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Abstract: The genetic diversity of 14 Lycoris radiata populationswas analyzed by ISSR markers The reaults of
POPGEN32 analysis showed that at ecies level, the percentage of polymomphicswas 92 31%, Shannon’ s index
(H) wasQ 459 7, and Nei’' s gene diversity (1) wasQ 302 5, indicating a high level of genetic diversity But at
population level, theywere 49 65%,0 262 0 and Q. 176 3, repectively, suggesting a low level of genetic diversity.

And the gene differentiation coefficient (Gst) and gene flov (N, ) among the populations were 0. 503 5 and
0 698 3, regectively The analysisof molecular variance (AMOVA) demonstrated that therewas a relatively high
level genetic variation (46 12%) among the populations, and there was relatively low genetic variation (53 88% )

within the populations The high genetic differentiation anong populations and the low genetic diversity within
populations could be attributed to the habitat fragnentation and the Imited gene flov among populations
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, Beauv var gemanica (Mill ) Schred )
[13- 18]
[8- 11] . .
, (Lycoris longituba Y. Hau etQ. 1 Fan)
(4] ISR
14
(11]
ISR ( Inter-simple sequence repeat)
, PCR 1
DNA ,
, 2 SR 11
DNA RAPD , ISR 2003—2005
: el 8 14 ( 1
(ZeamayslL. ) (B rassica , ,
napuslL. ) (Triticum aestivun L. ) (Oryza , ,
sativa L. ) (Vitis vinifera L. ) ( Ipamoea 15 , 210 , ,
batalas (Linn ) Lam ) (Setaria italica (L. ) , - 20 ., DNA
1 14
(N) (E) / /h /mm
28°13'  28°49’ 118°41'  119°30' 162 17.6 13250 21300 10390 21580
28°32' 29°41' 119°14'  120°46' 17.3 18 2 15288 18089 1109 0 1305 2
28°15'  28°53' 118°22' 118°48' 202 240 1900 0 22260 16000 1716 4
29°56' 30°23' 118°51' 119°52' 158 17.1 18473 19390 1400 0 1500 0
27°25'  27°51' 118°50' 119°30' 170 180 17740 19880 15710 17600
30°31' 31°42' 103°45'  105°15' 150 17.0 1000 0 1300 0 900 0 950 0
27°33'  28°08' 114°29' 114°51' 168 17 4 1291 2 1655 4 1594 8 1643 6
27°04'  27°36' 114°62'  114°47' 17.4 17.7 16490 17000 1553 0 16405
26°02' 26°51' 110°35'  112°14' 17.8 18 4 16131 16230 11500 1350 0
26°59' 27°29' 109°32' 110°31' 17.0 17.6 962 0 1452 0 1160 0 1450 0
31°14'  32°37' 118°22' 119°14' 16 7 20 4 1900 0 24300 10000 11580
26°32'  27°06' 116°30' 117°03' 110 17.0 19135 21615 17000 2000 0
25°36'  26°27" 108°04' 108°44' 152 212 13126 14297 12000 12510
29°34'  30°30’ 116°39' 117°18' 119 161 20098 20551 16446 17635
12 2 ISSR
121 DNA CTAB (5 -3)
808 AG)4C
DNA DNA  Q1xTE 1% (AC)g
809 (AG)gG
DNA 810 (GA) T
122 ISR 818 (CA)4G
825 (AC) T
' 834 (AG)gYT
60 ' 835 (AG)5YC
5 DNA , 60 836 (AG)gYA
AC)gYT
ISR 855 (AC)g
s 856 (AC) 5 YA
10 ( 2),PCR 2x10 "L,
40 ng DNA,2 x10 °mol- L* ,2x10" .94 5 min,
mol- L™*  oNTP,2 5x10°°L 10 xBuffer( £ 94 45 s 1min 72 2 min,
),2%x10 > mol- L *McCh,1U TagDNA 45 , 72 7 min

, PTC200 PCR
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Q5ug mL'BB 15% , AS
Syngene L p-400
123 ISR
( “ 111 , “ 011 , 2
“ Ou “ 1n )
DNA , 21
, 10 ISR 14
, FOP- 210 DNA PCR , 143
GEN32 Shan- , 132 ,
non (H) Nei (n (Gy) 92 31% Nei (1) Q302 5, Shanron (H)
, AMOVA 8 Q459 7 ISR 3 10
, 200 180kp( 1)
M 1 2 3 4 5 6 7 8 9 10
2000 bp—»
1500 bp—>
1 000 bp —
750 bp —
500 bp —»
250 bp——
100 bp—»
M: Marker; 1 10: 10
1 856
22 02095 0Q 284 3, 02620 ( 3)
, Nei Shannon
41 96% ,
59' 44%1 3 ’ ’
Nei n 0 1393 Q 192 4, ,
Q 176 3; Shannon (H)
3 14
1% Nei (@) Shannon (H)
1 143 67 46. 85 13145 0 178 2 Q0 2620
2 143 70 48 95 12929 0 169 1 02521
3 143 64 44, 76 1 3166 01758 Q0 256 1
4 143 72 50 35 13312 0 190 2 02807
5 143 60 41 96 12380 01393 Q 209 5
6 143 65 45 45 12704 01571 02353
7 143 75 52 45 12975 0 1759 0 2647
8 143 68 47. 55 1 3382 0. 190 3 Q2773
9 143 76 53 15 13299 0 1893 02817
10 143 7 53 85 13204 0 186 9 0 2800
11 143 71 49 65 12769 0 1619 02441
12 143 68 47. 55 13134 01759 Q 258 7
13 143 76 53 15 13377 01924 0 2843
14 143 85 59 44 13135 01853 02817
49 65 0176 3 0 262 0
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23 , 49 65%
FOPGENE 14 AMOVA ( 4 ,
0 302 5, @, =05388(P <0 001),
0 176 3, Gy 05035, , 46 12% ,53 88%
N 0 698 3, Nei n Q 176 3, Shannon POPGENE
(H) Q02620 50 35%
AM O VA
1% P
7 1329 950 0 189 993 11 7511 53 88 <0 001
112 13573333 13 726 13 726 2 46 12 <0 001
S * 1000
3 1
31 ,
, 20 : :
, 17 12 S W right ™
, 1 , 1
16 ,
, N Q 698 3, 1,
ISR-PCR ISR
( 14
) 92 31%, Shannon (H) , ,
Q 459 7,Nei () 03025, ,
49 65% ,Nei (1) Q 176 3, Shannon ,
(H) Q 2620; ,
, 33
32 )
AMOVA , 8

53 88%
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