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Discussion on Genetic Diversity of Tacca chantrieri Population in Yunnan Province Based on ITS Sequence Analysis

ZHAO Yue-mei et al  ( Biological Medicine Engineering Department of Shangluo University Shangluo GAP Research Engineering Center
for Traditional Chinese Medicine China Academy of Traditional Chinese Medicine Shangluo Shaanxi 726000)

Abstract
provide the theoretical basis for the rational utilization and protection of the germplasm resources.

Objective The study aimed to investigate the genetic relationship among 9 populations of Tacca chanirieri in Yunnan Province and
Method The ITS sequence analysis tech—
nology was used to make for the research on the genetic diversity of 118 samples collected from 9 populations of Tacca chantrieri in Yunnan
Result

ince; another included the rest 5 populations from the southeast of Yunnan Province. There were 6 haplotypes in 9 populations and there was

Province. The samples from 9 populations were divided into 2 groups: one included 4 populations from the south of Yunnan Prov—

noncoincidence haplotype between 2 groups.  Conclusion T. chantrieri showed a very low genetic diversity the genetic variation was mainly
among populations. This may be attributed to that the 7. chantrieri distributed in Yunnan Province is the plant with the self-pollination as the

main. Therefore the more populations should be introduced as far as possible when T. chantrieri was made for the off-site preservation.
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( Tacca) Table 1 Population descriptions of 7. chantrieri
No. Abbrev— Sample Position Altitude Haplotype
1ation s1ze m composition
° 1 BSH 14 22°53” N 101°56" E 680 ~960 H1
~ N N N 2 GLQ 10 22°45° N 103°58° E 700 ~1 200 H3
2 . 3 QCT 10 22°40° N 104°01° E 680 ~780 H3
4 14 22°10° N 100°51" E 760 H2
N N N N N N 5 TP 10 23°12° N 105°32" E 900 H4
N NN ° 6 WTS 20 21°37° N 101°35" E 680 H1
7 XHJ 20 23°21° N 100°55" E 800 H1
8 MLP 10 22°58° N 104°51° E 800 H5
9 DL 10 23°17° N 105°50" E 600 H6
o 1.2 DNA DNA CTAB
(1TS) DNA DNA®  DNA TE 50 ng/plo
188 5.88 TSI 1TS2 1.3 ITS PCR PERKIN
ELMER( PE) 9700 PCR o ITS
197 C 3 min 95 C 2 min 54 °C
9 IS min72°C 1 min. 32 72°C 7 min.
20 pl 30 ~60 ng DNA 2
° wl 10 x buffer 0.5 Taq DNA (5U0/ul) 1.5 ul
1 MgCL,(25 mmol/L) 1.5 pl  dNTPs( 10 mmol/L)
L1 9 2 pl(5 pmol /L) 20 plo
( KSCX2YW-Z~ ITS5: ( 5-GGAAGTAAAAGTCGTAACAAGG3") IT4:
g?;"‘) (20094SF-GBOWS- (5. 1 TCCGCTTATTGATATGCS) (
(1982 -) ) PCR

*
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Table 3  Squence divergence among haplotypes of T. chantrieri °
Haplotypes 1 2 3 4 5 6
aplotypes 1 . D .
1 HI . 2006.
2 H2 0.002 2 . M .
3.H3 0.012 0.010 2005.
4. H4 0.010 0.009 0.002 3 FU L K JIN J M. China plant red data book-Rare and endangered plants
M . Beijing China: SciencePress 1992:642 —643.
5 H5 0.016 0.014 0.003 0.005 4 LDNA TS
6. H6 0.012 0.010 0.003 0.002 0.003 I 1999 37(4) : 407 416,
5 DOYLE J DOYLE J. A rapid DNA isolation procedure for small quantities
3 of fresh leaf tissue J . Phytochemistry 1987 19:11 -15.
6 HALL T A. BioEdit: a user — friendly biological sequence alignment editor
ITS / and analysis program for Windows 95/98/NT ] . Nucleic Acids Symposi—
(R) 1.25 2 ’ ( 21036 )
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Fig.4 Detection of the virulence genes by PCR
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