
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

Q62968 SCNAA_RAT Rattus
norvegicus

Sodium
channel
protein
type	10
subunit
alpha

23.439218 NaN S440;S443;S466;S478;S611;S614;S
1452

38843836 MELPFASVGTTNFRRFTPESLAEIEK
QIAAHRAAKKARTKHRGQEDKGEKP
RPQLDLKACNQLPKFYGELPAELVG
EPLEDLDPFYSTHRTFMVLNKSRTIS
RFSATWALWLFSPFNLIRRTAIKVSV
HSWFSIFITITILVNCVCMTRTDLPE
KVEYVFTVIYTFEALIKILARGFCLNE
FTYLRDPWNWLDFSVITLAYVGAAID
LRGISGLRTFRVLRALKTVSVIPGLKV
IVGALIHSVRKLADVTILTVFCLSVFA
LVGLQLFKGNLKNKCIRNGTDPHKA
DNLSSEMAEYIFIKPGTTDPLLCGNG
SDAGHCPGGYVCLKTPDNPDFNYTS
FDSFAWAFLSLFRLMTQDSWERLY
QQTLRASGKMYMVFFVLVIFLGSFY
LVNLILAVVTMAYEEQSQATIAEIEA
KEKKFQEALEVLQKEQEVLAALGIDT
TSLQSHSGSPLASKNANERRPRVKS
RVSEGSTDDNRSPQSDPYNQRRMS
FLGLSSGRRRASHGSVFHFRAPSQD
ISFPDGITDDGVFHGDQESRRGSILL
GRGAGQTGPLPRSPLPQSPNPGRRH
GEEGQLGVPTGELTAGAPEGPALDT
TGQKSFLSAGYLNEPFRAQRAMSVV
SIMTSVIEELEESKLKCPPCLISFAQK
YLIWECCPKWRKFKMALFELVTDPF
AELTITLCIVVNTVFMAMEHYPMTD
AFDAMLQAGNIVFTVFFTMEMAFKI
IAFDPYYYFQKKWNIFDCVIVTVSLL
ELSASKKGSLSVLRTFRLLRVFKLAK
SWPTLNTLIKIIGNSVGALGNLTFILA
IIVFIFALVGKQLLSEDYGCRKDGVS
VWNGEKLRWHMCDFFHSFLVVFRI
LCGEWIENMWVCMEVSQKSICLILF
LTVMVLGNLVVLNLFIALLLNSFSAD
NLTAPEDDGEVNNLQLALARIQVLG
HRASRAIASYISSHCRFRWPKVETQL
GMKPPLTSSEAKNHIATDAVSAAVG
NLTKPALSSPKENHGDFITDPNVWV
SVPIAEGESDLDELEEDMEQASQSS
WQEEDPKGQQEQLPQVQKCENHQA
ARSPASMMSSEDLAPYLGESWKRK
DSPQVPAEGVDDTSSSEGSTVDCPD
PEEILRKIPELADDLDEPDDCFTEGC
TRRCPCCNVNTSKSPWATGWQVRK
TCYRIVEHSWFESFIIFMILLSSGALA
FEDNYLEEKPRVKSVLEYTDRVFTFI
FVFEMLLKWVAYGFKKYFTNAWCW
LDFLIVNISLTSLIAKILEYSDVASIKA
LRTLRALRPLRALSRFEGMRVVVDA
LVGAIPSIMNVLLVCLIFWLIFSIMGV
NLFAGKFSKCVDTRNNPFSNVNST
MVNNKSECHNQNSTGHFFWVNVK
VNFDNVAMGYLALLQVATFKGWMD
IMYAAVDSGEINSQPNWENNLYMY
LYFVVFIIFGGFFTLNLFVGVIIDNFN
QQKKKLGGQDIFMTEEQKKYYNAM
KKLGSKKPQKPIPRPLNKYQGFVFDI
VTRQAFDIIIMVLICLNMITMMVETD
EQGEEKTKVLGRINQFFVAVFTGEC
VMKMFALRQYYFTNGWNVFDFIVVI
LSIGSLLFSAILKSLENYFSPTLFRVI
RLARIGRILRLIRAAKGIRTLLFALMM
SLPALFNIGLLLFLVMFIYSIFGMASF
ANVVDEAGIDDMFNFKTFGNSMLC
LFQITTSAGWDGLLSPILNTGPPYCD
PNLPNSNGSRGNCGSPAVGIIFFTTY
IIISFLIVVNMYIAVILENFNVATEEST
EPLSEDDFDMFYETWEKFDPEATQF
IAFSALSDFADTLSGPLRIPKPNQNIL
IQMDLPLVPGDKIHCLDILFAFTKNV
LGESGELDSLKTNMEEKFMATNLS
KASYEPIATTLRWKQEDLSATVIQKA
YRSYMLHRSLTLSNTLHVPRAEEDG
VSLPGEGYVTFMANSGLPDKSETAS
ATSFPPSYDSVTRGLSDRANINPSSS
MQNEDEVAAKEGNSPGPQ

False True 1.851 2.292 1.715 1.682 1.001 4.803 2.395


