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Figure S1: UPGMA tree of the master phenotypes based on Grantham amino acid distances (a), and 

quasispecies tree based on the Da population distances (b), taking the top 20 phenotypes in each 

sample. 
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Figure S2: Multidimensional scaling plot of phenotype distances between quasispecies, taking the 

top 20 phenotypes in each sample. 
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Figure S3: Montserrat plot with the distribution of the 1000 most abundant haplotypes in the last 

sample (1111 days since diagnosis, 2 June 2020). 
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Figure S4: Montserrat plot with the distribution of all phenotypes in the last sample (1111 days since 

diagnosis, 2 June 2020). 
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Figure S5: Mean number of substitutions per read with respect to the master haplotype, at the 

nucleotide level (turquoise), and mean number of mutations per read with respect to the master 

phenotype at the amino acid level (orange). 


