(Env) clones were amplified from plasma: 192 baseline
and 48 on-treatment clones were then randomly selected
and phenotypically screened for tropism. Env sequences
from these clones were aligned and phylogenetic trees
were constructed.

RESULTS: For 14 patients, CXCR4-using exv clones iden-
tical/similar in sequence to the on-treatment CXCR4-
using virus were identified in the baseline sample. The
CXCR4-using clones were present at baseline at a low fre-
quency (1-6%) in 10 of 14 patients, whilst the baseline
samples of 4 patients had >10% of CXCR4-using clones;
the latter being consistent with the D/M-tropic assignment
of their plasma sample. For the remaining six patients, the
on-treatment CXCR4-using clones were phylogenetically
distinct from baseline and on-treatment CCRS-tropic
clones, and contained between seven and 17 amino acid
differences in the 35-amino acid V3 loop alone. The ori-
gin of on-treatment CXCR4-using virus did not differ
between patients receiving maraviroc or placebo, but the
clonal screening showed an almost complete loss of
CCRS-tropic clones in the on-treatment samples from the
patients receiving maraviroc. Of the 20 patients, six con-
tinued to respond to therapy at week 24 (4 on maraviroc
and 2 on placebo).
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