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The role of MACC1 in breast cancer

YAMAMOTO, YUTAKA

4,100,000

MACC1 cMet
MACC1
MACC1
MACC1 MACC1 cMet
MACC1

MACC1 is suggested to be a transcriptional regulator of cMet, leading to cancer
progression and metastasis in colorectal cancer (CRC). So far, the role of MACCLl in breast cancer (BC)
has scarcely been investigated. Here, we report its impact on the survival for BC patients and biological
function in the cell lines. Reduced MACC1 expressions were associated with BC patient’ s mortality. In
the cell lines, MACCL expression was much higher in CRC cells than BC cells. In MACC1 transfected cells,
MACC1 overexpression did not induce cMet expression in BC cells, whereas corresponding cMet expression
was slightly upregulated in CRC cells. Moreover, the binding of MACC1 to the cMet promoter was suggested
in CRC cells, but not in BC cells by ChIP assay. Our findings provide some novel insights into the role
of MACC1 for BC, as it was inconsistent with previous studies. There is possibility that MACC1 would not
modulate cMet signaling as a transcriptional factor for BC.
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