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1% 4. primates H|o]E 9] A 7}A] consensus trees: (a) strict consensus tree. (b) majority-rule consensus tree. (c)
priority consensus tree.
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Title: The Bootstrap in a Phylogenetic tree reconstruction

Abstract: Bootstrap is a powerful statistical tool in evolutionary genetics and statistics. In particular, it is one
of the most popular tools for measuring confidence in phylogenetic tree reconstructions. This paper provides a
review of the principles of the boostrap in statistics and how they can be used to measure the confidence of
phylogenetic trees. We explain the bootstrap proportion of a clade and bootstrap consensus trees for measuring
the confidence of phylogenetic trees, and provide an example of a bootstrap analysis of DNA data from 12
primate species. It also discusses the interpretation, benefits, and limitations of the bootstrap.

Authors: Yujin Chung %

Affiliation: ! Department of Applied Statistics, Kyonggi University, Suwon, 16227, Republic of Korea
Corresponding author: ® yujinchung @kyonggi.ac kr



