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Additional file 9: Heatmap plot of the relative changes in protein expression between HP and
WT strains for proteins in select functional groups at two different timepoints. The changes in
expression are presented as log, of the ratio between raw expression in HP and expression in
WT with red fields representing upregulation in HP and green fields representing
downregulation in HP. Proteins are labeled according to their gene names and split into
functional groups according to KEGG pathway annotations.



