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Genetic basis of aggressiveness and origin of domestication

Shimmura, Tsuyoshi
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The objective of this study was to identify the genetic basis of extremely
high aggressiveness using Japan®s unique and differently aggressive national chicken resources.
Through population genomic analysis of whole genome sequencing and brain gene expression analysis
(RNA-seq) of particularly aggressive breeds such as cockfighting breeds, we extracted candidate
genes controlling aggressiveness and proposed hypotheses for their molecular mechanisms.
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The main genetic locus associated with the evolution of gamecocks is centered on ISPD 2023
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