}Jl;l iprotKB Entry name organism [full name [oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi plasma 3
sites reticulum apparatus membrane re
055017 CAC1B_MOUSE |Mus \Voltage- [35.498311 NaN S411;S745;S748;5783;5S1058;52056 (34678516;22645316 MVRFGDELGGRYGGTGGGERARGG |False True 1.973 |1.968 [1.728 2.117 1.287 5.0 2.
musculus |dependent ;S2212;S2221;S2244 GAGGAGGPGQGGLPPGQRVLYKQSI
N-type IAQRARTMALYNPIPVKQNCFTVNRS
calcium LFVFSEDNVVRKYAKRITEWPPFEY
channel MILATIIANCIVLALEQHLPDGDKTP
subunit MSERLDDTEPYFIGIFCFEAGIKIIAL
alpha-1B GFVFHKGSYLRNGWNVMDFVVVLT

GILATAGTDFDLRTLRAVRVLRPLKL
VSGIPSLQVVLKSIMKAMVPLLQIGL
LLFFAILMFAIIGLEFYMGKFHKACF
PNSTDTEPVGDFPCGKDPPARQCDG
DTECREYWPGPNFGITNFDNILFAIL
TVFQCITMEGWTDILYNTNDAAGNT
'WNWLYFIPLIIIGSFFMLNLVLGVLS
GEFAKERERVENRRAFLKLRRQQQI
ERELNGYLEWIFKAEEVMLAEEDKN
IAEEKSPLDVLKRAATKKSRNDLIHAE
EGEDRFVDLCAVGSPFARASLKSGK
TESSSYFRRKEKMFRFFIRRMVKAQ
SFYWVVLCVVALNTLCVAMVHYNQ
PQRLTTALYFAEFVFLGLFLTEMSLK
MYGLGPRSYFRSSFNCFDFGVIVGSI
FEVVWAAIKPGTSFGISVLRALRLLRI
FKVTKYWNSLRNLVVSLLNSMKSIIS
LLFLLFLFIVVFALLGMQLFGGQFNF
QDETPTTNFDTFPAAILTVFQILTGE
DWNAVMYHGIESQGGVSKGMFSSF
YFIVLTLFGNYTLLNVFLAIAVDNLA
NAQELTKDEEEMEEAANQKLALQK
IAKEVAEVSPMSAANISIAARQQNSA
KARSVWEQRASQLRLQNLRASCEAL
'YSEMDPEERLRYASTRHVRPDMKT
HMDRPLVVEPGRDGLRGPVGSKSKP
EGTEATESADLPRRHHRHRDRDKTS
IATAPAGGEQDRTESTETGAREERAR
PRRSHSKETPGADTQVRCERSRRHH
RRGSPEEATEREPRRHRAHRHAQD
SSKEGTAPVLVPKGERRARHRGPRT
GPREAENNEEPTRRHRARHKVPPTL
QPPEREAAEKESNAVEGDKETRNH
QPKEPHCDLEAIAVTGVGPLHMLPS
TCLQKVDEQPEDADNQRNVTRMGS
QPSDPSTTVHVPVTLTGPPGETPVVP
SGNMNLEGQAEGKKEAEADDVLRR
GPRPIVPYSSMFCLSPTNLLRRFCHY
IVTMRYFEMVILVVIALSSIALAAEDP
VRTDSFRNNALKYMDYIFTGVFTFE
MVIKMIDLGLLLHPGAYFRDLWNIL
DFIVVSGALVAFAFSSFMGGSKGKDI
NTIKSLRVLRVLRPLKTIKRLPKLKAV
FDCVVNSLKNVLNILIVYMLFMFIFA
VIAVQLFKGKFFYCTDESKELERDCR
GQYLDYEKEEVEAQPRQWKKYDFH
YDNVLWALLTLFTVSTGEGWPMVLK
HSVDATYEEQGPSPGFRMELSIFYV
VYFVVFPFFFVNIFVALIIITFQEQGD
KVMSECSLEKNERACIDFAISAKPLT
RYMPQNKQSFQYKTWTFVVSPPFEY
FIMAMIALNTVVLMMKFYDAPYEYE
LMLKCLNIVFTSMFSMECILKIIAFG
'VLNYFRDAWNVFDFVTVLGSITDILV
TEIANNFINLSFLRLFRAARLIKLLRQ
GYTIRILLWTFVQSFKALPYVCLLIAM
LFFIYAIIGMQVFGNIALDDDTSINR
HNNFRTFLQALMLLFRSATGEAWH
EIMLSCLGNRACDPHANASECGSDF
IAYFYFVSFIFLCSFLMLNLFVAVIMD
NFEYLTRDSSILGPHHLDEFIRVWAE
YDPAACGRISYNDMFEMLKHMSPP
LGLGKKCPARVAYKRLVRMNMPISN
EDMTVHFTSTLMALIRTALEIKLAPA
GTKQHQCDAELRKEISSVWANLPQK
TLDLLVPPHKPDEMTVGKVYAALMI
FDFYKQNKTTRDQTHQAPGGLSQM
GPVSLFHPLKATLEQTQPAVLRGAR
VFLRQKSATSLSNGGAIQTQESGIKE
SLSWGTQRTQDALYEARAPLERGHS
IAEIPVGQSGTLAVDVQMQNMTLRG
PDGEPQPGLESQGRAASMPRLAAET
QPAPNASPMKRSISTLAPRPHGTQL




CSTVLDRPPPSQASHHHHHRCHRR
RDKKQRSLEKGPSLSVDPEGAPSTA
IAGPGLPHGEGSTACRRDRKQERGRS
QERRQPSSSSSEKQRFYSCDRFGSR
EPPQLMPSLSSHPTSPTAALEPAPHP
QGSGSVNGSPLMSTSGASTPGRGGR
RQLPQTPLTPRPSITYKTANSSPVHF
IAEGQSGLPAFSPGRLSRGLSEHNAL
LQKEPLSQPLAPGSRIGSDPYLGQRL
DSEASAHTLPEDTLTFEEAVATNSG
RSSRTSYVSSLTSQSHPLRRVPNGY
HCTLGLSTGVRARHSYHHPDQDHW
c




