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Additional File 10: Table S7. Significant paired nodes within over-connected functional genes: We
activate the annotated VVL-blood dataset that includes 99 DEGs and focus on the “over-connected” genes
(encoding proteins) by function (see Table 2). We identify objects that pass the FDR threshold of 0.05 in
significance, to reveal pairs of key nodes within our dataset that interact with one another to regulate a larger
network. The transcription factor STAT1 (bold) is the highest interacting partner involved in such interactions
followed by PRKCD, IRF9 and ISG15.

Explanation of columns:

IDs in active data set: over-connected proteins (Gene IDs) in the activated VL-blood profile found by
Interactome analysis.

Interacting IDs in active data set: over-connected proteins (Gene IDs) found by interactome analysis that act
as a pair with IDs in active data set.

Running title: VL-blood transcriptomics identifies potential novel therapeutic targets. Dey-Rao and Sinha 2016



