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Figure S1: Changes in the expression levels of top 10 signature genes in mice and humans 21 

Left panel: Expression values of normalized log2 transformed signal intensities in the blood of 22 

H1N1 infected mice at different time points p.i. relative to expression levels in mock-infected 23 

control mice. Please note that less than 10 genes are shown for mice because not all human 24 

genes had orthologues represented on the mouse expression array. Mock-infected control mice 25 

are designated ‘md3’, infected mouse groups are labelled ‘d3’ and ‘d5’ representing the time 26 

points p.i. Mouse strains: B6: C57BL/6J; 129: 129S1/SvlmJ; CAST: CAST/EiJ; PWK: PWK/PhJ. 27 

Right panel: Expression values of normalized log2 transformed signal intensities in the blood of 28 

infected human volunteers at different time points p.i. relative to expression levels in control 29 

samples before infection (pre.chal.basel’). ‘T’ designates samples from infected patients at the 30 

indicated time points. Infections were performed in humans with two IAV substrains, H1N1 and 31 

H3N2. 32 
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 34 

Figure S2: PCA analysis of signature gene expression values in the blood of human volunteers 35 

Principle component analysis (PCA) was performed with normalized log2–transformed 36 

expression values for the signature genes identified in infected human volunteers (including 37 

XIST)1. Horizontal and vertical axis represent principle component 1 and 2, respectively. The 38 

first two principal components represent 71 % and 16 %, respectively, of the total variation. Dots 39 

represent individual samples from patients at the indicated times p.i. Colors represent the non-40 

infected samples and samples from different time points p.i. Note the two distinct groups (males 41 

and females) separated by PC2 which is due to inclusion of XIST as a signature gene. 42 
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Supplemental Tables 45 

Table S1: Signature gene list from table S4 from1. 46 

Table S2: Mouse signature genes that were identical by name to the human signature genes 47 

(Table S1) and represented on the microarray. 48 
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