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Selective Agar Medium and BIO-PCR ZEHUEH! & BIO-
PCR t ##l A& A7z b0 b OKERE Z /8 27 W
HOTEEXHRELAZ. K - /Nl LU HZE SMSA Kt
e VTR ER 2 NSO L ORI 28 H L 72
FEW, 9 10% cfu/g U E VOV ONHRE A ZE L T
FETHI LN TEL., HRALEC K-> TIh OO
LA SIRREE P S PGEIRE OBV AED bz, RIC
103 cfu/g A RGOFHEHEIZ OV TUEIFHRE hp L
F o O VERET 2 OREFI A FEICIER L /2 hpx2-A, -B
s hpx2-C, DO/ I A4 x—1y FaHWTBIO-PCR T
OB AL, 2.3x 10" cfu/g HHICHEL 7GR LR
% B SMSA WA HIC In 2 0 24K ORSFRWRICK L T
nested PCR #4T- 7= & 2 %, 12B5RIRS 3 CIL MR B 250
HC &7, MHEIRESH CALRR B MR C & 7 7o T
O 4 BIO-PCR I & 0 AR E DR AR I N/ D
DL H-7z. LEORER, LEROIIMHE = HRBRES
#3103 cfu/g T LB AT 2 HOERREM T, £/
KO L~V OB AL BIO-PCRICK DR - EE T 5
ZEDNAR LT e
(FREE/AE IR - SEPY RN, it -
R L R B RE )
(20) /pEEF - LEE— - Mulya, K.** - SREDEA -
EHEIMH 4> X TESHBEOZEME Komuro,
S., Tsuchiya, K., Mulya, K., Horita, M. and Hyakumachi,
M.: Diversity of Ralstonia solanacearum Strains Isolated
from Indonesia AV FX¥ 7 Tk, 7 ARHE®IT»ZH
ORYWRBICHFERFROGLENMONTED, Vx4 ERM
(L—A3) IZ2W\ T, HARERMEOELPM A RKR S
N5 (Horita & Tsuchiya, 2000). 4lal, ¥+ 7 EBD
Wb PRI S F IR Ll R BT Y v M4 TR
T g T RHEY B OSOERIZ oW, A (bio-
var) B LUREM A LE, BE Lo, ZORE, 228K
75 biovar 2, BN 3, kB ZUMEKEDR 4 1=
Nniz. 77 <BE LUy a v HBICHRT HAEEE bio-
var 8 E70id 4 ICEBI X Nz, EIREREA) T b BERHIC
BRTC k> TR R - 7. ThOOEKIE, <k, 7%
I ARE I T8 - 7. —7, #ik1,100 m-
1,450 m O CIE L 7o+ H A EHRE0BEFKIL, 165
BE7S biovar 212, 34BEFRAR SICHFIEh/n, @Es
biovar 7 AT OERITIFE CTlip -7z, FIBEZ Y v A E
ZERIR T, PR B XU AEESHRE I TH D L —A
3 &, BFIFHNT, FRACEKENIT, VAT
FRE N TH -/l Eh, V=1 LHES NI
(B - EERPT - **RISMC - ***4%)

(21) Villa, J. E. - Tsuchiya, K.* - Horita, M.** - Opina,
N. L.*** . Natural, M. P.*** and Hyakumachi, M. Phylo-
genetic Analysis of Ralstonia solanacearum Based
on the PCR-Amplified 282 bp Fragment Strains of
Ralstonia solanacearum isolated from different host crops in
the Philippines were characterized according to biovar
classification and phylogenetic analysis based on the
nucleotide sequence alignment of the 282 bp fragment
(Opina et al., 1997). Phylogenetic tree showed that the
strains were divided into three groups: group 1 consisting
of strains belonging to biovars 3 and 4, group 2 consisting
of strains belonging to biovars 1 and 2, and group 3 consist-
ing of strains belonging only to biovar 2. The grouping of
the strains corresponded to that described by Taghavi ef al.
(1997) using the sequence of the 16S rRNA. Restriction
analysis using a restriction enzyme Nla III for the PCR-
amplified 282 bp fragment of 160 strains revealed that all
strains belonging to biovars 3 and 4 (group 1) showed res-
triction fragments of 115 and 167 bp size, strains belonging
to biovars 1 and 2 (group 2) showed no restriction, and
strains belonging to biovar 2 (group 3) showed restriction
fragments of 55 and 227 bp size, respectively, suggesting
that RFLP should be useful for quick differentiation of the
strains. (Gifu Univ. - *NIAES - **NIAS - ***UPLB)

(22) M BEIEF PG BT FHEIEENOY - FOHE
FLRR O LR - SR BEE porcelain vine
witches’ broom & (#1¥5) @ phytoplasma DO RifE
WEZDRNAARODOLDDEBEBEFERK Jung, H.-Y,
Yae, M.-C., Ugaki, M., Lee, J.-T., Hibi, T. and Namba, S.:
Phylogenetic and Genomic Analysis of Phytoplasma Caus-
ing Porcelain Vine Witches’ Broom Disease in South Korea
Based on the Gene Organization of Its Ribosomal RNA
Operons 20014F, EREOERE S THMBICH L WINERD
TASBIEREYZE TS /T ¥ (Ampelopsis brevipedun-
culata var. heterophylla) 7% HERD Bz, T ORHEM
LD DNAZHHL, 774 F75A<RD2OD rRNA
ARy (7mA, rmB) % LA-PCRIZ XV XA L THME
3 % primer set (%5, AFEKE) & HWTPCR ZAT
W, FREAENIDHEIBEIN/K4.8kbp &£5.7kbp D
DNA Wik O 48R % RE L 7<fER, AREOMRERIL
T3 AP TTAICTHL I EDHAB L. mwuA O 16S
rRNA SEZ T O LB MR % H ORI % 17 - 7ok
H, 16S-group I O AY-subgroup (sg.) (Jung et al., 2002)
AKX N, F WA N VBT 16S rRNA &L T,
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