Inferring cultural transmission of reproductive
success through machine learning methods
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. We do not know the real genalogical trees, so we
reconstruct them from genetic data, using two software:

[sinfer and Relate. \
Do the reconstructed tree keep the information of
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« |ncreased imbalance as CTRS increases

« Similar mcrease with TSINFER and
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» but Relate is much more blased
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\ « ABC relieson a heavy simulations to infer one or several parameters

True trees Tsinferinfered trees Relats infemadtrees Both programa We demonstrated that it is possible to correctly infer the

2 genealogical trees from genomic data.

We also demonstrated that it i1s possible to infer the level of
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CTRS (o) with ABC methods in a simple model.

We want now to determine whether this 1s possible in more
complex models (e.g2, changes in population size through time)

« Intermediate levels of C1KS level (a) can be correctly inferred.




