
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

Q8N1W1 ARG28_HUMAN Homo
sapiens

Rho
guanine
nucleotide
exchange
factor	28

28.275761 NaN S313;S478;S624;S1538 39894887 MELSCSEAPLYGQMMIYAKFDKNVY
LPEDAEFYFTYDGSHQRHVMIAERI
EDNVLQSSVPGHGLQETVTVSVCLC
SEGYSPVTMGSGSVTYVDNMACRLA
RLLVTQANRLTACSHQTLLTPFALTA
GALPALDEELVLALTHLELPLEWTVL
GSSSLEVSSHRESLLHLAMRWGLAK
LSQFFLCLPGGVQALALPNEEGATP
LDLALREGHSKLVEDVTNFQGRWSP
SFSRVQLSEEASLHYIHSSETLTLTL
NHTAEHLLEADIKLFRKYFWDRAFL
VKAFEPEARPEERTAMPSSGAETEE
EIKNSVSSRSAAEKEDIKRVKSLVVQ
HNEHEDQHSLDLDRSFDILKKSKPP
STLLAAGRLSDMLNGGDEVYANCM
VIDQVGDLDISYINIEGITATTSPESR
GCTLWPQSSKHTLPTETSPSVYPLSE
NVEGTAHTEAQQSFMSPSSSCASNL
NLSFGWHGFEKEQSHLKKRSSSLD
ALDADSEGEGHSEPSHICYTPGSQS
SSRTGIPSGDELDSFETNTEPDFNIS
RAESLPLSSNLQSKESLLSGVRSRSY
SCSSPKISLGKTRLVRELTVCSSSEE
QRAYSLSEPPRENRIQEEEWDKYIIP
AKSESEKYKVSRTFSFLMNRMTSPR
NKSKTKSKDAKDKEKLNRHQFAPGT
FSGVLQCLVCDKTLLGKESLQCSNC
NANVHKGCKDAAPACTKKFQEKYN
KNKPQTILGNSSFRDIPQPGLSLHPS
SSVPVGLPTGRRETVGQVHPLSRSV
PGTTLESFRRSATSLESESDHNSCR
SRSHSDELLQSMGSSPSTESFIMED
VVDSSLWSDLSSDAQEFEAESWSLV
VDPSFCNRQEKDVIKRQDVIFELMQ
TEMHHIQTLFIMSEIFRKGMKEELQ
LDHSTVDKIFPCLDELLEIHRHFFYS
MKERRQESCAGSDRNFVIDRIGDIL
VQQFSEENASKMKKIYGEFCCHHK
EAVNLFKELQQNKKFQNFIKLRNSN
LLARRRGIPECILLVTQRITKYPVLVE
RILQYTKERTEEHKDLRKALCLIKDM
IATVDLKVNEYEKNQKWLEILNKIEN
KTYTKLKNGHVFRKQALMSEERTLL
YDGLVYWKTATGRFKDILALLLTDVL
LFLQEKDQKYIFAAVDQKPSVISLQK
LIAREVANEERGMFLISASSAGPEMY
EIHTNSKEERNNWMRRIQQAVESC
PEEKGGRTSESDEDKRKAEARVAKI
QQCQEILTNQDQQICAYLEEKLHIYA
ELGELSGFEDVHLEPHLLIKPDPGEP
PQAASLLAAALKEAESLQVAVKASQ
MGAVSQSCEDSCGDSVLADTLSSH
DVPGSPTASLVTGGREGRGCSDVDP
GIQGVVTDLAVSDAGEKVECRNFPG
SSQSEIIQAIQNLTRLLYSLQAALTIQ
DSHIEIHRLVLQQQEGLSLGHSILRG
GPLQDQKSRDADRQHEELANVHQL
QHQLQQEQRRWLRRCEQQQRAQAT
RESWLQERERECQSQEELLLRSRGE
LDLQLQEYQHSLERLREGQRLVERE
QARMRAQQSLLGHWKHGRQRSLPA
VLLPGGPEVMELNRSESLCHENSFF
INEALVQMSFNTFNKLNPSVIHQDA
TYPTTQSHSDLVRTSEHQVDLKVDP
SQPSNVSHKLWTAAGSGHQILPFHE
SSKDSCKNDLDTSHTESPTPHDSNS
HRPQLQAFITEAKLNLPTRTMTRQD
GETGDGAKENIVYL

True False 4.794 1.813 1.179 1.32 1.153 4.122 1.503


