}Jl;l iprotKB Entry name organism full oglcnacscore o.glcnac phosphorylation sites PMIDS [sequence intracellular |extracellular cytosol nucleus mitochndrion em!oplasmlc golgi plasma extr_acellular
name sites reticulum |apparatus membrane region
Q9Y5Y9 SCNAA_HUMAN [Homo Sodium (19.994096 NaN S441;S444;5467;5479;5S612;S615;S (37217939 [MEFPIGSLETNNFRRFTPESLVEIEK [False True 1.913 [2.357 |1.839 1.825 1.076 5.0 4.47
sapiens |channel 1451 QIAAKQGTKKAREKHREQKDQEEKP

protein RPQLDLKACNQLPKFYGELPAELIGE

type 10 PLEDLDPFYSTHRTFMVLNKGRTIS

subunit RFSATRALWLFSPFNLIRRTAIKVSV

alpha HSWFSLFITVTILVNCVCMTRTDLPE

KIEYVFTVIYTFEALIKILARGFCLNE
FTYLRDPWNWLDFSVITLAYVGTAID
LRGISGLRTFRVLRALKTVSVIPGLKV
[VGALIHSVKKLADVTILTIFCLSVFA
LVGLQLFKGNLKNKCVKNDMAVNE
TTNYSSHRKPDIYINKRGTSDPLLCG
NGSDSGHCPDGYICLKTSDNPDFNY
TSFDSFAWAFLSLFRLMTQDSWERL
YQQTLRTSGKIYMIFFVLVIFLGSFYL
VNLILAVVTMAYEEQNQATTDEIEAK
EKKFQEALEMLRKEQEVLAALGIDT
TSLHSHNGSPLTSKNASERRHRIKP
RVSEGSTEDNKSPRSDPYNQRRMSF
LGLASGKRRASHGSVFHFRSPGRDI
SLPEGVTDDGVFPGDHESHRGSLLL
GGGAGQQGPLPRSPLPQPSNPDSRH
GEDEHQPPPTSELAPGAVDVSAFDA
GQKKTFLSAEYLDEPFRAQRAMSVV
SITSVLEELEESEQKCPPCLTSLSQK
[YLIWDCCPMWVKLKTILFGLVTDPF
IAELTITLCIVVNTIFMAMEHHGMSP
TFEAMLQIGNIVFTIFFTAEMVFKIIA
FDPYYYFQKKWNIFDCIIVTVSLLEL
GVAKKGSLSVLRSFRLLRVFKLAKS
WPTLNTLIKIIGNSVGALGNLTIILAII
VFVFALVGKQLLGENYRNNRKNISA
PHEDWPRWHMHDFFHSFLIVFRIL
CGEWIENMWACMEVGQKSICLILFL
TVMVLGNLVVLNLFIALLLNSFSAD
NLTAPEDDGEVNNLQVALARIQVFG
HRTKQALCSFFSRSCPFPQPKAEPE
LVVKLPLSSSKAENHIAANTARGSSG
GLQAPRGPRDEHSDFIANPTVWVSV
PIAEGESDLDDLEDDGGEDAQSFQQ
EVIPKGQQEQLQQVERCGDHLTPRS
PGTGTSSEDLAPSLGETWKDESVPQ
VPAEGVDDTSSSEGSTVDCLDPEEIL
RKIPELADDLEEPDDCFTEGCIRHCP
CCKLDTTKSPWDVGWQVRKTCYRIV
EHSWFESFIIFMILLSSGSLAFEDYY
LDQKPTVKALLEYTDRVFTFIFVFEM
LLKWVAYGFKKYFTNAWCWLDFLIV
NISLISLTAKILEYSEVAPIKALRTLRA
LRPLRALSRFEGMRVVVDALVGAIPS
IMNVLLVCLIFWLIFSIMGVNLFAGK
FWRCINYTDGEFSLVPLSIVNNKSD
CKIQNSTGSFFWVNVKVNFDNVAM
GYLALLQVATFKGWMDIMYAAVDSR
EVNMQPKWEDNVYMYLYFVIFIIFG
GFFTLNLFVGVIIDNFNQQKKKLGG
QDIFMTEEQKKYYNAMKKLGSKKPQ
KPIPRPLNKFQGFVFDIVTRQAFDITI
MVLICLNMITMMVETDDQSEEKTKI
LGKINQFFVAVFTGECVMKMFALRQ
YYFTNGWNVFDFIVVVLSIASLIFSAI
LKSLQSYFSPTLFRVIRLARIGRILRLI
RAAKGIRTLLFALMMSLPALFNIGLL
LFLVMFIYSIFGMSSFPHVRWEAGID
DMFNFQTFANSMLCLEQITTSAGW
DGLLSPILNTGPPYCDPNLPNSNGT
RGDCGSPAVGITFFTTYIIISFLIMVN
MYIAVILENFNVATEESTEPLSEDDF
DMFYETWEKFDPEATQFITFSALSD
FADTLSGPLRIPKPNRNILIQMDLPL
VPGDKTHCLDILFAFTKNVLGESGEL
DSLKANMEEKFMATNLSKSSYEPIA
TTLRWKQEDISATVIQKAYRSYVLHR
SMALSNTPCVPRAEEEAASLPDEGF
VAFTANENCVLPDKSETASATSFPPS
'YESVTRGLSDRVNMRTSSSIQNEDE
ATSMELIAPGP




