SUPPLEMENTARY INFORMATION

Supplementary Table 1. Detail of the resistance profile found in the 40 samples under study. Samples IDs are provided for each of the 38 samples across the two DNA libraries in columns 1 to 3. Results obtained with the SMRT-based resistance test include the frequency of each drug resistance mutation identified in this study. Results obtained with Illumina sequencing include the frequency of each drug resistance mutation identified in each of the duplicates. Highlighted in red are the mutations that were not identified by the SMRT sequencing; in orange are those that were not identified by Sanger sequencing; in green are the two mutations to Integrase inhibitors detected by our whole-pol SMRT sequencing-based resistance test that were not found in the Sanger-based resistance test because it was limited to Protease and RT; in blue is the one that was only identified by Illumina sequencing; and in purple are the ones that were identified by the SMRT sequencing but not the Illumina sequencing. The asterisk indicates the mutation that was confirmed with a second Sanger sequencing. The red letters indicate the mutations that differ greatly in their frequency between the results obtained by SMRT and Illumina sequencing. A detail of which samples were subjected to further phylogenetic analysis of the viral quasispecies, as shown in Figure 5, is provided in the last column.
[image: image1.png]



