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Abstract The aim of this study is to clone the transcription factor HyMY C1 of MYC gene in Barley by PCR. The
results showed this gene is 1 668 bp long, encoding 555 amino acids, with a molecular mass of 61 333.71 and
isoelectric point of 8.47, have two conserved regions belonging to the bHLH super-gene family, protein has certain
hydrophilicity, the second-level structure is mainly composed of alpha helix and irregularly coiled as the most
large structure of protein, transmembrane region analysis suggested that the protein might not have a
trans-membrane region, but mainly acted outside the membrane.Evolutionary analysis shows: the HuMY C1 gene is
closely related to the regulatory genes of maize, rice and Arabidopsis thaliana. This study provides a theoretical
basis for the analysis of molecular genetic mechanism of anthocyanin biosynthesis genes in Hordeum vulgare L.
and for the better utilization of anthocyanin.
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Figure 1 HvMY C1 conserved domains analysis
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Figure 2 Hydrophobic, hydrophilic analysis of HyMY C1
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Figure 3 The predicated analysis secondary structure of HvMY CI
Note: Blue: Alpha helix; Purple: Random coil; Red: Extended

strand; Green: Beta turn
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Figure 4 Transmembrance domain analysis of protein
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Figure 8 Extraction of RNA from blue barley and white barley
Note: M: DL2000 DNA Marker; 1: Yellow belly; 2: Kunlun10
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