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Figure S1. Results of all simulated metagenomic samples with 10 species. The abundance distribution 
of HC community is relative even compared to MC and LC communities. So the initial coverage can be 
high even with a small sample size. To see how the method works when the initial coverage is low, we 
specially simulated more samples with smaller sample size for HC community.  
 
  
 
 
 



 

Figure S2. Performance of preseq (RFA). The meaning of the axis in the figure is the same as in figure 
2.  
 

 

 Figure S3. Comparison between Golub-Welsch algorithm (left panel) and RFA in preseq (right panel). 


