Supplemental figure and table legends: 

Additional file 1: Figure S1. GenomeScope plots of the genome of Cinnamomum cassia var. cassia.
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Additional file 15: Table S8. A list of all primers used for CDS cloning in this study. 

Supplemental Figures:
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Additional file 1: Figure S1. GenomeScope plots of the genome of Cinnamomum cassia var. cassia.
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Additional file 2: Figure S2. Diagram illustrating the filtering process of the whole-genome resequencing data. 
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Additional file 3: Figure S3. A very weak gene flow from cassia-FCG to macro identified in the TreeMix analyses. The arrow indicates the migration direction. 


[image: ]
Additional file 4: Figure S4. Genetic differentiation (FST) between Chinese and Vietnamese cinnamon in 25-kb non-overlapping sliding windows across all chromosomes. Red horizontal lines represent the top 1% FST (0.499). 
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Additional file 5: Figure S5. Demographic history of C. cassia var. cassia (Cassia-MDA) and C. cassia var. macrophyllum (macro) inferred with PSMC.
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Additional file 6: Figure S6.	Concentrations of three cinnamaldehyde derivatives (trans-cinnamaldehyde, 2-hydroxycinnamaldehyde, and 2-methoxycinnamaldehyde) across various tissues of C. cassia var. cassia. Original concentration data are provided in Table S6.
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Additional file 7: Figure S7. Chromosomal localization of OMTs (red line) in C. cassia var. cassia. The scale on the left was based on megabytes (Mb). The number of chromosomes was indicated at the top of each column.
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