
Table S3. Summary of sequencing results of negative controls 
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Rx	
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  CI	
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Extraction	
  Blank	
   225431	
   444	
   0.20	
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Library	
  Blank	
   311750	
   411	
   0.13	
   2.17	
   1.81	
   0.923	
   0.829-­‐
1.017	
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   Too	
  few	
  reads	
  for	
  assignment	
  


