UniprotKB Entry name |organism full oglcnacscore o'glcnac p.h osphorylation PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion en(!oplasmlc golgi [plasma extl:acellular
1D name sites sites reticulum apparatus membrane region
Q8IWV7 UBR1_HUMAN |[Homo E3 23.97526 'T999 T21;S1179 28657654;28510447 MADEEAGGTERMEISAELPQTPQRL |False False 3.887 [3.193 |1.636 1.883 1.042 3.433 1.235
sapiens [ubiquitin- ASWWDQQVDFYTAFLHHLAQLVPEI
protein YFAEMDPDLEKQEESVQMSIFTPLE
ligase 'WYLFGEDPDICLEKLKHSGAFQLCG
UBR1 RVFKSGETTYSCRDCAIDPTCVLCM

DCFQDSVHKNHRYKMHTSTGGGFC
DCGDTEAWKTGPFCVNHEPGRAGTI
KENSRCPLNEEVIVQARKIFPSVIKY
VVEMTIWEEEKELPPELQIREKNER
YYCVLFNDEHHSYDHVIYSLQRALD
CELAEAQLHTTAIDKEGRRAVKAGA
'YAACQEAKEDIKSHSENVSQHPLHV
EVLHSEIMAHQKFALRLGSWMNKI
MSYSSDFRQIFCQACLREEPDSENP
CLISRLMLWDAKLYKGARKILHELIF
SSFFMEMEYKKLFAMEFVKYYKQL
QKEYISDDHDRSISITALSVQMFTVP
TLARHLIEEQNVISVITETLLEVLPEY
LDRNNKFNFQGYSQDKLGRVYAVIC
DLKYILISKPTIWTERLRMQFLEGFR
SFLKILTCMQGMEEIRRQVGQHIEV
DPDWEAAIAIQMQLKNILLMFQEWC
ACDEELLLVAYKECHKAVMRCSTSF
ISSSKTVVQSCGHSLETKSYRVSEDL
VSIHLPLSRTLAGLHVRLSRLGAVSR
LHEFVSFEDFQVEVLVEYPLRCLVLV
AQVVAEMWRRNGLSLISQVFYYQDV
KCREEMYDKDIIMLQIGASLMDPNK
FLLLVLQRYELAEAFNKTISTKDQDL
IKQYNTLIEEMLQVLIYIVGERYVPGV
GNVTKEEVTMREIIHLLCIEPMPHSA
IAKNLPENENNETGLENVINKVATF
KKPGVSGHGVYELKDESLKDFNMYF
YHYSKTQHSKAEHMQKKRRKQENK
DEALPPPPPPEFCPAFSKVINLLNCD
IMMYILRTVFERAIDTDSNLWTEGM
LQMAFHILALGLLEEKQQLQKAPEE
EVIFDFYHKASRLGSSAMNIQMLLE
KLKGIPQLEGQKDMITWILQMFDTV
KRLREKSCLIVATTSGSESIKNDEITH
DKEKAERKRKAEAARLHRQKIMAQ
MSALQKNFIETHKLMYDNTSEMPG
KEDSIMEEESTPAVSDYSRIALGPKR
GPSVTEKEVLTCILCQEEQEVKIENN
AMVLSACVQKSTALTQHRGKPIELS
GEALDPLFMDPDLAYGTYTGSCGHV
MHAVCWQKYFEAVQLSSQQRIHVD
LFDLESGEYLCPLCKSLCNTVIPIIPL
QPQKINSENADALAQLLTLARWIQT
VLARISGYNIRHAKGENPIPIFFNQG
MGDSTLEFHSILSFGVESSIKYSNSI
KEMVILFATTIYRIGLKVPPDERDPRV
PMLTWSTCAFTIQAIENLLGDEGKPL
FGALQNRQHNGLKALMQFAVAQRI
TCPQVLIQKHLVRLLSVVLPNIKSED
TPCLLSIDLFHVLVGAVLAFPSLYWD
DPVDLQPSSVSSSYNHLYLFHLITMA
HMLQILLTVDTGLPLAQVQEDSEEA
HSASSFFAEISQYTSGSIGCDIPGWY
LWVSLKNGITPYLRCAALFFHYLLGV
TPPEELHTNSAEGEYSALCSYLSLPT
NLFLLFQEYWDTVRPLLQRWCADPA
LLNCLKQKNTVVRYPRKRNSLIELP
DDYSCLLNQASHFRCPRSADDERK
HPVLCLFCGAILCSQNICCQEIVNGE
EVGACIFHALHCGAGVCIFLKIRECR
VVLVEGKARGCAYPAPYLDEYGETD
PGLKRGNPLHLSRERYRKLHLVWQ
QHCIIEEIARSQETNQMLFGFNWQL
L




