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Application of kernel approximate Bayesian computation
for population genetic study

Shigeki Nakagome, Kenji Fukumizu, Shuhei Mano
The Institute of Statistical Mathematics

Abstract: Approximate Bayesian Computation (ABC), which is a
likelihood-free approach for Bayesian inferences, is a rejection-based
method that applies a tolerance of dissimilarity between summary statistics
from observed and simulated data. The approximation to a posterior
density given data can be improved by adding summary statistics.
Acceptance rates, however, significantly decrease with increasing number
of summary statistics in the limit of zero tolerance. Here, we apply a new
kernel-based ABC proposed by Fukumizu et al. (2011) into population
genetic study and evaluate the performance of demographic inferences
using a large number of summary statistics.
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