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Application of gene technology in quality control of Chinese materia medicall .
Identification of Chinese Rhizoma D ioscoreae by DN A sequencing
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Abstract Object To distinguish the genuine Dioswrea polystachya Turcz from other species of
Dioswrea L. such as D. persimilis Prainet Burkill, D. japonica Thunb. , and D. alata 1., conventionally
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used in some localities by sequencing their nuclear ribosomal RN A subunit ( 18S rRN A), to provide mole-

cular evidences for the quality control of drugs of Dioswrea 1.. Methods By direct PCR sequencing to de—

tect the homology of 185 rRN A sequence of different species of Dioscorea 1.. Results

The 18S rRN A

gene sequence of genuine D. polystadiya, D- persimilis and D. japonica showed identical length of 1810

bp. whereas that of D. alata was 1807 bp. Multiple sequence alignment of 185 rRN A gene showed that

the homology was identical between D. persimilis and the genuine D. polystadhya; but a difference of

99. 8% with D. japonica and 97. 51% with D. alata. Conclusion

DN A sequencing can provide an accu—

rate and reliable mean for the identification of the origin and genuineness of Dioswrea L. .

Key words Rhizoma Dioscoreae; 18S rRN A gene; DN A sequencing; origin identification
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Studies on establishment of calli culture for rapid propagation of Spiraea japonica
HU Yi-ming, GAN Fan-yuan, PENG Li—ping, HAO Xiao-iang
(Kunming Institute of Botany, Chinese Academy of Sciences, Kunming Yunnan 650204, China)

Abstract Object To establish a calli culture system for the rapid propagation of Speiraea japonica
L. f.. Methods Callus and shoot induction were carried out on MS, 6, 7V or B media with different

A calli culture system

MS cultural medium was found to

be most suitable for calli induction. MS with 2. 0 mg /L 2,4-D+ 0. 3 mg/L KT can induce calli when the
explants were used for the induction, with stem tips being the most satisfactory explant. Clusters of
seedlings can beinduced on MS+ 2mg/L BA+ 0. 1 mg/L NAA and when these seedlings were transferred
to 1/2MS+ 0.25mg /L BA+ 0.5 mg/L NAA medium, root were developed to give young seedlings. —
Key words Spiraea japonica 1. f.; cullus tissue; rapid propagation
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