Supplementary Figures
[image: 1-2]
Figure S1 Identification of hub LRGs in the GSE76250 dataset. A Cluster dendrogram of the co-expression network. B Scatter plot of module membership (MM) versus gene significance (GS) in blue and green modules. C Gene significance across blue and green modules. D Expression patterns of 10 hub LRGs. E KEGG enrichment pathways of 10 hub LRGs.
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Figure S2 Immunological differences between two clusters and external dataset validation. A Analysis of the infiltration level of each immune cell in two clusters of TNBC samples based on the CIBERSORT algorithm in GSE76250 datasets. B Box plot showing the ImmuneScore of two clusters in GSE76250 datasets. C Differential analysis of hallmark terms was conducted among two clusters in GSE76250 datasets. D-E Consensus matrix heatmap when k =2 and t-sne analysis in TNBC samples of GSE65194 and GSE76275 datasets.
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Figure S3 Diagnostic efficiency of the model. A ROC curve of SVM+Ridge model constructed by 8 key diagnostic genes for GSE76275 and TCGA BRCA datasets. B The relative expression of key diagnosis genes in GSE65194 datasets. C Nomogram used for predicting TNBC risk in GSE65194 datasets. D Calibration curve showing predicted performance of the TNBC model in GSE65194 datasets. E ROC curves were used to evaluate the accuracy of the TNBC model in GSE65194 datasets.
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Figure S4 Validation of the prognostic performance of PGK1. A The time-dependent ROC curve showing the prognostic effect of PGK1. B Prognostic Kaplan-Meier (KM) curves for PGK1 in the TNBC samples of GSE58812 dataset of KM plotter (https://kmplot.com/analysis/). C-D Univariate and multivariate Cox regression prognostic indicators in the GSE58812 dataset. E Expression of PGK1 in TNBC tissues.
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Figure S5 PGK1’s effects on immunity. A The correlation between PGK1 and immune cells calculated by ssGSEA. B-D The immune, estimate and stromal score (B); TIDE risk values (C); and IPS (D) in high and low-expression groups in TNBC samples of TCGA BRCA dataset.














[image: Figure S6]

[bookmark: _GoBack]Figure S6 Figure S6. Correlation between PGK1 expression and lactylation-related pathway activity. A The GSVA score of lactylate-related gene sets in PGK1 high- and low-expression groups in TNBC samples of TCGA BRCA dataset. B Mantel test showing correlation between PGK1 expression and lactylate-related gene sets.
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