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Gene similarity deriving from the ancestral recombination graph (ARG) for predicting

disease occurrences
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Although ARG is a historical topic in genetics, it has
been challenging to estimate due to heavy
computation. Recently, estimating ARG is much easier
with the tool by J.Kelleher et al(2018). Therefore, we
consider applying the information of ARG for
predicting disease occurrences via kernel regression
or HSIC Lasso and so on, investigating the property of

ARG comparing the conventional method, e.g., PCA.
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