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In the original article [1], the information regarding the SP30 unique gene was not
correct. The authors wish to make the following corrections to this paper, which was
published in the Journal of Fungi. Figure 5 should be replaced with the version below.

Additionally, text errors in this article will be corrected.
In the Materials and Methods section, “and the Juicebox was applied to adjust chro-

mosome construction manually (Figure S2)” should be corrected to: “and the Juicebox was
applied to adjust chromosome construction manually (Figure S1)”.

In the Results section, “Hi-C-assisted assembly of both genomes confirmed the inter-
actions with a good effect (Figure S1)” should be corrected to: “Hi-C-assisted assembly of
both genomes confirmed the interactions with a good effect (Figure S2)”.

In the Discussion section, “The SNPs and indels between the SP3 and SP30 genomes
were broadly distributed across the chromosomes (Figures 1, 3, 4 and S5)” should be
corrected to: “The SNPs and indels between the SP3 and SP30 genomes were broadly
distributed across the chromosomes (Figures 1 and S5)”.

In Supplementary Materials, Table S9, “The highlight lines were presented in the
Figure 3” should be corrected to: “The highlight lines were presented in the Figure 4”.

The addition of this correction does not change any of the statistics reported in the
original analysis. All co-authors agree with the content of this correction and wish to
apologize for any inconvenience to the readers resulting from these errors.
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Figure 5. Location of the unique genes found within each of the two monokaryons on each chromo-
some. (A) Unique genes in strain SP3. (B) Unique genes in strain SP30. 
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