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Chr01a/01d/01e/01f and Chr03b/03d are homologous chromosomes.
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Fig. S1 Distribution of IbBADH genes on sweetpotato homologous chromosomes
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Gray is used to indicate general co-localized regions; red lines indicate BADH gene pairs
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Fig. S2 Synteny analysis of inter-chromosomal relationships of IbBBADH genes
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Note: (A) Co-linearity of sweetpotato with the BADH gene of Arabidopsis thaliana;(B) Co-linearity of sweetpotato with the BADH gene
of Xiao shu ;(C) Co-linearity of sweetpotato with the BADH gene of Ipomoea triloba ;(D) Co-linearity of sweetpotato covariance with the
BADH gene of Ipomoea trifida ;

Gray is used to indicate general co-localized regions; red lines indicate BADH gene pairs
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Fig. S3 The collinearity of BADH gene in sweetpotato with Arabidopsis and species closely related to the
Convolvulaceae family

=Pro-BADHIa-A
CTGCTAAGTTTTCCTACTTGTACAGCAGCTTTGATAATAGGACAGCACCTC
ACATTTGAAGTAGGGTGCAATGGTCAATGCCCAAATGACAGGAGCTATGT
GCAAACACTCTTCCCTCAAATTTGAAACTATTCTTACCAGTATAAACAAGA
TGTTACCAACTTTGAGGCTCACTGCCATGAAATTGATCGGCA

WO N RILL N5 A S 1X; Pro-IbBADH1a-A K& 194 bp (-1609 bp £-1415bp) ; £ bRy E 515 S5t R
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LA

Note: Blue underlines indicate primer-binding sites; Pro-IbBADH1a-A is 194bp (-1609 bp to -1415 bp);
red-highlighted sequences correspond to core motifs related to defense/stress response, cold response, and light
response
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Fig. S4 IbBADH1a gene promoter segmentsand sequence of the Pro-IbBADH1a-A fragment
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Fig. S5 Preliminary regulatory model of IbBADH1a




