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SX1(181-233):    IIMDSSISKQALSEIETRHSEIIKLENSIRELHDMFMDMAMLVESQGEMIDRIEYNVEHAVDYVERAVSDTKKAVKYQSKAR 
SX4(189-270):    ILKDTQVTRQALNEISARHSEIQQLERTIRELHEIFTFLATEVEMQGEMINRIEKNILSSADYVERGQEHVKIALENQKKAR 
SX13(167-248):    QEEEAAITEQDLELIKERETAIQQLEADILDVNQIFKDLAMMIHDQGDLIDSIEANVESSEVHVERASDQLQRAAYYQKKSR 
Sso1(177-260):         LLNANRRGEAKTALAEVQARHQELLKLEKSMAELTQLFNDMEELVIEQQENVDVIDKNVEDAQLDVEQGVGHTDKAVKSARKAR 
 
Sp1:   GGSNRSGGSDSGGSGCQGSSGAGGSLNSKSSGGSGGSANSTASNSGQGSGGIEGLSGG 
Sp1:   GGSNRCGGSDSGGSGSQGSSGAGGSLNSKSSGGSGGSANSTASNSGQGSGGIEGLSGG 
Sp1:   GGSNRSGGSDSGGSGCQGSSGAGGSLNSKSSGGSGGSANSTASNSGQGSGGIEGLSGG 
Sp1:   GGSNRSGGSDSGGSGCQGSSGAGGSLNSKSSGGSGGSANSTASNSGQGSGGIEGLSGG 
 
SN25N(1-83):      MAEDADMRNELEEMQRRADQLADESLESTRRMLQLVEESKDAGIRTLVMLDEQGEQLERIEEGMDQINKDMKEAEKNLTDLGK 
SN23N(1-78):            MDDLSPEEIQLRAHQVTDESLESTRRILGLAIESQDAGIKTITMLDEQGEQLNRIEEGMDQINKDMREAEKTLTELNK 
VtiA(111-199):  SENQLIKLREERAHLLDNTERLERSSRRLEAGYQIAVETEQIGQEMLENLSHDRERIQRARERLRETDANLGKSSRILTGMLRRIIQNR 
SEC9N(421-498):        EEDEAVDEIKQEIKFTKQSSVASTRNTLKMAQDAERAGMNTLGMLGHQSEQLNNVEGNLDLMKVQNKVADEKVAELKK 
 
SN25(84-138):   FSGLSVSPSNKLKSSDAYKKAWGNNQDGVVASQPARVVDEREQMAISGGFIRRVT 
SN23(79-143):   SSGLSVSPSNRTKNFESGKNYKATWGDGGDSSPSNVVSKQPSRITNGQPQQTTGAASGGYIKRIT 
Sp3:   GSLNSKSAGSGGSGSVSPSNKLKSSDAYKKAWGNNQDGVVASQSGANSGGLKGGQSSG 
SEC9(499-587):   LNRSILAVHVSNPFNSKRRRREREEQLKNRKIEEKLMREQTSQQLSQSTQRIEGAMNANNNISEVRERYQRKNVLEKAKRYQFENDEED 
 
SN25C(139-206):                  NDARENEMDENLEQVSGIIGNLRHMALDMGNEIDTQNRQIDRIMEKADSNKTRIDEANQRATKMLGSG 
SN23C(144-210):                   NDAREDEMEENLTQVGSILGNLKNMALDMGNEIDAQNQQIQKITEKADTNKNRIDIANTRAKKLIDS 
SX6(159-234):        QAQQQLIVEQQDEQLELVSGSIGVLKNMSQRIGGELEEQAVMLEDFSHELESTQSRLDNVMKKLAKVSHMTSDRRQ 
SEC9C(588-651):               DEMELEIDRNLDQIQQVSNRLKKMALTTGKELDSQQKRLNNIEESTDDLDINLHMNTNRLAGIR 
 
Sp2:   SGGSGNRGGSDSGGSGGIEGLGGQSSGASGGLKNSGSGGSGGSNATSASNSGQGSSGGG 
Sp2:    GSGGNRGGSDSGGSGGIEGLGGQSSGASGGLKNSGSGGSGGSNATSASNSGQGSSGGG 
Sp2:   SGGSGNRGGSDSGGSGGIEGLGGQSSGASGGLKNSGSGGSGGSNATSASNSGQGSSGGG 
Sp2:   SGGSGNRGGSDSGGSGGIEGLGGQSSGASGGLKNSGSGGSGGSNATSASNSGQGSSGGG 
 
VAMP2(25-96):            NLTSNRRLQQTQAQVDEVVDIMRVNVDKVLERDQKLSELDDRADALQAGASQFETSAAKLKRKYWWKNLKMM  
Vamp4(46-117):        FGPRNDKIKHVQNQVDEVIDVMQENITKVIERGERLDELQDKSESLSDNATAFSNRSKQLRRQMWWRGSKIK 
Snc2(21-93):        NPNSQNKTAALRQEIDDTVGIMRDNINKVAERGERLTSIEDKADNLAISAQGFKRGANRVRKQMWWKDLKMRM 
    
Cter:    GSGGGSGGSGGLNDIFEAQKIEWHE 

Neuron:    SX1-Sp1-SNAP25-Sp2-Vamp2 
GLUT4:   SX4-Sp1-SNAP23-Sp2-Vamp2 
Endosome:  SX13-Sp1-VtiA-Sp3-SX6-Sp2-Vamp4 
Yeast:    Sso1-Sp1-SEC9-Sp2-Snc2 
 


