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Recent studies demonstrated that insulin-like growth factor-2 binding
protein 3 (IGF2BP3) as an mRNA binding protein, was overexpressed in colorectal cancer (CRC) cells
and related to the tumor behavior such as cell growth, cell migration, cell invasion, and
metastasis. However, the biological role of IGF2BP3 in CRC is still unclear. We focused on the
IGF2BP3 related molecules whose expression levels of mRNAs and proteins were altered by knockdown
(KD) of IGF2BP3. IGF2BP3 KD by siRNA in CRC cells repressed the cell proliferation of CRC cells.
Moreover, our mass spectrometry analysis demonstrated that the expression levels of proteins related

to the positive regulation of apoptosis were increased and the translation-related proteins were
decreased. These results suggest that IGF2BP3 play an important role in CRC cell behavior through
the regulation of apoptosis and translation.
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