}Jl;l iprotKB Entry name |organism [full name |oglcnacscore oglcnac phosphorylation |,y yyy¢ sequence intracellular |extracellular |cytosol [nucleus mitochndrion endoplasmic golgi plasma extr:
sites [sites reticulum |apparatus membrane [regi
Q8CHHS5 BICRL_MOUSE |Mus BRD4- 37.097486 S559 S621;S976 37507081;34887587;40997131;368 [MDDDDDSCLLDLIGDPQALNYFLHG [True False 1.547 [5.0 False False 0.188 False 0.18:
musculus [interacting 52467 PSSKSGSDDVTNAGYSAANSNSIFA
chromatin- NSTNADPKSALKGVSDQLGEGPSDG
remodeling LPLASSLQFLEDELESSPLPDLSEDQ
complex- PFDILQKSLQEANITEQTLAEEAYLD
associated IASIGSSQQFAQAQLHPSSSASFTQAS
protein- NVSNYSGQTLQPIGVTHVPVGASFA
like SNTVGVQHGFMQHVGISVPSQHLP

NSSQISGSGQIQLIGSFGNQPSMMTI
NNLDGSQIILKGSGQQAPSNVSGGL
LVHRQTPNGNSLFGNSTSSPVAQPV
TVPENSTNFQASLPVHNIIIQRGLAP
NSNKVPINIQPKPVQMGQQSAYNVN
NLGIQQHHAQQGISFAPTSSPQGSV
IVGPHMSVNIVNQQNTRKPVTSQAVS
GTGGSIVIHSPMGQPHTPQSQFLIPT
SLSVSSNSVHHVQAINGQLLQTQPS
QLISGQVASEHVMLNRNSSNMLRT
NQPYSGQMLNNQNTAVQLVSGQTF
IATSGSPVIVNHASPQIVGGQMPLQQ
IASPTVLHLSPGQSSVSQGRPGFATM
PAVSGMAGPARFPAVSSASTAHPTL
GPTVQSGAPGSNFTGDQLTQANRTP
IAPVSVSHRLPVSASKSPSTLSNTPGT
QQQFFCQAQKKCLNQTSPIPTSKTT
DGLRPSQIPGLLSTALPGQDSGSKIM
PATLGATQAQPESSVGSSPSQTAVQ
IVDSHPGQKRPAAKQLTKGAFILQQL
QRDQAHAVTPDKSQFRSLNDTVQRL
LSYHVCQGSMPTEEDLRQVDNEFE
EVATQLLKRTQAMLNKYRFLLLEDA
MRINPSAEMVMIDRMFNQEERASL
SRDKRLALVDPEGFQADFCCSFKLD
EAVPETPLDRSDQHRSKTSSLHQVP
RAQSRDRAKPGMAEATNHDQFHLV
PNHIVVSAEGNISKKSEGHSRTLKFD
RGVLGQYRGPPEDKGGRRDPAKVSR
CSPGPEGHRKSLPRPDHGSESKLPG
IVLASSHMEMPCLDSFQDKALRNSP
KNEVLHTDIMKGSGEPQPDLQLTKS
LEKTFKNILELKNSGRPPSDPTASGA
IADLDFPSFSPMASQENCLEKFIPDH
SEGVVETDSILEAAVNSILEC




