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Figure S1. The sample distribution in TCGA, METABRIC discovery and validation datasets. 

MD: METABRIC discovery; MV: METABRIC validation. 

 

 



 

 

Figure S2. Heatmap of all samples in the TCGA and METARIC datasets using the 345 

glycogenes. The legend in the right-side of heatmap shows the different classification subtypes 

with various colour labels and UNS/UNC indicates unclassified samples. 
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Figure S3. The expression of 34 glycogenes among non-TNBC, TNBC, and normal. * < 0.05; ** < 0.01; *** < 0.001. 

 

 

 

 

 



 

 

 

 

Figure S4. Multivariate Cox analysis for OS and RFS within TNBC utilizing 34 glycogenes 

in TCGA database. HR, hazard ratio; OS, overall survival; RFS, relapse-free survival. 

 



 

 

Figure S5. Comparison of correlation coefficient between gene and CNA/DM for strongly, 

moderately and weakly regulated genes. Orange colour dots: genes other than the top 10 

strongest correlating ones to CNA/DM; green colour dots: genes with the top-10 coefficients 

with both CNA and DM; skyblue colour dots: genes with the top-10 coefficients with CNA; 

purple colour dots: genes with the top-10 coefficients with DM. 

 



 

 

Figure S6. The top 10 differential CNA/DM-regulated glycogenes between TNBC and non-

TNBC. 

 

 

 

 



 

Figure S7. Two representative steps for TFs selection. (A) The matrix of TFs with different 

frequency across 100 various λ values for one critical glycan gene. ✓ represents this TF presents 

in the corresponding model and ✖ represents the TF misses in the corresponding model. (B) 

A representative example of LASSO-based MSE across all the Freq. The minimal mean MSE 

corresponds the optimized TF frequency. 
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