
MMs    1 EFEAYVNASGEHGIVVFSLGSMVSEIPEKKAMEIAEALGRIPQTVLWRYTGTRPSNLAKN 
RN     1 EFEAYVNASGEHGIVVFSLGSMVSEIPEKKAMEIAEALGRIPQTVLWRYTGTRPSNLAKN 
MMa    1 EFEAYINASGEHGIVVFSLGSMVAEIPEKKAMAIADALGKIPQTVLWRYTGTPPSNLANN 
PA     1 EFEAYINASGEHGIVVFSLGSMVAEIPEKKAMAIADALGKIPQTVLWRYTGTPPSNLANN 
HS     1 EFEAYINASGEHGIVVFSLGSMVSEIPEKKAMAIADALGKIPQTVLWRYTGTRPSNLANN 
PT     1 EFEAYINASGEHGIVVFSLGSMVSEIPEKKAMAIADALGKIPQTVLWRYTGTRPSNLANN 
CF     1 EFEAYVNASGEHGIVVFSLGSMVSDIPEKKAMEIADALGKIPQTVLWRYTGTPPPNLSKN 
BT     1 EFEAYVNASGEHGIVVFSLGSMVSEIPEQKAMEIADALGKIPQTVLWRYTGTPPPNLAKN 
MD     1 EFEAYVNASGEHGVVVFSLGSMVSEIPMAKAMEIAEALGTIPQTVLWRYTGKPPSNLAKN 
GG     1 EFEAIVNASGEHGIVVFSLGSMVSEIPMKKAMEIADALGSVPQTVLWRYTGEVPPNLPKN 
XT     1 EFEKLVNSSGEHGFVVFSLGSMVSEIPMNKAMDIAEALKSIPQKVFWRYTGKAPPNLGEN 
DR1a   1 ELEEFVNGSGEHGFVVFTLGSMVSQLPEAKAREFFEAFRQIPQRVLWRYTGPVPENAPKN 
DR1b   1 EVEEFVNGSGEHGIVVFSLGSLVSSMPKEKADIFFKAFSMIPQRVLWRYTGEIPNNVPEN 
 
 
MMs   61 TILVKWLPQNDLLGHPKTRAFITHSGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETRG 
RN    61 TILVKWLPQNDLLGHPKARAFITHSGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETRG 
MMa   61 TILVKWLPQNDLLGHPMTRAFITHAGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETKG 
PA    61 TILVKWLPQNDLLGHPMTRAFITHAGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETKG 
HS    61 TILVKWLPQNDLLGHPMTRAFITHAGSHGVYESICNGVPMVMMPLFGDQMDNAKRMETKG 
PT    61 TILVKWLPQNDLLGHPMTRAFITHAGSHGVYESICNGVPMVMMPLFGDQMDNAKRMETKG 
CF    61 TILVKWLPQNDLLGHPKARAFITHSGSHGIYEGICNGVPMVMLPLFGDQMDNAKRMETRG 
BT    61 TKLVKWLPQNDLLGHPKTRAFITHSGSHGIYEGICNGVPMVMMPLFGDQMDNAKRMETRG 
MD    61 TKLVKWLPQNDLLAHPKARAFITHAGSHGIYEGICNGVPMVLMPLFGDQMDNAKRMESRG 
GG    61 VKLVKWLPQNDLLAHPKTRAFITHGGSHGVYEGICNAVPMVLMPLFGDQMDNAKRVESRG 
XT    61 THLVKWLPQNDLLAHPKARAFITHAGSHGIYEGICNAVPMVMMPLFGDQMDNAKRIESRG 
DR1a  61 VKLMKWLPQNDLLGHPKVRAFVTHGGSHGIYEGICNGVPMVMLPLFGDQGDNAQRLVSRG 
DR1b  61 VKLMKWLPQNDLLGHPKARAFITHGGTHGIYEGICHGVPMVMLPLFGDQADNVHRVATRG 
 
 
MMs  121 AGVTLNVLEMTADDLENALKTVINNKSYKENIMRLSSLHKDRPIEPLDLAVFWVEYVMRH 
RN   121 AGVTLNVLEMTADDLENALKTVINNKSYKENIMRLSSLHKDRPIEPLDLAVFWVEYVMRH 
MMa  121 AGVTLNVLEMTSEDLENALKAVINDKSYKENIMHLSSLHKDRPVEPLDLAVFWVEFVMRH 
PA   121 AGVTLNVLEMTSEDLENALKAVINDKSYKENIMHLSSLHKDRPVEPLDLAVFWVEFVMRH 
HS   121 AGVTLNVLEMTSEDLENALKAVINDKSYKENIMRLSSLHKDRPVEPLDLAVFWVEFVMRH 
PT   121 AGVTLNVLEMTSEDLENALKAVINDKSYKENIMRLSSLHKDRPVEPLDLAVFWVEFVMRH 
CF   121 AGVTLNVLEMTSADLANALKAVINDKSYKENIMHLSRLHKDRPIEPLDLAVFWVEFVMRH 
BT   121 AGVTLNVLEMSSEDLEKALKAVINEKTYKENIMRLSRLHKDRPIEPLDLAVFWVEFVMRH 
MD   121 AGVILNVLDMTSSDLSKALKTVINDKSYKENIMRLSALHKDRPIDPLNLAVFWVEFVMRH 
GG   121 AGLTLNILEMTSKDISDALKAVINDKKYKENIQRLSDLHLDRPIHPLDLAVHWVEFVMRH 
XT   121 AGLTLNVLHMTPEDLSNAVRAVINNPVYKENIQRMSSLHLDRPIHPLDLAVHWVEFVMRH 
DR1a 121 VAESLTIYDVTSEKLLVALKKVINDKSYKEKMMKLSAIHRDRPIEPLDLAVFWTEFVMRH 
DR1b 121 VGVILSIHDITVETLLDALNSVINNSSYKQKMQKLSAIHNDRPIQPLDLAVFWTEFVMRH 
 
 
MMs  181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAIVLTVVFIVFKCCAYGCRKCFGGKGRVKKSHKSKTH 
RN   181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAIVLTVVFIVYKSCAYGCRKCFGGKGRVKKSHKSKTH 
MMa  181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAIVLTVAFIAFKCCAYGYRKCFGKKGRVKKAHKSKTH 
PA   181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAIVLTVAFIAFKCCAYGYRKCFGKKGRVKKAHKSKTH 
HS   181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAVVLTVAFITFKCCAYGYRKCLGKKGRVKKAHKSKTH 
PT   181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAVVLTVAFITFKCCAYGYRKCFGKKGRVKKAHKSKTH 
CF   181 KGAPHLRPAAHDLTWYQYHSLDVIGFLLAVVLGVVFITYKCCAFGCRKCFGKKGRVKKPHKSKAH 
BT   181 KGASHLRPAAHDLTWYQYHSLDVIGFLLAVTLTVIFITFKACAFAFRKCFGKKERVKKSHKSKTH 
MD   181 KGAPHLRAAAHDLNWIQYHSLDVIAFLLAIVLTVVLIIVKSCKFCFRKCFGKKGKAKKSTKPKSH 
GG   181 KGAPHLRPAAHDLNWIQYHSLDVFAFLLAVVLLSLFISVKCCMFCCRRCCFKKGRKSKSGKSKTH 
XT   181 KGAPHLRPAAHDLNWFQYYSLDVIGFLLAVLLTALFISLKCCTFVFRR.CFKRNSK.KQRKSKSQ 
DR1a 181 KGAEHLRPAAHDLNWIQYHSLDVIGFLLLILLTVIFVTVKSCMFCFRKCFKKSQKKKKA~~~~~~ 
DR1b 181 KGADHLRPAAHELNWLQYHSLDVIGFMLLIVLIVTLAMLKCCSLCWRRCCRKTQKRKED~~~~~~ 
Transmembrane segment          —————————————————                           


