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Rapid PCR Differentiation Between Lobelia chinensis and Mazus pumilus
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Abstract: Molecular identifications of Lobelia chinensis and Mazus pumilus, as well as a specific PCR rapid method
based on the SNP in rbcl. sequence to differentiate between the two rather similar Chinese medicinal material were
establish in this study. Commercial samples of 9 L. chinensis and 7 M. pumilus from different origins were collected
to extract total DNA for rbclL gene sequencing. SNPs in the rbcl. sequences of the samples were isolated using the
ClustulX 2. 1 program. The primers for identifying the two material were designed based on the SNP site. A specific
PCR method was subsequently developed to rapidly and effectively detect the markers by the addition of SYBR
Green I dye.
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Table 1 Basic information on material tested

45 Py J57
1 Lobelia chinensis a2 R
2 Lobelia chinensis Fizyeis gt
3 Lobelia chinensis iR gt
4 Lobelia chinensis i ik AR
5 Lobelia chinensis ek &/
6 Lobelia chinensis eI E 3
7 Lobelia chinensis &tk &
8 Lobelia chinensis iy e 2id
9 Lobelia chinensis iy si-xia
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11 Mazus pumilus 8 2R
12 Mazus pumilus LR
13 Mazus pumilus R
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15 Mazus pumilus fw &K E
16 Mazus pumilus WK E
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Fig. 1 Phylogenetic trees of L. chinensis and M. pumilus

based on NJ method
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Fig. 2 Schematic diagram on differentiation between L.

chinensis and M. pumilus
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Table 2 Primers applied
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Fig. 3  Gel electrophoresis and florescence diagrams on PCR
amplified markers of L. chinensis and M. pumilus
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Fig. 4 Amplification of L. chinensis and M. pumilus
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