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In the original article, there was a mistake in Figure 1 as published. Supplementary Figure 1 of the article was carelessly displayed again as Figure 1. The corrected Figure 1 appears below.


[image: Figure 1]
FIGURE 1. (A) coverage ratio in different depth level of each sample; (B) the length of sequencing reads of each sample.


The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.
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