UniprotKB Entry name organism full name oglcnacscore o.glcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi

ID sites reticulum |apparatt

Q8BZ21 KAT6A_MOUSE |Mus Histone 40.578848 T1867 [T369;S419;S472;S786;T901;5S941;S [40997131;34678516;36852467 MVKLANPLYTEWILEAIKKVKKQKQ |True False 2.744 |5.0 1.804 1.186 0.965
musculus [acetyltransferase 954;5S1090;S1091;S1115 RPSEERICNAVSSSHGLDRRTVLEQ

KAT6A

LELSVKDGTILKVSNKGLNSYKDPD
NPGRIALPKPRNHGKLDTKQSVDW
NKLLKRAFEGLAETGGSTLKSIERFL
KSQKDVSAACGGSAAPGFHQQLRLA
IKRAVGHGRLLKDGPLYRLNTKAAS
AEGKEGCESLSCLPPVSLLPHEKDK
PVAEPIPICSFCLGTKEQNREKQPEE
LVSCADCGNSGHPSCLKFSPELTVR
'VKALRWQCIECKTCSSCRDQGKNAD
NMLFCDSCDRGFHMECCDPPLTRM
PKGMWICQICRPRKKGRKLLQKKAA
QIKRRYANPIGRPKNRLKKQNTVSK
GPFSKVRTGPGRGRKRKITVSSQSAS
SSEEGYLERIDGLDFCRDSNAPLKF
NKKTKGLIDGLTKFFTPSPDGRKAR
GEVVDYSEQYRIRKKGNRKSSTSDW
PTDNQDGWESKQENEERLFGSQEI
MTERDMELFRDIQEQALQKVGVTGP
PDPQVRCPSVIEFGKYEIHTWYSSPY
PQEYSRLPKLYLCEFCLKYMKSRTIL
QQHMKKCGWFHPPANEIYRKNNIS
VFEVDGNVSTIYCQNLCLLAKLFLD
HKTLYYDVEPFLFYVLTQNDVKGCH
LVGYFSKEKHCQQKYNVSCIMILPQ
'YQRKGYGRFLIDFSYLLSKREGQAGS
PEKPLSDLGRLSYMAYWKSVILECLY
HQNDKQISIKKLSKLTGVCPQDITST
LHHLRMLDFRSDQFVIIRREKLIQD
HMAKLQLNLRPVDVDPECLRWTPVI
VSNSVVSEDEDEEADEGEKEEPQGQ
ERELETRVKVGKSVSREKKDQESSS
LIETDKKPEVKELASSSRLSKQALPR
DSLPANSQPPRRGRCGRKNRKTQER
FGDKDSKMLVDETLSASQEQYGDC
EEKSETSQERFTEMEEQLAAPQVQA
DGKPDIPKGRFSESVELWRGQLKKS
PETLKCRLPEGNDRLPCCYTDGDRA
FFRGFSESSEEEEEPESPRSNSPPIL
TKPTLKRKKPILHRRRRVRKRKHHN
SSVVTETISETTEVLDEPFEDSDSER
PMPRLEPTFEMEEEEEEEEEESELF
PRGYFHCLSSQDILRCQSSSKRPSKE
EEEEEEESDDADDTPVLKPVSLLRK
CDVNSASLEPDTSTPMKKKKGWPK
GKSRKPIHWKKRPGRKPGFKLNQEII
AASAQECIVEPVVPIKPGRKPRTQEN
EEIVEVKEDLLEERKEEMHTEPDEE
AEEEEDTTSSDIRAMSPLDSSNSPEA
EPKEPEPEEEDEKPSDDQRQSEEEP
QELEEQEQEEEDEVTTEANQNEDH
DADDEDEGHLDSLKTKEPEEQPARE
DDKEEPGIQGSFLAANMQDSRENT
KDKDEAEPDSEEDQPSHEASVVSET
MPGSEEDHEEDSNTKEELIELKEEE
EIPHSELDLETVQAVQSLTQEESSEH
EGAYQDCEETLAACQTLQSYTHTDE
DPQMSMVEDCHASEHNSPISSIPSH
PSQSVRSVNSPSMPALESGYTQISPE
QGSLSAPSMQNMETSPMMDVPSVS
DHSQQVVDSGFSDLGSIESTTENYE
NPSSYDSTMGSSICGNNSSQSSCSY
GGLSSSSSLTQNSCVVTQQMANMG
NSCSMLQQNTVQPAANCNIKSPQT
CVVERPPSNQQPPPPPPPPPPPQQP
QPPPQQQAAPQPPPPQPQQQQQQQ
QQPPPPQQQPQPPPPQQQPPLSQCS
MNNSFTAAPMIMEIPESGSTGNISTY
ERIPGDFGAGSYSQPSATFSLAKLQQ
LTNTIMDPHAMPYSHSPAVTSYATS
'VSLSNTGLAQLAPSHPLAGTPQAQA
TMTPPPNLASTTMNLTSPLLQCNMS
ATNIGIPHTQRLQGQMPVKGHISIRS
KSAPLPSATAHQQQLYGRSPPAVAM
QAGPRALAVQRGMNMGVNLMPTPA
'YNVNSMNMNTLNAMNSYRMTQPM
MNSSYHSNPAYMNQTAQYPMQMQ
MGMMGSQAYTQQPMQPNPHGNM
MYTGPSHHSYMNAAGVPKQSLNGP
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