


Figure S1. RNAseq analysis of tick gene transcripts detected in pools of flat and 

fully-fed Ixodes persulcatus ticks removed from human patients at Mudanjiang 

Forestry Central Hospital in Heilongjiang Province, China. Heatmap with clusters 

showing the Pearson correlation matrix for pairwise sample comparisons of 

differentially-expressed genes in flat (pools TG1, TG2, and TG13) and fully-fed 

(pools TG5, TG6, and TG15) ticks. 

 





Figure S2. RNAseq comparison of tick gene transcripts detected in pools of flat and 

fully-fed Ixodes persulcatus ticks removed from human patients at Mudanjiang 

Forestry Central Hospital in Heilongjiang Province, China. Taxonomic classification 

of differentially-expressed genes with similar expression patterns based on the 

Clusters of Orthologous Groups (COG) database (A) COG classification of genes up-

regulated in fed versus unfed ticks; (B) COG classification of genes down-regulated 

in fed versus unfed ticks. 

 


