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INTRODUCTION, AIM OF STUDY:

Recently, we observed bladder cancer signaling changes that were orchestrated by WWOX, AP-2a, and AP-2y proteins. However, 1n that project,
we mainly focused on signaling pathways regulated by protein-encoding genes. Since the literature on WWOX/AP-2 and non-coding (nc)RNA
merits attention, this study aimed to initially construct an ncRNA-containing network with WWOX/AP-2 and then investigate the most
relevant observations in the context of bladder cancer cell lines and patients. Our research brings significant value 1n the field since WWOX
has not been investigated for its role 1n regulating non-coding RNA 1n bladder cancer, placing our study at the beginning of such literature.

MATERIALS AND METHODS:
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Ultimately, WWOX was found to be implicated in the positive feedback loop with LINCO01137, 1.e., the IncRNA that sponges WWOX-targeting
miR-186-5p. It 1s advisable to perform subsequent research to depict the relationships in a broader context, which may confer benefits to the clinic.



