
 

 

 

S3 Fig.  Rarefaction curves for capped sequence data sets. (A) Capping the 

sequence number to 100 per sample indicates insufficient discriminatory power. (B) 

Capping sequence number to 5000 per sample suggests representative sampling and 

improves discrimination of Chd1-/- and Chd1WT/WT associated microbiota.   

	  


