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MiR-143 suppresses breast cancer proliferation through targeting KRAS and associates favorable
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Backg und

MicroRNA-143(miR-143) is known to function as the tumor suppressor in various cancers, including breast cancer. Recently,
tumor immune microenvironment has attracted attention because it has been proposed that predominance of pro-cancer over
anti-cancer immune cells is i with cancer p ion. For instance the predominance of T helper cell type 2 (Th2) over
Th1 is reported to associate with the breast cancer 1t and .p ion. Among the subt; estrogen receptor (ER)
positive is the most common subtype of breast cancer. Therefore, it is critical to investigate the mechanism of how the tumor
immune microenvironment is shaped in the ER positive subtype. Regarding the association with the tumor immune
microenvironment, miR-143 has been reported to suppress tumor evasion of colorectal cancer cells.

In this study, we hypothesized that the miR-143 has favorable effect to the tumor immune microenvironment which leads to
better survival of ER positive breast cancer patients.

Material & Methods

We obtained the clinicopathological data and survival information of 755 breast cancer patients from The Cancer Genome Atlas
(TCGA) database. Survival analysis, Overall survival (OS) and Disease free survival (DFS), was conducted comparing the high
and low expression groups. CYT score, CIBERSORT, and other immunological factors were used to estimate intratumoral immune
cell composition in whole cohort of breast cancer patients. Also, gene set enrichment analysis (GSEA) was performed between
miR-143 high and low expression groups within the whole cohort.

MiR-143 high expression tumors was associated with
enrichment of Th1 related gene sets in whole cohort
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miR-143 functions differently to the tumor immune microenvironment
depending on ER positivity.
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