
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

Q9UPW8 UN13A_HUMAN Homo
sapiens

Protein
unc-13
homolog
A

18.379595 NaN S240;S242;S245;S256 30379171 MSLLCVGVKKAKFDGAQEKFNTYVT
LKVQNVKSTTIAVRGSQPSWEQDFM
FEINRLDLGLTVEVWNKGLIWDTMV
GTVWIPLRTIRQSNEEGPGEWLTLD
SQVIMADSEICGTKDPTFHRILLDTR
FELPLDIPEEEARYWAKKLEQLNAM
RDQDEYSFQDEQDKPLPVPSNQCC
NWNYFGWGEQHNDDPDSAVDDRD
SDYRSETSNSIPPPYYTTSQPNASVH
QYSVRPPPLGSRESYSDSMHSYEEF
SEPQALSPTGSSRYASSGELSQGSSQ
LSEDFDPDEHSLQGSDMEDERDRD
SYHSCHSSVSYHKDSPRWDQDEEE
LEEDLEDFLEEEELPEDEEELEEEE
EEVPDDLGSYAQREDVAVAEPKDFK
RISLPPAAPGKEDKAPVAPTEAPDMA
KVAPKPATPDKVPAAEQIPEAEPPKD
EESFRPREDEEGQEGQDSMSRAKA
NWLRAFNKVRMQLQEARGEGEMS
KSLWFKGGPGGGLIIIDSMPDIRKRK
PIPLVSDLAMSLVQSRKAGITSALAS
STLNNEELKNHVYKKTLQALIYPISC
TTPHNFEVWTATTPTYCYECEGLLW
GIARQGMRCTECGVKCHEKCQDLL
NADCLQRAAEKSSKHGAEDRTQNII
MVLKDRMKIRERNKPEIFELIQEIFA
VTKTAHTQQMKAVKQSVLDGTSKW
SAKISITVVCAQGLQAKDKTGSSDPY
VTVQVGKTKKRTKTIYGNLNPVWEE
NFHFECHNSSDRIKVRVWDEDDDIK
SRVKQRFKRESDDFLGQTIIEVRTLS
GEMDVWYNLDKRTDKSAVSGAIRL
HISVEIKGEEKVAPYHVQYTCLHENL
FHFVTDVQNNGVVKIPDAKGDDAW
KVYYDETAQEIVDEFAMRYGVESIYQ
AMTHFACLSSKYMCPGVPAVMSTLL
ANINAYYAHTTASTNVSASDRFAAS
NFGKERFVKLLDQLHNSLRIDLSMY
RNNFPASSPERLQDLKSTVDLLTSIT
FFRMKVQELQSPPRASQVVKDCVKA
CLNSTYEYIFNNCHELYSREYQTDPA
KKGEVLPEEQGPSIKNLDFWSKLITL
IVSIIEEDKNSYTPCLNQFPQELNVG
KISAEVMWNLFAQDMKYAMEEHDK
HRLCKSADYMNLHFKVKWLYNEYV
TELPAFKDRVPEYPAWFEPFVIQWL
DENEEVSRDFLHGALERDKKDGFQ
QTSEHALFSCSVVDVFSQLNQSFEII
KKLECPDPQIVGHYMRRFAKTISNV
LLQYADIISKDFASYCSKEKEKVPCIL
MNNTQQLRVQLEKMFEAMGGKEL
DAEASDILKELQVKLNNVLDELSRV
FATSFQPHIEECVKQMGDILSQVKG
TGNVPASACSSVAQDADNVLQPIMD
LLDSNLTLFAKICEKTVLKRVLKELW
KLVMNTMEKTIVLPPLTDQTMIGNL
LRKHGKGLEKGRVKLPSHSDGTQMI
FNAAKELGQLSKLKDHMVREEAKSL
TPKQCAVVELALDTIKQYFHAGGVG
LKKTFLEKSPDLQSLRYALSLYTQAT
DLLIKTFVQTQSAQGLGVEDPVGEVS
VHVELFTHPGTGEHKVTVKVVAAND
LKWQTSGIFRPFIEVNIIGPQLSDKK
RKFATKSKNNSWAPKYNESFQFTLS
ADAGPECYELQVCVKDYCFAREDRT
VGLAVLQLRELAQRGSAACWLPLGR
RIHMDDTGLTVLRILSQRSNDEVAK
EFVKLKSDTRSAEEGGAAPAP

False False 2.765 2.82 1.751 1.443 1.448 3.864 1.608


