}Jl;l iprotKB Entry name organism [full name |oglcnacscore [oglcnac sites phosphorylation sites PMIDS sequence intracellular |extracellular |cytosol nucleus mitochndrion ::t(ilggllzfnmm i
000555 CAC1A_HUMAN [Homo Voltage- [22.06515 S887 (000555- 'T409;S447;S450;S749;S752;5789;S |39531497;30379171;35254053 MARFGDEMPARYGGGGSGAAAGVV (True True 2.147 [5.0 2.203 2.294 1
sapiens |dependent 3);T1075;S1093;T2120(1084;S1093;T1983;52046;52064;S2 [IVGSGGGRGAGGSRQGGQPGAQRMY
P/Q-type (000555-2) 076;52078;52119;S2139 KQSMAQRARTMALYNPIPVRQNCLT
calcium IVNRSLFLFSEDNVVRKYAKKITEWP
channel PFEYMILATIIANCIVLALEQHLPDDD
subunit KTPMSERLDDTEPYFIGIFCFEAGIKI
alpha-1A IALGFAFHKGSYLRNGWNVMDFVV

VLTGILATVGTEFDLRTLRAVRVLRP
LKLVSGIPSLQVVLKSIMKAMIPLLQI
GLLLFFAILIFAIIGLEFYMGKFHTTC
FEEGTDDIQGESPAPCGTEEPARTCP
NGTKCQPYWEGPNNGITQFDNILFA
VLTVFQCITMEGWTDLLYNSNDASG
NTWNWLYFIPLIIGSFFMLNLVLGV
LSGEFAKERERVENRRAFLKLRRQQ
QIERELNGYMEWISKAEEVILAEDET
DGEQRHPFDALRRTTIKKSKTDLLN
PEEAEDQLADIASVGSPFARASIKSA
KLENSTFFHKKERRMRFYIRRMVKT
QAFYWTVLSLVALNTLCVAIVHYNQ
PEWLSDFLYYAEFIFLGLFMSEMFIK
MYGLGTRPYFHSSFNCFDCGVIIGSI
FEVIWAVIKPGTSFGISVLRALRLLRI
FKVTKYWASLRNLVVSLLNSMKSIIS
LLFLLFLFIVVFALLGMQLFGGQFNF
DEGTPPTNFDTFPAAIMTVFQILTGE
DWNEVMYDGIKSQGGVQGGMVFSI
YFIVLTLFGNYTLLNVFLAIAVDNLA
NAQELTKDEQEEEEAANQKLALQKA
KEVAEVSPLSAANMSIAVKEQQKNQ
KPAKSVWEQRTSEMRKQNLLASRE
IALYNEMDPDERWKAAYTRHLRPDM
KTHLDRPLVVDPQENRNNNTNKSR
IAAEPTVDQRLGQQRAEDFLRKQARY
HDRARDPSGSAGLDARRPWAGSQE
IAELSREGPYGRESDHHAREGSLEQP
GFWEGEAERGKAGDPHRRHVHRQG
GSRESRSGSPRTGADGEHRRHRAH
RRPGEEGPEDKAERRARHREGSRPA
RGGEGEGEGPDGGERRRRHRHGAP
IATYEGDARREDKERRHRRRKENQG
SGVPVSGPNLSTTRPIQQDLGRQDP
PLAEDIDNMKNNKLATAESAAPHGS
LGHAGLPQSPAKMGNSTDPGPMLAI
PAMATNPQNAASRRTPNNPGNPSN
PGPPKTPENSLIVTNPSGTQTNSAKT
IARKPDHTTVDIPPACPPPLNHTVVQV
NKNANPDPLPKKEEEKKEEEEDDR
GEDGPKPMPPYSSMFILSTTNPLRR
LCHYILNLRYFEMCILMVIAMSSIAL
IAAEDPVQPNAPRNNVLRYFDYVFTG
VFTFEMVIKMIDLGLVLHQGAYFRD
LWNILDFIVVSGALVAFAFTGNSKGK
DINTIKSLRVLRVLRPLKTIKRLPKLK
IAVFDCVVNSLKNVFNILIVYMLFMFI
FAVVAVQLFKGKFFHCTDESKEFEK
DCRGKYLLYEKNEVKARDREWKKYE
FHYDNVLWALLTLFTVSTGEGWPQV
LKHSVDATFENQGPSPGYRMEMSIF
YVVYFVVFPFFFVNIFVALIIITFQEQ
GDKMMEEYSLEKNERACIDFAISAK
PLTRHMPQNKQSFQYRMWQFVVSP
PFEYTIMAMIALNTIVLMMKFYGAS
VAYENALRVFNIVFTSLFSLECVLKV
MAFGILNYFRDAWNIFDFVTVLGSIT
DILVTEFGNNFINLSFLRLFRAARLI
KLLRQGYTIRILLWTFVQSFKALPYV
CLLIAMLFFIYAIIGMQVFGNIGIDVE
DEDSDEDEFQITEHNNFRTFFQALM
LLFRSATGEAWHNIMLSCLSGKPCD
KNSGILTRECGNEFAYFYFVSFIFLC
SFLMLNLFVAVIMDNFEYLTRDSSIL
GPHHLDEYVRVWAEYDPAAWGRMP
'YLDMYQMLRHMSPPLGLGKKCPAR
VAYKRLLRMDLPVADDNTVHFNSTL
MALIRTALDIKIAKGGADKQQMDAE
LRKEMMAIWPNLSQKTLDLLVTPHK
STDLTVGKIYAAMMIMEYYRQSKAK
KLQAMREEQDRTPLMFQRMEPPSP
TQEGGPGQNALPSTQLDPGGALMA




HESGLKESPSWVTQRAQEMFQKTG
TWSPEQGPPTDMPNSQPNSQSVEM
REMGRDGYSDSEHYLPMEGQGRAA
SMPRLPAENQRRRGRPRGNNLSTIS
DTSPMKRSASVLGPKARRLDDYSLE
RVPPEENQRHHQRRRDRSHRASER
SLGRYTDVDTGLGTDLSMTTQSGDL
PSKERDQERGRPKDRKHRQHHHH
HHHHHHPPPPDKDRYAQERPDHGR
IARARDQRWSRSPSEGREHMAHRQG
SSSVSGSPAPSTSGTSTPRRGRRQLP
QTPSTPRPHVSYSPVIRKAGGSGPPQ
QQQQQQQQQQQQAVARPGRAATSG
PRRYPGPTAEPLAGDRPPTGGHSSG
RSPRMERRVPGPARSESPRACRHGG
IARWPASGPHVSEGPPGPRHHGYYR
GSDYDEADGPGSGGGEEAMAGAYD
IAPPPVRHASSGATGRSPRTPRASGPA
CASPSRHGRRLPNGYYPAHGLARPR
GPGSRKGLHEPYSESDDDWC




