1 C3

Complement component C3 plays a central role in the activation of complement system. Its activation
is required for both classical and alternative complement activation pathways. People with C3 deficiency
are susceptible to bacterial infection.

This gene is strongly down-regulated in Marburg infected human after 23 h.
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Figure 1: IGV Genome Browser screenshot of gene C3.
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Figure 2: Sashimi plot of gene C3.
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Figure 3: UCSC Genome Browser screenshot of gene C3.
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