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0x9 regulates many developmental processes. To identify genes that are
regulated by Sox9 in salivary gland development, we performed Sox9 ChlP-seq in embryonic salivary
gland. A total of 760 regions were detected as Sox9-associated genomic regions. Gene ontology
analysis using Genomic Regions Enrichment of Annotations Tool showed that Sox9 peaks were
significantly associated with genes related to epithelial tube formation. To confirm the integrity
of Sox9 ChlIP-seq analysis, we performed de novo motif analysis using whole Sox9 peaks. The consensus
Sox dimer motif was identified as the top enriched motif. This motif was mapped to 45% of all Sox9
peaks. Moreover, fifty genes overlapped between those up-regulated according to RNA-seq in embryonic
salivary gland. In addition, several overlapping genes were involved in these exocrine glands
development.
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