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Supplementary Figure 1. Population structure analysis 298 individuals of Juglans regia. Genetic structure inferred using STRUCTURE v.2.3.4 (Pritchard et al. 2000) with ParamSet2 (the alternative ancestry prior (POPALPHA = 1), a small ALPHA value (ALPHA = 0.25), and uncorrelated allele frequency model (FREQSCORR = 0)). The y-axis represents the q value, and the x-axis shows each individual. Color coding: Europe (EUR, blue), West Asia (WA, yellow), Central Asia (CA, orange), East Asia (EA, pink), Tibet (TIB, green), and South Asia (SA, purple).
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Supplementary Figure 2. A principal component analysis (PCA) of 298 individuals of Juglans regia.
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Supplementary Figure 3. Mutational load, and loss-of-function (LoF) variants were analyzed in six groups of Juglans regia using the Tibetan reference genome (A-B) (Zhang et al. 2020) and Chandler 2.0 reference genome (C-D) (Marrano et al. 2020). The ratios of derived deleterious variants (A, C) and LoF variants (B, D) to synonymous variants were calculated for each individual. p-values were derived using t-tests comparing each group to “South Asia”, with significance levels indicated as “***” p < 0.001, “**” p < 0.01, “*” p < 0.05, “ns” p > 0.05.
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