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Cloning and SNP analysis of PPO genes with cultivars of
Phyllostachys nigra
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Abstract: Polyphenol oxidase (PPO) fragments were cloned from cultivars of Phyllostachys nigra using a pair
of primers designed according to a conserved region(CuA and CuB) of a PPO gene sequence in Poaceae family
and analyzed with a sequence analysis. The genetic relationship of cultivars was also analyzed based on these
fragments using DNAMAN software. Results of the sequence analysis showed that identity was 92.35% in nu-
cleotide acid and 81.83% in amino acid. A truncated protein of the gene was found in some cultivars of P. ni-
gra, such as ‘One-year-purple’and ‘Purple Groove’. Single-nucleotide polymorphism (SNP) sites were also
found among these sequences. This could lead to non-synonymous mutations. [Ch, 2 fig. 3 tab. 20 ref. ]
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Figure 1 Alignment between the sequences of amplified products among cultivated forms
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Figure 2 A dendrogram of samples test based on the sequence
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