 MSMSD INKNSEL 1 FIPAPGIGHLASALEFAKLLTNHDKNL
ra8 1 ~~~~MAPADIPASLPLGLCLLLASGFGHAGKLLVVP .MDGSHWFTMQMVVEKLLPKGHEV
ra9 1 ~~~~MAPSGCPPSLPLCVCLFLASGFAQAGRLLVVP .MDGSHWFTMQMIVEKLSHRGHEV
rall 1 ~~~~MAPSGCPSSLPLCVCLFLASGFAQAGRLLVVP .MDGSHWFTRQMTVEKLLQRGHEV
ral 1 MSVVCRSSCSLLLLPCLLLCVLGPSASHAGKLLVIP . IDGSHWLSMLGV I1QQLQQKGHEV
ra2 1 ~~MDTGLCAPLRGLSGLLLLLCALPWAEGGKVLVFP .MEGSHWLSMRDVVRELHARGHQA
raé 1 ~~~~MGLHVTLQGLAGLLLLLYALPWAEGGKVLVFP .MEGSHWLSMRDVVRELHARGHQA
ra4 1 ~~~~MGIQGFLQKLSGLLLLLCALPWAEGGKVLVFP .MEGSHWLSMRDVVRELHARGHQA
ra7 1 ~~~~MACLLPAARLPAGFLFLVLWGSVLGDKLLVVP .QDGSHWLSMKE IVEHLSERGHDI

Ugt71lgl 41 YITVFCIKFPGMPFADSY IKSVLASQPQIQLIDLPEVEPPPQELLKSPEFYILTFLESLI

ra8 56 VVWVPEV..... SWQLGKPLNFTV. .KTYSVSHTQE. . . .. DLNREFKFFIDSQWKTQQE
ra9 56 VWIPEV..... SWHMGKSLNFTV. .KTYSVSYTLE. . . .. DLNYHFKFFAHNQWKT . QE
rall 56 GVVIPEE..... SWQLGKLVNCTV. _.KTYSIPYTVE. . . .. DMDREFKHFSYTQWKTP . E
ral 60 VVIAPEA.. ... SIHIKEGSFYTM. .RKYPVPFQNE. . . .. NVTAAFVELGRSVFDQDPF
ra2 58 VVLAPEV..... TVHMKGEDFFTL. .QTYAFPYTKE. . . .. EYQREILGNAKKGFEPQHF
raé 56 VVLAPEV..... TVHIKEEDFFTL. .QTYPVPYTRQ. . ... GFRQOMMRN IKVVFETGNY
ra4 56 VVLAPEV..... TVHIKEEDFFTL. .QTYPVPYTKE. . . .. EYRHHLLGHLQNFFETEFS
ra’7 56 VVLVPEV..... NLLLGESKYYRR. .KSFPVPYNLE. . ... ELRTRYRSFGNNHFAASSP
Ugt71gl 101 PHVKATIKTILSNK. - oo VVGLVLDFFCVSMIDVGNEFG
ra8 104 GGVLPLLTSPAQGFFELLFSHCRSLFKDKKLVEYLKQSSFDAVFLDPFDVCGLTVAKYFS
ra9 103 VGMFSLLKHSGKGFFELLFSHCRSLFKDKKLVEYLKQSSFDAVFLDPFDVCGLILAKYFS
rall 103 QSMYSLITGSVKDFLEITFSHCRSLFKDKKLVEYLKQSSFDAVFLDPFHVCGLTVAKYLS
ral 108 LLRVVKTYNKVKRDSSMLLSGCSHLLHNAEFMASLEQSHFDALLTDPFLPCGSIVAQYLS
ra2 106 VKTFFETMAS IKKFFDLYANSCAALLHNKTL IQQLNSSSFDVVLTDPVFPCGALLAKYLQ
ra6 104 VKTFLETSEILKNISTVLLRSCMNLLHNGSLLQHLNSSSFDMVLTDPVIPCGAVLAKYLG
ra4 104 LKLVLQRMAAVNNVSTFYVRSCRGLLHNTALIQSLNSSSFDVVLTDPFFPCGAVLAMYLR
ra7 104 LMAPLREYRNNMIVIDMCFFSCQSLLKDSATLSFLRENQFDALFTDPAMPCGVILAEYLK
Ugt71gl 136 IPSYLFLTSNVGFLSLMLSLKNRQIEEVFDDSDRDHQLLNIPGISNQVPSNVLPDACFNK
ra8 164 LPSVVFSRGIFCHYLEEGSQCPSPPSYVPRGILKLTDTMTFKERVWNLLSYMGEHAFCPS
ra9 163 LPSVVFSGGIFCHYLDEGAQCPSPPSYVPRILSKFTDTMTFKERVWNHLSYMKERAFCPY
rall 163 LPSI1FAKDIFCDNLKEGAQCPSLPSYVPRLFSKSADTMSFKERLWNHL1YFEERAFCSY
ral 168 LPAVYFLNALPCSLDLEATQCPAPLSYVPKSLSSNTDRMNFLQRVKNMITALTENFLCRV
ra2 166 1PAVFFLRSVPCGIDYEATQCPKPSSY IPNLLTMLSDHMTFLQRVKNMLYPLTLKY ICHL
ra6 164 IPTVFFLRYIPCGIDSEATQCPKPSSY IPNLLTMLSDHMTFLQRVKNMLYPLALKY I1CHF
ra4 164 VPAVFFLQSMLCELEFEATNSPNPSSY IPRLLTLNSDHMSFLDRVKNMLYPVPWMYLCHV
ra’7 164 LPSVYLFRGFPCSLEHMLGQSPSPVSYVPRFYTKFSDHMTFPQRLANFIANILENYLYHC
Ugt71gl 196 DGGYIAYYKLAERFRDTKGIIVNTFSDLEQSSIDALYDHDEK. IPPIYAVGPLLDLKGQPNPK
ra8 224 FFKTATDIASEVLQTPVTMTDLFSPVSVWLLRTDFTLELPRPVMPNVIHIGGINCHQRKPLSK
ra9 223 FFKTAVEIASEVLQTPVTMRDLFSPVSIWMFRTDFVLEFPRPVMPNMVY IGGINCHQGKPLSK
rall 223 YLKTAIEIASEVLQTPVTLTDLYSPVSIWLLRTDFVFENFPRPVMPNMVFVGGINCFQRKPLSK
ral 228 VYSPYGSLATEILQKEVTVKDLLSPAS IWLMRNDFVKDYPRP IMPNMVFIGGINCLQKKALSQ
ra2 226 SITPYESLASELLQREMSLVEVLSHASVWLFRGDFVFDYPRPIMPNMVFIGGINCVIKKPLSQ
ra6 224 SFTRYESLASELLQREVSLVEVLSHASVWLFRGDFVFDYPRPVMPNMVFIGGINCVIKKPLSQ
ra4 224 NYGSLARLASDLLQREVSVVEILRHASVWLLRKDFVFYYPRPFMPNMVFIGGINCANRKPLSQ

ra7 224 LYSKYEILASDLLKRDVSLPALHQN.SLWLLRYDFVFEYPRPVMPNMIFIGGTNCKKKGNLSQ



