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D Entry name organism oglcnacscore | _: phosp ylation sites PMIDS sequence intracellular |extracellular cytosol nucleus mitochndrion N
name sites reticulum apparatus membran
Q70CQ2 UBP34_HUMAN [Homo Ubiquitin [16.682301 T1560;S1565 [S352;5486;S487;5490;5649;S1469; (30379171;37217939 MCENCADLVEVLNEISDVEGGDGL |None None None [None |None None None None
sapiens |carboxyl- S2488;S3358;53359;T3381;S3386;S QLRKEHTLKIFTYINSWTQRQCLCC
terminal 3406;S3503 FKEYKHLEIFNQVVCALINLVIAQVQ
hydrolase IVLRDQLCKHCTTINIDSTWQDESNQ
34 IAEEPLNIDRECNEGSTERQKSIEKKS

NSTRICNLTEEESSKSSDPFSLWSTD
EKEKLLLCVAKIFQIQFPLYTAYKHN
THPTIEDISTQESNILGAFCDMNDVE
VPLHLLRYVCLFCGKNGLSLMKDCF
EYGTPETLPFLIAHAFITVVSNIRIWL
HIPAVMQHIIPFRTYVIRYLCKLSDQE
LRQSAARNMADLMWSTVKEPLDTT
LCFDKESLDLAFKYFMSPTLTMRLA
GLSQITNQLHTFNDVCNNESLVSDT
ETSIAKELADWLISNNVVEHIFGPNL
HIEIIKQCQVILNFLAAEGRLSTQHID
CIWAAAQLKHCSRYIHDLFPSLIKNL
DPVPLRHLLNLVSALEPSVHTEQTLY
LASMLIKALWNNALAAKAQLSKQSS
FASLLNTNIPIGNKKEEEELRRTAPS
PWSPAASPQSSDNSDTHQSGGSDIE
MDEQLINRTKHVQQRLSDTEESMQ
GSSDETANSGEDGSSGPGSSSGHSD
GSSNEVNSSHASQSAGSPGSEVQSE
DIADIEALKEEDEDDDHGHNPPKSS
CGTDLRNRKLESQAGICLGDSQGMS
ERNGTSSGTGKDLVFNTESLPSVDN
RMRMLDACSHSEDPEHDISGEMNA
THIAQGSQESCITRTGDFLGETIGNE
LENCRQFIGPQHHHHHHHHHHHH
DGHMVDDMLSADDVSCSSSQVSAK
SEKNMADFDGEESGCEEELVQINS
HAELTSHLQQHLPNLASIYHEHLSQ
GPVVHKHQFNSNAVTDINLDNVCK
KGNTLLWDIVQDEDAVNLSEGLINE
IAEKLLCSLVCWFTDRQIRMRFIEGC
LENLGNNRSVVISLRLLPKLFGTFQ
QFGSSYDTHWITMWAEKELNMMKL
FFDNLVYYIQTVREGRQKHALYSHS
IAEVQVRLQFLTCVFSTLGSPDHFRL
SLEQVDILWHCLVEDSECYDDALH
'WFLNQVRSKDQHAMGMETYKHLFL
EKMPQLKPETISMTGLNLFQHLCNL
IARLATSAYDGCSNSELCGMDQFWGI
IALRAQSGDVSRAAIQYINSYYINGKT
GLEKEQEFISKCMESLMIASSSLEQE
SHSSLMVIERGLLMLKTHLEAFRRR
FAYHLRQWQIEGTGISSHLKALSDK
QSLPLRVVCQPAGLPDKMTIEMYPS
DQVADLRAEVTHWYENLQKEQINQ
QAQLQEFGQSNRKGEFPGGLMGPV
RMISSGHELTTDYDEKALHELGFKD
MQMVFVSLGAPRRERKGEGVQLPA
SCLPPPQKDNIPMLLLLQEPHLTTLF
DLLEMLASFKPPSGKVAVDDSESLR
CEELHLHAENLSRRVWELLMLLPTC
PNMLMAFQNISDEQSNDGFNWKEL
LKIKSAHKLLYALEIIEALGKPNRRIR
RESTGSYSDLYPDSDDSSEDQVENS
KNSWSCKFVAAGGLQQLLEIFNSGI
LEPKEQESWTVWQLDCLACLLKLIC
QFAVDPSDLDLAYHDVFAWSGIAES
HRKRTWPGKSRKAAGDHAKGLHIP
RLTEVFLVLVQGTSLIQRLMSVAYTY
DNLAPRVLKAQSDHRSRHEVSHYS
MWLLVSWAHCCSLVKSSLADSDHL
QDWLKKLTLLIPETAVRHESCSGLYK
LSLSGLDGGDSINRSFLLLAASTLLK
FLPDAQALKPIRIDDYEEEPILKPGCK
EYFWLLCKLVDNIHIKDASQTTLLDL
DALARHLADCIRSREILDHQDGNVE
DDGLTGLLRLATSVVKHKPPFKFSR
EGQEFLRDIFNLLFLLPSLKDRQQPK
CKSHSSRAAAYDLLVEMVKGSVENY
RLIHNWVMAQHMQSHAPYKWDYW
PHEDVRAECRFVGLTNLGATCYLAS
TIQQLYMIPEARQAVFTAKYSEDMK
HKTTLLELQKMFTYLMESECKAYNP
RPFCKTYTMDKQPLNTGEQKDMTE
FFTDLITKIEEMSPELKNTVKSLFGG




VITNNVVSLDCEHVSQTAEEFYTVR
CQVADMKNIYESLDEVTIKDTLEGD
NMYTCSHCGKKVRAEKRACFKKLP
RILSFNTMRYTFNMVTMMKEKVNT
HFSFPLRLDMTPYTEDFLMGKSERK
EGFKEVSDHSKDSESYEYDLIGVTV
HTGTADGGHYYSFIRDIVNPHAYKN
NKWYLFNDAEVKPFDSAQLASECFG
GEMTTKTYDSVTDKFMDFSFEKTHS
IAYMLFYKRMEPEEENGREYKFDVSS
ELLEWIWHDNMQFLQDKNIFEHTY
FGFMWQLCSCIPSTLPDPKAVSLMT
IAKLSTSFVLETFIHSKEKPTMLQWIE
LLTKQFNNSQAACEWFLDRMADDD
'WWPMQILIKCPNQIVRQMFQRLCIH
VIQRLRPVHAHLYLQPGMEDGSDD
MDTSVEDIGGRSCVTRFVRTLLLIME
HGVKPHSKHLTEYFAFLYEFAKMGE
EESQFLLSLQAISTMVHFYMGTKGP
ENPQVEVLSEEEGEEEEEEEDILSLA
EEKYRPAALEKMIALVALLVEQSRSE
RHLTLSQTDMAALTGGKGFPFLFQH
IRDGINIRQTCNLIFSLCRYNNRLAE
HIVSMLFTSIAKLTPEAANPFFKLLT
MLMEFAGGPPGMPPFASYILQRIWE
VIEYNPSQCLDWLAVQTPRNKLAHS
WVLQNMENWVERFLLAHNYPRVRT
SAAYLLVSLIPSNSFRQMFRSTRSLH
IPTRDLPLSPDTTVVLHQVYNVLLGL
LSRAKLYVDAAVHGTTKLVPYFSFM
TYCLISKTEKLMFSTYFMDLWNLFQ
PKLSEPAIATNHNKQALLSFWYNVC
IADCPENIRLIVQNPVVTKNIAFNYILA
DHDDQDVVLFNRGMLPAYYGILRLC
CEQSPAFTRQLASHQNIQWAFKNLT
PHASQYPGAVEELFNLMQLFIAQRP
DMREEELEDIKQFKKTTISCYLRCLD
GRSCWTTLISAFRILLESDEDRLLVV
FNRGLILMTESFNTLHMMYHEATA
CHVTGDLVELLSIFLSVLKSTRPYLQ
RKDVKQALIQWQERIEFAHKLLTLL
NSYSPPELRNACIDVLKELVLLSPHD
FLHTLVPFLQHNHCTYHHSNIPMSL
GPYFPCRENIKLIGGKSNIRPPRPEL
NMCLLPTMVETSKGKDDVYDRMLL
DYFFSYHQFIHLLCRVAINCEKFTET
LVKLSVLVAYEGLPLHLALFPKLWTE
LCQTQSAMSKNCIKLLCEDPVFAEYI
KCILMDERTFLNNNIVYTFMTHFLL
KVQSQVFSEANCANLISTLITNLISQ
'YQNLQSDFSNRVEISKASASLNGDL
RALALLLSVHTPKQLNPALIPTLQEL
LSKCRTCLQQRNSLQEQEAKERKTK
DDEGATPIKRRRVSSDEEHTVDSCIS
DMKTETREVLTPTSTSDNETRDSSII
DPGTEQDLPSPENSSVKEYRMEVPS
SFSEDMSNIRSQHAEEQSNNGRYD
DCKEFKDLHCSKDSTLAEEESEFPS
TSISAVLSDLADLRSCDGQALPSQDP
EVALSLSCGHSRGLFSHMQQHDILD
TLCRTIESTIHVVTRISGKGNQAAS




