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FIG S1. Comparison of the microbiome from quarters with clinical mastitis associated 

with Pseudomonas spp. and healthy quarters (i.e. reference for calculation of fold 

change). Size of the circle is proportional to the overall prevalence of each family. Color 

of the circle is associated with effect size. The graph plots log fold change in 16S rRNA 

gene abundance in mastitic relative to healthy control quarters versus false discovery 

rate (FDR) logWorth (i.e. -log10P). P-values are adjusted for FDR. The dashed line 

represents adjusted P-value = 0.05. 
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FIG S2. Effect of clinical mastitis and intramammary treatment with ceftiofur 

hydrochloride on richness of the milk microbiome in cows with clinical mastitis 

associated with Escherichia coli (a) and in cows with clinical mastitis associated with a 

negative culture (b). 
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FIG S3. Comparison of the microbiome from quarters with clinical mastitis associated 

with Klebsiella spp. and healthy quarters (i.e. reference for calculation of fold change). 

Size of the circle is proportional to the overall prevalence of each family. Color of the 

circle is associated with effect size. The graph plots log fold change in 16S rRNA gene 

abundance in mastitic relative to healthy control quarters versus false discovery rate 

(FDR) logWorth (i.e. -log10P). P-values are adjusted for FDR. 
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FIG S4. Effect of clinical mastitis and intramammary treatment with ceftiofur 

hydrochloride on diversity (a) and richness (b) of the milk microbiome in cows with 

clinical mastitis associated with Klebsiella spp. 
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FIG S5. Changes in relative abundance of the 25 most prevalent families in milk from 

quarters with clinical mastitis associated with Klebsiella spp. and healthy quarters. 

Numbers indicate day after diagnosis of clinical mastitis. 
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FIG S6. Effect of intramammary treatment with ceftiofur hydrochloride (day 1) on the 

relative abundance of Enterobacteriaceae in cows with clinical mastitis associated with 

Klebsiella spp. TRT = effect of treatment; Day = effect of time; T×D = interaction 

between treatment and day. 
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FIG S7. Effect of intramammary treatment with ceftiofur hydrochloride (day 1) or cure on 

the relative abundance of Enterobacteriaceae and Shannon diversity index in cows with 

clinical mastitis associated with Escherichia coli. (a) Effect of intramammary treatment 

with ceftiofur hydrochloride (day 1) on the relative abundance of Enterobacteriaceae in 

cows with clinical mastitis associated with E. coli. Effect of eventual bacteriological cure 

on the relative abundance of Enterobacteriaceae in cows with clinical mastitis 

associated with E. coli on control cows (c) and treated cows (e). Effect of cure on the 

Shannon index in cows with clinical mastitis associated with E. coli (b), on control cows 

(d) and treated cows (f). Asterisks represent significant differences at α = 0.05 between 

groups within the same study day. 



9 
 

 


