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The horizontal axis represents the average GC content, The vertical axis represents reads. The blue line is
the theoretical GC content distribution, the red line is the actual GC content distribution, the actual line
distribution in the figure with the normal distribution Closely,it indicates that the results are better, can be
used for the following analysis
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S3.Fig 2 The horizontal axis represents the average GC content, vertical The blue line is the
theoretical GC content distribution, the red line is the actual GC content distribution, the actual line
distribution in the figure with the normal distribution

Close, the results are better, can be used for the following analysis
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