
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q02789 CAC1S_MOUSE Mus
musculus

Voltage-
dependent
L-type
calcium
channel
subunit
alpha-1S

29.125745 NaN S393;S397;S687;S1575;T1579;S161
7

39927985 MEPPSPQDEGLRKKQPKKPVPEILP
RPPRALFCLTLQNPLRKACISIVEWK
PFETIILLTIFANCVALAVYLPMPEDD
NNTLNLGLEKLEYFFLIVFSIEAAMK
IIAYGFLFHQDAYLRSGWNVLDFIIV
FLGVFTVILEQVNIIQTNTAPMSSKG
AGLDVKALRAFRVLRPLRLVSGVPSL
QVVLNSIFKAMLPLFHIALLVLFMVII
YAIIGLELFKGKMHKTCYFIGTDIVAT
VENEKPSPCARTGSGRPCTINGSEC
RGGWPGPNHGITHFDNFGFSMLTV
YQCISMEGWTDVLYWVNDAIGNEW
PWIYFVTLILLGSFFILNLVLGVLSGE
FTKEREKAKSRGTFQKLREKQQLEE
DLRGYMSWITQGEVMDVDDLREGK
LSLDEGGSDTESLYEIEGLNKIIQFIR
HWRQWNRVFRWKCHDLVKSKVFY
WLVILIVALNTLSIASEHHNQPLWLT
HLQDVANRVLLTLFTIEMLMKMYGL
GLRQYFMSIFNRFDCFVVCSGILEIL
LVESGAMSPLGISVLRCIRLLRLFKIT
KYWTSLSNLVASLLNSIRSIASLLLLL
FLFIIIFALLGMQLFGGRYDFEDTEV
RRSNFDNFPQALISVFQVLTGEDWN
SVMYNGIMAYGGPTYPGVLVCIYFIIL
FVCGNYILLNVFLAIAVDNLAEAESL
TSAQKAKAEERKRRKMSKGLPDKSE
EERATVTKKLEQKSKGEGIPTTAKLK
IDEFESNVNEVKDPYPSADFPGDDE
EDEPEIPVSPRPRPLAELQLKEKAVPI
PEASSFFIFSPTNKIRVLCHRIVNAT
WFTNFILLFILLSSAALAAEDPIRADS
MRNQILEYFDYVFTAVFTVEIVLKMT
TYGAFLHKGSFCRNYFNILDLLVVAV
SLISMGLESSAISVVKILRVLRVLRPL
RAINRAKGLKHVVQCVFVAIRTIGNI
VLVTTLLQFMFACIGVQLFKGKFYSC
NDLSKMTEEECRGYYYIYKDGDPTQI
ELRPRQWIHNDFHFDNVLSAMMSL
FTVSTFEGWPQLLYKAIDSNEEDTG
PVYNNRVEMAIFFIIYIILIAFFMMNI
FVGFVIVTFQEQGETEYKNCELDKN
QRQCVQYALKARPLRCYIPKNPYQY
QVWYVVTSSYFEYLMFALIMLNTICL
GMQHYNQSEQMNHISDILNVAFTII
FTLEMVLKLIAFKPRGYFGDPWNVF
DFLIVIGSIIDVILSEIDTFLASSGGLY
CLGGGCGNVDPDESARISSAFFRLF
RVMRLVKLLNRAEGVRTLLWTFIKS
FQALPYVALLIVMLFFIYAVIGMQMF
GKIAMVDGTQINRNNNFQTFPQAVL
LLFRCATGEAWQEILLACSYGKLCD
PESDYAPGEEHTCGTNFAYYYFISFY
MLCAFLIINLFVAVIMDNFDYLTRD
WSILGPHHLDEFKAIWAEYDPEAKG
RIKHLDVVTLLRRIQPPLGFGKFCPH
RVACKRLVGMNMPLNSDGTVTFNA
TLFALVRTALKIKTEGNFEQANEELR
AIIKKIWKRTSMKLLDQVIPPIGDDEV
TVGKFYATFLIQEHFRKFMKRQEEY
YGYRPKKDTVQIQAGLRTIEEEAAPEI
HRAISGDLTAEEELERAMVEAAMEE
GIFRRTGGLFGQVDNFLERTNSLPP
VMANQRPLQFAEIEMEELESPVFLE
DFPQNPGTHPLARANTNNANANVA
YGNSSHRNNPVFSSICYEREFLGEA
DMPVTREGPLSQPCRASGPHSRSHV
DKLKRPMTQRGMPEGQVPPSPCQV
TGAKAEHPVQKEGKGPTSRFLETPN
SRNFEEHVPRNSAHRCTAPATAMLI
QEALVRGGLDSLAADANFVMATGQ
ALADACQMEPEEVEVAATELLKQES
PEGGAVPWEP

False True False False False 5.0 False 5.0 False


