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Abstract

The major established etiologic risk factor for oral cancer is tobacco (chewed, smoked and snuffed forms). Chewing form of
tobacco is predominantly used in India making it the leading cause of oral cancer. Despite being one of the leading causes of oral
cancer, the molecular alterations induced by chewing tobacco remains largely unclear. Carcinogenic effect of chewing tobacco is
through chronic and not acute exposure. To understand the molecular alterations induced by chewing tobacco, we developed a
cell line model where non-neoplastic oral keratinocytes were chronically exposed to chewing tobacco for a period of 6 months.
This resulted in increased cellular proliferation and invasive ability of normal oral keratinocytes. Using this cellular model we
studied the differential expression of miRNAs associated with chewing tobacco and the altered signaling pathways through which
the aberrantly expressed miRNAs affect tumorigenesis. miRNA sequencing was carried out using lllumina HiSeq 2500 platform
which resulted in the identification of 427 annotated miRNAs of which 10 were significantly dysregulated (> 4 fold; p-value <
0.05) in tobacco exposed cells compared to untreated parental cells. To study the altered signaling in oral keratinocytes
chronically exposed to chewing tobacco, we employed quantitative proteomics to characterize the dysregulated proteins.
Integration of miRNA sequencing data with proteomic data resulted in identification of 36 proven protein targets which (>1.5
fold; p-value < 0.05) showed expression correlation with the 10 significantly dysregulated miRNAs. Pathway analysis of the
dysregulated targets revealed enrichment of interferon signaling and mRNA processing related pathways in the chewing tobacco
exposed cells. In addition, we also identified 6 novel miRNA in oral keratinocytes chronically exposed to chewing tobacco
extract. Our study provides a framework to understand the oncogenic transformation induced by chromic tobacco exposure in
normal oral keratinocytes.
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