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Sequencing Depth and Coverage Map
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Figure S1. The overall coverage depth of Gueldenstaedtia monophylla chloroplast genome.



A. Cis-splicing genes
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Figure S2. Schematic map of the (A) cis-splicing and (B) trans-splicing genes in the complete
chloroplast genome of Gueldenstaedtia monophylla. The arrow indicates the sense direction of
the gene.
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Figure S3. Phylogenetic tree from Fabaceae species based on the protein coding genes using
Maximum parsimony (MP) and Bayesian inference (BI) analysis. Bootstrap support values of
MP tree and posterior probabilities of BI tree are indicated at each branch. Tribe Astragaleae,
Hedysareae, Chesneyeae, and Caraganeae are colored with green, blue, pink, and yellow,
respectively.




