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FURUTANI, S. Tsuyumu, S. MATSUYAMA and S.
MizusHima
Gene(s) of Xanthomonas campestris pv. citri and
Porin Genes of E. coli %> ¥V Lk 3FED
Tnd A X SIREMERAEZRGE (F 1-F10) %2408
Uiz X 2408 LdY(Furutani S, 1990), 2#Ls®
EHIRONF S RO F 7 2S8R 4 o N 7
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fe L TS alfetEdiE 2 s e DT, BAREESFO
2R A 7] A KB E O R — U s ompF
R ompC 2 wa—>1 DNA (pLF4 X ¥
PMANO02) #70—7E LT, # ¥ VbW L SKEEH
DR R O EFRIME R REED S DNA 220
THWoNA TN A - s VT B o1z,
TORR, FSRUFT OHED0A, BERTRENS
FHFEME S F32 7 b L Twslz, LEDOKERLED, #
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(164) J. JHONCON $ S. Tsuyumu = T. SAKAr*
Determination of the Nucleotide Sequence of the

Homology between Pathogenic

Gene for Polygalacturonase of Erwinia caroto-
vora subsp. carotovora Previously, we have re-
ported a clone (pEC101) which produced two is-
ozymes of polygalacturonase, from the library of
Ernwinia carotovora subsp. carotovora strain ECI
(Miura ef al., 1991). A subclone, pEC401, of 5.8 kb
EcoR1 fragment of pEC101 showed about equal
polygalacturonase activity comparing to the one of
pEC101. Serieses of the deletions from two ends of
the insert on pEC401 were constructed by digestion
with Exolll, The nucleotide sequences of these dele-
tions were determined by Sanger's dideoxy chain
termination method mostly by automatic sequencer
(Applied Biosystems Model 370A). Ambiguous por-
tions were rechecked manually using **P-dCTP. The
sequence was compared with those of bacterial,
fungal and plant peh genes and bacterial pel, pme
and pnl genes for overall homology and for the

presence of the common domains.
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TsucHizakl © Detection of MLO in the Phloem Sap
Collected from Rice Plants with Yellow Dwarf
Disease Using PCR Method B#EiE 1 3 DOENE W %
WHhd b ES 0 ADOO % v —F TN T2 2
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S. IwaNAMI and T. TSUCHIZAKI : Phylogenetic
Analysis, Detection and Diagnosis of MLO by PCR
Amplification of 165 rRNA Genes 16S rRNA #i{z=
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