Figure S1 Comprehensive analysis of synonymous codon usage bias. (A) PR2-plot analysis. The red dashed lines indicate the theoretical equilibrium point (0.5, 0.5). (B) Neutrality plot. (C) ENC-plot. The red curve represents the theoretical expected NEC under mutation pressure alone. (D) Correspondence analysis biplot based on the RSCU matrix. Blue dots represent individuals; red text indicates codons.
Figure S2 Population structure bar plot at K = 2-9 of 26 P. mongolica populations. 
Figure S3 A phylogeny was constructed from ML analyses of 153 P. mongolica samples using all CDSs and fragments from different highly variable intergenic spacers.
Figure S4 Sliding window analysis of the 153 P. mongolica chloroplast genomes using the DnaSP program. Window length: 500 bp; step size: 100 bp. Xaxis, position of a window; Y-axis, nucleotide diversity per window.
Figure S5 Selective pressure analysis results. All test statistics and model parameters are provided in the table, and the distribution of ω2 estimates is shown in the figure (bar chart of ω2 for 53 chloroplast CDS, displayed in two rows, with four bars per gene representing the four groups; red dashed line indicates ω = 1).

