
                480       490           500       510       520           
Hs GCA  477  FSNVTMLFSDIVGFTAICSQCS----PLQVITMLNALYTRFDQQCGEL---DVYKVETIG 
Dm GCA  462  YPDVTILFSDIVGFTSICSRAT----PFMVISMLEGLYKDFDEFCDFF---DVYKVETIG 
Cf AC1  387  HDNVSILFADIEGFTSLASQCT----AQELVMTLNELFARFDKLAAEN---HCLRIKILG 
Hs GCB  417  YDNVTILFSGIVGFNAFCSKHASGEGAMKIVNLLNDLYTRFDTLTDSRKNPFVYKVETVG 
Dm GCB  415  YDSVTLMFSGIVGFGQYCAANTDPDGAMKIVKMLNELYTVFDALTDSKRNLNVYKVETVG 
Rn AC2  882  YDCVCVMFASIPDFKEFYTESDVNKEGLECLRLLNEIIADFDDLLSKPKFSGVEKIKTIG 
Cr GC   473  HPEATVLFSDIVGFTEIASRSS----PLEVCSLLDELYQRFDAAIEEYP--QLYKVETIG 
Dm GC   417  FDSVSILFSDIVTFTEICSRIT----PMEVVSMLNAMYSIFDKLTERN---SVYKVETIG 
Sp AC   1008 PRLITILFSDIVGFTRMSNALQ----SQGVAELLNEYLGEMTRAVFEN---QGTVDKFVG 
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             530             540       550       560             570  
Hs GCA  530  DAYCVAGGLH-----------KESDTHAVQIALMALKMMELSDEVMS-PHG-----EPIK
Dm GCA  515  DAYCVASGLH-----------RASIYDAHKVAWMALKMIDACSKHIT-HDG-----EQIK
Cf AC1  440  DCYYCVSGLP-----------EARADHAHCCVEMGMDMIEAISLVREMTG------VNVN
Hs GCB  477  DKYMTVSGL-----------PEPCIHHARSICHLALDMMEIAGQVQVDGE-------SVQ
Dm GCB  587  DKYMAVSGL-----------PDHCEDHAKCMARVALDMMDMAKNVKMGSN-------PVQ
Rn AC2  942  STYMAATGLSAIPSQEHAQEPERQYMHIGTMVEFAYALVGKLDAINKHSFN------DFK
Cr GC   527  DAYMVVCNVT-----------VPCDDHADVLLEFALRMHEEASRVAS-SLG-----EPVR
Dm GC   470  DAYMVVAGAP-----------DKDANHAERVCDMALDMVDAITDLKDPSTG-----QHLR
Sp AC   1061 DAIMALYGAPEEMSP-----SEQVRRAIATARQMLVALEKLNQGWQERGLVGRNEVPPVR
             3

    
                    580        590       600       610       620       630 
Hs GCA  573  MRIGLHSGSVFAGVVG-VKMPRYCLFGNNVTLANKFESCSVPRKINVSPTTYRLLKDCPG
Dm GCA  558  MRIGLHTGTVLAGVVG-RKMPRYCLFGHSVTIANKFESGSEALKINVSPTTKDWLTKHEG
Cf AC1  483  MRVGIHSGRVHCGVLG-LRKWQFDVWSNDVTLANHMEAGGKAGRIHITKATLSYLNGDY-
Hs GCB  515  ITIGIHTGEVVTGVIG-QRMPRYCLFGNTVNLTSRTETTGEKGKINVSEYTYRCLMSPEN
Dm GCB  629  ITIGIHSGEVVTGVIG-NRVPRYCLFGNTVNLTSRTETTGVPGRINVSEETYRLLCMAIN
Rn AC2  996  LRVGINHGPVIAGVIG-AQKPQYDIWGNTVNVASRMDSTGVLDKIQVTEETSLILQTLG-
Cr GC   570  IRVGMHSGPVVAGVVG-RKMPRFCLFGDTVNTASRMESHGEAGQIHISEACYCCLRSKE-
Dm GC   514  IRVGVHSGAVVAGIVG-LKMPRYCLFGDTVNTASRMESTSIAMKVHISESTKVLIGPN--
Sp AC   1116 FRCGIHQGMAVVGLFGSQERSDFTAIGPSVNIAARLQEATAPNSIMVSAMVAQYVPDEE-
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                 630       640        650       660       670       680
Hs GCA  632  F--VFTPRSREELPPNFPSEIPGICHFLDAYQQGTNSKPCFQKKDVEDGNANFLGKASGI
Dm GCA  617  F--EFELQPRD--PSFLPKEFP--------NPGGTET--CY-----------FLESFR--
Cf AC1  541  ---EVEPGCGGERNAYLKEHSIETFLILRCTQKRKEEKAMIAK-----------------
Hs GCB  578  SDPQFHLEHRGPVSMKGKKEPMQVWFLSRKNT----GTEETKQDDDAEN-----LYFQ--
Dm GCB  688  QDDSFHLEYRGPVIMKGKPTPMDCWFLTRATSSILGGTSSTGGSGGGGNGSLDSPLLQPA
Rn AC2  1054 ----YTCTCRGIINVKGKGD-LKTYFVNTEMSR---------------------------
Cr GC   628  ---RFEIRERGNITVKGKGTMR------TYLLSPLERT----------------------
Dm GC   571  ----YKIIERGEIDVKGKGTMG------TYWLEEREN-----------------------
Sp AC   1175 ------IIKREFLELKGIDEPVMTCVINPNMLNQ--------------------------
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