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Long non-coding RNA (IncRNA) has gained much attention due to its importance
in every aspect of cellular and molecular processes. Recently, a lot of studies have reported a
list of IncRNA genes whose expressions are dysregulated in cancer, however functions of these
IncRNAs are largely unknown. In this study, we focused on pairs of mRNA and divergently transcribed
IncRNAs in the same genomic region, and investigated whether there is a functional relationship
between mRNA and divergently transcribed IncRNA. We first analyzed public and original expression
dataset and finally selected one pair of mRNA and IncRNA for further functional analysis. We found
that both the mRNA and the IncRNA have a function related to immune response, however at this point,

we haven"t have a evidence of functional relationship between them.
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