
File name: Supplementary Data 1 

Description: The marker genes of 40 cell clusters. Each cell cluster was compared 

with other clusters to obtain the most up-regulated genes. Statistical testing 

was performed by a two-sided Wilcoxon test. The P-values were corrected with 

Benjamini-Hochberg adjustment. 

 

File name: Supplementary Data 2 

Description: The number of cells per cell cluster, per patient, or per tissue 

source. 

 

File name: Supplementary Data 3 

Description: The signature genes for each cell cluster used in this study.  

 

File name: Supplementary Data 4 

Description: The differential genes of malignant cells between LNMT and PT in 5 

represented patients. Statistical testing was performed by a two-sided Wilcoxon 

test. The P-values were corrected with Benjamini-Hochberg adjustment. 

 

File name: Supplementary Data 5 

Description: The GSEA pathway enrichment results for comparing malignant cells 

between LNMT and PT in 5 represented patients. Statistical testing was performed 

by permutation test. The P-values were corrected with Benjamini-Hochberg 

adjustment. 

 

File name: Supplementary Data 6 

Description: The shared GSEA pathway across 5 represented patients.  

 

 


