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Tables 
 
Table S1. Multiple pairwise comparisons comparing the probability of a bacterial clone being 

susceptible to its contemporary phage through time (1, 2 and 3 corresponding to days 4, 8 and 

12). Tests performed on the log odds ratio scale and p-values adjusted using the Tukey method 

of comparing a family of three estimates. Significant contrasts in bold. Phage 1, P1; Phage 2; 

P2. Values given to 3 significant figures.  

 
 
 
 
  



Table S2. The proportion of phage susceptible and resistant bacterial populations when tested 
between three bacteria and phage time points (Tp) in each treatment. Values given to 3 
significant figures. 

 



 
 
Table S3. Multiple pairwise comparisons comparing the probability of a bacterial clone being 

phage susceptible over time (1, 2 and 3 corresponding to days 4, 8 and 12) within each 

treatment. Tests performed on the log odds ratio scale and p-values adjusted using the Tukey 

method of comparing a family of three estimates. Significant contrasts in bold. Values given 

to 3 significant figures. 

 


