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Neckmann and Wolowczyk et a. GREM1 is associated with metastasis and predicts
poor prognosis in ER-negative breast cancer patients
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Figure S1. High GREM1 expression correlateswith OSin breast cancer patients.
Relationship between GREM1 gene expression and OS in breast cancer patients using

KM plotter. High and low expression was determined using best cut off.




