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Figure S1. Phosphoproteome of RAW 264.7 infected with Francisella. Heatmaps
show the abundances of all phosphopeptides in the course of infection. Abbreviations:
M, mock-infected; W, wild type-infected; L, AlpcC-infected.
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Figure S2. Transcriptomic analysis of spleens from mice infected with
Francisella. A, Histogram of the abundance of all mMRNAs measured in the microarray
analysis. B, Histogram of the abundance of mRNAs previously reported to be degraded
by tristetraprolin (TTP). C, Heatmap of mMRNAs previously reported to be degraded by
tristetraprolin (TTP). Abbreviations: M, mock-infected; W, wild type-infected; L, AlpcC-

infected.



