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Figure S1. Motif locations analysis of BnaDABBs. Different color blocks represent different motifs.
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Figure S2. Protein sequence alignment analysis of BnaDABBs. Color represents the degree of
conservatism of protein sites, and the darker the color, the more conservative it is.
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Figure S3. Analysis of expression patterns. (A)Analysis of expression patterns during leaf
development stage. (B) Analysis of expression patterns during seed development stage. (C)
Analysis of expression patterns root and stem. TPM values of BnaDABBs transformed by log2 were
used in TBtools to construct heat maps. Expression levels depicted by the different colors on the
scale. Red and blue represent high and low expression levels respectively.
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Figure S4. Expression profiling of BnaDABB genes under plant hormones treatment. (A) The
expression profiling of BnaDABBs under IAA, GA, ABA, JA treatment in leaf. (B) The expression
profiling of BnaDABBs under IAA, GA, ABA, JA treatment in root. TPM values of BnaDABBs
transformed by log2 were used in TBtools to construct heat maps. Expression levels depicted by the
different colors on the scale. Red and blue represent high and low expression levels respectively.
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Figure S5. Expression profiling of BnaDABBs under abiotic stresses treatment. (A)Analysis of
expression patterns of BnaDABBs in response to salt, drought, freezing, cold, heat, and osmotic
treatments in leaves. (B) Analysis of expression patterns of BnaDABBs in response to salt, drought,
freezing, cold, heat, and osmotic treatments in root. TPM values BnaDABBs transformed by log2
were used in TBtools to construct heat maps. Expression levels are depicted by the different colors
on the scale. Red and blue represent high and low expression levels respectively.



