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Cover Story: Although the tea plant (Camellia sinensis) originated in southwest China, its evolutionary history and
domestication process remain poorly understood due to its high level of heterozygosity. Tong et al. (p. 451) analyzed
1076 Camellia accessions from 16 Chinese provinces using SNPs, identifying six species-specific populations. Results
showed divergent evolution in C. taliensis, frequent introgression between C. sinensis and wild relatives, and clear
divergence between its two varieties. They further developed a core collection of 160 accessions, providing key
insights for tea resource evolution, conservation, and utilization. The cover shows the landscape of tea gardens.
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