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Figure S1: Top 20 genera distribution across the treatments 
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Figure S2. Mean phylum abundance distribution across the 3 flocks (A); notched boxplot 

representation of ANOSIM analysis (B) of treatment groups with dissimilarity based on Bray–

Curtis distance. Sample dissimilarity within each group is indicated in the graph and overall 

dissimilarity is indicated as “Between”. Width of the boxplot is proportional to number of 

samples in each treatment; Pearson inter and intra-group sample correlations and group 

variance (C) and ANOSIM representation of the days of microbiota development (D). UniFrac 

between samples distances were different between the groups in both weighted and unweighted 

UniFrac (E and F).  
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Figure S3: Richness and evenness index reproducibly increased in all 3 flocks. Control flock 

is shown in panels A and B, CCT1 in C and D and CCT2 in E and F. 
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Figure S4: Changes in abundance of genus Faecalibacterium in cloacal samples in the control 

group (A), CCT1 (B) and CCT2 (B) as chickens aged. Faecalibacterium was significantly 

correlated with age in all 3 groups.  
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Figure S5: Changes in abundance of genus Enterococcus in cloacal samples in the control 

group (A), CCT1 (B) and CCT2 (B) as chickens aged. LEfSe analysis indicated Enterococcus 

as defining timeline genera abundance differences at day 1 and 2.  Enterococcus showed 

fluctuations in the day 1 and 2 and then steady growth afterwards but did not significantly 

correlate with time.   
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Figure S6: Changes in abundance of genus Lactobacillus in cloacal samples in the control 

group (A), CCT1 (B) and CCT2 (B) as chickens aged. There were no significant correlations 

with time. 

 

 


