
Figure 1. Characterization of Effector, Memory, and Exhausted LCMV-Specific CD8+ T Cells
(A) Naive CD8+CD44lo andH2-DbGP33 tetramer+ CD8+ T cells were sorted at d0 and d6, d8, d15, and d30 p.i., respectively. Representative expression of CD127

and PD-1 at these time points is shown.

(B) Global mRNA expression profiles of naive and effector, memory, and exhausted CD8+ T cells from acutely resolved and chronic LCMV infection. The top 25

most differentially expressed genes at each time point were identified. Black bars mark effector-biased genes. Green and red represent low and high relative

expression, respectively.

(C) Gene coexpression network construction was performed. Pearson’s correlation between the expression profiles of each pair of genes, for both all naive and

acute arrays (left) and also across all naive and chronic arrays (right), were hierarchically clustered and visualized as heatmaps. Positive correlations are yellow

and negative correlations purple.

(D) Coexpression module identification. Highly coexpressed modules were defined (see Experimental Procedures).

(E) Genes of each module were hierarchically clustered and expression levels were plotted as heatmaps; blue indicates low relative expression and red high

relative expression.
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