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• 3 580 780 
(69%) 

Remove 
organelles 

• 2 646 426 
(51%) 

Remove 
"rare"  

• 2 579 629 
(50%) 

FastX toolkit, PANDASeq Mothur + ARB-Silva database 

Supplementary Figure S4: Overview of the bioinformatics pipeline and the total number of sequences 

remaining after the different cleaning and processing steps. Sequences were considered “rare” if they 

occurred less than 5 times in the entire dataset.  


