
UniprotKB
ID Entry	name organism full

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

reticulum
golgi
apparatus

0

Q93008 USP9X_HUMAN Homo
sapiens

Ubiquitin
carboxyl-
terminal
hydrolase
9X

5.532164 NaN S588;T590;S1600;S2443;T2540;S25
47;T2551

37217939;30379171;38665916;347
25712;40914422;34019948;351381
01;28510447

MTATTRGSPVGGNDNQGQAPDGQS
QPPLQQNQTSSPDSSNENSPATPPD
EQGQGDAPPQLEDEEPAFPHTDLAK
LDDMINRPRWVVPVLPKGELEVLLE
AAIDLSKKGLDVKSEACQRFFRDGL
TISFTKILTDEAVSGWKFEIHRCIINN
THRLVELCVAKLSQDWFPLLELLAM
ALNPHCKFHIYNGTRPCESVSSSVQ
LPEDELFARSPDPRSPKGWLVDLLN
KFGTLNGFQILHDRFINGSALNVQII
AALIKPFGQCYEFLTLHTVKKYFLPII
EMVPQFLENLTDEELKKEAKNEAK
NDALSMIIKSLKNLASRVPGQEETVK
NLEIFRLKMILRLLQISSFNGKMNAL
NEVNKVISSVSYYTHRHGNPEEEEW
LTAERMAEWIQQNNILSIVLRDSLH
QPQYVEKLEKILRFVIKEKALTLQDL
DNIWAAQAGKHEAIVKNVHDLLAKL
AWDFSPEQLDHLFDCFKASWTNAS
KKQREKLLELIRRLAEDDKDGVMAH
KVLNLLWNLAHSDDVPVDIMDLALS
AHIKILDYSCSQDRDTQKIQWIDRFI
EELRTNDKWVIPALKQIREICSLFGE
APQNLSQTQRSPHVFYRHDLINQLQ
HNHALVTLVAENLATYMESMRLYA
RDHEDYDPQTVRLGSRYSHVQEVQE
RLNFLRFLLKDGQLWLCAPQAKQIW
KCLAENAVYLCDREACFKWYSKLM
GDEPDLDPDINKDFFESNVLQLDPS
LLTENGMKCFERFFKAVNCREGKLV
AKRRAYMMDDLELIGLDYLWRVVIQ
SNDDIASRAIDLLKEIYTNLGPRLQV
NQVVIHEDFIQSCFDRLKASYDTLCV
LDGDKDSVNCARQEAVRMVRVLTV
LREYINECDSDYHEERTILPMSRAFR
GKHLSFVVRFPNQGRQVDDLEVWS
HTNDTIGSVRRCILNRIKANVAHTKI
ELFVGGELIDPADDRKLIGQLNLKDK
SLITAKLTQISSNMPSSPDSSSDSST
GSPGNHGNHYSDGPNPEVESCLPG
VIMSLHPRYISFLWQVADLGSSLNM
PPLRDGARVLMKLMPPDSTTIEKLR
AICLDHAKLGESSLSPSLDSLFFGPS
ASQVLYLTEVVYALLMPAGAPLADD
SSDFQFHFLKSGGLPLVLSMLTRNN
FLPNADMETRRGAYLNALKIAKLLLT
AIGYGHVRAVAEACQPGVEGVNPMT
QINQVTHDQAVVLQSALQSIPNPSSE
CMLRNVSVRLAQQISDEASRYMPDI
CVIRAIQKIIWASGCGSLQLVFSPNE
EITKIYEKTNAGNEPDLEDEQVCCEA
LEVMTLCFALIPTALDALSKEKAWQ
TFIIDLLLHCHSKTVRQVAQEQFFLM
CTRCCMGHRPLLFFITLLFTVLGSTA
RERAKHSGDYFTLLRHLLNYAYNSN
INVPNAEVLLNNEIDWLKRIRDDVK
RTGETGIEETILEGHLGVTKELLAFQ
TSEKKFHIGCEKGGANLIKELIDDFIF
PASNVYLQYMRNGELPAEQAIPVCG
SPPTINAGFELLVALAVGCVRNLKQI
VDSLTEMYYIGTAITTCEALTEWEYL
PPVGPRPPKGFVGLKNAGATCYMNS
VIQQLYMIPSIRNGILAIEGTGSDVDD
DMSGDEKQDNESNVDPRDDVFGYP
QQFEDKPALSKTEDRKEYNIGVLRH
LQVIFGHLAASRLQYYVPRGFWKQF
RLWGEPVNLREQHDALEFFNSLVD
SLDEALKALGHPAMLSKVLGGSFAD
QKICQGCPHRYECEESFTTLNVDIR
NHQNLLDSLEQYVKGDLLEGANAY
HCEKCNKKVDTVKRLLIKKLPPVLAI
QLKRFDYDWERECAIKFNDYFEFPR
ELDMEPYTVAGVAKLEGDNVNPES
QLIQQSEQSESETAGSTKYRLVGVLV
HSGQASGGHYYSYIIQRNGGDGERN
RWYKFDDGDVTECKMDDDEEMKN
QCFGGEYMGEVFDHMMKRMSYRR
QKRWWNAYILFYERMDTIDQDDELI
RYISELAITTRPHQIIMPSAIERSVRK
QNVQFMHNRMQYSMEYFQFMKKL

True False 5.0 3.929 2.016 1.764 1.364



LTCNGVYLNPPPGQDHLLPEAEEIT
MISIQLAARFLFTTGFHTKKVVRGSA
SDWYDALCILLRHSKNVRFWFAHN
VLFNVSNRFSEYLLECPSAEVRGAF
AKLIVFIAHFSLQDGPCPSPFASPGP
SSQAYDNLSLSDHLLRAVLNLLRRE
VSEHGRHLQQYFNLFVMYANLGVA
EKTQLLKLSVPATFMLVSLDEGPGP
PIKYQYAELGKLYSVVSQLIRCCNVS
SRMQSSINGNPPLPNPFGDPNLSQP
IMPIQQNVADILFVRTSYVKKIIEDCS
NSEETVKLLRFCCWENPQFSSTVLS
ELLWQVAYSYTYELRPYLDLLLQILLI
EDSWQTHRIHNALKGIPDDRDGLFD
TIQRSKNHYQKRAYQCIKCMVALFS
NCPVAYQILQGNGDLKRKWTWAVE
WLGDELERRPYTGNPQYTYNNWSP
PVQSNETSNGYFLERSHSARMTLAK
ACELCPEEEPDDQDAPDEHESPPPE
DAPLYPHSPGSQYQQNNHVHGQPY
TGPAAHHMNNPQRTGQRAQENYEG
SEEVSPPQTKDQ


