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Supplementary Figure 1: Pipeline of next generation sequencing data analysis (A) whole exome sequencing (B) RNA-Seq.
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Supplementary Figure 2: Immune pathway gene set expression that associated survival duration in metastatic BC.
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Supplementary Figure 3: The association between mutation burden and immune gene set expression.
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Supplementary Table 1: Impact of clinicopathological characteristics on immune signature
(N = 37). See Supplementary Table 1

Supplementary Table 2: Clinicopathological characteristics of metastatic breast cancer NV =37. See
Supplementary Table 2

Supplementary Data 1: list immune_pathway. See Supplementary Data 1



