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Biocontrol bacteria:

Lysobacter enzymogenes OH11
(D<= Pseudomonas fluorescens 2P24
@3<= Pseudomonas protegens Pf-5
Pathogenic bacterium:
(3= Pectobacterium carotovorum PccS1
Fungus:

—/<_ Valsa pyri SCYL134

Figure 7
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