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Table 1. Participant characteristics at enrollment

Background

Bacterial populations were pyrosequenced (Roche 454 FLX

Titanium) from anal swabs collected before and
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Table 2 (A): P-values indicate that the relative abundance of each order of bacteria was similar to
baseline at all time points (Wilcoxon Rank Sum Test) after initiation of ART in both groups.

represent patients and numbers represent weeks on ART. There is no clustering associated with MVC intensification at any time point.
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