
GABA_α1   119 SKIWTPDTFFHNGKKSVAHNMTMPNKLLRITEDGTLLYT 
GABA_α2   119 SKIWTPDTFFHNGKKSVAHNMTMPNKLLRIQDDGTLLYT 
GABA_α3   144 SKIWTPDTFFHNGKKSVAHNMTTPNKLLRLVDNGTLLYT 
GABA_α4   125 TKVWTPDTFFRNGKKSVSHNMTAPNKLFRIMRNGTILYT 
GABA_α5   126 SKIWTPDTFFHNGKKSIAHNMTTPNKLLRLEDDGTLLYT 
GABA_α6   109 SKIWTPDTFFRNGKKSIAHNMTTPNKLFRIMQNGTILYT 
GABA_β1     114 DQLWVPDTYFLNDKKSFVHGVTVKNRMIRLHPDGTVLYG 
GABA_β2     113 DQLWVPDTYFLNDKKSFVHGVTVKNRMIRLHPDGTVLYG 
GABA_β3     114 DQLWVPDTYFLNDKKSFVHGVTVKNRMIRLHPDGTVLYG 
GABA_γ1    141 GKIWIPDTFFRNSRKSDAHWITTPNRLLRIWNDGRVLYT 
GABA_γ2    143 GKIWIPDTFFRNSKKADAHWITTPNRMLRIWNDGRVLYT 
GABA_γ3    124 GLIWIPDTIFRNSKTAEAHWITTPNQLLRIWNDGKILYT 
GABA_δ     117 DKLWLPDTFIVNAKSAWFHDVTVENKLIRLQPDGVILYS 
GABA_ε   148 SQLWIPDTFFRNSKRTHEHEITMPNQMVRIYKDGKVLYT 
GABA_θ     136 EKLWVPDCYFLNSKDAFVHDVTVENRVFQLHPDGTVRYG 
GABA_π        113 EFLWVPDTYIVESKKSFLHEVTVGNRLIRLFSNGTVLYA 
GABA_ρ1      151 KKIWVPDMFFVHSKRSFIHDTTTDNVMLRVQPDGKVLYS 
GABA_ ρ2      131 KKIWVPDVFFVHSKRSFTHDTTTDNIMLRVFPDGHVLYS 
GABA_ ρ3      137 RKIWVPDIFFVHSKRSFIHDTTMENIMLRVHPDGNVLLS 
GlyR_α1    119 DSIWKPDLFFANEKGAHFHEITTDNKLLRISRNGNVLYS 
GlyR_α2    125 DSIWKPDLFFANEKGANFHDVTTDNKLLRISKNGKVLYS 
GlyR_α3    124 DSIWKPDLFFANEKGANFHEVTTDNKLLRIFKNGNVLYS 
GlyR_β      136 KCLWKPDLFFANEKSANFHDVTQENILLFIFRDGDVLVS 
5HT3A         113 DSIWVPDILINEFVDVGKSPNIPY-VYIRH--QGEVQNY 
5HT3B     111 SAIWAPDIIINEFVDIERYPDLPY-VYVNS--SGTIENY 
5HT3C         118 ENLWLPDIFIVESMDVDQTPSGLT-AYISS--EGRIKYD 
5HT3D         115 ENLWLSDVFIEES--VDQTPAGLM-ASMS----------  
5HT3E         118 KNLWLPDIFIIELMDVDKTPKGLT-AYVSN--EGRIRYK 
ACHA_α1      128 EKIWRPDLVLYNNADGDFAIVKFTKVLLQY--TGHITWT 
ACHA_α2    138 EMIWIPDIVLYNNADGEFAVTHMTKAHLFS--TGTVHWV 
ACHA_α3    114 QKIWKPDIVLYNNAVGDFQVDDKTKALLKY--TGEVTWI 
ACHA_α4    116 ELIWRPDIVLYNNADGDFAVTHLTKAHLFH--DGRVQWT 
ACHA5_α5   126 DSVWTPDIVLFDNADGRFEGTSTKTVIRY---NGTVTWT 
ACHA_α6    113 DKIWKPDIVLYNNAVGDFQVEGKTKALLKY--NGMITWT 
ACHA_α7    105 GQIWKPDILLYNSADERFDATFHTNVLVNS--SGHCQYL 
ACHA_α9    110 DLVWRPDIVLYNKADDESSEPVNTNVVLRY--DGLITWD 
ACHA_α10   109 SLVWRPDIVLYNKADAQPPGSASTNVVLRH--DGAVRWD 
ACHB_β1      106 ESVWLPDVVLLNNNDGNFDVALDISVVVSS--DGSVRWQ 
ACHB_β2     110 KHIWLPDVVLYNNADGMYEVSFYSNAVVSY--DGSIFWL 
ACHB_β3     108 ESLWLPDIVLFENADGRFEGSLMTKVIVKS--NGTVVWT 
ACHB_β4     108 KRIWLPDIVLYNNADGTYEVSVYTNLIVRS--NGSVLWL 
ACHG_γ     105 TMVWRPDIVLENNVDGVFEVALYCNVLVSP--DGCIYWL 
ACHD_δ     106 DMVWLPEIVLENNNDGSFQISYSCNVLVYH—YGFVYWL 
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Figure 4-figure supplement 1


