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[ Abstract] Objective To investigate the relationship between the expression of BRCA-1 and ERCC mRNA and pathological features
in colorectal cancer. Methods 58 specimens of colorectal cancer were collected, BRCA-1 and ERCC mRNA were measured by rapid
immunohistochemistry, the relationship between their positive expression and pathological features, and their relationship with prognosis, and the
relationship between the expression of BRCA-1 and ERCC mRNA in colorectal cancer The positive expression rate of BRCA-1 in patients with
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lymph node metastasis was significantly lower than that in patients without lymph node metastasis; Kaplan Meier survival analysis showed that
the average survival time of BRCA-1 positive expression was significantly longer than that of BRCA-1 negative expression (P < 0.05); Spearman
correlation analysis showed that there was a negative correlation between BRCA-1 and ERCC mRNA protein expression in colorectal cancer (P
< 0.05). Conclusion patients with BRCA-1 positive expression and ERCC mRNA negative expression have a high risk of metastasis and poor

prognosis.
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