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Figure S1 Relationship between RAD51 expression and the infiltration scores of
six immune cell types (B cell, CD4* T cell, CD8* T cell, neutrophil, macrophage,
and dendritic cell) in several tumors (KIRC, LGG, LIHC, THCA and THYM)
accessible in TIMER.
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Figure S2 Correlation of RAD51 expression with (A) macrophages, (B) chemokine,
(C) immunosuppressive genes and (D) MHC genes. Red represents positive
correlation, blue represents negative correlation, and the darker the color, the stronger
the correlation. *P < 0.05, **P < 0.01, ***P < 0.001, ****P < 0.0001.
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