
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

Q6ZQ93 UBP34_MOUSE Mus
musculus

Ubiquitin
carboxyl-
terminal
hydrolase
34

24.474581 NaN S352;S486;S487;S490;S1506;S2525
;S3395;S3396;T3418;S3423;S3443;
S3539

33300544 MCENCADLVEVLNEISDIEGGDGLQ
LRKEHTLKIFAYINSWTQRQCLCCF
KEYKHLEIFNQVVCALINLVIAQVQV
LRDQLCKHCTTINIDSTWQDESNQA
EEPLSIDRECNEGNTERQKSIEKKS
NSTRTCNLTEEESSKSSDPFSLWNT
DEKEKLLLCVAKIFQIQFPLYTAYKH
NTHPTIEDISTQESNILGAFCDMND
VEVPLHLLRYVCLFCGKNGLSLMKD
CFEYGTPETLPFLIAHAFITVVSNIRI
WLHIPAVMQHIIPFRTYVIRYLCKLS
DQELRQSAARNMADLMWSTVKEPL
DTTLCFDKESLDLAFKYFMSPTLTM
RLAGLSQITNQLHTFNDVCNNESLV
SDTETSIAKELADWLISNNVVEHIFG
PNLHIEIIKQCQVILNFLAAEGRLSTQ
HIDCIWAAAQLKHCSRYIHDLFPSLI
KNLDPVPLRHLLNLVSALEPGVHTE
QTLYLASMLIKALWNNALAAKAQLS
KQSSFASLLNTNMPIGNKKEEEELR
RAAPSPWSPAASPQSSDNSDTHQSG
ASDIEMDEQLINRNKHVQQRLSDTE
ESMQGSSDETANSGEDGSSGPGSSS
GHSDGSSNEVNSSHASQSAGSPGS
EVQSEDIADIEALKEEEEEEEEEEEE
EEEEDDEEEEDEEEDDDDDDDHGH
NPAKNTCGTELRNRKLENPAGICLG
ESQGTSERNGTNSGTGKDLVFNTEP
LPSVDNRIRMLDACAHSEDPEHGIS
GEVSSAHLAQGSQEACITRSGDFLG
ETIGNELFNCRQFIGPQHHHHHHH
HHHHHHHHHHHHHHHHDGHMV
DDMLSADDVSCSSSQVSAKSEKNM
ADFDGEESGCEEELVQINSHAELTS
HLQQHLPNLASIYHEHLSQGPAVHK
HQFSSNAVTDINLDNVCKKGNTLL
WDIVQDDDAINLSEGLINEAEKLLCS
LVCWFTDRQIRMRFIEGCLENLGNN
RSVVISLRLLPKLFGTFQQFGSSYDT
HWITMWAEKELNMMKLFFDNLVYY
IQGIREGRQKHALYSHSAEVQVRLQ
FLTCVFSTLGSPDHFRLSLEQVDILW
HCLVEDSECYDDALHWFLNQVRSK
DQHAMGMETYKHLFLEKMPQLKPE
TISMTGLNLFQHLCNLARLATSAYD
GGSNSELCGMDQFWGIALRAQSGD
VSRAAIQYINSYYINGKTGLEKEQEFI
SKCMESLMIASSSLEQESHSSLTVIE
RGLLMLKTHLEAFRRRFAYHLRQW
QIEGTGISSHLKALSDKQSLPLRVVC
QPAGLPDKMTIEMYPSDQVADLRAE
VTHWYENLQKEQINQQAQLQEFGQ
SSRKGEFPGGLMGPVRMISSGHELT
TDYDEKALHELGFKDMQMVFVSLG
APRRERKGEGVQLPASCLPPPQKDN
IPMLLLLQEPHLTTLFDLLEMLASFK
PPSGKVAVDDSESLKCEELHLHAEN
LSRRVWELLMLLPTCPNMLTAFQN
VSDEQSNDGLNWKELLKIKSAHKLL
YALEIIEALGKPNRRIRRESTGSYSDL
YPDSDDSSEDQVENSKNSWTCKFV
AAGGLQQLLEIFNSAILEPKEQESWT
VWQLDCLACLLKLICQFAVDPSDLD
LAYHDVFAWSGIAESHRKRTWPGKS
RKAAGDHAKSLHIPRLTEVFLVLVQ
GTSLIQRLMSVAYTYDNLAPRVLKAQ
SDHRSRHEVSHYSMWLLVSWAHCC
SLVKSSLADSDHLQDWLKQLTLLIPE
TAVRHESCNGLYKLSLSGLDGGDSI
HRSFLLLAASTLLKFLPDAQALKPPR
IDDYEEEPLLKPGCKEYFWLLCKLVD
NIHIKDASQTTLLDLDALARHLADCI
RSREILDHLDGSIEDDGLSGLLRLAT
SVIKHKPPFKFSREGQEFLRDIFNLL
FLLPSLKDRRQPKCKSHSCRAAAYD
LLVEMVKGSVENYRLIHNWVMAQH
MQSHAPYKWDYWPHEDVRAECRFV
GLTNLGATCYLASTIQQLYMIPEARQ
AVFTAKYSEDMKHKTTLLELQKMFT
YLMESECKAYNPRPFCKTYTMDKQP

None None None None None None None None None



LNTGEQKDMTEFFTDLITKVEEMSP
ELKNTVKSLFGGVITNNVVSLDCEH
VSQTAEEFYTVRCQVADMKNIYESL
DEVTIKDTLEGDNMYTCSHCGKKVR
AEKRACFKKLPRILSFNTMRYTFNM
VTMMKEKVNTHFSFPLRLDMTPYT
EDFLMGKSDRKEGFKDVGDRSKDT
ESYEYDLIGVTVHTGTADGGHYYSFI
RDIVNPHAYKNNKWYLFNDAEVKPF
DSAQLASECFGGEMTTKTYDSVTDK
FMDFSFEKTHSAYMLFYKRMEPEE
ENGREYKFDVSSELLEWIWHDNMQ
FLQDKNIFEHTYFGFMWQLCSCIPS
TLPDPKAVSLMTAKLSTSFVLETFIH
SKEKPTMLQWIELLTKQFNNSQAAC
EWFLDRMADDDWWPMQILIKCPNQ
IVRQMFQRLCIHVIQRLRPVHAHLYL
QPGMEDGSDDMDASVEDIGGRSCV
TRFVRTLLLIMEHGVKPHSKHLTEY
FAFLYEFAKMGEEESQFLLSLQAIST
MVHFYMGTKGPENPQVEVLSEEEG
EEEEEEEDILSLAEEKYRPAALEKMI
ALVALLVEQSRSERHLTLSQTDMAA
LTGGKGFPFLFQHIRDGINIRQTCNL
IFSLCRYNNRLAEHIVSMLFTSIAKL
TPEAANPFFKLLTMLMEFAGGPPG
MPPFASYILQRIWEVIEYNPSQCLDW
LAVQTPRNKLAHSWVLQNMENWV
ERFLLAHNYPRVRTSAAYLLVSLIPS
NSFRQMFRSTRSLHIPTRDLPLSPDT
TVVLHQVYNVLLGLLSRAKLYVDAA
VHGTTKLVPYLSFMTYCLISKTEKLM
FSTYFMDLWNLFQPKLSEPAIATNH
NKQALLSFWYNVCADCPENIRLIVQ
NPVVTKNIAFNYILADHDDQDVVLF
NRGMLPAYYGILRLCCEQSPAFTRQ
LASHQNIQWAFKNLTPHASQYPGAV
EELFNLMQLFIAQRPDMREEELEDI
KQFKKTTISCYLRCLDGRSCWTTLIS
AFRILLESDEDRLLVVFNRGLILMTE
SFNTLHMMYHEATACHVTGDLVEL
LSIFLSVLKSTRPYLQRKDVKQALIQ
WQERIEFAHKLLTLLNSYSPPELRN
ACIDVLKELVLLSPHDFLHTLVPFLQ
HNHCTYHHSNIPMSLGPYFPCRENI
KLIGGKSNIRPPRPELNMCLLPTMV
ETSKGKDDVYDRMLLDYFFSYHQFI
HLLCRVAINCEKFTETLVKLSVLVAY
EGLPLHLALFPKLWTELCQTQSAMS
KNCIKLLCEDPVFAEYIKCILMDERT
FLNNNIVYTFMTHFLLKVQSQVFSE
ANCASLISTLITNLINQYQNLQSDFT
NRVEISKASAALNGDLRALALLLSVH
TPKQLNPALIPTLQELLNKCRTCLQQ
RNSLQEQEAKERKTKDDEGATPVKR
RRVSSDEEHTVDSCIGDIKTETREVL
TPTSTSDNETRDSSIIDPGTEQDLPS
PENSSVKEYRMEGPSSFSEDGSHIR
SQHAEEQSNNGRFDDCKEFKDHCS
KDTTLAEDESEFPSTSISAVLSDLAD
LRSCDGQALSSQDPEAAVSLSCGHS
RGLISHMQQHDILDTLCRTIESTIHV
VTRISGKGNQAAS


