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Table 2 The primers and their sequences
(5739 (539 (539
Primer Sequence( 53" Primer Sequence(5°-3") Primer Sequence( 5°-3")
OPA-07 GAAACGGGTG OPC-11 AAAGCTGCGG OPE-11 GAGTCTCAGG
OPA-14 TCTGTGCT GG OPD-11 AGCGCCATTG OPE-12 TTATCGCCCC
OPA-17 GACCGCTTGT OPE-04 GTGACATGCC OPE-14 TGCGGCT GAG
0OPC-06 GAACGGACTC OPE-07 AGATGCAGCC OPE-16 GGTGACTGTG
opC-08 T GGA CCGGT G OPE 08 TCACCACGGT OPE-18 GGACTGCAGA
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1 OPC-06(a) , OPE-08(b), OPE-12(c) , OPA-17(d) RAPD
( 1)
Fig. 1 RAPD profiles generated by primers OPC-06(a), OPE-08(b), OPE-12(¢), OPA-17(d)
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Table 3 Genetic distances betw een any tw o species(above diaganol) , the numbers of the
shared fragments and the total numbers of fragments amplified in RAPD

patt erns(below (]iaganol)

/
Genetic distances Numbers of shared fragments/ T otal numbers of fragments
No: 1 2 3 4 I 2 3 4

1 0.225 0. 245 0.457 55/ 142 55/ 143 36/ 133

2 0. 102 0.350 57/ 127 38/ 117

3 0. 340 39/ 118

4

1. C. fortunei Hook-f.; 2. C. sinensis( Rehd- et Wils. ) Li; 3. C. hainensis Li; 4.

C.oliveri Mast-
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PHYLOGENETIC RELATIONSHIPS OF
CEPHALOTAXACEAE BASED
ON RANDOM AMPLIFIED POLYMORPHIC DNA

. 1 . . 1 2 . . 1
Wang Ting  Su Yingjuan Huang Chao™ Zhu Jianming
(1 School of Life Sciences, Zhongshan University Guangzhou 510275)
(2 Dep artment of Pharmacy »H ubei Chinese T raditional M edicine College Wuhan 430061)

Abstract  Four species of Cephalotaxaceae were analyzed using random amplified polymorphic DNA
(RAPD) markers. Eighty primers from 4 Operon kits were screened by RAPD, while 14 selected primers
were able to produce clear polymorphic patterns.T he results generated by using UPGM A algorithm to
cluster genetic distance calculated from RAPD data imply that it is reasonable to establish the Sect.
Cephalotaxus and Sect- Pectinatae in Cephalot axaceae-
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