
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

A0A0G2K999 A0A0G2K999_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MPSMWRLPIWTLLALHRIHSAGAQ
DDVPPYFKTEPVRTQVHLEGNRLVL
TCMAEGSWPLEFKWLHNNRELTRF
SLEYRYMITSLDRTHAGFYRCIVRNR
MGALLQRQTEVQVAYMGSFEEGEK
HQSVSHGEAAVIKAPRISSFPRPQVT
WFRDGRKIPPSSRIAITLENTLVILST
VAPDAGRYYVQAVNDKNGDNKTSQ
PITLAVENVGGPADPIAPTIIIPPKNTS
VVAGTSEVTMECVANARPLIKLHIV
WKKDGALLSNGISDYNRRLTITNPM
VSDAGYYECEAMLRSSSVAPVTRGA
YLSVLEPPQFVREPERHITAEMEKVV
DIPCRAKGVPPPSITWYKDAALVEVG
KLTRFKQRSDGGLQISGLLPDDTGM
VQCFAHNAAGEAQTSTYLAVTSIAP
NITRGPLDSTVIDGMSVVLACETSGA
PRPAITWQKGERILASGSVQLPRFTL
LESGSLLISPTHISDAGTYTCLATNSR
GVDEASADLVVWARTRITKPPQDQS
VIKGTQASMVCGVTHDPRVTVRYVW
EKDGATLAVETNPRIRLDRNGSLHIS
QTWSGDIGTYTCRVLSAGGNDSRNA
HLRVRQLPHAPEHPVATLSTMERRA
INLTWAKPFDGNSPLMRYILEMSEN
NAPWTILLASVDPEATSVMVKGLVP
ARSYQFRLCAVNDVGKGQFSKDTER
VSLPEEPPTAPPQNVIASGRTNQSIM
IQWQPPPESHQNGILKGYIIRYCLAG
LPVGYQFKNITDADVNNLLLEDLIIW
TNYEIEVAAYNSAGLGVYSSKVTEWT
LQGVPTVPPGNVHAEATNSTAIRFT
WNAPSPQFINGINQGYKLIAWEPTQ
EEEVTMVTARPNFQDSIHVGFVSGL
KKFTEYFTSVLCFTTPGDGPRSSPQL
VRTHEDVPGPVGHLSFNDILDTSLK
VSWQEPGEKNGILTGYRISWEEYNR
TNTRVTHYLPNVTLEYRVTGLTALTT
YTIEVAAMTSKGQGQVSASTISSGVP
PELPGAPTNLGISNIGPRSVTLQFRP
GYDGKTSISRWVVEAQVGMIGEGEE
WLLIYQLSNEPDARSMEVPDLNPFT
YYSFRMRQVNIVGTSPPSQPSRKIQT
LQAPPDMAPANVTLRTASETSLWLR
WMPLPEMEYNGNPESVGYKIKYSRS
DGHGKTLSHTVQDRVEREYTIEDLE
EWTEYRVQVQAFNAIGSGPWSQAVV
GRTRESVPSSGPTNVSALATTSSSM
LVRWSEIPEADRNGLVLGYKVRYKE
KDSDSQARFWLVEGNSSRSAQLTGL
GKYVLYEVQVLAFTRIGDGSPSHPPI
LERTLDDVPGPPMGILFPEVRTTSVR
LIWQPPATPNGIILAYQITHRLNATTA
NTATVEVLAPSARQYMATGLKPESV
YLFRITAQTRKGWGEAAEALVVTTEK
RDRPQPPSKPVVQQEDVKARSVLLS
WEPGSDGLSPVRYYTIQTRELPSGR
WALHSASVSHNASAFTVDRLKPFTS
YKFRVKATNDIGDSEFSEESESLTTL
QAAPDEAPTILSVTPHTTTSVLIRWQ
PPSEDKINGILLGFRIRYRELLYEGLR
GFTLRGINNPGAKWAELTSLYSMRN
LTRPSLTQYELDNLTKHRRYEIRMSV
YNAVGEGPLSPPQEVFVGEAVPTAA
PQNVAIHSATATQLDVTWEPPPLDN
QNGDIQGYKIYFWEVQRRNLTERVK
TLFLAENSVKLKNLTGYTAYMVSVA
AFNAAGDGPRSTPTQGQTQQAAPSA
PGSVKFSELTTTSVNVSWDAPQFPN
GPLEGYRLVYEPCTPVDGVSKIVTVD
VKGNSPLWLKVKDLAEGMTYRFRIK
AKTFTYGPEIEANITTGPGEGAPGPP
GVPIIVRYSSAIAIHWSSGDPGKGPIT
RYVIEARPSDEGLWDILIKDIPKEVTS
YTFSMDILKPGVSYDFRVIAVNDYGF

False False False 0.804 0.656 False False 2.719 0.75



GTPSSPSQSVPAQKASPFYEEWWFL
VVIALVGLIFILLLVFVLIIRGQSKKYS
KKTDAGGNTKSGALGHGEMLSLDE
SSFPALELNNRRLSVKNSFCRKNGL
YTRSPPRPSPGSLHYSDEDVTKYNDL
IPAESSSLTEKPSEISDSQGSDSEYEV
DTNTQKAHSFVNHYISDPTYYNSWR
RQQKGISRAQAYSYTESDSGEPDHV
TVPNSNSTQQGSLFRPKASRTPTPQ
NPPNPPSQQSTLYRPPSSLAPGSRAP
IAGFSSFV


