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

reticulum
golgi
apparatus

0

Q8CGN4 BCOR_MOUSE Mus
musculus

BCL-6
corepressor

46.222968 S365;T550;S588 S336;S340;S365;S367;S423;T1128;
S1131;S1143;S1293;S1348;S1413

36852467;40997131;36084651 MLSATPLYGNVHSWMNSERVRMC
GTSEDRKIPVNDGDASKARLELREE
TPLSHSVVDTSGAHRIDGLAALSMD
RTGLIREGLRVPGNIVYSGLCGLGSE
KGREATPSSLSGLGFSSERNPEMQF
KPNTPETVEASAVSGKPPNGFSAIYK
TPPGIQKSAVATAESLGLDRPASDKQ
SPLNINGASYLRLPWVNPYMEGATP
AIYPFLDSPNKYSLNMYKALLPQQSY
GLAQPLYSPVCTSGERFLYLPPPHYV
NPHIPSSLASPMRLSTPSASAAIPPLV
HCSDKSLPWKMGVNPGNPVDSHSY
PHIQNSKQPRVTSAKAVNSGLPGDT
ALLLPPSPRPSARVHLPTQPAAETYS
EFHKHYPRISTSPSVTLTKPYMTANS
EFSTSRLSNGKYPKALDGGDCAQSM
PGHTRKTTVQDRKDGGSPPLLEKQT
VTKDVTDKPLDLSSKVVDADASKGD
HMKKMAPTVLVHSRAASGLVLSGS
EIPKETLSPPGNGCSIYRSEIISTAPSS
WVVPGPSPNEENNGKSLSLKNKAL
DWAIPQQRSSSCPRMGGTDAVVTN
VSGSVSSSGRPASASPAPNANANAD
GTKTSRSSVDTTPSVIQHVGQPSSTP
AKHGGSTSSKGAKANPEPSFKASEN
GLPPTSIFLSPNEAFRSPAIPYPRSYL
PYAAPEGIALSPLSLHGKGPVYPHPV
LLPNGSLFPGHLAPKPGLPYGLHTS
RPEFVTYQDALGLGMVHPMLIPHTP
IEITKEEKPERRSRSHERARYEDPTL
RSRFSEMLEASSTKLHPEVPTDKNL
KPNSSWNQGKTGVKSDKLVYVDLLR
EEADTKTDAGAPKAGLVAENVGQDT
EATKPSADPVIQQRREFISLREELGRI
TDFHESFTFKQASSQPVFSLGKDSG
AAGTNKENLGVQVATPFLETALGSE
GPAVTFGKTQEDPKPFCVGGAPPNM
DVTPAYTKEGTDEAESNDGKVLKPK
PSKLAKRIANSAGYVGDRFKCVTTEL
YADSSQLSREQRALQMEGLQEDSIL
CLPAAYCERAMMRFSELEMKEREG
SHPATKDSEVCKFSPADWERLKGN
QEKKPKSVTLEEAIADQNDSERCEY
STGNKHDLFEAPEDKDLPVEKYFLE
RPPVSEPPSDQGVVDTPHSPTLRLD
RKRKLSGDSTHTETAVEELAEDPLK
AKRRRISKDDWPEREMTNSSSNHL
EDPHCNELTNLKVCIELTGLHPKKQ
RHLLHLRERWEQQVSAAESKPGRQ
SRKEVAQAVQPEVTSQGTNITEEKP
GRKKAEAKGNRGWSEESLKSCDNE
QGLPVLSGSPPMKSLSSTNASGKKQ
TQPSCTPASRLPAKQQKIKESQKTDV
LCTGEDEDCQAASPLQKYTDNIEKP
SGKRLCKTKHLIPQESRRSLQITGDY
YVENTDTKMTVRRFRKRPEPSSDYD
LSPPAKQEPKPFDRLQQLLPATQAT
QLPRSNSPQETTQSRPMPPEARRLIV
NKNAGETLLQRAARLGYEEVVLYCL
ENKVCDVNHRDNAGYCALHEACAR
GWLNIVRHLLEYGADVNCSAQDGT
RPLHDAVENDHLEIVRLLLSYGADPT
LATYSGRTIMKMTHSELMEKFLTDY
LNDLQGRSEDDTSGAWEFYGSSVC
EPDDESGYDVLANPPGPEDPDEEED
TYSDLFEFEFAESSLLPCYNIQVSVA
QGPRNWLLLSDVLKKLKMSSRIFRS
NFPNLEIVTIAEAEFYRQVSTSLLFSC
PKDLEAFNPESKELLDLVEFTNELQ
TLLGSSVEWLHPSDTGHENYW

True False 2.081 5.0 0.688 False 1.022


