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Cross-resistance
within and
between classes
of antifungals is
common.

Research on Fungal AMR is skewed toward a few
Fungal species, genes and drugs, and many reported
resistance mutations have little experimental
support. .
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Fungal infections are a
major public health problem and a

" threat to food security and biodiversity.

There is a massive convergence in
the mechanisms of resistance
among Fungi.
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Variant effect predictors can be used
to differentiate between loss of
Function and gain of Function
resistance mechanisms.

The widespread use of antifungals has led
to the emergence of resistant fungal strains.

0’ Diverse mechanisms of resistance have been
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Structural mapping can help interpret the impact FungRMR can be used to screen for AMR
of mutations in proteins involved in antifungal mutations in fungal genomes.
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