
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q7SZY1 Q7SZY1_DANRE Danio
rerio

Host
cell
factor
1

26.412228 NaN NaN 40044042 MTSPGVPGTTGAPLQPRWKRVLGW
SGPVPRPRHGHRAVAIKELMVVFGG
GNEGIVDELHVYNTATNQWFIPAVR
GDIPPGCAAYGFVCDGTRLLVFGGM
VEYGKYSNDLYELQASRWEWKKLKP
KAPKNGVPPCPRLGHSFSLVGNKCY
LFGGLANDSEDPKNNIPRYLNDLYT
LELRPGSSVAGWDVPVTYGVLPPPR
ESHTAVIYTEKVTKKSRLVIYGGMSG
CRLGDLWTLDIDTLTWNKPAISGAA
PLPRSLHSATTITNKMYVFGGWVPL
VMDDVKVATHEKEWKCTNTLACLN
LDTLAWETVLMDTLEDNIPRARAGH
CAVAINNRLYIWSGRDGYRKAWNN
QVCCKDLWYLETERPNPPSRVQLVR
ANTNSLEVSWGAVSTADTYLLQLQK
YDIPAATAATSPALNAAPSLPGNSPK
SPAPAAAAPSAQSLPHSGITSVPQAA
SPTASVLPGTPASPLAASMARGPAIL
KVAAPQSGTGASIVTVRQASQVGKSP
VTVASLPAGVRMVVPSQTAQGTIGSS
PQMSGMAALAAAAAATQKIPPSPGA
TVLNMPAGATIVKTVAVTPGASTLPT
TVKVASPLMVSNPATRMLKTAAAQV
ATPTVSSPTTGARPIITVHKSGTVTVA
QQAQVVTTVVGGVTKTITLVKSPLSM
GGNLISNLGKVVSVVQNKPVQSATV
TGQASNPLTQIIQTKGPLPPGTILKLV
TSADGKPTTIITTSQAGGTGNKPTILG
ISGMSPTSTSKPGTTTIIKTIPMSAVQ
QGAAGVTSTTGVKSPITIITTKVMTSG
TPGKIITAMPKIGTAAGQQGLTQVVL
KGAPGQPGTILRTVPMGGVRLVSPV
SGVKPTVTTLVVKGTTGVTTLGTVTG
TVSSSLAGGSLASANATLATPITTLGT
IATLASQVINATNVTAAQSNLTTVTS
TMQPTQVTLITTPSGVEAQPGQDLPV
SFLASPTSEQPTSTESGTGEASGSVT
LVCSNPPCETHETGTTNTATTATSN
MGAGPAGTVQRVCSNPPCETHETG
TTNTATTASANMGAVQRVCSNPPCE
THETGTTSTTTTASSNMGTAPAGTV
QRVCSNPPCETHETGTTNTATTASS
NMGGNQPGAVQRVCSNPPCETHET
GTTNTATTASSSMGGGQEGTVQRVC
SNPPCETHETGTTNTATTSSSNMGG
DQAGAVQRVCSNPPCETHETGTTNT
ATTATCNMETDEGTAAQRGAITTVT
QATPLPGPAVPSISSITESSSEAGAEP
VVMESSEAESLQTEGQAEAEAVAM
QAEFQTEAGAVALPTDFQEDAAALP
ADFQGEAVAVAMQAESQADAVPME
QDVSGMAEGEAAQEQLPTAEMEDV
DAASASQAAVLALPPELMADGQSTT
LMVTGLTPEELAVTAAAEAAAQAAA
TEEAQALAIQAVLQAAQQAVMSDAG
GDDQQTHTIPIVLTQQELAALVQQQ
QQLQAAQQQAAAQAALPTEGLAPAD
SLNDPLSESNGHNEMAAAATSAVVT
LLPRTAAETLAPSSTLAPVVVASPAK
MQAAAALTEVANGIEAGKQNPPTVT
VKPQVKKENQWFDVGIVKVTNTVVT
HFYMPADDSAYVENDSGTAPDYSQ
MKRVELQPGTAYKFRVAGINTCGRG
TFSEISAFKTCLPGFPGAPCAIKISKS
PDGAHLTWEPPSVTSGKITEYSVYLA
IQSSQTTEAKPSAPAQLAFMRVYCGP
NPSCLVQSSSLSNAHIDYTTKPAIIFR
IAARNEKGYGPATQVRWLQESSKDG
LSAKPAPKRAVSSPDTKGIGQKKAR
MDQ

NaN NaN NaN NaN NaN NaN NaN NaN None


