Supplementary Figure S1. Maximum likelihood (ML) phylogenetic tree of Magnoliaceae inferred from complete chloroplast genome data. Liriodendron is used as the outgroup. Bootstrap support values are labeled on branches, with full species names and sample accession numbers retained
Supplementary Figure S2. Maximum-likelihood phylogeny of Magnoliaceae based on nrITS (ITS1-5.8S-ITS2) data. Liriodendron was designated as the outgroup for the genus Magnolia. Bootstrap support values (>50%) are labeled on branches, with full species names and sample accession numbers retained
Supplementary Figure S3. Variation trends of nucleotide diversity (π) along the sequential order of chloroplast genome fragments across all taxonomic sections. Curve set A represents the combined results across all groups, curve set B corresponds to each group analysed separately
Supplementary Figure S4. Variation trends of the number of variable sites (S) along the sequential order of chloroplast genome fragments across all taxonomic sections. Curve set A represents the combined results across all groups, curve set B corresponds to each group analysed separately
Supplementary Figure S5. Variation trends of the number of parsimony informative sites (P) along the sequential order of chloroplast genome fragments across all taxonomic sections. Curve set A represents the combined results across all groups, curve set B corresponds to each group analysed separately
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