=R 2E2AIR 2005 20 (2): 188-192  ISSN: 1004-390X  CN: 53-1044/S

Y ORI

- AN *
L B % 7 o0t R 5 95 Tl 1 A% BE AR DNLA- T TSIX BT 41 93
M=, 2 s
(N KA Ry 248, =~ BB 650201)
ek H B 2004-11-22 & 0] H #1
HEE HUSAAMR Y T84 2 (17 70mi M J5 998 AT TR AR RN S AN ANR YL e 011 10 5 AR S M 8 R TR B A, DA 2N T A8 AR e 1
BRI R, $RIDNASIERNAS,  JHSITSIANTSAHATY 1, 1534850 bp it e H /=4 it
AT, HERFEVEYE, 45 R BN IX S E R 2 R ZHDNARY Genebank & 134N F41|AF228084,
AF228083, AY269995.11[AYEMEYI A100% . 3ANF i w AR A R TE K/ 598.22%, 3N LR E AR 2
(] ff4999.52%, 53 i B bk I [RIE I e ANTTAZ SO P S AR R) 1) [RI 5 10 98.28%,  TT AT SUAR 4 1135 i B 1
TG4 PR 2 TR IR (R 99.17%,  LUANTT AL AR Y (147 11 A% 1] 117 [R] 50 vam , 150 AR ABL IV 3> BG4S AR ) 2 P A
TRARL, S 2 IR ME A 22 57 1 AR AR et BRI — e = 5.
KB MUEREE; AR Y ITSXEUTY
n*k5 S 435.32

Analysis on Sequence of Ribosomal DNA-ITS of
Phytophthora infestans from Potato and Tomato

YANG Ya-yun,LUO Wen-fu,YANG Yan-li

(College of Plant Protection,Yunnan Agricultural University,Kunming 650201,China)

Abstract

3 isolates of P.infestans from tomato that couldn't infect ptato,3 isolates from potato that
couldn't infect tomato and 2 isolates of P.infestans that could infect both tomato and potato
was amplified using polymerase chair reaction(PCR) and the universal primers internal
transcribed spacer ITS 1 and ITS4.PCR products wee an approximately 850 base bair and
checked the sequences. The sequences of ribosomal DNA-ITS of 8 isolates were compared
with 3 sequence logging in genebank and their homegenies were 100%. The homologous
character of 3 isolates from tomato were 98.22% and 3 isolates from potato were 99.52%.
The homogenies of 2 isolates that couldn't cross infect potato and tomato were 98.28%. The
homogenies of 2 isolates that could infect tomato and potato were 99.17%,it was higher than
isolates that couldn't cross infect. The resembling sequences leaded to the resemble
biological characters. On the contrary, the different sequences leaded to different biological
characters.
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