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Figure S1. Plot of differential gene expression under HSA treatment. The log fold
change values of all statistically significantly (FDR adjusted P-value of <0.1)
differentially expressed genes identified during transcriptomic analysis of A. baumannii

strain A118 cells during growth with or without HSA.

Figure S2. Gene ontology analysis of differentially expressed genes under HSA
treatment. The significantly differentially expressed genes identified during
transcriptomic analysis were categorized by their associated gene ontology terms and
were placed into one or more of the following categories: cellular component, biological
processes and/or molecular function, in an effort to identify their role/function. (A) Within
the three main gene ontology categories, up-regulated genes are depicted in dark blue
and down regulated genes are depicted in light blue. Furthermore, the number of genes
associated with each gene ontology term within the (B) cellular components, (C)

biological processes and (D) molecular function categories are depicted as a heat map.

Table S1 Information about all statistically significantly (FDR < 0.1) differentially
expressed genes including gene ID, name, function, log, fold change and FDR value.

Genes highlighted in green are discussed in detail.

Table S2 Information about all differentially expressed genes including gene ID,

annotation (when available), log. fold change and FDR value.
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