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Bayesian phylogeography: a new perspective on origins and diffusion of language families

YU Jian, DENG Xiaohua
(School of Humanities, Fujian University of Technology, Fuzhou 350118, China)

Abstract; Bayesian phylogeography, using Bayesian statistics as a reasoning tool and phylogeography as its
theoretical foundation, reconstructs the origin and diffusion of language families using linguistic phylogenetic
trees and geographical data, overcoming limitations of traditional methods like linguistic palaeontology and the
linguistic diversity principle. Since 2010, it has been widely applied in the study of language families. It has
successfully reconstructed the origin and diffusion process of Arawak language family in South America, Indo-
European language family, Ainu language family in Japan, Bantu language family in Africa, Pama-Nyungan
language family in Australia and Sino-Tibetan language family in Asia, which provides new quantitative
evidence and interpretation framework for several long-term controversial issues. Relevant researches have
clarified its core operation steps, including linguistic data collection and cognate coding, cognate evolution
model selection, prior information setting, phylogenetic tree inference, and diffusion model construction.
Adaptability evaluations of mainstream models across different diffusion patterns have clarified their
applicability levels and conditions. To address the complex evolution of East Asian language families, the
method should be integrated with the language velocity field approach to form a “geographical positioning +
time calibration” dual verification system, integrating linguistic, genetic, and archaeological data for deeper
interdisciplinary research of East Asian languages.
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