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Abstract: The trnL-F sequences of five medicinal species in Atractylodes DC. were analyzed by PCR
technique. The results showed that the length of &nL-F sequence was 886 — 902 bp, and the length
became to 816 bp after aligned these sequences and cut the overhanging terminals. The percentage
of G +C content was 34.4% . When the gaps were always treated as missing, there were five variable
sites. Based on trnL-F sequences, A. koreana (Nakai) Kitam., A. chinensis (DC.) Koidz. and A.
macrocephala Koidz. could be identified accurately. But no difference between the trnL-F sequences of
A. lancea (Thunb.) DC. and A. japonica Koidz. ex Kitam., so these two species could not be
distinguished from each other. The molecular phylogenetic trees of these five species which constructed by
N-J and UPGMA methods were considerable discrepant. It is suggested that species differentiation of
these five medicinal species in Atractylodes DC. are incomplete and the evolution of DNA sequence is not
identical.
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Table 1 The origins of five medicinal species in Atractylodes DC.
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JG 1 70% Z. BegE i R R4, T & DNA 1
BB

B bk R
No.  Species Locality

RS

Accession No.

I

Voucher

1 F#ER A. japonica Koidz. ex Kitam.
2 HRSEH AR A. koreana (Nakai) Kitam.
3 Jb&AR A. chinensis (DC. ) Koidz.

4 F#HAR A. lancea (Thunb. ) DC.

5 HAR A. macrocephala Koidz.

LTI Fushun, Liaoning

11 Z B #f 1l Kunyushan, Shandong

b &1l Yangtaishan, Beijing

YT W11l Hushan, Jiangsu

TLFRETBA(3%3%) Sheyang, Jiangsu (Cultivated)

Xu’ enguo 200605010 -

Geyanfen 200607011 EF028336
Liuyuehui 200607009 EF028335
Xuxiaolan 200311002 EF028337
Zhouyifeng 200511012 EF028334
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Fig. 1 Primer positions used to amplify &=L intron and &rnL-F intergenic spacer of cpDNA of five medicinal species in Atractylodes DC.
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G+CHZERA34.4% , BERT A+TIHEE

INEFEEFERA RN The small letters indicate the variable sites

B2 XEARR tnl -F 53]
Fig. 2 The trnL-F sequence of Atractylodes japonica Koidz. ex Kitam.

5'-ATAACTTTCA  AATTCAGAGA AACCCTGGAA TTAATAAAAA TGGGCAATCC TGAGCCAAAT CACGTTTTCC
GAAAACAAAC  AAAGGTTCAG AAAgCGAAAA TCAAAAAGGA TAGGTGCAGA GACTCGATGG AAGCTGTICT
AACGAATCGC GTTGATIGTC TTACGTTGGT AGAGGAATCC TTCTATCGAA ACTTCAGAAA AGATGAAAGA
TAAACCTGTA TACATAATAC AGAAGAATTG TTGTGAATCG ATTCCGTATT GAAGAAAGAA TCGAATATTC
ATTGATCAAA CCATTCACTC CATAATCTGA TAGATCTTTT GAAGAACTGA TTAATCGGAC - GAGAATAAAG
ATAGAGTCCC GTTCTACATG TCAATACCGG CAACAATGAA ATTTATAGTA AGAGGAAAAT CCGTCGATTT
AAAAAATCGT  GAGGGTTCAA GTCCCTCTAT CCCCAAAAAG ACCATITGAC TCCCTAATTA TTITATCGTAT
CCTTTTITATT TATTTTATCC TTTTTTCgIT  AGCGGTTCAA AATTCCTTAT CTTTCTCATT CACTACTCTT
TATACAAATG GATTTGAGCg GAAATGCTGT TCTCTTATCA CATGTGATAT ATGATACATG TACAAATGAA
CATCTTTGAG CAAGGAATCC CCATTTGAAT GATTCACGAT CGATATTTITt ATTCATACTG AAACTTACAA
AGTTGTTCTT TTGTTTTGAC AAATTATAGG ACCTGGATGA GGCTTTGTAA TACCCTTTCA ATTGACATAG
ACCCAAGTTA TCTAGTAAAA TGAAAATGAG GATGAGACAT CAGGAA -3

2.2 tmL-F FIIMNERSHRET
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RS MR HERZ AL, BB E 2, ik
2 Af WL, L - F FHIMBELERLRAT-CHIG-
A BB G - T Bitle, TIHARBAAE R, SIHEAR
HEFIAMFFEINERMERET, LB ARAEHES518
#2 SHERELMEY mL-F FINTREA

Table 2 The variable sites of rnL.-F sequences of five medicinal
species in Atractylodes DC.
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1:£ % AR Atractylodes japonica Koidz. ex Kitam. ; 2: H# AR A
koreana ( Nokai) Kitam. 3 3: bR A. chinensis (DC. ) Koidz. ; 4: F
A A. lancea (Thunb. )DC. ; 5: HAR A. macrocephala Koidz.
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Fig. 3 The N-J tree of five medicinal species in Atractylodes DC.
based on cpDNA #rnL-F sequences
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JBIEBEE  Genetic distance

1: XB R Awractylodes japonica Koidz. ex Kitam. ; 2. HI#E A A
koreana ( Nakai)Kitam. ; 3; L& R A. chinensis (DC. ) Koidz. ; 4. 3
AR A. lancea (Thunb. YDC. ; 5: HAR A. macrocephala Koidz.

H4 ETHREEER mL-FEFINS HERRGAEDH
UPGMA R 3H

Fig. 4 The UPGMA dendrogram of five medicinal species in
Atractylodes DC. based on cpDNA #rnL-F sequences
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