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Figure S1 The expression of 9 TLS signature genes in tumor versus normal tissues in the TCGA cohort. The scattered dots represent the gene expression of the two groups. The thick lines represent the median value. The bottom and top of the boxes are the 25th and 75th percentiles (interquartile range), respectively. Significant statistical differences between the two groups were assessed using the Wilcoxon test (ns: not significant, *p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001).
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Figure S2 Kaplan-Meier curves for OS according to 9 TLS signature genes expression. Plots show (A) CCR6; (B) CD1D; (C) CD79B; (D) CETP; (E) EIF1AY; (F) LAT; (G) PTGDS; (H) RBP5; and (I) SKAP1 in the TCGA cohort.
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Figure S3 Kaplan-Meier curves for OS according to 9 TLS signature genes expression. Plots show (A) CCR6; (B) CD1D; (C) CD79B; (D) CETP; (E) EIF1AY; (F) LAT; (G) PTGDS; (H) RBP5; and (I) SKAP1 in the METABRIC cohort.


[image: ]
Figure S4 The expression of TLS signature in different ER, PR, and HER2 status (A-C), TNBC and none-TNBC tissues (D), and molecular subtypes (E) in the METABRIC cohort. Significant statistical differences in different groups were assessed using the Wilcoxon test or Anova test (ns: not significant, *p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001).
[image: ]
Figure S5 Differentially expressed genes and functions in different TLS signature subgroups in the TCGA cohort. Heatmap displaying all differentially expressed genes (DEGs) in the high-TLS signature group (A) and low-TLS signature group (D). Gene Ontology (GO) enrichment analysis of the DEGs in the high-TLS signature group (B) and low-TLS signature group (E) (p < 0.05). Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway analysis of the DEGs in the high-TLS signature group (C) and low-TLS signature group (F) (p < 0.05).
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Figure S6 Differentially expressed immune-related genes and functions in different TLS signature subgroups in the TCGA cohort. Heatmap displaying immune-related differentially expressed genes (DEGs) in the high-TLS signature group (A) and low-TLS signature group (D). Gene Ontology (GO) enrichment analysis of the immune-related DEGs in the high-TLS signature group (B) and low-TLS signature group (E) (p < 0.05). Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway analysis of the immune-related DEGs in the high-TLS signature group (C) and low-TLS signature group (F) (p < 0.05).
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Figure S7 The relationship between TLS signature and total mutational burden (TMB). Differences in TMB between the TLS signature high and low groups in the TCGA cohort (A). Correlation analysis between TLS signature and TMB in TCGA (B) and METABRIC (C).
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Figure S1 


The expression of 9 TLS signature genes in tumor versus normal tissues in 


the TCGA cohort.


 


The scattered dots represent the gene expression of the two groups. 
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