
UniprotKB
ID Entry	name organism full	name oglcnacscore oglcnacsites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

Q8WYB5 KAT6B_HUMAN Homo
sapiens

Histone
acetyltransferase
KAT6B

22.770101 NaN S355;S647;S1048 34019948;28314751 MVKLANPLYTEWILEAIQKIKKQKQR
PSEERICHAVSTSHGLDKKTVSEQLE
LSVQDGSVLKVTNKGLASYKDPDNP
GRFSSVKPGTFPKSAKGSRGSCNDL
RNVDWNKLLRRAIEGLEEPNGSSLK
NIEKYLRSQSDLTSTTNNPAFQQRL
RLGAKRAVNNGRLLKDGPQYRVNY
GSLDGKGAPQYPSAFPSSLPPVSLLP
HEKDQPRADPIPICSFCLGTKESNRE
KKPEELLSCADCGSSGHPSCLKFCP
ELTTNVKALRWQCIECKTCSACRVQ
GRNADNMLFCDSCDRGFHMECCD
PPLSRMPKGMWICQVCRPKKKGRK
LLHEKAAQIKRRYAKPIGRPKNKLKQ
RLLSVTSDEGSMNAFTGRGSPGRGQ
KTKVCTTPSSGHAASGKDSSSRLAV
TDPTRPGATTKITTTSTYISASTLKVN
KKTKGLIDGLTKFFTPSPDGRRSRGE
IIDFSKHYRPRKKVSQKQSCTSHVLA
TGTTQKLKPPPSSLPPPTPISGQSPSS
QKSSTATSSPSPQSSSSQCSVPSLSS
LTTNSQLKALFDGLSHIYTTQGQSRK
KGHPSYAPPKRMRRKTELSSTAKSK
AHFFGKRDIRSRFISHSSSSSWGMA
RGSIFKAIAHFKRTTFLKKHRMLGRL
KYKVTPQMGTPSPGKGSLTDGRIKP
DQDDDTEIKINIKQESADVNVIGNKD
VVTEEDLDVFKQAQELSWEKIECES
GVEDCGRYPSVIEFGKYEIQTWYSSP
YPQEYARLPKLYLCEFCLKYMKSKNI
LLRHSKKCGWFHPPANEIYRRKDLS
VFEVDGNMSKIYCQNLCLLAKLFLD
HKTLYYDVEPFLFYVLTKNDEKGCH
LVGYFSKEKLCQQKYNVSCIMIMPQ
HQRQGFGRFLIDFSYLLSRREGQAG
SPEKPLSDLGRLSYLAYWKSVILEYL
YHHHERHISIKAISRATGMCPHDIAT
TLQHLHMIDKRDGRFVIIRREKLILS
HMEKLKTCSRANELDPDSLRWTPIL
ISNAAVSEEEREAEKEAERLMEQAS
CWEKEEQEILSTRANSRQSPAKVQS
KNKYLHSPESRPVTGERGQLLELSK
ESSEEEEEEEDEEEEEEEEEEEEDE
EEEEEEEEEEEEENIQSSPPRLTKPQ
SVAIKRKRPFVLKKKRGRKRRRINSS
VTTETISETTEVLNEPFDNSDEERP
MPQLEPTCEIEVEEDGRKPVLRKAF
QHQPGKKRQTEEEEGKDNHCFKNA
DPCRNNMNDDSSNLKEGSKDNPEP
LKCKQVWPKGTKRGLSKWRQNKER
KTGFKLNLYTPPETPMEPDEQVTVE
EQKETSEGKTSPSPIRIEEEVKETGE
ALLPQEENRREETCAPVSPNTSPGE
KPEDDLIKPEEEEEEEEEEEEEEEEE
EGEEEEGGGNVEKDPDGAKSQEKE
EPEISTEKEDSARLDDHEEEEEEDE
EPSHNEDHDADDEDDSHMESAEVE
KEELPRESFKEVLENQETFLDLNVQ
PGHSNPEVLMDCGVDLTASCNSEP
KELAGDPEAVPESDEEPPPGEQAQK
QDQKNSKEVDTEFKEGNPATMEIDS
ETVQAVQSLTQESSEQDDTFQDCAE
TQEACRSLQNYTRADQSPQIATTLD
DCQQSDHSSPVSSVHSHPGQSVRSV
NSPSVPALENSYAQISPDQSAISVPS
LQNMETSPMMDVPSVSDHSQQVVD
SGFSDLGSIESTTENYENPSSYDSTM
GGSICGNGSSQNSCSYSNLTSSSLT
QSSCAVTQQMSNISGSCSMLQQTSI
SSPPTCSVKSPQGCVVERPPSSSQQL
AQCSMAANFTPPMQLAEIPETSNAN
IGLYERMGQSDFGAGHYPQPSATFS
LAKLQQLTNTLIDHSLPYSHSAAVTS
YANSASLSTPLSNTGLVQLSQSPHSV
PGGPQAQATMTPPPNLTPPPMNLPP
PLLQRNMAASNIGISHSQRLQTQIAS
KGHISMRTKSASLSPAAATHQSQIYG
RSQTVAMQGPARTLTMQRGMNMS
VNLMPAPAYNVNSVNMNMNTLNA
MNGYSMSQPMMNSGYHSNHGYM

True False 2.853 5.0 2.034 1.453 1.107 1.61 1.512



NQTPQYPMQMQMGMMGTQPYAQQ
PMQTPPHGNMMYTAPGHHGYMNT
GMSKQSLNGSYMRR


