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Abstract:



Bulbus Fritillariae is the most commonly used antitussive herb in China. Eleven species of Fritillaria are recorded as Bulbus Fritillariae in the Chinese Pharmacopoeia. Bulbus Fritillariae Cirrhosae is a group of six Fritillaria species with higher efficiency and lower toxicity derived mainly from wild sources. Because of their higher market price, five other Fritillaria species are often sold deceptively as Bulbus Fritillariae Cirrhosae in the herbal market. To ensure the efficacy and safety of medicinal herbs, the authentication of botanical resources is the first step in quality control. Here, a DNA based identification method was developed to authenticate the commercial sources of Bulbus Fritillariae Cirrhosae. A putative DNA marker (0.65 kb) specific for Bulbus Fritillariae Cirrhosae was identified using the Random Amplified Polymorphic DNA (RAPD) technique. A DNA marker representing a Sequence Characterized Amplified Region (SCAR) was developed from a RAPD amplicon. The SCAR marker was successfully applied to differentiate Bulbus Fritillariae Cirrhosae from different species of Fritillaria. Additionally, the SCAR marker was also useful in identifying the commercial samples of Bulbus Fritillariae Cirrhosae. Our results indicated that the RAPD-SCAR method was rapid, accurate and applicable in identifying Bulbus Fritillariae Cirrhosae at the DNA level.
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1. Introduction


The bulbs of several Fritillaria species (Lilliaceae), named “Bei-mu” in Chinese, have been used in China as antitussive, antiasthmatic and expectorant herbs for more than 2,000 years [1,2]. There are eleven species of Fritillaria recorded as the drug Bulbus Fritillariae in the Chinese Pharmacopoeia [3], which are divided into five groups: (1) Bulbus Fritillariae Cirrhosae (Chuanbeimu); (2) Bulbus Fritillariae Pallidiflorae (Yibeimu); (3) Bulbus Fritillariae Thunbergii (Zhebeimu); (4) Bulbus Fritillariae Hupehensis (Hubeibeimu); and (5) Bulbus Fritillariae Ussuriensis (Pingbeimu). Among these five groups, Bulbus Fritillariae Cirrhosae is considered to be the top-grade herb for use as an antitussive and expectorant drug.



According to the Chinese Pharmacopoeia, Bulbus Fritillariae Cirrhosae is the dried bulb of Fritillaria cirrhosa D. Don, F. unibracteata Hsiao et K. C. Hsia, F. przewalskii Maxim., F. delavayi Franch., F. taipaiensis P. Y. Li or F. unibracteata Hsia et K. C. Hsia var. wabuensis CS. Y. Tang et S. C. Yue, Z. D. Liu, S. Wang et S. C. Chen [3]. Bulbus Fritillariae Cirrhosae is rare and expensive, because most of these Fritillaria species are only found wild and distributed at an altitude of 3000–5000 m. Studies have suggested that Bulbus Fritillariae Cirrhosae has better therapeutic effects and lower toxicity, as compared to other species of Bulbus Fritillariae [4,5]. Consequently, some producers deceptively sell other species of Fritillaria as Bulbus Fritillariae Cirrhosae in the market. Thus, the authentication of species is of primary importance for ensuring efficacy and safety of the herb, and therefore, the development of method to effectively authenticate Bulbus Fritillariae Cirrhosae would be of great value.



Authentication based on morphological, microscopic or phytochemical characteristics is not reliable enough [6,7,8] because the plant can vary due to different practices of planting, harvesting, storage and manufacturing. The use of DNA identification methods is far more reliable; because DNA sequences do not vary easily. DNA sequencing methods already have been used to identify bulb of Fritillaria species [9,10]. Based on sequence analysis of the 5S-rRNA spacer region from different species of Fritillaria, a unique sequence was found in F. cirrhosa. However, this method cannot be used to identify bulbs of other species in the Bulbus Fritillariae Cirrhosae. Li et al. developed a polymerase chain reaction-restriction fragment length polymorphism (PCR-RFLP) method for the simultaneous identification of Bulbus Fritillariae Cirrhosae [11,12]. However, the PCR-RFLP was a two-step reaction method and required high quality DNA samples [10]. Unfortunately, it is always difficult to obtain high quality DNA from raw Chinese herbs. In this study, a SCAR marker was designed from RAPD polymorphisms for rapid and easy identification of Bulbus Fritillariae Cirrhosae. This DNA marker was further used to authenticate the commercial samples of Bulbus Fritillariae Cirrhosae. The reliability of our results was validated using the PCR-RFLP method. Overall, the RAPD-derived SCAR method proved to be a quick, simple, accurate and effective mean in identifying Bulbus Fritillariae Cirrhosae at DNA level.




2. Results and Discussion


2.1. Results


2.1.1. Identification of RAPD Marker for Bulbus Fritillariae Cirrhosae


High molecular weight genomic DNA was isolated from dry Fritillaria bulbs, which yielded 50–300 ng of DNA per 50 mg of bulbs. An absorbance (A260/A280) ratio of 1.6–1.8 suggested an insignificant level of contaminating proteins and/or polysaccharides. Seven of the twenty-four RAPD primers, for which variability and applicability were tested in preliminary experiments, were chosen for further analysis. With these primers all specimens showed highly repeatable patterns with the finally chosen protocol and reaction conditions (data not shown). However, only the primer S158 consistently amplified a single, intense band of ~0.65 kb for the six species of Bulbus Fritillariae Cirrhosae, which was absent in other six Fritillaria species (Figure 1). This band, named as CBM08, was putatively designated as Bulbus Fritillariae Cirrhosae specific marker. Bulbs of different Fritillaria species were listed in Table 1.


Figure 1. RAPD profiles of Fritillaria species amplified with primer S158. The specific primers revealed species-specific patterns for Fritillaria species of Bulbus Fritillariae Cirrhosae. M: 1 kb DNA ladder; B: Blank (nuclease-free distilled water) Lane 1–11: species of Bulbus Fritillariae Cirrhosae: Fritillaria cirrhosa (1–2), F. unibracteata (3–4), F. przewalskii (5–6), F. delavayi (7–8), F. taipaiensis (9–10), and F. unibracteata Hsia et K. C. Hsia var. wabuensis (11) Lane 12–17: Other Fritillaria species: F. hupehensis (12), F. ussuriensis (13), F. thunbergii (14), F. pallidiflora (15), F. walujewii (16), and F. puqiensis (17).
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Table 1. Plant species, origins and groups for medicinal purposes.







	
Groups

	
Species

	
NO. of

Indiv.

	
Origin






	
Chuanbeimu

	
Fritillaria cirrhosa

	
2

	
Kangdin County, Sichuan




	
F. unibracteata

	
2

	
Hongyuan County, Sichuan




	
F. przewalskii

	
2

	
Min County, Gansu




	
F. delavayi

	
2

	
Gongjue County, Tibet




	
F. taipaiensis

	
2

	
Chongqing




	
F. unibracteata Hsia et K. C. Hsia var. wabuensis

	
1

	
Mao County, Sichuan




	
Yibeimu

	
F. pallidiflora

	
1

	
Yili County, Xinjiang




	
F. walujewii

	
1

	
Tacheng County, Xinjiang




	
Zhebeimu

	
F. thunbergii

	
1

	
Ningbo, Zhejiang




	
Hubeibeimu

	
F. hupehensis

	
1

	
Yichang, Hubei




	
Pingbeimu

	
F. ussuriensis

	
1

	
Tonghua, Jilin




	
Puqibeimu

	
F. puqiensis

	
1

	
Puqi County, Hubei















2.1.2. Cloning and Sequencing of the RAPD Marker


The ~0.65 kb CBM08 band was isolated and sequenced. The first ten nucleotides of the sequence matched with the corresponding RAPD primer used. This result clearly showed that the cloned fragment was derived from the amplified RAPD product. The length of the CBM08 marker sequence obtained was 657 bp with 47% G + C content (A: 161; C: 129; G: 182; T: 186) (Figure 2). BLAST results revealed that the sequence showed partial homology with known plant nucleotide sequences at different similarity levels. Considerable similarity was found with the sequence of Fritillaria imperialis (Scor: 45.4 bits, and E-value: 5E-18).


Figure 2. Nucleotide sequence of the RAPD amplicon CBM08; the RAPD primers (a pair of S158) and SCAR primers (CBM-S and CBM-AS) were indicated.
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2.1.3. Amplification using SCAR Primers


The designed SCAR primer pair (Table 2), CBM-S and CBM-AS, was used to amplify genomic DNA from the twelve Fritillaria species (Figure 2 and Figure 3A). A single and distinct band of 231 bp was obtained in DNA isolated from all the six Fritillaria species of Bulbus Fritillariae Cirrhosae, while no specific amplification was observed for any of the other six Fritillaria species (Figure 3B). The SCAR primers were further used to amplify DNA from nine commercial samples of Fritillaria bulbs. A sharp and reproducible band (231 bp) was observed for five samples (Figure 4A), each purchased from different drug shops in Hong Kong, which verified these samples were authentic Bulbus Fritillariae Cirrhosae.


Figure 3. (A) Schematic diagram of RAPD and SCAR amplifying region. (B) PCR amplification of Fritillariae species using SCAR (CBM-S and CBM-AS) primers. The specific band (231 bp) was only detected in species of Bulbus Fritillariae Cirrhosae. M: 1kb DNA ladder; B: Blank (nuclease-free distilled water). Lane 1-11: species of Bulbus Fritillariae Cirrhosae: Fritillaria cirrhosa (1–2), F. unibracteata (3–4), F. przewalskii (5–6), F. delavayi (7–8), F. taipaiensis (9–10), and F. unibracteata Hsia et K. C. Hsia var. wabuensis (11). Lanes 12–17: Other Fritillaria species: F. hupehensis (12), F. ussuriensis (13), F. thunbergii (14), F. pallidiflora (15), F. walujewii (16), and F. Puqiensis (17).
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Figure 4. (A) PCR amplification of nine commercially available crude drugs of Bulbus Fritillariae Cirrhosae using SCAR marker amplification (CBM-S and CBM-AS); A specific band (231 bp) for Bulbus Fritillariae Cirrhosae was detected in samples 1–5. (B) PCR-RFLP analysis of Bulbus Fritillariae Cirrhosae validated results obtained using the SCAR marker. The detail protocol was displayed in part 3.8. The five samples generated two fragments between 100–200 bp after being digested by SmaI, confirming that they were Bulbus Fritillariae Cirrhosae (B).
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Table 2. Specific SCAR primer of Bulbus Fritillariae Cirrhosae devised from sequenced RAPD amplicon CBM08.







	
RADM

Primer

	
SCAR

Primer

	
Number of

base pairs (bp)

	
Sequence (5'-3')

	
G + C

Content (%)

	
Annealing

temperature






	
S158

	
CBM-S

	
20

	
GAC CTG GTC TGT GGA TCG TT

	
55

	
59 °C




	
CBM-AS

	
20

	
TGT CTC GCG CAA GTA CAA AC

	
50
















In contrast, no specific band was observed for the other four Fritillaria bulbs, which indicated that these samples were not Bulbus Fritillariae Cirrhosae (Figure 4A).




2.1.4. Validation of Results


In order to validate the reliability of our RAPD-SCAR method, the authentication of commercial samples was validated using the previously reported PCR-RFLP method. Two fragments (~190 and ~118 bp) were obtained following the digestion of the PCR products from five samples (i.e., samples 1–5) digested by SmaI (Figure 4B), which indicated that these samples were authentic Bulbus Fritillariae Cirrhosae. The fragments from other four commercial samples (samples 6–9) could not be digested by SmaI (Figure 4B), which indicated that they were not Bulbus Fritillariae Cirrhosae. The corroborative results of these two methods were totally coincidental. The basic features of each method are compared in Table 3.



Table 3. The characters of PCR-RFLP and RAPD-SCAR methods.







	
Column heading

	
PCR-RFLP

	
RAPD-SCAR






	
Specificity on Fritillariae

Cirrhosae Bulbus

	
Yes

	
Yes




	
Require high quality DNA

	
Yes

	
No




	
Require prior DNA sequence

Information

	
Yes

	
No




	
Experimental steps

	
2

	
1




	
Experimental duration

	
6–8 h

	
2–4 h














2.2. Discussion


This work aimed to improve the authentication process of Bulbus Fritillariae Cirrhosae by using a RAPD-derived molecular method. RAPD analysis can reveal a high degree of polymorphism, and which does not require prior DNA sequence information of the species. More important, this method is simple and straightforward, which makes it suitable for application in the Traditional Chinese Medicine industries. Many researchers have explored the use of RAPD markers for authentication of traditional Chinese medicines like Panax [13], Cordyceps sinensis [14] and Atractylodes [15]. In our RAPD analysis, significant genetic polymorphism was observed among the Fritillaria species surveyed. As recorded in the 2010 Chinese Pharmacopoeia [3], there are six Fritillaria species used as source material of Bulbus Fritillariae Cirrhosae. In our study, the random primer S158 yielded a ~0.65 kb amplicon specific for Bulbus Fritillariae Cirrhosae. We selected the monomorphic band (CBM08) for SCAR marker development. In SCAR, pairs of oligonucleotide primers specific to the sequence of polymorphic bands can be used to amplify the characterized regions from genomic DNA. Based on the sequence of CBM08, SCAR primers (CBM-S, CBM-AS) were designed to amplify a small region of 231 bp.



Utility of CBM-S and CBM-AS was tested for the identification of Bulbus Fritillariae Cirrhosae from the commercial samples of dried bulbs. The SCAR primers amplified an expected 231 bp DNA fragment in five of tested samples, but not in other four samples. The reliability of the above method was demonstrated by the previously developed PCR-RFLP method. Consistent results demonstrated that the novel SCAR marker was able to distinguish Bulbus Fritillariae Cirrhosae from other Fritillaria species. The SCAR marker has advantages for large scale analyses because of low cost, high reproducibility, and ease of use without elaborate electrophoresis. We expect that our SCAR marker will complement other molecular methods used to identify Bulbus Fritillariae Cirrhosae.





3. Experimental


3.1. Materials


Bulbs of different Fritillaria species were collected in China. Plant specimens were identified by the authors and voucher specimens were deposited in the Center for Chinese Medicine of Hong Kong University of Science and Technology. In addition, nine commercial samples of Fritillaria bulbs (1–9) were collected in Hong Kong herbal markets.




3.2. DNA Extraction


For DNA extraction, the dried Bulbs were ground into a fine powder. The extraction was performed with a commercial kit (DNeasy®Plant Mini Kit, Qiagen, Hilden, Germany) according to the manufacturer’s protocol. The DNA quantification was done with a NanoDrop® ND-1000 spectrophotometer (DiaMed China Limited, Hong Kong, China).




3.3. RAPD Analysis


PCR for amplification conditions were optimized to increase the reproducibility of the banding pattern. With the optimized reaction conditions and PCR protocol, the patterns were highly reproducible in multiple experiments. The RAPD was carried out with 5 μL of genomic DNA (~50 ng) in a 50 μL reaction containing 10× PCR buffer (with Mg2+ at a 1X conc. of 1.5 mM and contains loading dye), 0.5 mM dNTP, 400 nM primer and 1.5 U of Taq Polymerase (KAPA Taq DNA Polymerase with dye, KAPA Biosystems, Woburn, MA, USA). The PCR was carried out with a GeneAmp® PCR System 9700 (Applied Biosystems; Foster City, CA, USA). The cycling conditions consisted of an initial 5 min at 94 °C followed by 1 min denaturing for at 94 °C, 1 min annealing at 36 °C, and 1 min elongation at 72 °C repeated 40 cycles and with 10 min of final extension at 72 °C. An aliquot (5 μL) of the amplification product was separated on a 1.2% agarose gel and detected under UV-light after staining in ethidium bromide.




3.4. Screening Strategy and Identification of Specific RAPD


Twenty-four random primers were screened for their ability to produce a marker specific to Bulbus Fritillariae Cirrhosae. Amplification of DNA from the twelve Fritillaria species including six Fritillaria species of Bulbus Fritillariae Cirrhosae was carried out using a single primer. The amplicon was monomorphic in all the Fritillaria species of Bulbus Fritillariae Cirrhosae but absent in other six Fritillaria species.




3.5. Cloning of the RAPD Amplicon


The putative marker amplified by the random primer S158 was excised from 1.2% agarose gel with sterile gel slicer and purified using QIAquick Genei Gel Extraction kit (Qiagen). It was then used as a template for its re-amplification using the same primer. TA cloning strategy was employed using the Invitrogen TA Cloning system (Invitrogen, Carlsbad, CA, USA). The standard reaction consisted of 10× ligation buffer (1 μL), PCR Vector (2 μL, 50 ng), PCR product (6 μL), and T4 DNA ligase (1 μL). The reaction mixture was mixed by pipetting, and incubated at 4 °C overnight. Transformation was carried out using high efficiency competent cells (DH-5α strain of Escherichia coli) following protocol for transformation by calcium chloride as described by Sambrook et al. [16]. Ten distinct white colonies were picked up from the LB-ampicillin plate. Then, the recombinant plasmid DNA from E. coli was isolated using Qiagen’s QIAprep® Mini prep kit following the manufacturer’s directions. Confirmation of the clones was done by amplifying the DNA using M13 and T7 universal primers.




3.6. Sequencing, SCAR Primer Designing


After the purified RAPD amplicon was cloned, both ends of the recombinant plasmid were sequenced on an ABI 3700 automated sequencer (Applied Biosystems). Homology searches were performed within Genebank’s non-redundant database using the BLAST algorithm [17]. Based on the sequenced RAPD amplicon, a pair of SCAR oligonucleotide primer (CBM-S and CBM-AS), which could amplify approximately 231 bp fragment in Bulbus Fritillariae Cirrhosae was designed. CBM-S was designed as the forward primer and CBM-AS as the reverse primer. The sequences were custom synthesized from Life Technologies Limited, Hong Kong.




3.7. Amplification of the Genomic Region


The SCAR primers pair was used for PCR amplifications of genomic DNA from the twelve Fritillaria species (including six Fritillaria species of Bulbus Fritillariae Cirrhosae). Thermal cycling conditions for amplification using SCAR primers were optimized as: 94 °C for 5 min; 40 cycles at 94 °C for 1 min, 59 °C for 1 min., and 72 °C for 1 min; and a final extension at 72 °C for 10 min. PCR amplification for authentication of commercial samples was done by using the SCAR primer pair with the above-mentioned thermal cycling conditions.




3.8. Validation of the Authentication Result


The result of authentication of commercial samples was validated by the PCR-RFLP method. The identification of Bulbus Fritillariae Cirrhosae by PCR-RFLP was carried out using the protocol described by Li et al. [11]. Briefly, the genomic DNA of nine commercial samples was first amplified with previously reported primers ITS-P1 (5'-CGTAACAAGGTTTCCGTAGGTGAA-3') and ITS-P3 (5'-GCTACGTTCTTCATCGAT-3'). Thermal cycling conditions for amplification were: 95 °C for 4 min; 30 cycles at 95 °C for 30 s, 58 °C for 30 s, and 72 °C for 30 s; and a final extension at 72 °C for 5 min. Then, the PCR products were digested using the incision enzyme SmaI. As reported [11], there was a SmaI digestion site in Bulbus Fritillariae Cirrhosae DNA sequence (CCCGGG), but not in other Bulbus Fritillariae (CTCGGG). Digestions with SmaI (10 U/μL, Roche, Basel, Switzerland) were performed in a total volume of 20 μL containing 6 μL PCR products, 5U of SmaI enzyme, 2 μL 10× digestion buffer as recommended by the manufacturer, and 11.5 μL of PCR H2O; The incubation was at 37 °C for 1.5 h.





4. Conclusions


The developed RAPD-SCAR method effectively distinguished the Bulbus Fritillariae Cirrhosae from other species of Fritillaria. It was also successfully applied to identifying commercial samples of dried bulbs, which was then analyzed by PCR-RFLP method for verification. The results demonstrated that the RAPD-SCAR method was simple, accurate and reliable in identifying Bulbus Fritillariae Cirrhosae at the DNA level. Our study suggests that the use of RAPD-derived DNA markers to authenticate Bulbus Fritillariae Cirrhosae could be helpful to ensuring the quality and clinical efficacy of Fritillaria bulbs. Additionally, this method could facilitate the testing and certification of other Chinese herbal materials in the plant pharmaceutical industry.







Acknowledgments


This research was supported by Hong Kong Research Grants Council Theme-based Research Scheme (T13-607/12R), GRF (662911, 663012, 662713, N_HKUST629/13, M-HKUST604/13), The Hong Kong Jockey Club Charities Trust and Foundation of The Awareness of Nature (TAON12SC01) and ITC (GHP/059/12SZ) to Karl Tsim.




Author Contributions


Karl W. K. Tsim, Tina Ting-Xia Dong, and Ping Li were in charge of idea and concept of the paper; Gui-Zhong Xin, Yin-Ching Lam, and Maitinuer Maiwulanjiang were in charge of samples collection and experimental design; Gallant K. L. Chan, Kevin Yue Zhu, and Wai-Lun Tang were in charge of cloning study and SCAR primer design; Zi-Qi Shi was in charge of language revision.




Conflictts of Interest


The authors declare no conflict of interest.




References


	1. 
Lin, B.Q.; Ji, H.; Li, P.; Jiang, Y.; Fang, W. Selective antagonism activity of alkaloids from bulbs Fritillariae at muscarinic receptors: Functional studies. Eur. J. Pharmacol. 2006, 551, 125–130. [Google Scholar] [CrossRef]

	2. 
Lin, G.; Li, P.; Li, S.L.; Chan, S.W. Chromatographic analysis of Fritillaria isosteroidal alkaloids, the active ingredients of Beimu, the antitussive traditional Chinese medicinal herb. J. Chromatogr. A 2001, 935, 321–338. [Google Scholar] [CrossRef]

	3. 
The State Pharmacopoeia Commission of the People’s Republic of China. Pharmacopoeia of the People’s Republic of China, 2010 ed.; Chemical Industry Press: Beijing, China, 2010; Volume 1, p. 191. [Google Scholar]

	4. 
Chan, S.W.; Li, S.L.; Lin, G.; Li, P. Pharmacokinetic study and determination of imperialine, the major bioactive component in antitussive Fritillaria cirrhosa, in rat by high-performance liquid chromatography coupled with evaporative light-scattering detector. Anal. Biochem. 2000, 285, 172–175. [Google Scholar] [CrossRef]

	5. 
Yu, X.L.; Ji, H.; Wang, C.L.; Li, P. Survey of pharmacology researches of Bulbus Fritillariae. Chin. Tradit. Herb. Drugs 2000, 31, 313–315. [Google Scholar]

	6. 
Li, P.; Xu, G.J. Studies on resources of Chinese drugs Beimu. J. Plant Resour. Environ. 1993, 2, 12–17. [Google Scholar]

	7. 
Li, P.; Xu, G.J.; Xu, L.S. Studies on the Chinese drug beimu VIII. Identification of the commercial drugs on Fritillaria. Chin. Tradit. Herb. Drugs 1990, 21, 26–29. [Google Scholar]

	8. 
Li, H.J.; Jiang, Y.; Li, P. Characterizing distribution of steroidal alkaloids in Fritillaria spp. and related compound formulas by liquid chromatography–mass spectrometry combined with hierarchial cluster analysis. J. Chromatogr. A 2009, 1216, 2142–2149. [Google Scholar]

	9. 
Cai, Z.H.; Li, P.; Dong, T.T.X.; Tsim, K.W.K. Molecular diversity of 5S-rRNA spacer domain in Fritillaria species revealed by PCR analysis. Planta Med. 1999, 65, 360–364. [Google Scholar] [CrossRef]

	10. 
Li, Y.F.; Li, Y.X.; Lin, J.; Xu, Y.; Yan, F.; Tang, L.; Chen, F. Identification of bulb from Fritillaria cirrhosa by PCR with specific primers. Planta Med. 2003, 69, 186–188. [Google Scholar] [CrossRef]

	11. 
Wang, C.Z.; Li, P.; Ding, J.Y.; Peng, X.; Yuan, C.S. Simultaneous identification of Bulbus Fritillariae cirrhosae using PCR-RFLP analysis. Phytomedicine 2007, 14, 628–632. [Google Scholar] [CrossRef]

	12. 
Xu, C.L.; Li, H.J.; Li, P.; Zhang, Y.; Wang, S. Molecular method for the identification of Bulbus Fritillariae Cirrhosae. J. Chin. Pharm. Univ. 2010, 41, 226–230. [Google Scholar]

	13. 
Um, J.Y.; Chung, H.S.; Kim, M.S.; Na, H.J.; Kwon, H.J.; Kim, J.J.; Lee, K.M.; Lee, S.J.; Lim, J.P.; Do, K.R.; et al. Molecular authentication of Panax ginseng species by RAPD analysis and PCR-RFLP. Biol. Pharm. Bull. 2001, 24, 872–875. [Google Scholar]

	14. 
Feng, K.; Wang, S.; Hu, D.J.; Yang, F.Q.; Wang, H.X.; Li, S.P. Random amplified polymorphic DNA (RAPD) analysis and the nucleosides assessment of fungal strains isolated from natural Cordyceps sinensis. J. Pharm. Biomed. Anal. 2009, 50, 522–526. [Google Scholar] [CrossRef]

	15. 
Chen, K.T.; Su, Y.C.; Lin, J.G.; Hsin, L.H.; Su, Y.P.; Su, C.H. Identification of Atractylodes plants in Chinese herbs and formulations by random amplified polymorphic DNA. Acta Pharmacol. Sin. 2001, 22, 493–497. [Google Scholar]

	16. 
Sambrook, J.; Russell, D.W. Molecular Cloning: A Laboratory Manual; Cold Spring Harbor Laboratory Press: New York, NY, USA, 2001. [Google Scholar]

	17. 
BLAST Algorithm, 2nd ed.; an algorithm for comparing Primary biological sequence information. National Center of Biotechnology Information: Bethesda, MD, USA, 2002. Available online: http://www.ncbi.nlm.nih.gov/BLAST/ (accessed on 18 March 2014).






	
Sample Availability: Samples of the Bulbus Fritillariae are available from the authors.







© 2014 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access article distributed under the terms and conditions of the Creative Commons Attribution license ( http://creativecommons.org/licenses/by/3.0/).







media/file4.png
1 GGACTGCAGA GCGGACACGG ACTACATSTT GTTCTCTTGT CCCGATGGAT GATCCGTACT
5158
€l GGOCGTGGAT GAGGGTTAGA GGCTACAGTC GTGCTTGCTE ACCTCGCTCTE TGGATCETIC
CBM-S
121 CCTTAACCCT GUGGATGGIT CATATGGGCT GCGAACAAGG TCGAGTGTCG GGTCARAGTAT

181 TTTTGTATAG GGGAATTGGC TTGCGTCGTT ACCTTAAATT TTGTTAGCCG TGGTTCAAGC

241 GATGARAGGTE CATCGTGATT CATAGETGGG GTACGARACG TTTTGCETGEG TTCARCGCTAG

301 CCTGGTCGAR GTTTCTACTT GCGCGAGACA ATATGTGAGC CAATGGATAT GAAATGGGCT
CBM-AS

36l TTACTACCAG TTTATGCGTG ACTTGAGACC AATAACGCGA TAGGTTGGAA AATAGTGGTC

421 ACGGACCATA AARARCATTGA TTCTCATCAT GCATCCTAAC GTAATCATCT AGTATGACTT

481 GTTCGATATC AGAAATTACT AGCAGACTTTA TCCATAGACG TACCTAACTT GTGAAGTGCGA

541 GGAAATCCCT GGGAATCGAG GACATAACCG CTCAACCGCC CACTACATGT TCTTGATTC

601 CCGAGGGEATC CGCAACCGAT GACTTGTTGT GGAAATCGTA TGGTGATTCT GCAGICC
5138





nav.xhtml


  molecules-19-03450


  
    		
      molecules-19-03450
    


  




  





media/file1.png
[l (L

-—
I B S . N






media/file2.png





media/file5.jpg
GGA cBMS
A 1o [ 48 €T OT0 TaT Goa o T
5

SCAR - 231 bp

bp 1 330 857
TGT CTC GCG CAA GTA CAAAC $—
CBM-AS

Bkb MB 1 23 45 E/8 91011121314 1181






media/file3.jpg
1 GGACTGCAGA GCGGACACGG ACTACATSTT GFTCTCTTGT CCCGATGGAT GATCCGTACT
sis8

61 GoCaTIEAT GAGGGTIAGN GOCTACAGTC GRGGTTOGTE ACCTOOTCTe TUSMICETTS
121 COFEAMCRCT GUGGATOSTT CAFATSGGCT CGEAACANGG TGGAORORCS GUTCAATTA
161 TRTRGITAG GOGAATTGGG FRGGOTCOTE AGSTIAAMTT FRGTTAGGCS TAGTIGANGO
261 GATGAAGOTO CATSOTGATY CATAGSTG00 GTACGAAAGG TTFIGGETGS TTCACGCTAG

301 CCTGGTCGAA GTTTCTACTT GCGCGAGACA ATATGTGAGC CARTGGATAT GAAATGGGCT

361 TTACTACCAG TOTATGCGTG ACTTGAGACC RATARCGCGA TAGGTTGGRA AATAGTGGTC
421 ACGGACCATA AAAACATTGA FTCTCATCAT GCATCCTAAC GTARTCATCY AGTATGACTT
481 GTTCGATATC AGAAATTACT AGAGAGTTTA TCGATAGACG TACCTAAGTY GTGAAGTGGA
541 GGRAATCCCT GGGAATCGAG GACATAACCG CTCAACCGCC CACTACATGT TCTTGATTC

601 CCGAGGGATC CGCAACCGAT GACTTGTTGT GGAAATCGTA TGGTGATICT GCASTCC
5





media/file7.jpg





media/file8.png





media/file6.png
CBM-S TCC
GGA ——> GAC CTG GTC TET GRA TS TT
A = 100
SCAR - 231 bp
bp 1 330 657
TGT CTGC GGG CAA GTA CAAAC €—
CBM-AS
B kb M B 1 2 3 4 5 €7 8 9 1011 12 13 14 1B 16 1/

G.2G
010 -






media/file0.jpg
M B1 2 3 4 58 7 8910 1112 13 14 151617






