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Analysis on ITS sequence differences of Corydalis tomentella and C. saxicola
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Chongqing Research Center for Fine Variety Breeding and Evaluation Engineering Techniques of Chinese Materia Medica,

Chongqing Institute of Pharmaceutical Plant, Chongqing 408435, China

Abstract: Objective To identify the endangered medicinal plants Corydalis tomentella and C. saxicola at molecular level. Methods
DNA was extracted from the leaves of C. tomentella and C. saxicola and amplified by common primers in nuclear genome. The
amplification products were sequenced using direct sequencing method after purification. Results The rDNA full-length sequences
of ITS and 5.8S, i.e.561 and 552 bp for C. tomentella and C. saxicola, were obtained, respectively. Significant differences were found
between the two ITS sequences, and differences were 16.28% and 21.21% for ITS1 and ITS2, respectively. Conclusion ITS
sequence could be used for the identification of C. tomentella and C. saxicola, and also be widely used for the identification of Chinese
materia medica.
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Table 1 Gene registers of rDNA ITS sequence

of C. saxicola and C. tomentella
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Fig. 1 ITS sequences of C. saxicola and C. tomentella
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