
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnac	sites phosphorylation

sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic
reticulum

golgi
apparatus

0

Q6AI39 BICRL_HUMAN Homo
sapiens

BRD4-
interacting
chromatin-
remodeling
complex-
associated
protein-
like

23.199093 S544;S561;S564;T577;S582;S584;S
590;S591;S592;S660;T663

S623;S980 29351928;39302247;30059200;395
31497;37340703;32574038;386659
16;34019948;31492838;29237092;3
9534244;35289036;35254053;3321
4551

MDDDDDSCLLDLIGDPQALNYFLHG
PSNKSSNDDLTNAGYSAANSNSIFA
NSSNADPKSSLKGVSNQLGEGPSDG
LPLSSSLQFLEDELESSPLPDLTEDQ
PFDILQKSLQEANITEQTLAEEAYLD
ASIGSSQQFAQAQLHPSSSASFTQAS
NVSNYSGQTLQPIGVTHVPVGASFA
SNTVGVQHGFMQHVGISVPSQHLS
NSSQISGSGQIQLIGSFGNHPSMMTI
NNLDGSQIILKGSGQQAPSNVSGGL
LVHRQTPNGNSLFGNSSSSPVAQPV
TVPFNSTNFQTSLPVHNIIIQRGLAP
NSNKVPINIQPKPIQMGQQNTYNVN
NLGIQQHHVQQGISFASASSPQGSV
VGPHMSVNIVNQQNTRKPVTSQAVS
STGGSIVIHSPMGQPHAPQSQFLIPT
SLSVSSNSVHHVQTINGQLLQTQPS
QLISGQVASEHVMLNRNSSNMLRT
NQPYTGPMLNNQNTAVHLVSGQTF
AASGSPVIANHASPQLVGGQMPLQQ
ASPTVLHLSPGQSSVSQGRPGFATM
PSVTSMSGPSRFPAVSSASTAHPSLG
SAVQSGSSGSNFTGDQLTQPNRTPV
PVSVSHRLPVSSSKSTSTFSNTPGTG
TQQQFFCQAQKKCLNQTSPISAPKT
TDGLRQAQIPGLLSTTLPGQDSGSKV
ISASLGTAQPQQEKVVGSSPGHPAV
QVESHSGGQKRPAAKQLTKGAFILQ
QLQRDQAHTVTPDKSHFRSLSDAVQ
RLLSYHVCQGSMPTEEDLRKVDNEF
ETVATQLLKRTQAMLNKYRCLLLED
AMRINPSAEMVMIDRMFNQEERAS
LSRDKRLALVDPEGFQADFCCSFKL
DKAAHETQFGRSDQHGSKASSSLQP
PAKAQGRDRAKTGVTEPMNHDQFH
LVPNHIVVSAEGNISKKTECLGRALK
FDKVGLVQYQSTSEEKASRREPLKA
SQCSPGPEGHRKTSSRSDHGTESKL
SSILADSHLEMTCNNSFQDKSLRNS
PKNEVLHTDIMKGSGEPQPDLQLTK
SLETTFKNILELKKAGRQPQSDPTVS
GSVELDFPNFSPMASQENCLEKFIP
DHSEGVVETDSILEAAVNSILEC

True False 2.639 5.0 False False 0.188


