Supplementary information 
Additional file 1. Genome-wide distribution and width of H3K4me3 peaks in promastigotes (sample 17) and amastigotes (sample 26). Information regarding the type of sequence underneath the enriched regions are also provided. As a comparison, also the six small H3K27me3 peaks in amastigotes (sample 32) are indicated. 

Additional file 2. Technical evaluation of the ChIP procedure. (A) Chromatin was extracted as described in the Material and Methods section and chromatin fragmentation was evaluated by electrophoretic separation on 1.3% agarose gel followed by GelRed staining of purified input DNA. (B,C) Transcriptionally active (VCL) and inactive (HAPLN1) promoter regions of THP-1 cells were amplified by real-time qPCR (each sample amplified in triplicate) to evaluate the specificity of H3K4me3 and H3K27me3 immunoselections. Enrichments are expressed as percentage of bound respect to the input.

Additional file 3. Sequencing reads and mapping statistics.

[bookmark: OLE_LINK1]Additional file 4. Genome-wide distribution of H3K4me3 in L. infantum promastigotes. The ChIP enrichment for histone H3K4me3 in sample containing promastigotes and THP-1 cells is presented relative to THP-1 cells only (non-infected control) for all 36 chromosomes. In each panel, the x-axis represents the position along the chromosome according to the L. infantum JPCM5 reference sequence, and the y-axis indicates the score range (i.e., reads pileup). The x scale in each panel is different since the chromosomes are from 278 kb to 2740 kb in length. On the top track, the annotated transcripts are shown. Red arrows indicate TSS regions not showing H3K4me3 peaks. 

Additional file 5. Comparison between L. major H3 acetylated and L. infantum H3K4me3 peaks distribution mapped in L. major strain Friedlin genome. Differences in genomic coordinates in chromosomes 21, 30, 32 in data from Thomas et al (21) are due to update of L. major strain Friedlin genome and are indicated in red (see also co-localization of peaks in additional file 6). The H3 acetylated peaks that do not have a counterpart in H3K4me3 peaks are highlighted in yellow. 

Additional file 6. Co-localization of H3K4me3 peaks in L. infantum and H3 acetylated peaks in L. major. The H3K4me3 enriched regions in L. infantum were mapped in L. major strain Friedlin and visualized on JBrowse (lower blue tracks) together with tracks containing H3 acetylated peaks from Thomas et al. (21) (middle red tracks). The upper blue track represents the KKT1 ChIP-seq (centromeres) (36). In each panel, the x-axis represents the position along the chromosome according to the L. major strain Friedlin reference sequence, and the y-axis indicates the score range. The x scale in each panel is different since the chromosomes are from 269 kb to 2682 kb in length. On the top track, the annotated transcripts are shown. 

Additional file 7. Comparison between L. major H3 acetylation and L. infantum H3K4me3 peaks distribution. Adapted from Thomas et al 2009 (21). Missing peaks from L. infantum or L. major are highlighted in red.
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