G0:0010759~positive regulation of macrophage chemotaxis
G0:0035457~cellular response to interferon-alpha
G0:0050729~positive regulation of inflammatory response
G0:0007267~cell-cell signaling

G0:0030816~positive regulation of cAMP metabolic process
G0:0009597~detection of virus

G0:0002230~positive regulation of defense response to virus by host
G0:0035458~cellular response to interferon-beta
G0:0006935~chemotaxis

G0:0071360~cellular response to exogenous dsRNA
G0:0070098~chemokine-mediated signaling pathway
G0:0006954~inflammatory response

G0:0032727~positive regulation of interferon-alpha production
G0:0060326~cell chemotaxis

G0:0032480~negative regulation of type | interferon production
G0:0006955~immune response

G0:0032728~positive regulation of interferon-beta production
G0:0045087~innate immune response
G0:0060333~interferon-gamma-mediated signaling pathway
G0:0060337~type | interferon signaling pathway
G0:0045071~negative regulation of viral genome replication

G0:0009615~response to virus

G0:0051607~defense response to virus
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Figure 5-figure supplement 2. Genome-Wide Responses to dsDNA Gene ontology analysis
(GOTERM_BP_DIRECT) of genes upregulated more than log(2) in ns sIRNA treated dsVacV-70
transfected cells compared to ns siRNA treated cells transfected with no DNA was performed using
DAVID Functional Annotation Clustering Tool.




