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Abstract: Four different DNA extraction nethods were used to obtalin genomc DNA of Synchytrium sp.

fromthe sori I1solated fromPueraria lobata ( Wlld. ) Cw, P.

Merr.. The nodified nethod using benzyl

thonsonii Benth. ,P. nontana (Lout.)

chloride i1s the nost efficient one to extract genomc DNA rD

NA-1 TS can be successfully anplified directly froma single sporangiumby PCR The | TS sequence | ength

of the isolates fromP. |obata and P. thonsoni i

are 856 bp and 907 bp respectively shared 92% sequence

simlarity; the ITS sequences fromP. nontana are 1 148 bp, wth 54% and 55% sequence simlarity to

the 1solates fromP. |obata and P. thonsoni |

respectively. The results Iindicated that the 1solates from

P. lobata and P. thonsonii are different varieties of the sane species or two closely rel ated speci es and

the 1solates fromP. nontana are anot her species of Synchytrium or a nore distantly rel ated speci es.
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Agarose gel analysis on PCR products of DNA template

with different extraction methods

FRIET 3 AFEIZFFER 6 - F Akl 7% PCR
T IE PR UK A R B 5k B 1L E B B Bk SPM-1 |
SPM-2 (438 B Bx #4341 200 bp, Tij SPL-1.SPL-2,
SPT-1 #1 SPT-2 ¥4 a0 /5 Bt2475 1 000 bp([& 3).

2 000 bp e

750 bp S
500 bp

250 bp

AR T ESE R DNA {EON AR 89 PCR P=H5EBE 68 7k 53 #7

528 3%
JIM109 15 F 445 ; S E 7R ) PCR K45 S %40, B 18
A BRI FE B SR XT B A g T P, R

wh T EAE G| Y 5, o SPL-1 Al SPL-2 Jy 925
bp,SPT-1 Fl1 SPT-2 /3 976 bp, SPM-1 HI SPM-2 4} 5|
1217 bp #11 216 bp.
2.4 ITS R34 #fr

S5 18S H1 28S ES 43 ¢ %], 3% & Clustal X
(1. 83) XS P o BEATXF #E (& 4) 7] JL,: SPL-1 1 SPL-2
7] ITS1-5. 8S-ITS2 Al AH[R], 1 B & 856 bp; SPT-1
1 SPT-2 #yAH[A], 29 907 bp;{E SPM-1 Fi SPM-2 /7
57r7120 1 148 bp #1 1 147 bp, HA 3 MREM =
536 IHEPRRY 5. 8S R EAAHF B3k 5 AR F &
FIRARALE [TS1 A ITS2 RifFE R, Pk 5 LS
RERFY SKEEEMRENERFINFENE
E}’J%E’ H1 MEGA(3. 1) 92 /) 8 MERH AR 1

% B B AR A ITS1-5. 8S-ITS2 RGEAFM (& 5) &K
Eﬂ KREFEHNEKRIKENENEKRIESR 63 1
WA =R (BVIHEE 2] 100% 1) B & 335 2Rt
RE—N0 3, KRR 92% , BREX 2 M £
FHIER RS R RBU; MoK B WL E K SPM-1 Fi
SPM-2 $3R1E 7 — 1413, 5k B B & FUB & & K
RIARIPE R 54% F155% (£ 1) , EWRE LR LA
AR SE R MEE R RERESZ R R BT T
LW ITS AL RBR, BAARFH) ITS P78
SR, IN¥ H GenBank ) Synchytrium depiciens F
Synchytrium macrosporum W ZIAR IR 42% , X 2
MERSAP R LA E R A PUE R BN (&
1) , BT HEEWT : SRk B B = Al & 1 PR B BE D9+ [A] A
RIARIZERR, TR B L= R EARIR A AT R — 1 ;
HTEE itk S5 E LR ITS R E—&
=5, WA HERT 158 3 N0 51 B AR A AT

#1 HEFTHEK rDNAITS RItRLE"

Tab.1 rDNA-ITS sequence similarities of Synchytrium spp.

al SPL-1 SPL-2 SPT-1 SPT-2 SPM-1 SPM-2 SD SM  CC

1solate

iy

M. DL 2000 marker,1: SPL-1,2.: S5PL-2,3: SPM-1,4:. SPM-2,5.;

SPT-1,6: SPT-2
El 3 AE RT3 PCR P=I5ERL

19K 3P
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SPL-1 100% 92% 92% 54% 54% 31% 24% 18%
SPL-2 2% 92% 54% 54% 31% 24% 18%
SPT-1 100% 55% 55% 32% 25% 13%
SPT-2 55% 55% 32% 25% 18%
SPM-1 99% 30% 20% 15%
SPM-2 31% 20% 15%
SD 42% 29%
SM 29%
CC

1) : SD: Synchytrium decipiens; SM: Synchytrium macrospo-

rum; CC. Chytridium confervae
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Fig.4 Ahgnment results of rtDNA-ITS sequences of Synchytrium spp. from Pueraria lobata, P. thomsonii and P. montana
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