
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation	sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion

0

Q6W2J9 BCOR_HUMAN Homo
sapiens

BCL-6
corepressor

31.127036 T106;S365;T366;S367;S373;S453;T
555;S560;S563;S586;S587;S636;S6
37;T1691

S336;S340;S365;S367;S423;S1127;
S1139;S1290;S1345;S1410

38665916;23301498;30379171;395
31497;32574038;38253038;395342
44;35254053;31492838;40307207;2
0068230;30620550;29237092;3513
2862;34846842;40596516;3528903
6;30059200;35138101;29351928

MLSATPLYGNVHSWMNSERVRMC
GASEDRKILVNDGDASKARLELREE
NPLNHNVVDASTAHRIDGLAALSM
DRTGLIREGLRVPGNIVYSSLCGLGS
EKGREAATSTLGGLGFSSERNPEMQ
FKPNTPETVEASAVSGKPPNGFSAIY
KTPPGIQKSAVATAEALGLDRPASDK
QSPLNINGASYLRLPWVNPYMEGAT
PAIYPFLDSPNKYSLNMYKALLPQQS
YSLAQPLYSPVCTNGERFLYLPPPHY
VGPHIPSSLASPMRLSTPSASPAIPPL
VHCADKSLPWKMGVSPGNPVDSHA
YPHIQNSKQPRVPSAKAVTSGLPGDT
ALLLPPSPRPSPRVHLPTQPAADTYS
EFHKHYARISTSPSVALSKPYMTVSS
EFPAARLSNGKYPKAPEGGEGAQPV
PGHARKTAVQDRKDGSSPPLLEKQT
VTKDVTDKPLDLSSKVVDVDASKAD
HMKKMAPTVLVHSRAGSGLVLSGS
EIPKETLSPPGNGCAIYRSEIISTAPSS
WVVPGPSPNEENNGKSMSLKNKAL
DWAIPQQRSSSCPRMGGTDAVITNV
SGSVSSAGRPASASPAPNANADGTK
TSRSSVETTPSVIQHVGQPPATPAKH
SSSTSSKGAKASNPEPSFKANENGL
PPSSIFLSPNEAFRSPPIPYPRSYLPY
PAPEGIAVSPLSLHGKGPVYPHPVLL
PNGSLFPGHLAPKPGLPYGLPTGRP
EFVTYQDALGLGMVHPMLIPHTPIEI
TKEEKPERRSRSHERARYEDPTLRN
RFSEILETSSTKLHPDVPTDKNLKPN
PNWNQGKTVVKSDKLVYVDLLREEP
DAKTDTNVSKPSFAAESVGQSAEPP
KPSVEPALQQHRDFIALREELGRISD
FHETYTFKQPVFTVSKDSVLAGTNK
ENLGLPVSTPFLEPPLGSDGPAVTFG
KTQEDPKPFCVGSAPPSVDVTPTYTK
DGADEAESNDGKVLKPKPSKLAKRI
ANSAGYVGDRFKCVTTELYADSSQL
SREQRALQMEGLQEDSILCLPAAYC
ERAMMRFSELEMKEREGGHPATKD
SEMCKFSPADWERLKGNQDKKPKS
VTLEEAIAEQNESERCEYSVGNKHR
DPFEAPEDKDLPVEKYFVERQPVSE
PPADQVASDMPHSPTLRVDRKRKVS
GDSSHTETTAEEVPEDPLLKAKRRR
VSKDDWPEREMTNSSSNHLEDPHY
SELTNLKVCIELTGLHPKKQRHLLH
LRERWEQQVSAADGKPGRQSRKEV
TQATQPEAIPQGTNITEEKPGRKRAE
AKGNRSWSEESLKPSDNEQGLPVFS
GSPPMKSLSSTSAGGKKQAQPSCAP
ASRPPAKQQKIKENQKTDVLCADEE
EDCQAASLLQKYTDNSEKPSGKRLC
KTKHLIPQESRRGLPLTGEYYVENAD
GKVTVRRFRKRPEPSSDYDLSPAKQ
EPKPFDRLQQLLPASQSTQLPCSSSP
QETTQSRPMPPEARRLIVNKNAGET
LLQRAARLGYEEVVLYCLENKICDV
NHRDNAGYCALHEACARGWLNIVR
HLLEYGADVNCSAQDGTRPLHDAVE
NDHLEIVRLLLSYGADPTLATYSGRT
IMKMTHSELMEKFLTDYLNDLQGR
NDDDASGTWDFYGSSVCEPDDESG
YDVLANPPGPEDQDDDDDAYSDVFE
FEFSETPLLPCYNIQVSVAQGPRNW
LLLSDVLKKLKMSSRIFRCNFPNVEI
VTIAEAEFYRQVSASLLFSCSKDLEA
FNPESKELLDLVEFTNEIQTLLGSSV
EWLHPSDLASDNYW

True False 1.649 5.0 False


