Additional file 1: Figure S1. Deep sequencing coverage. C - E shows sequencing coverage for samples with virologicalfailure (L031, L054
and L064 respectively), F shows coverage for a sample with detectable viremia (L009)and G and H show coverage for virally suppressed

samples (L074 and L075 respectively). Mutations wereexcluded from analysis for any of the following: noisy mutations filtering, coverage
filtering, forward/reverse unbalanced frequency and forward/reverse unbalanced coverage.
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