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The Editor has retracted this article because the authors 
were unable to provide evidence they had obtained the 
necessary permissions to use, in a comparative genomic 
analysis, 32 unpublished Morchella genomes sequenced 
by the Joint Genomic Institute. Figures 1, 3 and 4 using 
that data have now been removed. In addition, 30 pic-
tures were used to illustrate Figs. 5 and 6 without proper 
credit. These figures have now been removed. The 
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