SUPPLEMENT FIGURE LEGENDS
Fig S1: Quality assessment of the mouse caecum samples for the gene expression analyses. Cellular composition of the samples isolated from control and Eimeria-infected animals as judged by flow cytometry (A) and quantitative PCR (B). Total cell numbers or transcript abundance of epithelial (UEA+, EPCAM) and immune cells (CD45+) based on specific markers is shown. Samples consisted of mainly the epithelial cells accounting for >80%. (C) Schematized overview of sample preparation for the gene expression analyses. The mouse caecum samples enriched in epithelial cells were subjected to RNA isolation, followed by labeling with fluorescent dyes (Cy3, Cy5) and hybridization to the whole-genome mouse microarray chip. Quality of RNA was determined by Bioanalyzer (Agilent Technologies), and a RIN value above 7 was considered appropriate. Cy3-labeled uninfected samples were hybridized together with Cy5-labeled infected samples, and vice versa, on a single 4x44K microarray chip.
Fig S2: The mouse gene modulation is amplified during the late parasite infection. Ingenuity Pathway Analysis suite was used to classify the induced (smooth bar) and repressed (hatched bar) mouse genes among different biological categories during early (24 hrs) and late (144 hrs) infection with Eimeria. The cellular phenomena (A) and metabolic functions (B) affected in the parasitized animals following 24 hrs (light red/green) and 144 hrs (dark red/green) of infection are depicted. Induced and repressed genes are indicated in the red and green color, respectively.

Fig S3: Eimeria infection of mouse perturbs host IFN(-signaling. The IFN(-regulated protein network modulated in the parasitized mouse caecum epithelial cells at 24 hrs post-infection. Ingenuity Pathway Analysis was used to generate a network of IFN(-regulated mouse genes induced (red) or repressed (green; absent) in the parasitized samples. The numbers indicate fold-changes in the expression levels.

Fig S4: Eimeria modulates IFN(-signaling in mouse. The IFN(-regulated network in the parasitized mouse caecum cells during late (144 hrs) infection. Ingenuity Pathway Analysis was used to generate an IFN(-regulated network. The proteins induced or repressed upon infection are shown in red and green colors, respectively. The numbers below the shapes indicate fold-changes in the expression levels.

