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Figure S1. Parasitemia intensity (SQ values obtained from qPCR) and percent of total reads 

mapping to the assembled Plasmodium relictum GRW4 transcriptome. The blue line indicates the 

linear relationship (Pearson’s correlation test: t = 5.51, df = 32, p = 4.52e-06, r = 0.70).  
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Figure S2. PCA of Plasmodium relictum GRW4 transcriptomes in all paired samples (host 

individuals with parasite transcriptional data at both intermediate and peak infection stages). 

Dashed lines connect parasite transcriptomes from the same host individual.  

 

 

 

 


