
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

B1AY13 UBP24_MOUSE Mus
musculus

Ubiquitin
carboxyl-
terminal
hydrolase
24

29.185005 NaN S62;S85;T939;S1138;S1282;S1940;
S2044;S2074;S2558;T2562;S2601

22645316 MESEEEQHMTTLLCMGFSDPATIRK
ALRLAKNDINEAVALLTNERPGLDY
GGYEPMDSGGPSPGPGGGPRGDSG
SDGSGPSRGGSTGGGGGFDPPPAYH
EVVDAEKNDENGNCSGEGIEFPTTN
LYELESRVLTDHWSIPYKREESLGKC
LLASTYLARLGLSESDENCKRFMER
CMPEAFKKLLTSSAVHKWGTEIHEG
IYNMLMLLIELVAERMKQDPIPIGLL
GVLTMAFNPDNEYHFKNRMKVSQR
NWAEVFGEGNMFAISPVSTFQKEP
HGWVVDLVNKFGELGGFAAIQAKL
HSEDIELGAVSALVQPLGVCAEYLNS
SVVQPMLDPVILTTIQDVRSVEEKDL
KDKRLVSIPELLSAIKLLCMRFQPAL
VTTVDALRLDILLRMLKSPHFSAKM
NSLKEVTKLIEDSTLSKSVKNAIDTD
RLLDWLVENSVLSIALEGNIDQAQY
CDRIKGIIELLGSKLSLDELTKIWKIQ
SGQSSTVIENIHTIIAAAAVKFNADQL
NHLFVLIQKSWETESDRVRQKLLSLI
GRIGREARFEATSGKVLDVLWELAH
LPTLPSSLIQQALEEHLTILSDAYAVK
EAVKRSYIIKCIEDIKRPGEWSSLEK
NKKDGFKSSQLNNPQFVWVVPALR
QLHEITRSFIKQTYQKQDKSIIQDLK
KNFEIVKLVTGSLLACHRLAAAVAGP
GGLTGLTLVDGRYTYREYLEAHLKFL
AFFLQEATLYLGWNRAKEIWECLVT
GQDVCELDREMCFEWFTKGQHDLE
SDVQQQLFKEKILKLESYEITMNGF
NLFKTFFENVNLCDHRLKRQGAQLY
VEKLELVGMDFIWKIAMESPDEEIA
NEAIQLIINYSYINLNPRLKKDSVSLH
KKFIADCYTRLEAASSALGGPTLTHA
VTRATKMLTATAMPTVATSVQSPYR
STKLVIIERLLLLAERYVITIEDFYSVP
RTILPHGASFHGHLLTLNVTYESTKD
TFTVEAHSNETIGSVRWKIAKQLCSP
VDNIQIFTNDSLLTVNKDQKLLHQL
GFSDEQVLTVKTSGSGTPSGSSADS
STSSSSSSSGAFSSSYAMEQEKSLPG
VVMALVCNVFDMLYQLANLEEPRIT
LRVRKLLLLIPTDPAIQEALDQLDSL
GRKKTLLSETSSQSSKSPSLSSKQQ
HQPSASSILESLFRSFAPGMSTFRVL
YNLEVLSSKLMPTADDDMARSCAKS
FCENFLKAGGLSLVVNVMQRDSIPS
EVDYETRQGVYSICLQLARFLLVGQT
MPTSLDEDLTKDGIEALSSRPFRNV
SRQTSRQMSLCGTPEKSSYRQLSVS
DRSSIRVEEIIPAARVAIQTMEASDFT
ATVACFMRLSWAAAAGRLDLVGSSQ
PIKESNSLFPAGIRSRLSSSGSNCSS
SSEGEPAALHAGICVRQQSVSTKDA
LIAGEALSLLVTCLQLRSQQLASFYS
LPCVADFIIDILLGSPSAEIRRVACDQ
LYTLSQTDTSAHPEVQKPNQFLLGVI
LTAQLPLWSPTSIMRGVNQRLLSQC
MEYFDLRCQLLDDLTTSEMDQLRIS
PATMLEDEITWLDNFEPNRTADCET
SEADNILLAGHLRLIKTLLSLCGAEK
EMLGSSLIKPLLDDFLFRASRIIVNS
HSPASSAAISQQDFHPKCSTVNSRL
AAYEVLVMLADSSPSNLQIITKELLS
MHHQPDPALTKEFDYLPPVDSRSSS
GFVGLRNGGATCYMNAVFQQLYMQ
PGLPESLLSVDDDTDNPDDSVFYQV
QSLFGHLMESKLQYYVPENFWKIFK
MWNKELYVREQQDAYEFFTSLIDQ
MDEYLKKMGREQIFKNTFQGIYSDQ
KICKDCPHRYEREEAFMALNLGVTS
CQSLEISLDQFVRGEVLEGSNAYYCE
KCKEKRITVKRTCIKSLPSVLVIHLM
RFGFDWESGRSIKYDEQIRFPWMLN
MEPYTVAGMARQDSSSEVGENGRN
MDQGGGGSPRKKVALTENYELVGVI
VHSGQAHAGHYYSFIKDRRGCGKGK
WYKFNDTVIEEFDLNDETLEYECFG
GEYRPKVYDQTNPYTDVRRRYWNAY

None None None None None None None None None



MLFYQRVSDQNSPVLPKKSRVSVVR
QEAEDLSLSAPSSPEISPQSSPRPHR
PNNDRLSILTKLVKKGEKKGLFVEK
MPARIYQMVRDENLKFMKNRDVYS
SDYFSFVLSLASLNATKLKHPYYPC
MAKVSLQLAIQFLFQTYLRTKKKLRV
DTEEWIATIEALLSKSLDACQWLVEY
FISSEGRELVKVFLLECSVREVRVAV
ATILEKTLDSALFYQDKLKSLHQLLE
VLLALLDKDVPENCKNCAQYFSLFN
TFVQKQGIRAGDLLLRHSALRHMIS
FLLGVSRQNSQIRRWSSAQAREFGN
LHNTVALLVLHSDVSSQRNVAPGIF
KQRPPISVAPSSPLLPLHEEVEALLF
LSEGKPYLLEVMFALRELTGSLLAL
MEMVVYCCFCNEHFSFTMLHFIKN
QLETAPPHELKNTFQLLHEVLVIEDP
IQVERVKFVFETENGLLALMHHSNH
VDSSRCYQCVKFLVTLAQKCPAAKE
YFKENSHHWSWAVQWLQKKMSEH
YWTPQSNVSNETSTGKTFQRTISAQ
DTLAYATALLNEKEQSGSSNGSESS
PANENGERHLQQGSESPMMIGELR
SDLDDVDP


