
UniprotKB
ID Entry	name organism full

name oglcnacscore oglcnac
sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

0

P70398 USP9X_MOUSE Mus
musculus

Ubiquitin
carboxyl-
terminal
hydrolase
9X

43.098091 NaN S374;S375;S588;S1600;S2443;T254
0;S2547;T2551

37507081;33300544;22645316;408
85482

MTATTRGSPVGGNDNQGQAPDGQS
QPPLQQNQTSSPDSSNENSPATPPD
EQGQGDAPPQIEDEEPAFPHTDLAK
LDDMINRPRWVVPVLPKGELEVLLE
AAIDLSKKGLDVKSEACQRFFRDGL
TISFTKILTDEAVSGWKFEIHRCIINN
THRLVELCVAKLAQDWFPLLELLAM
ALNPHCKFHIYNGTRPCESVSSSVQ
LPEDELFARSPDPRSPKGWLVDLLN
KFGTLNGFQILHDRFINGSALNVQII
AALIKPFGQCYEFLTLHTVKKYFLPII
EMVPQFLENLTDEELKKEAKNEAK
NDALSMIIKSLKNLASRVPGQEETVK
NLEIFRLKMILRLLQISSFNGKMNAL
NEVNKVISSVSYYTHRHGSSEDEEW
LTAERMAEWIQQNNILSIVLRDSLH
QPQYVEKLEKILRFVIKEKALTLQDL
DNIWAAQAGKHEAIVKNVHDLLAKL
AWDFSPEQLDHLFDCFKASWTNAS
KKQREKLLELIRRLAEDDKDGVMAH
KVLNLLWNLAHSDDVPVDIMDLALS
AHIKILDYSCSQDRDTQKIQWIDRFI
EELRTNDKWVIPALKQIREICSLFGE
APQNLSQSQRSPHVFYRHDLINQLQ
HNHALVTLVAENLATYMESMRMYG
RDNEDYDPQTVRLGSRYSHVQEVQE
RLNFLRFLLKDGQLWLCAPQAKQIW
KCLAENAVYLCDREACFKWYSKLM
GDEPDLDPDINKDFFESNVLQLDPS
LLTENGMKCFERFFKAVNCREGKLV
AKRRAYMMDDLELIGLDYLWRVVIQ
SNDDIACRAIDLLKEIYTNLGPRLQV
NQVVIHEDFIQSCFDRLKASYDTLCV
LDGDKDSINCARQEAVRMVRVLTVL
REYINECDSDYHEERTILPMSRAFR
GKHLSFIVRFPNQGRQVDDLEVWS
HTNDTIGSVRRCILNRIKANVAHTKI
ELFVGGELIDPGDDRKLIGQLNLKDK
SLITAKLTQISSNMPSSPDSSSDSST
GSPGNHGNHYSDGPNPEVESCLPG
VIMSLHPRYISFLWQVADLGSSLNM
PPLRDGARVLMKLMPPDSTTIEKLR
AICLDHAKLGESSLSPSLDSLFFGPS
ASQVLYLTEVVYALLMPAGAPLTDDS
SDFQFHFLKSGGLPLVLSMLTRNNF
LPNADMETRRGAYLNALKIAKLLLT
AIGYGHVRAVAEACQPGVEGVNPMT
SVNQVTHDQAVVLQSALQSIPNPSS
ECMLRNVSVRLAQQISDEASRYMPD
ICVIRAIQKIIWTSGCGGLQLVFSPNE
EVTKIYEKTNAGNEPDLEDEQVCCE
ALEVMTLCFALIPTALDALSKEKAW
QTFIIDLLLHCHSKTVRQVAQEQFFL
MCTRCCMGHRPLLFFITLLFTVLGS
TARERAKHSGDYFTLLRHLLNYAYN
SNINVPNAEVLLNNEIDWLKRIRDD
VKRTGETGVEETILEGHLGVTKELLA
FQTPEKKFHIGCEKGGANLIKELIDD
FIFPASNVYLQYMRNGELPAEQAIPV
CGSPATINAGFELLVALAVGCVRNLK
QIVDSLTEMYYIGTAITTCEALTEWE
YLPPVGPRPPKGFVGLKNAGATCYM
NSVIQQLYMIPSIRNGILAIEGTGSDV
DDDMSGDEKQDNESNVDPRDDVFG
YPQQFEDKPPLSKTEDRKEYNIGVLR
HLQVIFGHLAASRLQYYVPRGFWKQ
FRLWGEPVNLREQHDALEFFNSLV
DSLDEALKALGHPAMLSKVLGGSFA
DQKICQGCPHRYECEESFTTLNVDIR
NHQNLLDSLEQYVKGDLLEGANAY
HCEKCNKKVDTVKRLLIKKLPPVLAI
QLKRFDYDWERECAIKFNDYFEFPR
ELDMEPYTVAGVAKLEGDNVNPES
QLIQQNEQSESEKAGSTKYRLVGVL
VHSGQASGGHYYSYIIQRNGGDGEK
NRWYKFDDGDVTECKMDDDEEMK
NQCFGGEYMGEVFDHMMKRMSYR
RQKRWWNAYILFYERMDTIGHDDE
VIRYISEIAITTRPHQIVMPSAIERSVR
KQNVQFMHNRMQYSLEYFQFMKK

True False 4.53 2.249 1.959 1.687 1.246



LLTCNGVYLNPPPGQDHLSPEAEEIT
MISIQLAARFLFTTGFHTKKIVRGSA
SDWYDALCILLRHSKNVRFWFAHN
VLFNVSNRFSEYLLECPSAEVRGAF
AKLIVFIAHFSLQDGPCPSPFASPGP
SSQAYDNLSLSDHLLRAVLNLLRRE
VSEHGRHLQQYFNLFVMYANLGVA
EKTQLLKLSVPATFMLVSLDEGPGP
PIKYQYAELGKLYSVVSQLIRCCNVS
SRMQSSINGNPSLPNPFGDPNLSQP
IMPIQQNVVDILFVRTSYVKKIIEDCS
NSDETVKLLRFCCWENPQFSSTVLS
ELLWQVAYSYTYELRPYLDLLLQILLI
EDSWQTHRIHNALKGIPDDRDGLFD
TIQRSKNHYQKRAYQCIKCMVALFS
SCPVAYQILQGNGDLKRKWTWAVE
WLGDELERRPYTGNPQYTYNNWSP
PVQSNETSNGYFLERSHSARMTLAK
ACELCPEEEPDDQDAPDEHESPPPE
DAPLYPHSPGSQYQQNNHVHGQPY
TGPAAHHMNNPQRTGQRAQENYEG
GEEVSPPQTKGSVKCTY


