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Name Forward primers(5'-3") Name

Sequences of SRAP primers

TH#IY
Reverse primers(3'-5")
Mel TGAGTCCAAACCGGATA Eml GACTGCGTACGAATTAAT
MeZ2 TGAGTCCAAACCGGAGC Em2 GACTGCGTACGAATTTGC
Me3  TGAGTCCAAACCGGAGT Em3 GACTGCGTACGAATTGAC
Me4 TGAGTCCAAACCGGATT' Em4 GACTGCGTACGAATTTGA

Me5  TGAGTCCAAACCGGAAG EmS  GACTGCGTACGAATTAAC
Me6 TGAGTCCAAACCGGTAA  Em6  GACTGCGTACGAATTGCA
Me7  TGAGTCCAAACCGGACT Em7 GACTGCGTACGAATTCAG
Me8  TGAGTCCAAACCGGATG Em8 GACTGCGTACGAATTCTG
Me9  TGAGTCCAAACCGGACA Em9 GACTGCGTACGAATTTCA

Mel0 TGAGTCCAAACCGGGAT Eml0 GACTGCGTACGAATTATG
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Table 3 Amplification results of F. oxysporum isolates with 8 pairs of SRAP primer combinations
S1EE By HR R BT B ARE LR EHAAE LML EFE
Primer The first round of the annealing ~ The second round of the annealing No. of No. of Percentage of
combinations temperature/ C temperature/ C loci polymorphic loci polymorphic loci/ %
Mel/Em3 3.0 54. 4 4 4 100
Me4/Emb5 34. 4 59.7 7 7 100
Me5/Em7 32.0 56.8 8 8 100
Me7/Em7 38.0 54. 4 7 7 100
Me8/Em2 33.2 55.6 7 7 100
Me8/Em7 35.6 59.0 7 7 100
Me8/Eml10 36.8 55.0 7 7 100
Me9/Emd 35.6 59.0 6 6 100
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#:M. DL 2 000 Marker;1~44. Btk 5, & 1. TH.
Note: M. DL 2 000 Marker;1-44. Isolate code in Table 1. The same as below.
B 1 3I¥4EE Med/Ems BIHEER
Fig.1 SRAP amplification result by primer Me4/Emb
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B2 SI#MAE Me8/Emlo M LR
Fig. 2 SRAP amplification result by primer MeS/Eml0
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FARLZEL Similarity coefficient

B3 44 ¥RMREE R SRAP-PCR BS54
Fig. 3 Cluster analysis of 44 F. oxysporum isolates with SRAP-PCR
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Diversity Analysis of Fusariumo oxysporum in Northeast of China

YAN Han, YANG Ruixiu, YAO Yuan,ZHANG Lu, WANG Suna,GAQO Zenggui
(College of Protection,Shenyang Agricultural University,Shenyang,Liaoning 110866)

Abstract : Forty four isolates Fusarium oxysporum from melon in various areas of the Northeast were used as test
materials,the genetic diversity were analyzed by SRAP, in order to explore the relationship between genetic
diversity and geographical origin. The results indicated that 8 pairs primers which had rich product sand high
polymorphism were selected, generated a total of 53 reproducible bands, 53 of which were polymorphic, and
similarity coefficient was 100% ,with an average of 6. 63 for each pair of primers. By cluster analysis,the similarity
coefficients of 44 strains Fusarium oxysporum were ranged from 0.47 to 0. 98, rich genetic variation existed
among the tested isolates and there was no correlation between SRAP group and the geographic origin.

Keywords : melon; Fusarium oxysporum ;genetic diversity; SRAP;cluster analysis
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