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g o [ N ) A /18
B BAJM T (P. chlororaphis) PCL1391 fitt %ﬁﬁﬁfh ERZEULESE (72]
W4 ( Citrus reticulata Blanco. ) B8 LA TE & ( Sphingobium ) EEN 43 WA ) e A 2 A A 1 D TR [64]
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FIT (A, thaliana) B B JE ( Xanthomonas) | ERRGYME ARG SRR A AR [69]
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WA ( Microbacterium)
FAi(S. lycopersicum L. ) AT (M. maritypicum ) EFRGEGUE S R A s [62]
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P AR 2 R SE R L
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( Streptomyces rubrogriseus) %% 3 FhINRERH BN R E &
TR TR, 2 70 0T 8 TR 245 4 1 9 5 FH ] Bl %4
iK% 56.5% ), Chen i3 B 5 K EALHEL
IR Y ZH B, R R R A S T LA
BT T VR Y B KR, DT R AR 55 Y AR
FEBE™ . Niu S M T LU T8 W FF B ( Enterobacter
cloacae ) Jy KHEYI TR IUAE VIRE , BEAE 25 AR
UK GR A R (F. verticillioides ) 1 KK I W) E 5H

% ( Purpureocillium
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