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Figure S1: Distribution of single nucleotide variants in the influenza A genome. (A) A randomly selected genome-wide dataset (n=95), in which the number of mutants generated per segment (grey bars) closely matches the expected distribution based on percentage of the genome contained on each segment (black bars). (B) Extra HA and NA mutations were generated to compare larger numbers of mutations on these segments, n=57, to those on the other 6 (internal) segments, n=71.


