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Supplemental Figure 1: Antibacterial mAbs do not change the microbial concentration of feces. 

The relative concentration of bacteria, as measured by 16s qPCR, in fecal samples of mice at 

day 0 (prior to treatment), 7 and 14 days post treatment of (A) saline, c-IgG, MEDI3902, or 

ciprofloxacin (B) saline, c-IgG, KPE33 or meropenem (MEM).  All data are representative of at 

least two independent experiments, N = 5/group. 
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Supplemental Figure 2: Antibacterial mAbs do not change the overall microbial composition of 

feces. Correspondence Analysis (CA) plot of microbiota in fecal samples treated with (A) saline, 

c-IgG, MEDI3902 or ciprofloxacin (B) saline, c-IgG, KPE33 or meropenem (MEM). Each point 

represents the geometric median of the genus taxonomic profiles within each treatment group at 

days 0 (prior to treatment), 7, and 14. The timepoint legend indicates the period of collection 

with the blue line extending from time point 0 to 7, and the purple line extending from time point 

7 to 14. (C,D) Plots of Abundance-based diversity indices (Hill numbers. Taxonomic profiles of 

individual observations were aggregated into geometric medians for each combination of 

treatment and time of sample collection. All data are representative of at least two independent 

experiments, N = 5/group. 

  



4 
 

Supplemental Figure 3. Antibacterial mAbs do not change the bacterial abundance of feces. 

The relative abundance of major bacterial phyla of mice treated with (A) saline, c-IgG, 

MEDI3902 or ciprofloxacin (Cipro) (B) saline, c-IgG, KPE33 or meropenem (MEM). (C,D) The 

relative abundance of major bacterial genera of treated mice at day 0 (prior to treatment), 7 and 

14.  All data are representative of at least two independent experiments, N = 5/group. 
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