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Genetic Diversity of Magnaporthe grisea from Rice in Jiangsu in 2007 and 2008

YANG Hao' > REN Chun-mei' CHEN Yuding' FAN Yong-ian'
CHENG Zhao-bang' ZHOU Yi4un'’
(1. Institute of Plant Protection Jiangsu Academy of Agricultural Sciences Nanjing 210014 China;
2. College of Plant Protection Nanjing Agricultural University Nanjing 210095 China)

Abstract : Pathogenicity determination and Pot2repPCR techniques were used to analyze the diversity of Mag—
naporthe. grisea from Jiangsu in 2007 and 2008 respectively. They were divided into 10 Physiological race and 14
lineages in which ZG1 and JSL5 are dominant. The results showed that the rice blast fungus are rich in diversity in
Jiangsu but when compared with the group structure of 1999 —2002 it tends to be more simple; By analyzing
temporal and spatial distribution of M. grisea we found that Population structure of M. grisea varied significantly
between years and diferent rice cultivation areas of Jiangsu; By combining pathotypes and genetic lineages analysis
no obvious corresponding relationship was found between them. There is a certain similarity in region variations be-
tween pathotypes and genetic lineages which indicated that there is something in common between pathotypes and
DNA polymorphism examination at the macro-devel therefore to a certain extent they can reflect the diversity of
Magnaporthe grisea all.

Key words:Magnaporthe grisea; Pathogenicity; Population structure; Variation
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; . 24 h 1 h 10
DNA ;SCAR .
s min 7~10d
N ; Pot2—
fepFCR o 1.2.2 DNA CTAB/NaCl
DNA
R 10 11
> 1.2.3  Pot2+epPCR PCR
Pot24 1 5°-CGGAAGCCCTAAAGCTGTTT3"; Pot22:
T 5°-CCCTCATTCGTCACACGTTC3~ ( )
o 25 pL repPCR
Pot2-Rep-PCR PCR . T
2007 —2008 1.2.4 Synergel Rep-
PCR 1.5%
0. 5% Agarose + 0. 75% Synergel
1 EB o Biorad .
1.1 1.2.5 Quantity One
111 199 2007 UPGA (Unweighted pair-group average)
2008 ( ’
) 2
8 2.1 2007.2008
1.1.2
( 2.1.1
3. 43 363 51 18 2007 - 2008 174
) ( 2 6 10
5 K1.NO4 | F1 Gl o 2000.2001.2002.2008
K60.BLI.K50  K3) Gl 65.00% 56.90%
Y Y AY 12
(F4244.F4284.F4294 . F4452. F804 60. 38% 50.70% 2007 Gl
F-981) . 2007 2008
9 2000.2001 2002
1.2 17 26 15 o
1 2007.2008
Tab.1 Variation of M. grisea pathotypes in Jiangsu in 2007 and 2008
Distribution of races
Year B15 B31 C13 C15 D3 D1 El E3 F1 Gl
2007 4.04 5.05 4.04 5.05 12.12 - 1.01 6.06 36.36 26.26
2008 2.66 2.66 - 5.33 - 1.33 1.33 2.66 33.33 50.70
Total 6.7 7.71 4.04 10. 38 12.12 1.33 2.34 8.72 69. 69 76.96
2.1.2 41 2001.2002 o 2002

2 67
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1 Pot2-repPCR
Fig.1 Pot2-repPCR fingerprint for M. grisea from rice in Jiangsu
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Fig. 2 Dendrogram of M. grisea isolates from Jiangsu by rep-PCR fingerprints
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Fig. 4 M. grisea lineages from different

areas in Jiangsu
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Tab. 2 Pathotypes and genetic lineages of M. grisea in Jiangsu

JSL1 JSL2  JSL3  JSI4 JSL5 JSL6 JSL7 JSL8 JSL9 JSL10 JSL11 JSL12 JSL13 JSL14

B15 2 1 1 2
B31 2 2 1 1 1
C13 1 1 2
C15 1 1 3 2 2
D1 1
D3 1 1 7 1 1 1
El 1 1
E3 4 3
F1 3 14 20 5 11 2 3
Gl 12 1 5 3 13 8 9 1 1 6 6 1 3
5
199 10 14 DNA °
14 20072008
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