Supplementary Information — Text S3: Heritability of
the intensity of selection and genetic drift exerted by

plants on virus populations

Heritabilities were estimated by creating two dataset replicates of 24 randomly chosen plants
for each DH line, each one including 4 plants at each sampling date. This random split was
repeated 8 times in order to obtain 8 heritability estimates per variable of interest. Heritabilities
were assessed for (i) the intrinsic rates of increase r; of each virus variant ¢, (ii) the virus effective
population size in the inoculated organ 5/ and (iii) the virus effective population size during
systemic infection 7. With 24 plants in each dataset, a simpler N, (t,) piecewise function with
only two parameters was used: N,(t) = n!° when t € [1,6]) and (ii) N.(t) = n° when t € [7,34].
The table below provides the mean heritabilities over the 8 repetitions of r; (averaged over the
5 virus variants), n/¢ and nJ. Additionally, the last column provides the range of variation of

the heritabilities over the 8 repetitions.

Table 1: Heritability estimations.

Variable | Mean heritability | Range of variation
r; 0.94 [0.76; 0.98]
nto 0.64 [0.36; 0.89]
no 0.63 [0.47; 0.85]




