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

reticulum

0

Q9UIF9 BAZ2A_HUMAN Homo
sapiens

Bromodomain
adjacent	to
zinc	finger
domain
protein	2A

23.421554 S500;T548;T742 T507;S509;T548;S613;S1051;S1184
;S1397;S1559;S1747;S1770;S1783;
S1785

30379171;30620550;34725712;321
19511;29351928

MEMEANDHFNFTGLPPAPAASGLK
PSPSSGEGLYTNGSPMNFPQQGKSL
NGDVNVNGLSTVSHTTTSGILNSAP
HSSSTSHLHHPSVAYDCLWNYSQYP
SANPGSNLKDPPLLSQFSGGQYPLN
GILGGSRQPSSPSHNTNLRAGSQEF
WANGTQSPMGLNFDSQELYDSFPD
QNFEVMPNGPPSFFTSPQTSPMLGS
SIQTFAPSQEVGSGIHPDEAAEKEMT
SVVAENGTGLVGSLELEEEQPELKM
CGYNGSVPSVESLHQEVSVLVPDPT
VSCLDDPSHLPDQLEDTPILSEDSLE
PFNSLAPEPVSGGLYGIDDTELMGA
EDKLPLEDSPVISALDCPSLNNATAF
SLLADDSQTSTSIFASPTSPPVLGESV
LQDNSFDLNNGSDAEQEEMETQSS
DFPPSLTQPAPDQSSTIQLHPATSPA
VSPTTSPAVSLVVSPAASPEISPEVCP
AASTVVSPAVFSVVSPASSAVLPAVS
LEVPLTASVTSPKASPVTSPAAAFPT
ASPANKDVSSFLETTADVEEITGEGL
TASGSGDVMRRRIATPEEVRLPLQH
GWRREVRIKKGSHRWQGETWYYGP
CGKRMKQFPEVIKYLSRNVVHSVRR
EHFSFSPRMPVGDFFEERDTPEGLQ
WVQLSAEEIPSRIQAITGKRGRPRNT
EKAKTKEVPKVKRGRGRPPKVKITEL
LNKTDNRPLKKLEAQETLNEEDKAK
IAKSKKKMRQKVQRGECQTTIQGQA
RNKRKQETKSLKQKEAKKKSKAEKE
KGKTKQEKLKEKVKREKKEKVKMK
EKEEVTKAKPACKADKTLATQRRLE
ERQRQQMILEEMKKPTEDMCLTDH
QPLPDFSRVPGLTLPSGAFSDCLTIV
EFLHSFGKVLGFDPAKDVPSLGVLQ
EGLLCQGDSLGEVQDLLVRLLKAAL
HDPGFPSYCQSLKILGEKVSEIPLTR
DNVSEILRCFLMAYGVEPALCDRLR
TQPFQAQPPQQKAAVLAFLVHELNG
STLIINEIDKTLESMSSYRKNKWIVE
GRLRRLKTVLAKRTGRSEVEMEGPE
ECLGRRRSSRIMEETSGMEEEEEEE
SIAAVPGRRGRRDGEVDATASSIPEL
ERQIEKLSKRQLFFRKKLLHSSQML
RAVSLGQDRYRRRYWVLPYLAGIFV
EGTEGNLVPEEVIKKETDSLKVAAH
ASLNPALFSMKMELAGSNTTASSPA
RARGRPRKTKPGSMQPRHLKSPVRG
QDSEQPQAQLQPEAQLHAPAQPQP
QLQLQLQSHKGFLEQEGSPLSLGQS
QHDLSQSAFLSWLSQTQSHSSLLSS
SVLTPDSSPGKLDPAPSQPPEEPEPD
EAESSPDPQALWFNISAQMPCNAAP
TPPPAVSEDQPTPSPQQLASSKPMN
RPSAANPCSPVQFSSTPLAGLAPKRR
AGDPGEMPQSPTGLGQPKRRGRPPS
KFFKQMEQRYLTQLTAQPVPPEMCS
GWWWIRDPEMLDAMLKALHPRGIR
EKALHKHLNKHRDFLQEVCLRPSA
DPIFEPRQLPAFQEGIMSWSPKEKTY
ETDLAVLQWVEELEQRVIMSDLQIR
GWTCPSPDSTREDLAYCEHLSDSQE
DITWRGRGREGLAPQRKTTNPLDLA
VMRLAALEQNVERRYLREPLWPTH
EVVLEKALLSTPNGAPEGTTTEISYEI
TPRIRVWRQTLERCRSAAQVCLCLG
QLERSIAWEKSVNKVTCLVCRKGDN
DEFLLLCDGCDRGCHIYCHRPKMEA
VPEGDWFCTVCLAQQVEGEFTQKP
GFPKRGQKRKSGYSLNFSEGDGRRR
RVLLRGRESPAAGPRYSEEGLSPSKR
RRLSMRNHHSDLTFCEIILMEMES
HDAAWPFLEPVNPRLVSGYRRIIKNP
MDFSTMRERLLRGGYTSSEEFAADA
LLVFDNCQTFNEDDSEVGKAGHIM
RRFFESRWEEFYQGKQANL

True False 4.456 5.0 1.055 1.04


