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produce these mycotoxins encoded in their genomes, and
may need to be further examined with regard to their
mycotoxin-production capability. The mycotoxin produc-
tivity of the species for which data are missing (Table 2)
will be tested by both biochemical and molecular methods
in future studies.

Phylogeny can therefore be regarded as a powerful
tool for predicting the characteristics of living organisms
and the phylogenetic information that we collected was
helpful for predicting potential toxin production by
Fusarium species. These “phylotoxigenic relationships”
may be especially useful when a new species of micro-
organism contaminating food is discovered, or to assess
microorganisms found in food for which there is only
limited information available about their pathogenicity.
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