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MACROPHAGE MIGRATION INHIBITORY FACTOR (MIF) proteins have been identified in 
both prokaryotes and mammals to play a key role in a broad range of biological functions, 
including the ability to modulate innate and adaptive immune responses (Calandra and Roger, 
2003; Merk et al., 2012). Consistent with this, recent studies show that MIF-like proteins of 
plants are involved in biotic stress response pathways, while in aphids and nematodes MIFs 
promote parasitism by suppressing plant immunity (Dubreuil et al., 2014; Panstruga et al., 
2015; Zhao et al., 2019). 
Based on sequence information, proteins with conserved MIF motif have also been identified 
in the fungi kingdom, though details on their functions or mode of action have not yet been 
published (Michelet et al., 2019). To expand our knowledge on the role in fungi, with a 
particular focus on the Ascomycota phylum, we analyzed the effect of a genetic knock-out of 
a MIF gene in Magnaporthe oryzae (Mo), the causal agent of the most important fungal rice 
disease. The Mo genome harbors only one MIF, structurally similar to human MIF, but different 
in size. Using the experimental system Magnaporthe oryzae - Brachypodium distachyon (Mo 
– Bd), which is especially suited to study fungal pathogenicity and susceptible interactions, 
our preliminary results demonstrate that Δmomif1 is less pathogenic on Bd leaves as 
compared to the wildtype (wt) fungus, as revealed by both reduced numbers and reduced 
sizes of lesions. Unexpectedly, these effects were not detectable in Bdroots. Instead, confocal 
microscopy of root tissue showed that Δmomif1 undergoes a premature switch to necrotrophy 
and earlier infection of plant tissue. Taken together, our results provide a first hint that MoMIF 
is required for proper fungal growth and development of infection and substantiates our 
knowledge on the role of MIF proteins as key regulators immunity. 
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