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Exon: 1)2
Mm_C3G_isoform2 MSSGLGLRRSPEMSGK I EKADSQRSHLSSFTMKLMDKFHSPK IKRTPSKKGKPAEVSKI 59
Mm_C3G_isoform3 MSSGLGLRRSPEMSGK I EKADSQRSHLSSFTMKLMDKFHSPK IKRTPSKKGKPAEVSKI 59
Exon: 213
Mm_C3G_isoform2 PEKPVS KNLCWLEEKEKEVVSA 81
Mm_C3G_isoform3 PEKPVSKEARDRFLPEGYP IPLDLEQQAVEFMSTSAVASRSQRQKNLCWLEEKEKEVVSA 119
Exon: 314
Mm_C3G_isoform2 LRYFKTIVDKMAIDKKVLEMLPGgﬁSKVLEAILPLVQTDPRIQH§SALSSCYSRVYQSLﬂ 141
Mm_C3G_isoform3 LRYFKT IVDKMA I DKKVLEMLPGSASKVLEAILPLVQTDPRIQHSSALSSCYSRVYQSLA| 179
Exon: 4315
Mm_C3G_isoform2 NL IRWSDQVMLEGVNSEDKEMVTTVKGV IKAVLDGVRELVRLT IEKQGRPSPTSPVEPSS 201
Mm_C3G_isoform3 NL IRWSDQVMLEGVNSEDKEMVTTVKGV IKAVLDGVKELVRLT IEKQGRPSPTSPVKPSS 239
Exon: 5}6 647
Mm_C3G_isoform2 PASKPDGQPELPLTDREME ILNKTTSVSPSAELLPDSTSEEVAPPKPPLPGIRVVDNSPP 261
Mm_C3G_isoform3 PASKPDGQPELPLTDREME ILNKTTSVSPSAELLPDSTSEEVAPPKPPLPGIRVVDNSPP 299
Exon: 7 %8
Mm_C3G_isoform2 ALPPKKRQSAPSPTRVAVVAPMSRATSGSSLPVGINRQDFDVECYTQRRLSGGSRSCGGE 321
Mm_C3G_isoform3 ALPPKKRQSAPSPTRVAVVAPMSRATSGSSLPVG INRQDFDVECYTQRRLSGGSRSCGGE 359
Exon: 8J9
Mm_C3G_isoform2 SPRLSPCSSTGKLSRSDEQLSSLDRDSGQCSRNTSCETLDHYDPDYEFLQQDLSNADQIP 381
Mm_C3G_isoform3 SPRLSPCSSTGKLSRSDEQLSSLDRDSGQCSRNTSCETLDHYDPDYEFLQQDLSNADQIP 419
Mm_C3G_isoform2 PQAACNLSPLPESLGESGPPFLGHPFQLPLGSCLQQEGQQTDTPPALPERKRRSAVSQTT 441
Mm_C3G_isoform3 PQAACNLSPLPESLGESGPPFLGHPFQLPLGSCLQQEGQQTDTPPALPEKKRRSAVSQTT 479
Mm_C3G_isoform2 DSSGCRVSYERHPSQYDN I SEGDLQNPVPVQPVPYPPFAAVLPFQQGASSASAEFVGDFS 501
Mm_C3G_isoform3 DSSGCRVSYERHPSQYDN I SEGDLQNPVPVQPVPYPPFAAVLPFQQGASSASAEFVGDFS 539
Exon: 9j10
Mm_C3G_isoform2 VPELAGDTEKPPPLPERKNKHMLAYMQLLEDYSEPQPSMFYQTPQSEH I YQQKNKMLMEV ~ 561
Mm_C3G_isoform3 VPELAGDTEKPPPLPEKKNKHMLAYMQLLEDYSEPQPSMFYQTPQSEH I YQQKNKMLMEV 599
Exon: 10311
Mm_C3G_isoform2 YGFSESFCGSDSTQELAPPPALPPRQRQLQASYAASSFSVSYCVQQTKVAFTPEDGSAAQ 621
Mm_C3G_isoform3 YGFSESFCGSDSTQELAPPPALPPKQRQL 628
Exon: 11412
Mm_C3G_isoform2 GLSVSVSNSFLNRHGSLPVPSYKSVFRSYSQDFMPHHQASVQPFLPPTSSSSPHFPPVHT 681
Mm_C3G_isoform3 628
Exon:
Mm_C3G_isoform2 SQSSDLAVPTVSSPPPSTVDGPLSSSQDSSFHGNPVRLPSETSFTDSSEKASSEEAGGDE 741
Mm_C3G_isoform3 628
Exon: 1314 14115
Mm_C3G_isoform2 YVSLYSSGQTSEELAPCRGEPPSGKDGHPRDPSVSSASGKDSRENGERSPKSLDGLESAQ 801
Mm_C3G_isoform3 = @ ——mmmmmmmemmme o EPPSGKDGHPRDPSVSSASGKDSRENGERSPKSLDGLESAQ 669
Exon: 15§16 16317
Mm_C3G_isoform2 SEEEVDELSL IDHNE IMARLTLKQEGDDGP RGGSGD I LLVHATETDRKDLVLYCEAFL| 861
Mm_C3G_isoform3 SEEEVDELSL IDHNE IMARLTLKQEGDDGPOVRGGSGD I LLVHATETDRKDLVLYCEAFL| 729
Exon: 17318 18J19
Mm_C3G_isoform2 TTYRTFISPEELIKKLQYﬁYEKFSPFADTFKKRVSKNTFFVLVR ELCLVELTEEILK 921
Mm_C3G_isoform3 TTYRTFISPEEL IKKLQYRYEKFSPFADTFKKRVSKNTFFVLVRVVDELCLVELTEEILK 789
Exon: 19§20
Mm_C3G_isoform2 LLMELVFRLVCSGELSLARVLRKN I LDKVDQKKLLRCAHSDQPLAARGVAARPGTLHDFH| 981
Mm_C3G_isoform3 LLMELVFRLVCSGELSLARVLRKN I LDKVDQKKLLRCAHSDQPLAARGVAARPGT 849
Exon: 20 3 21 21322
Mm_C3G_isoform2 SHE IAEQLTLLDAELFYKIETPEVLLWAKEQNEEKSPNLTQFTEHFNNMSYWVRS I IMLQ| 1041
Mm_C3G_isoform3 SHEIAEQLTLLDAELFYKIEIPEVLLWAKEQNEEKSPNLTQFTEHFNNMSYWVRSTIMLQ| 909
Exon: 22323 23324
Mm_C3G_isoform2 EKAQDRERLLLKFIKIMKHLRKLNNFNSYLAILSALDSAPIRRLEWQRQTSECLAEYCTL 1101
Mm_C3G_isoform3 EKAQDRERLLLKF IKIMKHLRKLNNFNSYLAILSALDSAP IRRLEWQRQTSEGLAEYCTL| 969
Exon: 24325
Mm_C3G_isoform2 |IDSSSSFRAYRAALSEVEPPCIPVLGLILQDLTFVHLGNPDYIDGKVNFSKR QFNILD 1161
Mm_C3G_isoform3 IDSSSSFRAYRAALSEVEPPCIPYLGL ILQDLTFVHLGNPDY IDGKVNFSKRWQQFNILD 1029
Exon: 25]26
Mm_C3G_isoform2 SMRCFQQAHYE IRRNDD I INFFNDFSDHLAEEALWELSLK IKPRN I TRRKTDREEKT 1218
Mm_C3G_isoform3 SMRCFQQAHYEIRRNDD I INFFNDFSDHLAEEALWELSLKIKPRN I TRRKTDREEKT 1086
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Alignment of the two most characterized proteins species variants of murine C3G (Rapgefl isoform 2 and 3:
http://www.ncbi.nlm.nih.gov/gene?cmd=Retrieve&dopt=full report&list uids=107746). Indicated are the functional
domains and exon boundaries as presented in Figure 5.







