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Figure S1. Motifs of TaCCoAOMT genes.
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Figure S2. Predicted cis-element analysis in promoter regions of TaCCoAOMT genes.
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Figure S3. GO enrichment for TaACCoAOMT proteins.
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Figure S4. Main haplotype and frequency of TaCCoAOMT genes in A subgenome

of Triticum.
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Figure SS. Main haplotype and frequency of TaCCoAOMT genes in B subgenome

of Triticum.
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Figure S6. Main haplotype and frequency of TaCCoAOMT genes in D subgenome
of Triticum.



