UniprotKB Entry name organism [full name |oglcnacscore oglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion em!oplasmlc golgi pl
ID sites reticulum apparatus mu
Q9Z2V5 HDAC6_MOUSE [Mus Histone 39.206093 T881 S21;S43;T958;T961;T967;T971;S97 |36757814;35822049;22645316 MTSTGQDSSTRQRKSRHNPQSPLQ (True False 5.0 5.0 2.948 2.417 1.967 3.t
musculus |deacetylase 5;51148 ESSATLKRGGKKCAVPHSSPNLAEV
6 KKKGKMKKLSQPAEEDLVVGLQGL

DLNPETRVPVGTGLVFDEQLNDFHC
LWDDSFPESPERLHAIREQLILEGLL
GRCVSFQARFAEKEELMLVHSLEYI
DLMETTQYMNEGELRVLAETYDSVY
LHPNSYSCACLATGSVLRLVDALMG
IAEIRNGMAVIRPPGHHAQHNLMDG
[YCMFNHLAVAARYAQKKHRIQRVLI
IVDWDVHHGQGTQFIFDQDPSVLYFS
IHRYEHGRFWPHLKASNWSTIGFGQ
GQGYTINVPWNQTGMRDADYIAAFL
HILLPVASEFQPQLVLVAAGFDALHG
DPKGEMAATPAGFAHLTHLLMGLA
GGKLILSLEGGYNLRALAKGVSASLH
TLLGDPCPMLESCVVPCASAQTSIYC
TLEALEPFWEVLERSVETQEEDEVE
EAVLEEEEEEGGWEATALPMDTWP
LLQNRTGLVYDEKMMSHCNLWDN
HHPETPQRILRIMCHLEEVGLAARC
LILPARPALDSELLTCHSAEYVEHLR
TTEKMKTRDLHREGANFDSIYICPST
FACAKLATGAACRLVEAVLSGEVLN
GIAVVRPPGHHAEPNAACGFCFFNS
VAVAARHAQITAGRALRILIVDWDVH
HGNGTQHIFEDDPSVLYVSLHRYDR
GTFFPMGDEGASSQVGRDAGIGFTV
NVPWNGPRMGDADYLAAWHRLVLP
IAYEFNPELVLISAGFDAAQGDPLGG
CQVTPEGYAHLTHLLMGLAGGRIILI
LEGGYNLASISESMAACTHSLLGDP
PPQLTLLRPPQSGALVSISEVIQVHR
KYWRSLRLMKMEDKEECSSSRLVIK
KLPPTASPVSAKEMTTPKGKVPEESV
RKTIAALPGKESTLGQAKSKMAKAV
LAQGQSSEQAAKGTTLDLATSKETV
GGATTDLWASAAAPENFPNQTTSVE
IALGETEPTPPASHTNKQTTGASPLQ
GVTAQQSLQLGVLSTLELSREAEEA
HDSEEGLLGEAAGGQDMNSLMLTQ
GFGDFNTQDVFYAVTPLSWCPHLM
IAVCPIPAAGLDVSQPCKTCGTVQEN
WVCLTCYQVYCSRYVNAHMVCHHE
IASEHPLVLSCVDLSTWCYVCQAYVH
HEDLQDVKNAAHQNKFGEDMPHS
H




