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Abstract In order to study the key gene BeMY CI of anthocyanin synthesis in the aleurone layer of small blue
triticale. In this paper, MYC transcription factor BeMY C1 in triticale was cloned by PCR. The results showed that
the length of BeMY C1 gene in triticale was 1 683 bp, the encoding amino acid was 560, and the molecular weight
was 61 870 Da, isoelectric point 4.71. there are two conserved regions of bHLH superfamily. The protein is hy-
drophilic. The secondary structure is mainly composed of a—helix (39.64%) and irregular coiling (43.93%) as the
main part of BcMYCI protein acting outside the membrane without passing through the transmembrane region.
The phylogenetic analysis showed that the BcMYC1 gene of triticale is closely related to the MYC regulatory gene
of wheat, petunia, rice and other species. The molecular genetic mechanism of BeMYC1 gene regulating antho-
cyanin biosynthesis in triticale was studied in this paper, which provides a reference for the study of anthocyanins
in triticale.
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Figure 6 Sequence alignment of BEMYC1 and wheat ThMYC4E, TaMYC1 protein
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