
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation

sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

0

Q9NZM4 BICRA_HUMAN Homo
sapiens

BRD4-
interacting
chromatin-
remodeling
complex-
associated
protein

13.792107 S260;S265;S270;T274;S277;T430;T
431;T1260;T1404;S1413

S919;T921;S1413 38665916;34019948;33214551;393
02247;39531497;37217939;351381
01;40136647;29351928;35254053

MDDEDGRCLLDVICDPQALNDFLH
GSEKLDSDDLLDNPGEAQSAFYEGP
GLHVQEASGNHLNPEPNQPAPSVD
LDFLEDDILGSPATGGGGGGSGGAD
QPCDILQQSLQEANITEQTLEAEAEL
DLGPFQLPTLQPADGGAGPTGAGGA
AAVAAGPQALFPGSTDLLGLQGPPTV
LTHQALVPPQDVVNKALSVQPFLQP
VGLGNVTLQPIPGLQGLPNGSPGGA
TAATLGLAPIQVVGQPVMALNTPTS
QLLAKQVPVSGYLASAAGPSEPVTLA
SAGVSPQGAGLVIQKNLSAAVATTL
NGNSVFGGAGAASAPTGTPSGQPLA
VAPGLGSSPLVPAPNVILHRTPTPIQP
KPAGVLPPKLYQLTPKPFAPAGATLTI
QGEPGALPQQPKAPQNLTFMAAGK
AGQNVVLSGFPAPALQANVFKQPPA
TTTGAAPPQPPGALSKPMSVHLLNQ
GSSIVIPAQHMLPGQNQFLLPGAPA
VQLPQQLSALPANVGGQILAAAAPH
TGGQLIANPILTNQNLAGPLSLGPVL
APHSGAHSAHILSAAPIQVGQPALFQ
MPVSLAAGSLPTQSQPAPAGPAATT
VLQGVTLPPSAVAMLNTPDGLVQPA
TPAAATGEAAPVLTVQPAPQAPPAVS
TPLPLGLQQPQAQQPPQAPTPQAAA
PPQATTPQPSPGLASSPEKIVLGQPP
SATPTAILTQDSLQMFLPQERSQQPL
SAEGPHLSVPASVIVSAPPPAQDPAP
ATPVAKGAGLGPQAPDSQASPAPAP
QIPAAAPLKGPGPSSSPSLPHQAPLG
DSPHLPSPHPTRPPSRPPSRPQSVSR
PPSEPPLHPCPPPQAPPTLPGIFVIQN
QLGVPPPASNPAPTAPGPPQPPLRPQ
SQPPEGPLPPAPHLPPSSTSSAVASS
SETSSRLPAPTPSDFQLQFPPSQGPH
KSPTPPPTLHLVPEPAAPPPPPPRTF
QMVTTPFPALPQPKALLERFHQVPS
GIILQNKAGGAPAAPQTSTSLGPLTS
PAASVLVSGQAPSGTPTAPSHAPAPA
PMAATGLPPLLPAENKAFASNLPTL
NVAKAASSGPGKPSGLQYESKLSGL
KKPPTLQPSKEACFLEHLHKHQGSV
LHPDYKTAFPSFEDALHRLLPYHVY
QGALPSPSDYHKVDEEFETVSTQLL
KRTQAMLNKYRLLLLEESRRVSPSA
EMVMIDRMFIQEEKTTLALDKQLAK
EKPDEYVSSSRSLGLPIAASSEGHRL
PGHGPLSSSAPGASTQPPPHLPTKLV
IRHGGAGGSPSVTWARASSSLSSSSS
SSSAASSLDADEDGPMPSRNRPPIK
TYEARSRIGLKLKIKQEAGLSKVVHN
TALDPVHQPPPPPATLKVAEPPPRPP
PPPPPTGQMNGTVDHPPPAAPERKP
LGTAPHCPRLPLRKTYRENVGGPGA
PEGTPAGRARGGSPAPLPAKVDEAT
SGLIRELAAVEDELYQRMLKGPPPEP
AASAAQGTGDPDWEAPGLPPAKRRK
SESPDVDQASFSSDSPQDDTLTEHL
QSAIDSILNLQQAPGRTPAPSYPHAA
SAGTPASPPPLHRPEAYPPSSHNGG
LGARTLTR

True False 1.594 5.0 False False


