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unveils the globalization of domesticated pigs
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After publication of this work [1], we noticed that
information regarding the university is missing in the
affiliation for Bin Yang, Leilei Cui and Lusheng Huang
(affiliation 1).
The correct affiliation should be: National Key Labora-
tory for Pig Genetic Improvement and Production Tech-
nology, Jiangxi Agricultural University, Nanchang, China.
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