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Figure S1. The human host transcriptome in L. amazonensis-infected DCL patients (A) A 

principal component analysis plot demonstrates wholetranscriptome differences between healthy 

(grey), LCL (blue), and DCL (red). Principal component 1 represents 44.43% of the variance and 

principal component 2 represents 14.95%. (B) A heatmap shows the correlation between human 

host gene expression among the 6 DCL patients (C-D) Venn diagrams show up (E) and 

downregulated (F) genes in DCL (red) and LCL (blue) circles compared to healthy skin. 


