Additional file 9.

Comparison of transcript and protein abundance profiles for the eleven genes

identified by both transcriptome and proteome analyses as being differentially
expressed in the AbldA mutant.
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Normalized log2 transcript abundance

Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance
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Profiles are the average of triplicate experiments for transcript abundance, and duplicate for protein abundance



