S3 Text

Kernel-ABC settings.

For the kernel-ABC, the prior distributions of the four parameters of interest
were defined as in the example.DiffRisk.json file provided by the kamphir-
master software package (in the kamphir-master/settings/ directory), all re-
maining parameters were fixed to their true value.

For our ABC-LASSO, we used exactly the same prior distributions and the
same starting and stopping conditions (the latter being defined earlier) as for
kernel-ABC, to simulate 10,000 "training" trees with the rcolgem coalescent
framework [I, 2], for each set of target trees.

As defined in [3], we used the following kernel-ABC settings for the differential-
risk model :

e )\ = 0.3 (constant decay factor)

e 0 = 2.0 (Gaussian radial basis function tolerance parameter)

7o = 0.005 (initial tolerance)

Tmin = 0.002 (minimum tolerance)

A = 0.0025 (exponential decay rate)

10,000 MCMC steps

We used a modified version of the kernel-ABC software to infer the four epi-
demiological parameters of the SI-DR model using this approach. This version is
freely accessible from http://dx.doi.org/10.6084/m9.figshare.4235354.
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