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The ascomycete fungus Magnaporthe oryzae causes the globally important rice blast disease. It is also 
pathogenic to over 50 species of grasses and sedges (Fisher, et al., 2012; Langner, et al., 2018). 
Pathogen isolates collected from different grass hosts are morphologically similar and therefore M. grisea 
(anamorph: Pyricularia grisea) has been reported as the casual pathogen of rice blast in older literature. 
Couch and Kohn (2002) used phylogenetic analysis of sequence data of three genes to conclude that 
isolates from Digitaria and Oryza species were distinct. M. grisea was the name kept for the pathogen of 
Digitaria and a new species name M. oryzae was coined for the pathogen of rice. This has led to the 
practice of naming Magnaporthe species and subspecies based on the host species the isolates are 
obtained from. For instance, Clastrogudin et al. (2016) used phylogenetic analysis of 10 loci to describe a 
new species M. graminis-tritici (synonym P. graminis-tritici) for isolates recovered from wheat. There is 
evidence suggesting that host-pathogen co-evolution has occurred in Magnoporthe species leading to 
greater host specificity of the pathogen (Zhong, et al., 2016). However, different lineages of the pathogen 
also have common susceptible hosts that can facilitate inter-lineage gene flow. It is necessary to 
reassess the species concept of fungi because of occasional genetic exchanges between fungal species 
through hybridization and horizontal gene transfer (Feurtey & Stukenbrock, 2018). Since the previous 
studies were conducted using a small number of loci from the pathogen genome, Gladiuex et al. (2018) 
used whole-genome sequence data of 76 global isolates of M. oryzae collected from 12 grass genera to 
reassess the species classification of rice and wheat blast pathogen. While Magnaporthe comprises 
multiple lineages associated with specific hosts, extensive gene flow between different lineages of the 
pathogen were also reported. Therefore, Gladiuex et al. (2018) argue that both rice and wheat blast 
strains are a single species, M. oryzae, and the designation of the new species P. graminis-tritici for a 
subset of wheat blast pathogen should be dropped 
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