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AgGluCl-al MASGHFFWATFYFACLCSASLANNAKVN ————FRE— === —==——=———————— e 31
AgGluCl-a2 MASGHFFWATFYFACLCSASLANNAKVN-———=FRE— === —==——=———————— e 31
AgGluCl-b MASGHFFWAIFYFACLCSASLANNAKVN-—=——FRE-—=-—=-—=-——————————————— 31
AgGluCl-c MASGHFFWATFYFACLCSASLANNAKVN-————FRE—=—=—=-——=———————— e 31
DmG1uCl MGSGHYFWATLYFASTLCSASLANNAKVN———=FRE-—===—=——=———————— e 31
CeGluClo MAT--WIVGKLITASLILGIQAQQARTKSQDIFEDDNDNGTTTLESLARLTSPTHIPIEQ 58
*
AgGluCl-al ---KEKKILDQILGAGKYDARIRPSGINGTDG-PAIVRINLFVRSIMTISDIKMEYSVQL 87
AgGluCl-a2 ---KEKKILDQILGAGKYDARIRPSGTNGTDG-PAIVRINLFVRSIMTISDIKMEYSVQL 87
AgGluCl-b ---KEKKILDQILGAGKYDARIRPSGINGTDG-PAVVRVNIFVRSISKIDDVTMEYSVQL 87
AgGluCl-c ---KEKKILDQILGAGKYDARIRPSGINGTDDKATQVFVNMFLRSISKIDDYKMEYSVQL 88
DmGluCl ---KEKKVLDQILGAGKYDARIRPSGINGTDG-PAIVRINLFVRSIMTISDIKMEYSVQL 87
CeGluClo PQTSDSKILAHLFTSG-YDFRVRPP---TDNGGPVVVSVNMLLRTISKIDVVNMEYSAQL 114
* *
AgGluCl-al TFREQWLDERLKFDDIG-GRLKYLTLTEANRVWMPDLFFSNEKEGHFHNIIMPNVYIRIF 146
AgGluCl-a2 TFREQWLDERLKFDDIG-GRLKYLTLTEANRVWMPDLFFSNEKEGHFHNIIMPNVYIRIF 146
AgGluCl-b TFREQWLDERLKFDDIG-GRLKYLTLTEANRVWMPDLFFSNEKEGHFHNIIMPNVYIRIF 146
AgGluCl-c TFREQWLDERLKFDDIG-GRLKYLTLTEANRVWMPDLFFSNEKEGHFHNIIMPNVYIRIF 147
DmGluCl TFREQWTDERLKFDDIQ-GRLKYLTLTEANRVWMPDLFFSNEKEGHFHNIIMPNVYIRIF 146
CeGluCluox TLRESWIDKRLSYGVKGDGQPDEVILTVGHQIWMPDTFFPNEKQAYKHTIDKPNVLIRIH 174
* * % *
AgGluCl-al PYGSVLYSIRVSLTLACPMNLKLYPLDRQVCSLRMASYGWTTADLVFLWKEGDPVQVVKN 206
AgGluCl-a2 PYGSVLYSIRVSPTLACPTNLKLYPLDRQVCSLRMASYGWTTADLVFLWKEGDPVQVVKN 206
AgGluCl-b PYGSVLYSIRVSLTLACPMNLKLYPLDRQVCSLRMASYGWTTADLVFLWKEGDPVQVVKN 206
AgGluCl-c PYGSVLYSIRVSLTLACPMNLKLYPLDRQVCSLRMASYGWTTADLVFLWKEGDPVQVVKN 207
DmGluCl PNGSVLYSIRISLTLACPMNLKLYPLDRQICSLRMASYGWTTNDLVFLWKEGDPVQVVKN 206
CeGluClox NDGTVLYSVRISLVLSCPMYLQYYPMDVQQCSIDLASYAYTTKDIEYLWKEHSPLQLKVG 234
* * #
AgGluCl-al LH--LPRFTLEKFLTDYCNSKTNTGEYSCLKVDLLFKREFSYYLIQIYIPCCMLVIVSWV 264
AgGluCl-a2 LH--LPRFTLEKFLTDYCNSKTNTGEYSCLKVDLLFKREFSYYLIQIYIPCCMLVIVSWV 264
AgGluCl-b LH--LPRFTLEKFLTDYCNSKTNTGEYSCLKVDLLFKREFSYYLIQIYIPCCMLVIVSWV 264
AgGluCl-c LH--LPRFTLEKFLTDYCNSKTNTGEYSCLKVDLLFKREFSYYLIQIYIPCCMLVIVSWV 265
DmGluCl LH--LPRFTLEKFLTDYCNSKTNTGEYSCLKVDLLFRREFSYYLIQIYIPCCMLVIVSWV 264
CeGluClux LSSSLPSFQLTNTSTTYCTSVTINTGIYSCLRTTIQLKREFSFYLLQLYIPSCMLVIVSWV 294
# #

AgGluCl-al SFWLDQGAVPARVSLGVTTLLTMATQTSGINASLPPVSYTKAIDVWIGVCLTFVFGALLE 324
AgGluCl-a2 SEFWLDOGAVPARVSLGVTITLLTMATQTSGINASLPPVSYTKAIDVWIGVCLTFVEGALLE 324
AgGluCl-b SFWLDQGAVPARVSLGVTTLLTMATQTSGINASLPPVSYTKAIDVWIGVCLTFVEFGALLE 324
AgGluCl-c SFWLDQGAVPARVSLGVTTLLTMATQTSGINASLPPVSYTKAIDVWTGVCLTFVFGALLE 325
DmGluCl SEFWLDQGAVPARVSLGVTTLLTMATQTSGINASLPPVSYTKAIDVWIGVCLTEFVEGALLE 324
CeGluClux SFWFDRTAIPARVTLGVTTLLTMTAQSAGINSQLPPVSYIKAIDVWIGACMTFIFCALLE 354
AgGluCl-al FALVNYASRS-——-—— DMHRENMKKKRREMEQASLDAASDLLDTDSNATFAMKPLVRHPGD 379
AgGluCl-a2 FALVNYASRS-——-—— DMHRENMKKKRREMEQASLDAASDLLDTDSNATFAMKPLVRHPGD 379
AgGluCl-b FALVNYASRSADRAADMHRENMKKKRREMEQASLDAASDLLDTDSNATFAMKPLVRHPGD 384
AgGluCl-c FALVNYASRS-—--— DMHRENMKKKRREMEQASLDAASDLLDTDSNATFAMKPLVRHPGD 380
DmGluCl FALVNYASRSGSNKANMHKENMKKKRRDLEQASLDAASDLLDTDSNATFAMKPLVRHPGD 384
CeGluCla FALVNHIANK-—--—=—--— QGVERKARTEREKAEIPLLONLHNDVPTKVFNQEEKVRT--- 403
AgGluCl-al PLALEKLRQCEVHMQAPKRPNCCRSWLSKFPTR=========== QCSRSKRIDVISRITF 428
AgGluCl-a2 PLALEKLRQCEVHMQAPKRPNCCRSWLSKFPTSPFKKVPCLGRGQCSRSKRIDVISRITE 439
AgGluCl-b PLALEKLRQCEVHMQAPKRPNCCRSWLSKFPTSPFKKVPCLGRGQCSRSKRIDVISRITE 444
AgGluCl-c PLALEKLRQCEVHMQAPKRPNCCRSWLSKFPTR-=—======-—-— QCSRSKRIDVISRITE 429
DmGluCl PLALEKRLQCEVHMQAPKRPNCCKTWLSKFPTR-—---—-—-———-—— QCSRSKRIDVISRITE 433
CeGluClae —=——-—--—-mmm— VPLNRROQMNSFLNLLETKT ========= EWNDISKRVDLISRALF 439
AgGluCl-al PLVFALFNLVYWSTYLFREEEED 451

AgGluCl-a2 PLVFALENLVYWSTYLFREEEED 462

AgGluCl-b PLVFALENLVYWSTYLFREEEED 467

AgGluCl-c PLVFALFNLVYWSTYLFREEEED 452

DmGluCl PLVFALENLVYWSTYLFREEEDE 456

CeGluClao PVLFEVENILYWSRFGQONVLEF- 461

Fig. S1. ClustalW alignment of AgGluCl amino acid sequences with D. melanogaster
GluCl (DmGIuCl) and C. elegans GluCl (CeGluCl). Black bar denotes transmembrane

domains. (*) glutamate binding residues; (#) critical residues for ivermectin binding.




