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¢ Human KCNQ2 sequence:

001 MVOKSRNGGYV YPGPSGEKKL KVGEVGLDPG APDSTRDGAL LIAGSEAPKR GSILSKPRAG GAGAGKPPKR NAFYRKLONE LYNVLERPRG
091 WAFTYHAYVF LIVFSCLVLS VFSTIKEYEK SSEGALYTLE IVTIVVFGVE YFVRIWAAGC CCRYRGWRGR TKFARKPFCV TDTMVLTAST
181 AVLAAGSQGN VFATSALRSL RFLQILRMIR MDRRGGTWKL LGSVVYAHSK ELVTAWYIGF LCLILASFLV YLAEKGENDH FDTYADALWW
271 GLITLTTIGY GDKYPQTWNG RLLAATITLI GVSEFALPAG ILGSGEFALKV QEQHRQKIFE KRRNPAAGLI (QSAWREIYATN LSRTDLISTW
361 QYYERTVTVE MYRLIPPLNQ LELLRNLKSK SGLAFRKDPP PEPSPSQKVS LKDRVFSSPR GVAAKGKGSP QAQTVRRSPS ADQSLEDSPS
451 KVPKSWSFGD RSRARQAFRT KGAASRONSE EASTREGEDTV DDKSCPCEFV TEDLTPGLKV STRAVCVMRE TVSKRKFKES TLRPYDVMDVT
541 EQYSAGHLDM LSRIKSLOSR VDQIVGRGPA ITDKDRTKGP AEAELPEDPS MMGRLGKVEK QOVLSMEKKLD FLVNIYMORM GIPPTETEAY
631 FGAKEPEPAP PYHSPEDSRE HVDRHCCIVK IVR3SSSTCQ KNESAPPAAP PVQCPPSTSW QPQSHPROGH CI'SPVCDHCS LVRIPPPPAH
721 ERSLSAYGGG NRASMEFLRQ EDTPGCRPPE GNLRDSDTSI SIPSVDHEEL ERSFSGESIS QSKENLDALN SCYAAVAPCA KVRPYIAEGE
811 SDTDSDLCTP CGPPPRSATG EGPEFGDVGWA GPRK
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Human calmodulin-1 sequence:
001 MRSLGONETE ARLQDMINEY DADGNCGLULIDE PEFLTMMARK MKDTDSEEEI RLAFRVFDKD GNGYISAAEL RHVMI'NLCEK LTDEEVDEML
091 READIDGDGH VNYEEFVQMM TAK
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Fig. S5 Purification and identification of KCNQ2-CaM complex. a Gel filtration of KCNQ2-
CaM complex in Superose 6 in GDN detergent. b SDS-PAGE of the peak fraction from gel

filtration. The arrow indicates the band that was excised and sent for mass spectrometry analysis.



¢ The sequences of KCNQ2 peptides identified by mass spectrometry (red and blue), and an
example of the mass spectrum of the peptide marked in red. d The sequences of CaM peptides
identified by mass spectrometry (red and blue), and an example of the mass spectrum of the peptide

marked in red.



