
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

Q6WKZ8 UBR2_MOUSE Mus
musculus

E3
ubiquitin-
protein
ligase
UBR2

22.380232 NaN NaN 37507081 MASEMEPEVQAIDRSLLECSAEEIA
GRWLQATDLNREVYQHLAHCVPKIY
CRGPNPFPQKEDTLAQHILLGPMEW
YICAEDPALGFPKLEQANKPSHLCG
RVFKVGEPTYSCRDCAVDPTCVLCM
ECFLGSIHRDHRYRMTTSGGGGFCD
CGDTEAWKEGPYCQKHKLSSSEVVE
EEDPLVHLSEDVIARTYNIFAIMFRY
AVDILTWEKESELPEDLEVAEKSDTY
YCMLFNDEVHTYEQVIYTLQKAVNC
TQKEAIGFATTVDRDGRRSVRYGDF
QYCDQAKTVIVRNTSRQTKPLKVQV
MHSSVAAHQNFGLKALSWLGSVIGY
SDGLRRILCQVGLQEGPDGENSSLV
DRLMLNDSKLWKGARSVYHQLFMS
SLLMDLKYKKLFALRFAKNYRQLQR
DFMEDDHERAVSVTALSVQFFTAPT
LARMLLTEENLMTVIIKAFMDHLKH
RDAQGRFQFERYTALQAFKFRRVQS
LILDLKYVLISKPTEWSDELRQKFLQ
GFDAFLELLKCMQGMDPITRQVGQ
HIEMEPEWEAAFTLQMKLTHVISMV
QDWCALDEKVLIEAYKKCLAVLTQC
HGGFTDGEQPITLSICGHSVETIRYC
VSQEKVSIHLPISRLLAGLHVLLSKS
EVAYKFPELLPLSELSPPMLIEHPLR
CLVLCAQVHAGMWRRNGFSLVNQI
YYYHNVKCRREMFDKDIVMLQTGV
SMMDPNHFLMIMLSRFELYQLFST
PDYGKRFSSEVTHKDVVQQNNTLIE
EMLYLIIMLVGERFNPGVGQVAATD
EIKREIIHQLSIKPMAHSELVKSLPED
ENKETGMESVIESVAHFKKPGLTGR
GMYELKPECAKEFNLYFYHFSRAEQ
SKAEEAQRKLKRENKEDTALPPPAL
PPFCPLFASLVNILQCDVMLYIMGTI
LQWAVEHHGSAWSESMLQRVLHLI
GMALQEEKHHLENAVEGHVQTFTF
TQKISKPGDAPHNSPSILAMLETLQN
APSLEAHKDMIRWLLKMFNAIKKIR
ECSSSSPVAEAEGTIMEESSRDKDK
AERKRKAEIARLRREKIMAQMSEMQ
RHFIDENKELFQQTLELDTSASATLD
SSPPVSDAALTALGPAQTQVPEPRQF
VTCILCQEEQEVTVGSRAMVLAAFV
QRSTVLSKDRTKTIADPEKYDPLFM
HPDLSCGTHTGSCGHVMHAHCWQ
RYFDSVQAKEQRRQQRLRLHTSYDV
ENGEFLCPLCECLSNTVIPLLLPPRSI
LSRRLNFSDQPDLAQWTRAVTQQIK
VVQMLRRKHNAADTSSSEDTEAMN
IIPIPEGFRPDFYPRNPYSDSIKEMLT
TFGTAAYKVGLKVHPNEGDPRVPILC
WGTCAYTIQSIERILSDEEKPVFGPLP
CRLDDCLRSLTRFAAAHWTVALLPV
VQGHFCKLFASLVPSDSYEDLPCILD
IDMFHLLVGLVLAFPALQCQDFSGS
SLATGDLHIFHLVTMAHIVQILLTSC
TEENGMDQENPTGEEELAILSLHKT
LHQYTGSALKEAPSGWHLWRSVRA
AIMPFLKCSALFFHYLNGVPAPPDL
QVSGTSHFEHLCNYLSLPTNLIHLF
QENSDIMNSLIESWCQNSEVKRYLN
GERGAISYPRGANKLIDLPEDYSSLI
NQASNFSCPKSGGDKSRAPTLCLVC
GSLLCSQSYCCQAELEGEDVGACTA
HTYSCGSGAGIFLRVRECQVLFLAG
KTKGCFYSPPYLDDYGETDQGLRRG
NPLHLCQERFRKIQKLWQQHSITEE
IGHAQEANQTLVGIDWQHL

None None None None None None None None None


