
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

O70481 UBR1_MOUSE Mus
musculus

E3
ubiquitin-
protein
ligase
UBR1

36.83566 S995 S1182 40885482 MADEEMDGAERMDVSPEPPLAPQR
PASWWDQQVDFYTAFLHHLAQLVP
EIYFAEMDPDLEKQEESVQMSILTPL
EWYLFGEDPDICLEKLKHSGAFQLC
GKVFKSGETTYSCRDCAIDPTCVLC
MDCFQSSVHKNHRYKMHTSTGGGF
CDCGDTEAWKTGPFCVDHEPGRAG
TTKESLHCPLNEEVIAQARRIFPSVIK
YIVEMTIWEEEKELPPELQIREKNER
YYCVLFNDEHHSYDHVIYSLQRALD
CELAEAQLHTTAIDKEGRRAVKAGV
YATCQEAKEDIKSHSENVSQHPLHV
EVLHSVVMAHQKFALRLGSWMNKI
MSYSSDFRQIFCQACLVEEPGSENP
CLISRLMLWDAKLYKGARKILHELIF
SSFFMEMEYKKLFAMEFVKYYKQL
QKEYISDDHERSISITALSVQMLTVP
TLARHLIEEQNVISVITETLLEVLPEY
LDRNNKFNFQGYSQDKLGRVYAVIC
DLKYILISKPVIWTERLRAQFLEGFRS
FLKILTCMQGMEEIRRQVGQHIEVD
PDWEAAIAIQMQLKNILLMFQEWCA
CDEDLLLVAYKECHKAVMRCSTNF
MSSTKTVVQLCGHSLETKSYKVSED
LVSIHLPLSRTLAGLHVRLSRLGAIS
RLHEFVPFDGFQVEVLVEYPLRCLV
LVAQVVAEMWRRNGLSLISQVFYYQ
DVKCREEMYDKDIIMLQIGASIMDP
NKFLLLVLQRYELTDAFNKTISTKDQ
DLIKQYNTLIEEMLQVLIYIVGERYVP
GVGNVTREEVIMREITHLLCIEPMP
HSAIARNLPENENNETGLENVINKV
ATFKKPGVSGHGVYELKDESLKDFN
MYFYHYSKTQHSKAEHMQKKRRKQ
ENKDEALPPPPPPEFCPAFSKVVNLL
SCDVMMYILRTIFERAVDMESNLWT
EGMLQMAFHILALGLLEEKQQLQKA
PEEEVAFDFYHKASRLGSSAMNAQ
NIQMLLEKLKGIPQLESQKDMITWIL
QMFDTVKRLREKSCLVVATTSGLEC
VKSEEITHDKEKAERKRKAEAARLH
RQKIMAQMSALQKNFIETHKLMYD
NTSEVTGKEDSIMEEESTSAVSEAS
RIALGPKRGPAVTEKEVLTCILCQEE
QEVKLENNAMVLSACVQKSTALTQ
HRGKPVDHLGETLDPLFMDPDLAH
GTYTGSCGHVMHAVCWQKYFEAVQ
LSSQQRIHVDLFDLESGEYLCPLCKS
LCNTVIPIIPLQPQKINSENAEALAQL
LTLARWIQTVLARISGYNIKHAKGEA
PAVPVLFNQGMGDSTFEFHSILSFG
VQSSVKYSNSIKEMVILFATTIYRIGL
KVPPDELDPRVPMMTWSTCAFTIQA
IENLLGDEGKPLFGALQNRQHNGLK
ALMQFAVAQRTTCPQVLIHKHLARL
LSVILPNLQSENTPGLLSVDLFHVLV
GAVLAFPSLYWDDTVDLQPSPLSSSY
NHLYLFHLITMAHMLQILLTTDTDL
SSGPPLAEGEEDSEEARCASAFFVE
VSQHTDGLAGCGAPGWYLWLSLRN
GITPYLRCAALLFHYLLGVAPPEELF
ANSAEGEFSALCSYLSLPTNLFLLFQ
EYWDTIRPLLQRWCGDPALLKSLKQ
KSAVVRYPRKRNSLIELPEDYSCLLN
QASHFRCPRSADDERKHPVLCLFCG
AILCSQNICCQEIVNGEEVGACVFHA
LHCGAGVCIFLKIRECRVVLVEGKAR
GCAYPAPYLDEYGETDPGLKRGNPL
HLSRERYRKLHLVWQQHCIIEEIARS
QETNQMLFGFNWQLL

True False 4.445 2.266 1.678 1.727 0.981 3.56 1.452


