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Supplementary Figure 1: Consensus gp160 sequences of the earliest virus variants from each patient aligned to the consensus B and HXB2 Env
sequences. Since isolation of clonal virus variants was not successful for the earliest time point in individual H5, a single env sequence was
generated from proviral DNA in patient PBMC from this time point. In those cases where no single residue was present in at least 50 % of the
sequences from one patient, an X is shown.



