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Figure S1 A neighbor-joining phylogenetic tree was generated based on SNP data, with branch colors indicating distinct population groups.
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Figure S2 Determination of the optimal subpopulation count through admixture K values, with K values spanning from 1 to 10.
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Figure S3 The Venn diagram analysis of the selected sites related to the regional differentiation of cannabis. The number of genes in the intersection among the three regions is extremely small, indicating that the selection pressures in each region are significantly different. Note: Beijiang refers to the northern part of Xinjiang, while Nanjiang refers to the southern part of Xinjiang.
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Figure S4 The regions selected for differentiation related to the properties of CBD and THC corresponded to 1724 and 1238 genes respectively.
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Figure S5 Enrichment analysis of the function of selected genes for THC. GO (a), KEGG (b).
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Figure S6 Enrichment analysis of the function of selected genes for CBD. GO (a), KEGG (b).
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