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hsEPG2 108 LDNEQPDNDMBSEBETLLNRLNRKME | KP - - - - LQFE IMIDRLEKASSNQLVTL - - -QEAKBLENE - - - - - - - - - 166
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hsEPC2 167 ==+ == v svrereerrmrencncrcscnncrcnanns DDYL | KAVMDN¥WVRKRKNCRGPS - - - - - - - L1 PQIKQEKR-DGSTN 204
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hsEPC1 205 EAS ILEMI KRREKSKRELLHLTLEIMEKRYNLGDYNG-E IM 283
mmEPGC1 205 EASYEKML KEBRRDLSRAVT I LEMI KRREKSKRELLHLTLEJIMEKRYNLGDYSG-E IM 283
xtEPC1 205 EASYEKMLKERRDLSRAVT | LEMI KRREKSKRELLHLTLEIMEKRYNLGDFNG-E | L 283
hsEPC2 205 EASYEKMLKERREFSRAITILEMIKRREKTKRELLHLTLEVVEKRYHLGDYGG-E | L 283
ceEPC1 218 EDSYEK | LKEVHDMSKAQQL FDMTARREKQKL AL | DMESEIL AKRMEMSDFGGSPSS 297
spEpl1 228 - AQSYDRLRRERQSMETSLQLLEQVYKREQKKLQAEEDD YA FQKRCL VKKLKR - - - - 302
scEPL1 306 - ILNSQRLRAEHQELKNAKDLALLVAKRENVSLNWINDELKIIFDQRVKIKNLKR- - - - 380
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hsEPC1 284 SEVMAQRQPMKPTYAIPIIPITNSSQFKHQEAMDVKEFKVNKQDKADL IRPKRKYEKKPKVLPSSAAATPQQTSPAALPV 363
mmEPC1 284 SEVMAQRQPVKPTYAIPIIPITNSSQFKHQDATDSKEFKVNKQDKADL IRPKRKYEKKPKVLPPSAAA - PQQQSPAALPG 362
XIEPC1 284 SEVMAHRQPLKPTYTIPLMPIS-PIPFLHKETIDIK---VNKQEKSDAVRPKRKYEKKPKVLPA- - - - - AQQTSPAALPV 354
hsEPC2 284 NEVK ISR -SEKELYATPATLHNGNHHKVQECKTKHPHHLSLKEEASDVVRQKKKYPKKPKAEALIT- --SQQPTPETLPV 359
ceEPC1 298 FNEITEKIRAAATLEVVKPPLAEINGSDEVKKRKKPRRK I ADKDL | SKAWLKKNAESWNRPPSLFGQHSGNVPTVTTKPV 377
spEplt 303 - ---- - TLNIKDSDELLINPKRRPIEVKPAAPVPTPAPPVKTSPHPASYRPQPTRN - - - - - - ------- VEVRPLLMLDD 363
ScEPL1 381 - - - - - SLN | SGEDDDL INHKRKRPT I VTVEQREAELRKAELKRAAAAAAAAKAKNNKRNNQLEDKSSRL TKQQQQQLLQQ 455

Figure S5. EPC1(2-280) corresponds to Epl1(1-380). The protein sequence alignment of the N-
terminal portions of Epl1 homologs from Homo sapiens, Mus musculus, Xenopus tropicalis,
Caenorhabditis elegans, Schizosaccharomyces pombe, and Saccharomyces cerevisiae was
generated using ClustalX (Larkin et al. 2007) and visualized using Jalview (Waterhouse et al.
2009), with blue shading indicating the degree of sequence conservation. The location of S.

cerevisiae Epll residue 380 and H. sapiens EPC1 residue 280 is indicated by red arrows.



