Multi-Omics comparison of Class | and Class IV viral host response
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Nucleic acids (RNA and DNA) were isolated from the infected and response in VEE relative to VAC at 8 and 12 h post infection (PI).

uninfected cells.

Both VAC and VEE viruses induced detectable changes in apoptotic immune

SurePrint G3 Human Gene Expression Microarray was used for VEE Only response pathways at 8 and 12 h PI.
determining the expression of over 50,000 unique biological features. ® o <> VAC-specific pathways included DNA damage at 1h, platelet activation at 8 h,
SurePrint Human DNA Methylation Microarray was used to identify . e and macromolecule biosynthesis at 12 h Pl. VEE-specific pathways included

JAK-STAT casca de

methylated DNA molecules using 237,227 biological probes. blood circulation at 8 h and regulation of innate immune response at 12 h PI.

Sureprint Human MicroRNA (miRNA) Microarray (Release 19.0, 2B 12 Hours miRNA expression showed stronger VAC separation from uninfected

8x60K) was used to determine the expression of miRNA molecules. c o 2 controls, especially at 12 h PI.
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was performed using the ClueGO plugin for Cytoscape.
Figure 2: Clustered enriched GO terms. Gene Ontology terms

enriched in genes significantly differentially expressed at 8hrs (A)
and 12hrs (B) between VEE and VAC infected cells and uninfected
controls.
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