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Screening Potential DNA Barcode Regions in Rhododendron
Shi Linchun, Liang Zongsuo
(Northwest Sci-Tech University of Agriculture and Foresty, Shan'xi 712100)
Han Jianping, Song Jingyuan, Yao Hui, Zhu Yingjie, Chen Shilin
(Institute of Medicinal Plant Development, Peking Union Medical College & Chinese Academy of Medical Sciences,
Beijing, 100193 P.R. China)

In China, there are more than sixty types of toxic plants Rhododendron, including Rhododendron molle (Blum) G.
Don, a traditional medicine. So far no techniques or methods have been found to effectively identify all the Rhododen-
dron plants. DNA barcoding is a technique to identify species using DNA sequences from a small fragment of the
genome. DNA barcoding, such as COI sequence, has been used to identify animal species. Unfortunately, there has
been no universally accepted barcode system applicable to plants. This study compared four potential barcodes (ITS,
ITS2, matk, and psbA-trnH) of 257species of Rhododendron. Wilcoxon signed rank tests were used to analyze the
variability of sequences, and Taxon DNA was used to estimate the barcoding gap, so as to screen out the right bar-
codes for identifying the species of Rhododendron. Screening results showed that neither matk nor psbA-trnH could be
used to identify Rhododendron on its own. On the contrary, both ITS and 1TS2 were proved effective for the function.
Due to the low success rate of PCR for ITS, ITS2 sequence can be taken as a potential barcode for identifying the
species of Rhododendron.

Keywords: DNA barcoding; ITS2; ITS; matK; pshA-trnH ; Rhododendron
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