UniprotKB Entry name organism [full name |oglcnacscore |oglcnac sites phosphorylation |,y sequence intracellular [extracellular cytosol nucleus mitochndrion | .. | golgi

ID sites reticulum  |apparatus

070546 KDM6A MOUSE |Mus Lysine- 47.760692 S$552;S554;T566;S580(S769;T827;S829 [22645316;40885482;36852467;346 [MKSCGVSLATAAAAAAAAAFGDEEK |True False 2.665 (5.0 2.069 1.449 0.886
musculus [specific 78516;30059200;40997131 KMAAGKASGESEEASPSLTAEEREA

demethylase
6A

LGGLDSRLFGFVRFHEDGARMKALL
GKAVRCYESLILKAEGKVESDFFCQL
GHFNLLLEDYPKALSAYQRYYSLQS
DYWKNAAFLYGLGLVYFHYNAFQW
ATKAFQEVLYVDPSFCRAKEIHLRLG
LMFKVNTDYESSLKHFQLALVDCNP
CTLSNAEIQFHIAHLYETQRKYHSAK
EAYEQLLQTENLSAQVKATILQQLG
'WMHHTVDLLGDKATKESYAIQYLQK
SLEADPNSGQSWYFLGRCYSSIGKV
QDAFISYRQSIDKSEASADTWCSIGV
LYQQQNQPMDALQAYICAVQLDHG
HAAAWMDLGTLYESCNQPQDAIKC
YLNATRSKNCSNTSGLAARIKYLQA
QLCNLPQGSLQNKTKLLPSIEEAWS
LPIPAELTSRQGAMNTAQQNTSDN
'WSGGNAPPPVEQQTHSWCLTPQKL
QHLEQLRANRNNLNPAQKLMLEQL
ESQFVLMQQHQMRQTGVAQVRPTG
ILNGPTVDSSLPTNSVSGQQPQLPLT
RMPSVSQPGVHTACPRQTLANGPFS
AGHVPCSTSRTLGSTDTVLIGNNHV
TGSGSNGNVPYLQRNAPTLPHNRT
NLTSSTEEPWKNQLSNSTQGLHKG
PSSHLAGPNGERPLSSTGPSQHLQA
AGSGIQNQNGHPTLPSNSVTQGAAL
NHLSSHTATSGGQQGITLTKESKPS
GNTLTVPETSRQTGETPNSTASVEG
LPNHVHQVMADAVCSPSHGDSKSP
GLLSSDNPQLSALLMGKANNNVGP
GTCDKVNNIHPTVHTKTDNSVASSP
SSAISTATPSPKSTEQTTTNSVTSLN
SPHSGLHTINGEGMEESQSPIKTDL
LLVSHRPSPQIIPSMSVSIYPSSAEVL
KACRNLGKNGLSNSSILLDKCPPPR
PPSSPYPPLPKDKLNPPTPSIYLENK
RDAFFPPLHQFCTNPNNPVTVIRGL
AGALKLDLGLFSTKTLVEANNEHMV
EVRTQLLQPADENWDPTGTKKIWH
CESNRSHTTIAKYAQYQASSFQESLR
EENEKRSHHKDHSDSESTSSDNSG
KRRKGPFKTIKFGTNIDLSDDKKWK
LQLHELTKLPAFVRVVSAGNLLSHV
GHTILGMNTVQLYMKVPGSRTPGH
QENNNFCSVNINIGPGDCEWFVVPE
GYWGVLNDFCEKNNLNFLMGSWW
PNLEDLYEANVPVYRFIQRPGDLVWI
NAGTVHWVQAIGWCNNIAWNVGPL
TACQYKLAVERYEWNKLQNVKSIVP
MVHLSWNMARNIKVSDPKLFEMIK
'YCLLRTLKQCQTLREALIAAGKEIIW
HGRTKEEPAHYCSICEVEVFDLLFVT
NESNSRKTYIVHCQDCARKTSGNLE
NFVVLEQYKMEDLMQVYDQFTLAP
PLPSASS




