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ABSTRACT This study aims to provide a comprehensive pathway regulated by ATF1 and screen for differences
between cancer and normal cells. Genome-wide mRNA expression microarrays were performed using RNA isolated from
ATF1 over-expressing CNE1 and NP69 cells. The ATF1 regulating expression pattern and signaling was investigated by
GO annotation, KEGG pathway and PPI network. A total of 1651 genes were found to be expressed differentially
between CNE1-ATF1 and CNE1-control cells, 4304 genes were shown to be expressed differentially between NP69-
ATF1 and NP69-control cells. In the GO annotation, KEGG analysis and PPl networks, pathways associated with
cancer, apoptosis and cell proliferation exhibited the most significant correlation with ATF1 modulation in both cells.
Different pathways were suggested as immune response in CNEL cells and metabolism in NP69 cells. Taken together, the
data of this study provide a comprehensive signaling pathway regulated by ATF1 and figure out the differences between
cancer and normal cells.



