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dinucleotide , trinucleotide and tetranucleotide repeat motifs,and the total ratio was 83. 3%. The proportion of pentanucle-

otide and hexanucleotide was low,with the ratio of 16. 7%. The average lengths of dinucleotide to hexanucleotide repeat

motifs were 21,15,14,16,20 bp respectively. The PCR products can be amplified by 81 of total 82 designed self designed

SSR primers successfully,and the maximal polymorphism was 48. 1%. The results showed that the distribution of SSR in

melon genome was relative stable,and it is helpful for future work in SSR and ISSR.
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Table 1 Names and origin of materials
MRS E4 N R MRS E4 N p3id

Germplasm code  Name Origin ~ Germplasm code Name Origin
1 Ames18563 %E 49 Cori286 [ZE- £33
2 Ames18565 s 50 Cori289 HRE
3 Ames18568  EKF| 51 Cori29 TERT
4 Ames]8594 HE 52 Cori292 e
5 Amesl8595 BB 53 Cori293 P
6 Ames20047  WEJRI 54 Cori313 T SE R g
7 Ames21655 I:3 55 Cori316  L53% 5o i
8 Ames24907  {RfnFIIE 56 Cori317  MABETTHIIA
9 Ames24909  {RfnFIIE 57 Cori318  MABETTHIIA
10 Ames24915 %H 58 Cori322 %% 5aliiA
11 Ames24927 BRI 59 Cori349 ipin:i3
12 Ames25696 FF| T 60 Cori365 o 55 4
13 Coril39 BRI 61 Cori37 HEEL
14 Coril38 FF| T 62 Cori377 =
15 Cori82 BUF . 63 Cori386 L% B 5E A
16 Cori87 BRI 64 Cori387 2% B sl
17 Cori86 FF| T 65 Cori389 i)
18 Coril36 FF| T 66 Cori401 DSR2
19 Coril40 BRI 67 Corid06 #®E
20 Cori356 %E 68 Cori247 e
21 Coril47 i 69 Cori246 ZES
22 Coril15A pidas 70 Cori245 H 4
23 Cori85 BRI 71 Cori244 ZE:N
24 Cori71 HEEIL 72 Cori237 i
25 Cori70 HEEIL 73 Cori236 i
26 Cori68 HEEIL 74 Cori23 I
27 Cori66 W3R 75 Cori222 W3 e W
28 Cori64 HEEIL 76 Cori220 HE
29 Cori57 P& sl 77 Cori217 HEEL
30 Cori54 HEEIL 78 Coril92 i
31 Corid55 BRI 79 Coril74 PF T
32 Corid5 HEEIL 80 Coril61 RIEI A2
33 Corid46 o 2 81 Coril60  WABERLHTIA
34 Coridd HEEL 82 Coril58  MABETTHIIA
35 Corid29 W3 B 83 Coril57  WARERLHTIA
36 Corid25 HEEHL 84 Coril52 HEEL
37 Cori422 I 85 Coril51 HEEL
38 Corid2 HEEHL 86 Corild8  HREMILT
39 Corid1 HEEHL 87 Coril46 HEEL
40 Cori409 #IE 88 Corild3  HREMILT
41 Cori408 #IE 89 Corild2  HREMILT
42 Corid07 #E 90 Coril34 BA T
43 Cori248 i 91 Coril12 L
44 Cori250 BRI 92 Coril08 HEEL
45 Cori257 i 93 Coril06 WEELE
46 Cori272 o 2 94 Coril04 wEEL
47 Cori281 BRI 95 Coril02 HEEL
48 Cori285 WERT 96 Coril01 HEEL

0. 45 mmol/L, KL 5| ¥ ¥ 1.3 pmol/L, Taq B Hk B
0.6 U,Mg>" ¥ BF 2.0 mmol/L, #JEWHFEF.94°C 2
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Table 2 RAPD primers and sequence
) R ) R
Primer Sequence Primer Sequence
S1 GTTTCGCTCC S183 CAGAGGTCCC
S21 CAGGCCCTTC S507 ACTGGCCTGA
S24 AATCGGGCTG S509 TGAGCACGAG
S29 GGGTAACGCC S1260 ACATCAGCCC
S30 GTGATCGCAG S2003 GTGCGAGAAC
S31 CAATCGCCGT S2006 GGACGACCGT
$43 GTCGCOGTCA S2007 GGGTCGCATC
45 TGAGCGGACA S2008 CCACAGCCGA
S52 CACCGTATCC $2020 GAGCGCTACC
S167 CAGCGACAAG S2025 GGGCCGAACA
S169 TGGAGAGCAG S2029 AGGCCGGTCA
S177 GGTGGTGATG
2.2 RED
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B R 2 FEGRFRIE . R Neili 230 HE MR
BOFRAG IR R, 25 R R 8, 96 My oc A IR B 0. 32~
0. 90 Z ], F- 34 % 0. 62; 8 £ BE B 7E 0. 10~0. 71 Z ],
2k 0.38, Hoep Coril0l Fi1 Coridl HYAHLZR %K 0. 32,
F4k K FZaw;Coril15A Fi Corib4 FELZR %KX 0. 90, 4%
Rk, 96 MFHELEA EEBRIEZREE,

M5 R B B 25 % 5 R, Ward 3 i 47 R 2845
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0. 50 &b , Btk bR 400 6 NBE, BB R A NET
KB :3~15 it PRI 10~20 em, 3R, RET
RIE 6.0~12.0 g, & FRAG BN KR AFTHK 4
M8 20~45 B R EEAE MK 25~40 em, B B
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Fig.1 The amplification result of primer S509
M:DL 2 000 DNA marker. The materials No. as in table 1.
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VIR AL SRR ST IR B AR Ak B4 N BE ) B
58 BRI VB RERLRRRTY 1B 9 Hh e FE G 96 9y SE 2 Fh
FRIREAA EENRESHES T RB SR, 7T 2L
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2 96 MSEZRAFE Nei's BEBEHERFREE
Fig. 2 Dendrogram of cluster analysis for 96 coriander germplasm based on Nei’s distance
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RAPD Analysis of Genetic Diversity for Coriander

LI Xiao-mei,ZHANG Li-wei,ZHANG Jing-tao
(Vegetables and Flowers Research Institute, Harbin Academy of Agricultural Sciences, Harbin, Heilongjiang 150029)

Abstract: Taking 96 coriander samples as materials,using the RAPD analysis method, the genetic diversity of germplasm
resources of coriander was studied. The results showed that 23 random primers were screened from 300 primers that were
amplification of strong, high resolution and good stability. 34 bands were polymorphic among 53 bands identified. The
percentage of polymorphic loci was 64. 2%. All the germplasm could be divided into six categories at the genetic distance
0. 50 by cluster analysis. RAPD analysis reflected the complex genetic background and provided the supporting to the
identification and classiflcation of coriander.
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