}Jl;l iprotKB Entry name organism [full name |oglcnacscore olglcnac phosphorylation sites PMIDS sequence intracellular extracellular|cytosol nucleus mitochndrion enqoplasmlc golgi pla
sites reticulum |apparatus me:
Q13111 CAF1A_HUMAN [Homo Chromatin|28.613277 NaN S65;5123;S138;S141;S143;S206;S2 |23301498;40914422;30379171 MLEELECGAPGARGAATAMDCKDR (True False 1.679 [4.28 0.97 0.585 False 0.8+
sapiens assembly 24;S310;T722;S772;S775;S803;T86 PAFPVKKLIQARLPFKRLNLVPKGKA
factor 1 5;5868;5873;S951 DDMSDDQGTSVQSKSPDLEASLDTL
subunit A ENNCHVGSDIDFRPKLVNGKGPLD

NFLRNRIETSIGQSTVIIDLTEDSNEQ
PDSLVDHNKLNSEASPSREAINGQR
EDTGDQQGLLKAIQNDKLAFPGETL
SDIPCKTEEEGVGCGGAGRRGDSQE
CSPRSCPELTSGPRMCPRKEQDSWS
EAGGILFKGKVPMVVLQDILAVRPPQ
IKSLPATPQGKNMTPESEVLESFPEE
DSVLSHSSLSSPSSTSSPEGPPAPPK
QHSSTSPFPTSTPLRRITKKEVKGST
EKNKLRLQRDQERLGKQLKLRAERE
EKEKLKEEAKRAKEEAKKKKEEEKE
LKEKERREKREKDEKEKAEKQRLKE
ERRKERQEALEAKLEEKRKKEEEKR
LREEEKRIKAEKAEITRFFQKPKTPQ
APKTLAGSCGKFAPFEIKEHMVLAP
RRRTAFHPDLCSQLDQLLQQQSGEF
SFLKDLKGRQPLRSGPTHVSTRNAD
IFNSDVVIVERGKGDGVPERRKFGR
MKLLQFCENHRPAYWGTWNKKTAL
IRARDPWAQDTKLLDYEVDSDEEWE
EEEPGESLSHSEGDDDDDMGEDED
EDDGFFVPHGYLSEDEGVTEECADP
ENHKVRQKLKAKEWDEFLAKGKRF
RVLQPVKIGCVWAADRDCAGDDLKV
LQQFAACFLETLPAQEEQTPKASKR
ERRDEQILAQLLPLLHGNVNGSKVII
REFQEHCRRGLLSNHTGSPRSPSTT
YLHTPTPSEDAAIPSKSRLKRLISENS
'VYEKRPDFRMCWYVHPQVLQSFQQ
EHLPVPCQWSYVTSVPSAPKEDSGS
VPSTGPSQGTPISLKRKSAGSMCITQ
FMKKRRHDGQIGAEDMDGFQADTE
EEEEEEGDCMIVDVPDAAEVQAPCG
AASGAGGGVGVDTGKATLTASPLGA
S




