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Figure S1: Cytokine milieu during hepatic amebiasis and listeriosis

A) Cytokine concentration in murine liver lysate at indicated time points after intrahepatic
infection of 2.5x10° E. histolytica trophozoites or intravenous infection of 2x10* L.
monocytogenes determined by multiplex cytokine assay (LegendPlex, BL). Absolut numbers
of pro-inflammatory and anti-inflammatory monocytes on d3 and d5 p.i. from B) E. histolytica
and C) L. monocytogenes infected mice. D) Liver sections from E. histolytica infected (d3 p.i.)
and naive mice were stained with anti-E. histolytica (pool: anti-170kDa Lectin, anti-220kDa
Lectin, anti-SOD, anti-peroxiredoxin) and mAbs against CD11b (EPR1344) and Ly6C (ER-
MP20). One representative experiment out of 3 (A-D) is shown. Data are expressed as mean
+ SEM. p values were determined using the Mann-Whitney U test (*p <0.05; **p <0.01; ***p
<0.001).
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Figure S2: Comparative analysis of transcriptome and FACS data of liver-specific
Ly6Chile monocytes from E. histolytica and L. monocytogenes infected C57BL/6 mice. 20 most
significant regulated genes between A) pro-inflammatory and B) anti-inflammatory monocytes. Most
abundant and regulated GO-Term (n=20) comparing significant regulated genes C) from pro-
inflammatory and D) anti-inflammatory monocytes; E) Volcano-Plot of regulated genes expressed
by Ly6Ch and Ly6C' monocytes. Plotting log-p values against log2-fold changes reveals
significantly (red) and non-significantly (black) regulated genes. F) Selection of upregulated IFN and
TLR related genes.
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Figure S3: Expression pattern of CD14, CD38, CD74 and CD86 on Ly6Ch monocytes derived from different

organs during the course of infection with E. histolytica and L. monocytogenes.

Determination of percentages of positive cells and MFI for selected markers on Ly6C" monocytes from A) spleen,
B) blood and C) bone marrow. Data were pooled from three independent experiments, MFI data in A-C represent

one out of three experiments. Data are expressed as the mean + SEM. p values were determined using the Mann-
Whitney U test (*p <0.05; **p <0.01; ***p <0.001).



