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Figure S2. Association of rs9383590 genotypes with the survival of human breast cancer patients.
Patients with TC and CC genotypes were combined into one group, and compared to TT patients.
Kaplan-Meier analyses of the overall survival, disease-free survival and metastasis-free survival in
unselected patients (top row; n=133), estrogen receptor (ER) positive patients (second row; n=75),
ER negative patients (third row; n=55), and luminal A patients (bottom row; n=62) are shown.
Numbers (1) of patients in each group and p-values (p) determined by log-rank tests are indicated.




