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Supplemental Figure 1. Phylogenetic analysis of Arapidopsis, wheat, maize, rice, and barley MYBs.

Full-length amino acid sequences of MYB transcription factors containing at least two Myb-like DNA-binding domain (Pfam

PF00249) domains from Arabidopsis (119), wheat (171), rice (83), maize (159) and barley (111) are obtained by TBLASTN

using the Myb-like DNA-binding domain (Pfam PF00249) as a query against the Arabidopsis genome (TAIR10), wheat genome

(IWGS RefSeq vl.1), rice genome (IRGSP-1.0), maize genome (Zm-B73-REFERENCE-NAM-5.0),and barley genome (IBSC

V2), respectively. The phylogenetic tree was constructed with MEGA7.0 software based on the Full-length amino acid sequences

of all MYB proteins. The neighbor-joining method was used with 10,00 bootstrap replicates A magnified view of the cluster

containing TaMYB44 homoeologs is shown on the left. The red rectangle includes the three TaM'YB44 homoeologs.



