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Figure S1: (a) Structure of the BADH2 gene showing 5’ UTR, initiation codon (ATG), 15 exons, 14 introns, 
stop codon (ATT) and 3’ UTRs. The partial nucleotide sequence of second exon is shown for both non-
fragrant (Nipponbare) and fragrant (‘Changxianggeng 1813’) rice. (b) Phylogenetic relationships among 
the BADH2 gene in ‘Changxianggeng 1813’ and 38 BADH2 haplotypes pre-ciously identified (see [2] for 
full details); 
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