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[Abstract]  Objective: To carry out molecular identification for Potentilla discolor Bge. and its adulterants P.
chinensis Ser. by DNA barcoding technology, further ensure the quality and medication safety in clinic. Methods: The total
genomic DNAs were extracted from all samples. The internal transcribed spacers 2 (ITS2) sequence was amplified by PCR
and sequenced bi-directionally, and the obtained sequences were validated and assembled by SeqMan software. The pairwise
sequence alignment and the prediction of ITS2 secondary structure were performed on-line control drugs of P. discolor Bge
(F) and P. chinensis Ser. (W,). Moreover, some related sequences were downloaded from GenBank. MEGA X software was
used for multiple sequence alignment and variation site analysis. The genetic distance within and between species were
calculated. Additionally, the phylogenetic tree was constructed by neighbor-joining (NJ) method. Results: The 1TS2
sequences were successfully amplified from all samples, while the ITS2 sequences of P. discolor Bge and P. chinensis Ser.
were both 210 bp. The pairwise sequence alignment showed that the sequence similarity of ITS2 between F, and T, was
92.9%, and obvious differences were detected in the secondary structures. The multiple sequence analysis showed that the
average guanine and cytosine (G+C) content of the ITS2 in P. discolor Bge.was 63.0%, and two variation sites were found,
while the intraspecific genetic distance was 0-0.009 6. However, the average GC content of the ITS2 in P. chinensis Ser.was
64.4%, and five variation sites were found, while the intraspecific genetic distance was 0-0.019 3. The interspecific genetic

distance was 0.054 8-0.075 8. The NIJ tree showed that P. discolor Bge.and P. chinensis Ser.could be distinguished obviously
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as they were clustered in different clades. Conclusion: ITS2 sequence could be used to identify P. discolor Bge. and P,

chinensis Ser. effectively, which may provide a new technical method for ensuring medication safety in clinic.
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