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Supplementary Figure 2. Correlations of the expression levels of HSP90s with tumor stages and
prognostic values of HSP90s in breast cancer patients. (A) The UALCAN is used to determine the
relationship between the expression levels of HSP90AA1, HSP90ABI, HSP90B1, and TRAPI and
tumor stages in breast cancer patients (p < 0.05). The x-axis indicates the stage of breast cancer
tumors, and the y-axis shows the expression level of HSP90s (gene expression ~ pathological stage).
(B) The overall survival curves comparing breast cancer patients with high (red) and low (blue)

HSP90s expression levels are plotted using the GEPIA.




