Blood-based miRNA biomarkers of VX exposure
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2hr miR-133a-3p, miR-352, miR-99a, miR-205 86% 1 4-6
miR-133b-3p, miR-346, miR-466¢c-3p, miR-

Chemical warfare agents continue to be a threat to military and civilian
populations at home and abroad during the war against terrorism.
Exposure to chemical nerve agents such as VX is known to disrupt
cholinergic pathways, resulting in a cascade of toxic effects relative to the
exposure level, including miosis, excessive secretions, convulsions,

4hr 205 85% 2-3 4-5
seizures, and death. While much is known about the main effects of nerve miR-28-5p, miR-30c-1-3p, miR-346, miR-
agents, there remains a paucity of information about the molecular effects. 8hr  342-5p, miR-99b-5p 95% 1 1-3

MicroRNAs are a relatively novel epigenetic regulator of gene expression. miR-208a-3p, miR-1188-3p, miR-335, miR-
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analysis of VX-treated samples (data not shown). Table B: Cardiac : : :
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