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Additional File 11: Figure S4. Ontology enrichment analysis of 35 VL-blood associated DEGs that mapped to six
chromosomal “hot spots”.

Chromosomal distribution of the genome-wide VL-blood expression dataset with 99 DEGs revealed six transcriptional
“hot spots” where the DEGs mapped in significant stretches. Ontology enrichment analysis was performed on the 35
DEGs included within the 6 “hot spots”, demonstrating an over-representation in the following categories: (a) canonical
pathways (b) GO processes (¢) process networks and (d) diseases by biomarkers. Top ten enrichments are sorted and
ranked by p-value shown on a logarithmic scale. A lower p-value indicates higher statistical significance.
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