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Abstract

The pathogenicity of 19 strainsof Alternaria alternata ilated from Eupatorium adenophorum was studied 5 8S ID-

NA, ITSL and IT2 sequencesof 22 strains fram crofton weed and other plantswere analyzed The reaults shoved that there
were differences in their pathogenicity o crofton weed The sequence analysis showed that there was no difference anong 21
strains in5 8S DNA, ITSL and ITS2 sequences, regectively, but the significant difference occurred betveen all the 21 A al-
ternata strainsand A zinniae This indicated that the variance of all the 21 different strainsof A alternata was intergecific

Amplified fragnent length polymomphisns (ARLP) were first used to analyze the DNA diversity of the 21 A  alternata strains

The result shawved that therewas a very high genetic diversity anong natural and variable populations Therewere ssime correla-
tions betveen genetic smilarity and geogrgphical urces of A alternata The groups classified based on A AL P patternswere
not asociated with pathogenicity Ancestry strains had high similarity with their original oneson genetics, but not on pathoge-

nicity Fig2, Tab 1, Ref 18
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Table 1 Sources and pathogenicity comparion of 21 A alternata strains and A zinniae (AZ) by sterile culture filtrate in Richard medium

. Soot diameter Significance level ~ Significance level
Code Strains Sources Host (d/mm) Std (P <Q 05) (P <Q 01)
T AZ Sydney, Australia A zinniae 4. 08 0 138261 a A
P NBN Sydney, Australia E adenophorum 3 4825 Q0 247388 a A
A X501 Sydney, Australia E adenophorum 3 458 0 110236 a A
B A501 Originated from 501 E adenophorum 3 3705 0 397688 a A
M X402 Sydney, Australia E adenophorum 3 318 Q0 143229 a A
C 501 Sydney, Australia E adenophorum 1 9705 Q0 096573 b B
J Y503 Sydney, Australia E adenophorum 1 785 0 164264 bc B
\% AUE Nanjing, Jiangsu, China  Veronica persica 175 Q0 080017 c B
L 402 Sydney, Australia E adenophorum 1 155 Q0 110532 d C
| 501-J Fram 501 E adenophorum 1 106 Q0 041215 d C
G 501-4 From 501 E adenophorum 1 0815 0 06702 d C
K Qs503 Fram 501 E adenophorum 1 0535 0 112799 d C
D 501-1 Fram 501 E adenophorum 1 008 Q0 151217 d (eb]
U ADI Nanjing, Jiangu, China Digitaria sanguinalis 0 98 Q0 108444 d cD
R B From 501 E adenophorum 0 98 Q0 152079 d (6b]
Q LS Sydney, Australia E adenophorum 0 9485 0 086585 d (o))
E 501-2 Fram 501 E adenophorum Q 756 0 088544 e DE
(0] AW Sydney, Australia E adenophorum Q0 637 0 072746 ef E
F 501-3 Fram 501 E adenophorum Q0 616 Q0 122583 ef E
S QZ-101 Nanjing, Jiangu, China E adenophorum Q0 5495 Q0 054071 ef EF
N YN Kumming, Yunnan, China E adenophorum Q0 4865 0 076147 fg EF
H 501-5 Fram 501 E adengphorum Q 3255 Q 017616 gh EG
141 PRCR 300 L , :10 x PCR T3: 5 - GATAAGICCTCAGCAACA - 3
3UL,Md"* 2 mmol/L, 1p mol/L, dNTP Q 2 mmol/L,
DNA 20 50 ng, Tag PlusDNA 2.5 - ITSL 152 DNA
.5 - CgTAACAA ggTTTCCGTAGGTQAAC - 3': 3" - Teg 65 2h 20uL +100 ng
T .5 - TIATTATATECTTAAACTCA (Cagg - 3. FCR DNA; 5U Tag ; 25 mmol/L Tris - Accetate (pH 7. 8); 100
. o5 4min 95 30 s 56 mmol/L KAc; 10 mmol/L M@ACG,; 1 mmol/L DTT.
40 572 40 530 S ) 7 min SUuPs 37 2h 5L
1% TBE 5V /an , 4u L , 0 5U T,DNA ; 2 pmol
3uL ) Pst adgpter; 5 pmol Taq adgpter; 250 mmol/L Tris- HCI (pH
. PE 377 DNA mmol/L DTT; 25% PEG; ddH, O 200 L, 25
. 2h
15 ARP 153 ARP
151 AFRP ,10p L 25ng DNA; 55
(ARLP primers and adapter) . ng Primer- Pst - 1,55 ngPrimer- Taq -1,02U Tag ;
Pstl adgpter: 5' - GACGTGACGGCCGTCATGCA - 3’ Q0 2 mmol/L dNTP, 1 5 mmol/L MgCh; 50 mmol/L KCI; 10
Ada- P- 2 5 - TGACGGCCGTCACG - 3 mmol/L Tris- HCI (pH 9 0);Q 1% Triton x100 ,
Taql adgpter. 5 - GACGATGAGTCCTEAG - 3’ 94 30 556 1min, 72 1 min, 20
Ada- T- 2. 5 - CGCTCAGGACTCAT - 3’ 72 7 min PCR ;
PP. 5 - GACGGCCGTCATGCAA - 3’ , 10U L (1pL
PT: 5 - GATGAGTCCTGAGCGAA - 3’ ;30 ng Primer - Pt - 2; 15 ng Prim-
Pl: 5 - GACGGCCGTCATGCA AAT - 3’ er-Tag -2,02U Tag ; Q 2mmol/L dNTP, 1 5 mmol/L
P2: 5 - GACGGCCGTCATGCAGAAG- 3 M oCh; 50 mmol/L KCI; 10 mmol/L Tris- HCI (pH 9 0);Q 1%
P3: 5 - GACGGCCGTCATGCAGAAC - 3 Triton x 100) 194 30 s 56 30 572
Tl 5 - GCATGAGTCCTGA GCGAAAT - 3’ 1 min, 65 , 13

T2: 5 - CATGAGICCTGAGCGAAAC - 3 a7 , 14 36 56
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, 36 7 min , 2
98% ; 10 mmol/L EDTA
’ 21 TS
(pH 8 0); 0 05% ; 0 05% 4
21 PCR ,
Gene PT200 o
154 PCR 90 ' '
. , GerBank 1 AY445812;
3min 1 8%
GerBank :AY445813
;0 3% N, N' - ;7. 2mol/L ; n (1
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Fig 1 UPGVA dendrogran of 21 A alternata strainsand A zinniae using AR P fingemprints
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