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Supplementary tables. 

 

Supplementary Table S1. Top 10 most significantly changed pathways day 1 (24h) and day 4 

post infection with Plasmodium y. nigeriensis N67 and P. y. yoelii 17XNL.  

 

Supplementary Table S2. Selected enriched and activated or inhibited pathways day 1 and day 

4 after infection with Plasmodium y. nigeriensis N67 or P. y. yoelii 17XNL, sorted by Z-score. 

 

Supplementary Table S3. Gene expression levels in selected pathways differentially regulated 

between day 1 and day 4 post infections with Plasmodium y. nigeriensis N67 or P. y. yoelii 

17XNL. 

 

Supplementary Table S4. Gene expression levels in heme biosynthesis pathways differentially 

regulated between day 1 and day 4 post infection with Plasmodium y. yoelii N67. 

 

Supplementary Table S5. Upstream regulators of activated or inhibited signaling pathways day 

1 and day 4 post infection with Plasmodium y. nigeriensis N67 or Plasmodium y. yoelii 17XNL. 

 

Supplementary Table S6. Z-scores of enriched pathways after infection with Plasmodium y. 

nigeriensis N67, Plasmodium y. yoelii 17XNL, and their 24 progeny. 

 

Supplementary Table S7. Genes that are significantly differentially expressed in mice infection 

four P. yoelii strains. 
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Supplementary Figures  

 

 

Supplementary Figure S1. Comparison of interferon signaling (IFN-a/b and IFN-g) pathways 

in mice day 1 post infection with N67 (a) or 17XNL (b). Genes differentially expressed in 

infected and uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for 

analysis of gene interaction networks that were generated through the use of IPA (QIAGEN Inc., 

https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a), 

Differentially regulated genes in interferon signaling pathways in mice day 1 post infection with 
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N67 parasite. (b), Differentially regulated genes in interferon signaling pathways in mice day 1 

post infection with 17XNL parasite. The names of molecules are as indicated. Red, up-regulated 

genes; green down-regulated genes. Darker colors suggest higher up- or down-regulated, 

respectively. Arrows point to genes with lower expression in 17XNL infected mice. 

 

 

 

Supplementary Figure S2. Comparison of interferon signaling (IFN-a/b and IFN-g) pathways 

in mice day 4 post infected with N67 (a) or 17XNL (b). Genes differentially expressed in 

infected and uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for 
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analysis of gene interaction networks that were generated through the use of IPA (QIAGEN Inc., 

https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a), 

Differentially regulated genes in interferon signaling pathways in mice day 4 post infection with 

N67 parasite. (b), Differentially regulated genes in interferon signaling pathways in mice day 4 

post infection with 17XNL parasite. The names of molecules are as indicated. Red, up-regulated 

genes; green down-regulated genes. Darker colors suggest higher up- or down-regulated, 

respectively.  
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Supplementary Figure S3. Expression regulation of genes in dendritic cell (DC) maturation 

pathway day 1 and day 4 post infection with N67. Genes differentially expressed in infected and 

uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for analysis of 

gene interaction networks that were generated through the use of IPA (QIAGEN Inc., 

https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a), Expression 

and interaction network of key genes in DC maturation pathway day 1 post infection with N67. 

(b), Expression and interaction network of key genes in DC maturation pathway day 4 post 

infection with N67. Red, up-regulated genes; green, down-regulated genes. Darker colors 
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suggest higher up- or further down-regulated genes, respectively. Symbols for molecular 

functions are as presented in the side box. 

 

 

Supplementary Figure S4. Expression regulation of genes in Th1 pathway day 1 and day 4 post 

infection with 17XNL. Genes differentially expressed in infected and uninfected mice with a 

cutoff value of 1.2-fold or larger changes were selected for analysis of gene interaction networks 

that were generated through the use of IPA (QIAGEN Inc., https://www.qiagenbio- 

informatics.com/products/ingenuity-pathway-analysis). (a), Expression and interaction network 

of key genes in Th1 pathways day 1 post infection with 17XNL. (b), Expression and interaction 

network of key genes in Th1 pathways day 4 post infection with 17XNL. Red, up-regulated 

genes; green, down-regulated gene. Darker colors suggest higher up- or further down-regulated 

genes, respectively. Symbols for molecular functions are as presented in the side box. 
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Supplementary Figure S5. Expression regulation of genes in mitotic roles of Polo-like kinase 

pathway day 1 and day 4 post infection with N67. Genes differentially expressed in infected and 

uninfected mice with a cutoff value of 1.2-fold or larger changes were selected for analysis of 

gene interaction networks that were generated through the use of IPA (QIAGEN Inc., 

https://www.qiagenbio- informatics.com/products/ingenuity-pathway-analysis). (a), Expression 

and interaction network of key genes in mitotic roles of Polo-like kinase pathway day 1 post 

infection with N67. (b), Expression and interaction network of key genes in mitotic roles of 

Polo-like kinase pathway day 4 post infection with N67. Red, up-regulated genes; green, down-

regulated gene. Darker colors suggest higher up- or further down-regulated genes, respectively. 

Symbols for molecular functions are as presented in the side box. 
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Supplementary Figure S6. Original Western blot images for panels in Figure 3b. The areas 

within the white boxes are cropped and presented.  

 

 

 

 

 

 

 

 

 

 


