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Genetic diversity analysis of corn leaf spot caused by
Bipolaris zeicola with ISSR markers
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Abstract Genetic diversity of 24 Bipolaris zeicola isolates, isolated from different locations in Southwest China,
were analyzed with ISSR (inter-simple sequence repeats) markers. The results showed that a total of 47 bands
were amplified using 9 primers. The length of these bands ranged from 250—2 000 bp, and 33 of the bands were
polymorphic, accounting for 70.21% of the total. At a similar level of 0. 91, all isolates were clustered into six
distinct groups. ISSR analysis could reveal the phylogenetic relationships and difference between the tested isolates

of B. zeicola. In addition, there was a correlation between the groups divided by molecular markers and the path-

ogenic types identified by host reaction type, but the correlation was not significant.
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Table 1 Isolates tested in polymorphic studies
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Table 2 Analysis of ISSR-PCR with 9 primers
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Primer Nucleotide sequence 5'-3" nnealing No. of amplified No. of polymorphic Percentage of ‘

temperature bands bands polymorphic loci
ISSR 1 (AG)sT 52 4 2 50. 00
ISSR 4 (TOsC 42 3 2 66. 67
ISSR 6 (AG)sCTT 49 9 9 100. 00
ISSR 10 (CA)sAGC 53 3 3 100. 00
ISSR 12 ACTCGT(GA)7 58 7 1 14. 29
ISSR 14 AGTACGAGT(TC)7 53 6 3 50. 00
ISSR 15 CGTAGT(CA); 58 6 o) 83. 33
ISSR 16 AGTCGTAGT(AC)7 58 3 2 66. 67
ISSR 17 ACGACTACG(GT); 61 6 6 100. 00
411 Total 47 33 70. 21
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Fig. 1 Amplification products with primer

ISSR1 for some isolates

2.3 BEHW

R FR I A AR ] B AR AL R BUFE 0. 78
~1. 00 Z ], AN 7] G A 8] AH AL AR B2 Y i AN ),
LB bR YN1104 1 GZ1110, YN1102 #1 YN1103
AL ZR BCER S 1. 00, & BT/ T Bk [R) M ik N A7
TERE L Ar S, Mk HB1134 5 YN1102 AH
UFE R B K. o 0. 78, 7F DNA JKF | 1778 B i 2%
5. ISSR ¥ 3t g5 SR W] 0 (& 2) Y AHL R %k
£ 0. 8 ZEAT I Tl A3 T K (3] BB 1 5 6 K KB



41 55 3 1

TK/NREE R IR B (Bipolaris zeicola) 1845 ZFEPE ISSR 43 . 33 .

I T T K/ INBRER R PH S X BT IE A ) T K [ K s
P PRI R SR O — KSR, ZEARRIRECH 0. 91 22471,
T 24 ASEREE X400 6 4S288E (Bipolaris zeicola
Groups, 7% BGs), Bl BGT .BGT .BGII .BGV.BG
V.BGVI. BG I Bu#5 GZ1101.YN1102, YN1103
I3 A RR. S BB 12, 5%, BG 1T B U5
YN1104.GZ1110 HB1109 254t 11 A~ E bk, & s
i 45. 8% . BG I BEA1 4G YN1139, YN1140, YN1141
% 3 A M, BG IV B 41 #5 SC1113. HBI1138,
HB1136,HB1137 %5 4 M Eikk. BG V 235 HB1108,
JL1147 %5 2 AN B fR . BG VL A —/ 2k B 6 i s ik
HB1134, F KB B 3 A AR R I T — & 1Y 35
et tk. o, WRZEEI R LA . BG 1 .BG I
PSRN AL T ok B 4 RAE XA B Bk, R W]

A 2 RS ORI 2 T O S A AR S . A
i BGIBG V ¥y o0 A7 3577 Az B 93 BRE A4 T PR
A YNT102 #2R A% 1 BG [ 2. al WL, i ad 1S-
SR 73 FHRICH 23 B SERE 50 2 25 58 5 1 B0 26
B Z A AE— e A H I R IF AT A RESE
V). X ATRESE B T ISSR 3 F AR ic & AR 46 T ik
7 T (1) B A R DA 2 3t 4 2 S A S 19 S AL R 1 A
ZHEPE R S T B0 28 B W AR A8 70 3 3 1 R
SB35 K0 25 T B AR BN g P b
OSZ IR . X i ] DNA JKF B A9 2R 1638 A g 56 4
S W I A o S o B0 1 89 A . TR R 23 AR
PR ML G R AR B A BOR 5 Aok A A T
U BT R OK B A TR A B AL Bh 2 18 5 KR
BES DTG T A b 4 5 LA SR

GZ11014:%
YN1102[#J% BG 1
YNI11034JE
YN1104% 3
GZ11104:JE
HB1109%:JE
HB11354J¢
SCI11%JE
YN1114% %
scinep BOT
SCI115% ¢
HB1106£:JE
HB11074JE
SCI118% T
YN1139[ ¥

YN1140[7% BGIII
YN1141 %
SC11132¢
HB11384:J%
HB11364:JE BGIV
HB11374:J¢
HBI108J1JE BGV
JL1147F7E

HB1134%JE£ BGVI

E. turcicum

B. maydis
1

0.39 0.59 0.79
Coefficient

1.00 120

B2 HiXE#R7E DNA KE EHRESFTE
Fig. 2 Cluster analysis of the isolates tested at DNA level
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