
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnacsites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

plasma
membrane

0

B1AWN6 SCN2A_MOUSE Mus
musculus

Sodium
channel
protein
type	2
subunit
alpha

37.975063 T1964;T1967 S4;S468;S471;S484;S526;S528;S53
1;S553;S554;S558;S573;S576;S589;
S610;S623;S687;S688;S722;S1507;
S1931;T1944;T1964;T1967;S1972

33300544;40885482 MAQSVLVPPGPDSFRFFTRESLAAIE
QRIAEEKAKRPKQERKDEDDENGPK
PNSDLEAGKSLPFIYGDIPPEMVSEP
LEDLDPYYINKKTFIVLNKGKAISRFS
ATSALYILTPFNPIRKLAIKILVHSLFN
VLIMCTILTNCVFMTMSNPPDWTK
NVEYTFTGIYTFESLIKILARGFCLED
FTFLRDPWNWLDFTVITFAYVTEFV
NLGNVSALRTFRVLRALKTISVIPGL
KTIVGALIQSVKKLSDVMILTVFCLSV
FALIGLQLFMGNLRNKCLQWPPDN
STFEINITSFFNNSLDWNGTAFNRT
MNMFNWDEYIEDKSHFYFLEGQND
ALLCGNSSDAGQCPEGYICVKAGRN
PNYGYTSFDTFSWAFLSLFRLMTQD
FWENLYQLTLRAAGKTYMIFFVLVIF
LGSFYLINLILAVVAMAYEEQNQATL
EEAEQKEAEFQQMLEQLKKQQEEA
QAAAAAASAESRDFSGAGGIGVFSES
SSVASKLSSKSEKELKNRRKKKKQK
EQAGEEEKEDAVRKSASEDSIRKKG
FRFSLEGSRLTYEKRFSSPHQSLLSI
RGSLFSPRRNSRASLFSFKGRVKDIG
SENDFADDEHSTFEDNDSRRDSLFV
PHRHGERRPSNVSQASRASRGIPTL
PMNGKMHSAVDCNGVVSLVGGPSA
LTSPVGQLLPEGTTTETEIRKRRSSS
YHVSMDLLEDPTSRQRAMSMASILT
NTMEELEESRQKCPPCWYKFANMC
LIWDCCKPWLKVKHVVNLVVMDPF
VDLAITICIVLNTLFMAMEHYPMTE
QFSSVLSVGNLVFTGIFTAEMFLKIIA
MDPYYYFQEGWNIFDGFIVSLSLME
LGLANVEGLSVLRSFRLLRVFKLAKS
WPTLNMLIKIIGNSVGALGNLTLVLA
IIVFIFAVVGMQLFGKSYKECVCKIS
NDCELPRWHMHDFFHSFLIVFRVL
CGEWIETMWDCMEVAGQTMCLTVF
MMVMVIGNLVVLNLFLALLLSSFSS
DNLAATDDDNEMNNLQIAVGRMQK
GIDFVKRKIREFIQKAFVRKQKALDEI
KPLEDLNNKKDSCISNHTTIEIGKDL
NYLKDGNGTTSGIGSSVEKYVVDES
DYMSFINNPSLTVTVPIAVGESDFEN
LNTEEFSSESDMEESKEKLNATSSS
EGSTVDIGAPAEGEQPEAEPEESLEP
EACFTEDCVRKFKCCQISIEEGKGKL
WWNLRKTCYKIVEHNWFETFIVFMI
LLSSGALAFEDIYIEQRKTIKTMLEYA
DKVFTYIFILEMLLKWVAYGFQMYF
TNAWCWLDFLIVDVSLVSLTANALG
YSELGAIKSLRTLRALRPLRALSRFE
GMRVVVNALLGAIPSIMNVLLVCLIF
WLIFSIMGVNLFAGKFYHCINYTTGE
MFDVSVVNNYSECQALIESNQTAR
WKNVKVNFDNVGLGYLSLLQVATF
KGWMDIMYAAVDSRNVELQPKYED
NLYMYLYFVIFIIFGSFFTLNLFIGVII
DNFNQQKKKFGGQDIFMTEEQKKY
YNAMKKLGSKKPQKPIPRPANKFQG
MVFDFVTKQVFDISIMILICLNMVT
MMVETDDQSQEMTNILYWINLVFIV
LFTGECVLKLISLRHYYFTIGWNIFD
FVVVILSIVGMFLAELIEKYFVSPTLF
RVIRLARIGRILRLIKGAKGIRTLLFAL
MMSLPALFNIGLLLFLVMFIYAIFGM
SNFAYVKREVGIDDMFNFETFGNS
MICLFQITTSAGWDGLLAPILNSGPP
DCDPEKDHPGSSVKGDCGNPSVGIF
FFVSYIIISFLVVVNMYIAVILENFSVA
TEESAEPLSEDDFEMFYEVWEKFDP
DATQFIEFCKLSDFAAALDPPLLIAKP
NKVQLIAMDLPMVSGDRIHCLDILF
AFTKRVLGESGEMDALRIQMEERF
MASNPSKVSYEPITTTLKRKQEEVSA
IVIQRAYRRYLLKQKVKKVSSIYKKDK
GKEDEGTPIKEDIITDKLNENSTPEK
TDVTPSTTSPPSYDSVTKPEKEKFEK
DKSEKEDKGKDIRESKK

False True 2.105 1.972 1.698 1.672 1.304 5.0


