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Supplementary material
Table S1. Summary of whole-genome sequence (WGS) data per chicken from public datasets. 

Table S2. Summary statistics of chromosome 6 per sequenced individual.
Table S3. The Hamming distances matrix among 289 chickens.  
Table S4. The computational consuming of Beagle 4.1 for different reference panel.
Supplementary Table S1-S4 are available at the figshare repository (https://doi.org/10.6084/m9.figshare.6230876.v6).
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Figure S1. This is a phylogenetic tree among 289 chickens based on chromosome 6. The red represents the chicken in the internal reference panel. The black represents the chicken in the external reference panel.

