59 1 ( ) Vol. 59 No. 1
2013 2 J. Wuhan Univ. (Nat. Sci. Ed. ) Feb. 2013,099~104

:1671-8836(2013)01-0099-06

S
ISSR

1 2t
’

(1. PAAFRE BRRARFESE ., =d B IRN 666303;
2. KR KF AwHFFIR. #d XX 430072)

9  ISSR(inter-simple sequence repeat) 5 ( s
, , )105 . PCR .9 ISSR 5
105 95 ; 100 %. 2.00,
1. 40, Nei’s 0. 255 2,Shannon’s 0.401 2. 5
s . UPGMA 5
, ) 4 , ,
, 3
; ISSR; ;
: Q979.7 (A

Population Genetic Structure of Five Amorphophallus
Species from the South of Yunnan Province by
Inter-Simple Sequences (ISSR) Markers
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Abstract: The genetic diversity of five Amorphophallus species (A. konjac, A. dubius,A. yuloensis, A. kachinen-
sis A, pingbianensis) {from the south of Yunnan province were studied with inter-simple sequence (ISSR) markers. A
total of 105 individuals were included in this study. By using nine ISSR primers, a total of 95 fragments were ampli-
fied, of which 95 were polymorphic. The observed number of alleles (N,) was 2. 00, and the effective number of al-
leles was 1. 40, the Nei’s gene diversity was 0. 255 2, and the Shannon’s information index was 0. 401 2. Among the
five studied species, the lowest genetic diversity was found in A. konjac. The UPGMA cluster of the five species
showed that five Amorphophallus species could be divided into two groups. The first group included the A. konjac,
and the another group included A. dubius, A. yuloensis, A. kachinensis and A. pingbianensis. The genetic distance be-
tween A. pingbianensis and A. dubius was the smallest. At the individual level, cluster analysis demonstrated that the
individuals of A. konjac and A. dubius were clustered into their corresponding species, and the rest of individuals did
not cluster into their corresponding species. This results also suggested that the artificial cultivation might have an im-
portant role in reducing the genetic diversity of Amorphophallus species.
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1 A. konjac 9 ’ ’ %(2)};11;11,?{?’
2 A. dubius 27 s s s %(1)}50%?1%?\’?’
3 A. yuloensis 32 %i)}ggfli%,?l?’
4 A. kachinensis 6 s , %(2)};2552?\?’
5 A. pingbianensis 31 %(2)3);2’71,(8%(]15’
1.2 PCR LiftPro PCR  (
DNA CTAB :]0:' ) ’ 25 pLe
UBC( ) DNA 10 ng,10 X buffer 2.5 pL.,2. 5 mmol/L
, 9 ( dNTP( ) 2.5 uL,1.5 mmol/L
):811,823, MgCl, 1. 5L, TagDNA (5U/plo0.2 pl,
834,861,862,866,873,8809,889, 2. (10 pmol/L)1 pL, 25 pl. PCR



1 5 ISSR 101
2 ISSR 1.3
(3'-5") “17,
UBC811 GAGAGAGAGAGAGAGAC “0”, 0,1 ; POP-
UBC823 TCTCTCTCTCTCTCTCC GEN32 N.;
UBC834 AGAGAGAGAGAGAGAGYT N.;Nei’s (1973) H;
UBCS861 ACCACCACCACCACC Shannon’ s I. NTSYSpe
UBC862 AGCAGCAGCAGCAGC (Version2. 1) (UPGMA)
UBCS866 CTCCTCCTCCTCCTC
UBC873 GACAGACAGACAGACA ,
UBC8809 GGAGAGGAGAGGAGA
UBC889 DBDACACACACACACAC 2
:94 C 5 min; 2.1 ISSR
,94 °C 1 min,55 °C 1 min,72 C 1.5 min, 40 9 ISSR 95
; 72 °C 10 min, 4 C . , 95
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5% N, N. H I
A. konjac 9 39 41.05 141 1.22 0.134 0 0.203 8
A. dubius 27 74 77.89 1.78  1.36 0.2259 0.351 4
A. yuloensis 32 75 78.95 .79 1.42 0.247 0 0.375 0
A. kachinensis 6 51 53.68 154 1.27 0.169 6 0.2617
A. pingbianensis 31 84 88. 42 1.88  1.41 0.252 6 0.394 0
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4 Nei’s(1978)
A. konjac A. dubius A. yuloensis A. kachinensis A. pingbianensis
A. konjac — 0.930 7 0.924 3 0. 888 4 0.890 4
A. dubius 0.071 8 — 0. 966 6 0.943 1 0. 955 2
A. yuloensis 0.078 8 0.034 0 0.9311 0.944 2
A. kachinensis 0.118 3 0.058 6 0.192 4 0.943 5
A. pingbianensis 0.116 1 0.045 8 0.057 4 0.058 2
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