Supplementary Figure 1. Differences in Gene Ontological Terms, Transcript Expression Distribution, and spatial location in the cell between Spira
et al, 2007 and Mullins et al, 2005 biomarker gene sets.
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Transcript Abundance

(for “Informative” Gene) W% * = DNA lesion or pro-mutation

GO = Gene Ontology

Transcript Expression Distribution:
Shaded areas represent Cancer (for Spira study, cancer may be over-expressed or under-expressed relative to control group).
White areas represent non-cancer group

Univariate P-values represent significant differences in Chemical, Molecular, and cellular location gene category classifiers

using web-based FatiGO tool.
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