Table S2. The genotyping results.
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Na is the number of absent accessions. The number (1 or 0) before */’ represents
the expected P/A pattern, while the one after ‘/’ represents the observed results. ‘1’
means presence and ‘0’ means absence. ‘N’ means no product and ‘-> means have not
been genotyped. In the “Validation’ column, ‘T’ is short for true, ‘F’ is false, and ‘U’ is

‘uncertain’ because the absent genes have no genotyping products.



