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Mf-A A-7 1 . . T . . . . . . . . . . T G . T * A T A . . . T G . A C T . G C A . C . C . A . . G . # . A . G T . # . . C . . C G G . . . . . . . . . . . T . . * . # . . . . . . . .
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S3 Fig. Segregating sites in 13 haplotypes of the TAS2R38 flanking region. Segregating sites are divided into 3 parts: 
5′-flanking, TAS2R38 coding, and 3′-flanking regions. Numbers above the segregating sites indicate the nucleotide position 
of each site and correspond to the last 5 positional digits in the rheMac2 genome (chr3;179,4xx,xxx). Dots indicate nucleo-
tides identical to those in the top line sequence (A-1). Pound signs and asterisks indicate indel polymorphisms.


