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Figure S1. A priori structural equation model depicting hypothesized pathways 
and directionality among variables. Black solid lines represent hypothesized 
significant positive relationships; red solid lines represent hypothesized significant 
negative relationships.  

  



Table S1. Differentially abundant taxa at the family level.  Significant (FDR-adjusted 
P value < 0.05) results from negative binomial mixed models testing the effect of GCs 
on each bacterial family controlling for collection date and food supplementation status.  

  



Table S2. Differentially abundant taxa at the genus level. Significant (FDR-adjusted 
P value < 0.05) results from negative binomial mixed models testing the effect of GCs 
on each bacterial genus controlling for collection date and food supplementation status.  

 


