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Molecular Identification of Ardisiae Crenatae Radix and Its Adulterants Based on ITS2 Sequence
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[ Abstract]  Objective: This research aims to identify Ardisiae Crenatae Radix and its adulterants accurately using the
ITS2 sequence. It will provide the foundation for its clinical medication and accurate market standardized
management. Methods: Ardisia Crenatae Radix and its adulterants were identified and distinguished by ITS2 barcode, one
marker of DNA barcoding. Genomic DNA of Ardisia crenata and its adulterants were extracted and then the ITS2 regions were
obtained by PCR amplification and sequenced bidirectionally. The ITS2 sequences were aligned and the genetic distances were
computed using MEGA 6. 0 in accordance with the Kimura 2-parameter ( K2P) model. Results: The length of A. crenata se-
quence is 217 bp and the average G + C content was 59. 1% . There were ten variable sites of the ITS2 regions of A. crenata and
48 ITS2 sequences of A. crenata included nine haplotypes. Except for A. crenata var. bicolor, the maximum intra-specific K2P
genetic distance of Ardisiae Crenatae Radix and its adulterants was less than the minimum inter-specific K2P genetic
distance. Conclusion: The experimental results indicated that the ITS2 sequence could be a good marker to identify Ardisia
Crenatae Radix and its adulterants. But the relationship of A. crenata and A. crenata var. bicolor need to be further studied.
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