©
2020 2023

TGFB cis-NATs

Investigating the physiological function and molecular mechanisms of cis-NATs
responding to TGF_beta

Ohhata, Tatsuya

3,300,000
TGFB cis-NATs
TGFB cis-NATs
CCIVR TGFB
cis-NATs Ohhata T et al., 2022 RNA
CCIVR2 Suzuki M et al., 2023 CCIVR/CCIVR2 RNA
cis-NATs RNA-seq
cis-NATs CCIVR Ohhata T et al., Sci Rep., 2022
RNA CCIVR2 Suzuki M et al., Sci Rep., 2023

CCIVR/CCIVR2

TGFB 1is a growth factor with dual functions to ﬂromote or suppress tumor
growth. cis-NATs are a class of antisense transcripts transcribed from the same genomic region of
the sense strand. In this proposal, we attempted to comprehensively identify the TGF( -responsive
cis-NATs and elucidate their physiological functions and molecular mechanisms.

In this study, we developed an original program called CCIVR and successfully identified several
functional TGFB -responsive cis-NATs (Ohhata T et al., Sci Rep 2022). In addition, we developed
another original program, CCIVR2, which also facilitates the identification of non-overlapping
antisense transcripts (Suzuki M et al., Sci Rep., 2023). CCIVR/CCIVR2 is therefore a valuable
bioinformatics tool for the analysis of functional antisense transcripts in different species and
numerous biological processes.
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