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Investigation of the ori?in of the AM-toxin biosynthetic gene cluster in
Alternaria alternata apple pathotype
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The apple pathotype of Alternaria alternata produces host-specific AM-toxin
and causes Alternaria blotch on apple cultivars sensitive to AM-toxin. We previously found that
seven of 12 AM-toxin biosynthetic genes (AMT genes) were generated via horizontal gene transfer from

Mycosphaerella species. In this study, we analyzed structure and function of the AMT homologs
(MgAMT genes) of Mycosphaerella graminicola. Structural analysis of the genomic region including the
MgAMT genes found that the 90-kb region encodes seven MgAMT genes and six additional genes possibly
involved in secondary metabolism. RT-PCR analysis showed that genes in this region were expressed
in wheat leaves inoculated with the pathogen conidia from the early stage of infection. We also
observed toxicity of culture filtrates of the pathogen to wheat leaves. These results suggest that
M. graminicola produces toxic substance similar in structure to AM-toxin.
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