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Appendix 1 Figure. Rooted maximum likelihood phylogeny of 167 A. flavus isolates. The tree shows clear 

distinction of several major clusters, including one monophyletic “Cluster 10” that contained all outbreak isolates. 

Sampling “Year,” hospital “Hosp,” and “Material” are indicated on the right-hand side of the corresponding isolate 

names. The tree was reconstructed based on 303,560 core-genome SNPs and rooted with MUS_9860 as 

outgroup. The scale bar indicates substitutions per site. Clusters were determined using TreeCluster. 
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