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H3 acetylation profiles of Jurkat cell line with and without HDAC (histone
deacetylase) inhibitor SAHA (Vorinostat) treatment were analyzed by ChlP-seq. Integrated analysis of
H3 acetylation profile and gene expression profile revealed that only 7 % genes were acetylated
among up-regulated genes by SAHA treatment. This result suggested that exploring direct target of
HDAC inhibitor require not only gene expression analysis but also histone acetylation analysis.
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Jurkat SAHA

SAHA
GOterm pval
cell-matrix adhesion 0.0001
outer dynein arm assembly 0.0005
negative regulation of cell migration 0.0006
cardiac epithelial to mesenchymal transition 0.0012
negative regulation of smooth muscle cell proliferation 0.0013
cytoskeleton organization 0.0017
negative regulation of growth 0.0027
positive regulation of cAMP biosynthetic process 0.0027
DNA methylation 0.0037
regulation of neuron apoptotic process 0.0037
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