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We applied chromatin immunogrecipitation sequencing (ChIP-Seq) to profile
super-enhancers (SE) using two independent cetuximab-resistant O0SCC cell lines. In total, 64
chromosomal loci by histone H3 lysine 27 acetylation (H3K27ac) ChIP-Seq were identified as common SE

in cetuximab-resistant 0SCC cells. In addition, a total of 131 genes were located in SE regions,
and 34 genes were upregulated in 0SCC tissues by TCGA-OSCC analysis. Moreover, highly expression of
four genes (C9orf89, CENPA, PISD, and TRAF2) were predicted as a poorer prognosis factors for 0SCC
patients according to log-rank tests. Increased expression of the four genes frequently co-occurred

in data of TCGA-OSCC analyses. The four genes® high and low expression groups showed significant
differences in prognosis. Analysis of these genes could contribute to an improved understanding of
cetuximab resistance in 0SCC patients.
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