
 

Supplementary Figure S1: Macrophage recruitment into tumors. A. Macrophage marker 
F4/80 shown in IHC images of tumors in a murine TNBC model. n=10; *p=0.05, **p=0.001. B. 
Macrophage marker F4/80 shown in IHC-stained tumors in a high-fat diet derived-FMT study 
TNBC murine model. n=5-10; *p=0.01, ****p<0.0001. C. Macrophage marker F4/80 shown by IHC 
in an inflammatory TNBC murine model. n=7-10; **p=0.002, ****p<0.0001. 

 

 

 

 

 

 

 

 

 

 

 



 

Supplementary Figure S2: Proportional abundance of bacterial species modified post 
doxorubicin treatment. A. Ruminococcus sp.5_1_39BFAA bacterial species were reduced after 
Doxorubicin treatment. n=15; **p=0.005. B. Proportional abundance of bacterial species that 
increased after doxorubicin treatment, Prevotella copri, C. Oscillibacter sp. 1-3, D. 

Oscillospiraceae bacterium VE202-24. n=15; *p=0.05. 

 

 

 

 

 

 

 

 

 

 



 

Supplementary Figure S3: Metagenomic analysis of fecal samples showing proportional 
abundance of bacterial species modified after high fat diet derived-FMT. A: Heatmap of the 
study groups at baseline (No-FMT) and endpoint (post-FMT). Bacterial species that modulated 
and increased abundance post FMT B.  Bacteroides thetaiotaomicron, C. Bacteroides vulgatus, 
D. Enterohabdus caecimuris, E. Bacteroides faecis, F. Parabacteroides distasonis, G. 
Lachnospiraceae bacterium 28-4, H. Parabacteroides sp. D13. n=10-15; *p=0.01, ***p=0.0001, 
****p<0.0001.  

 

 

 

 

 

 

 

 

 

 

 



Supplementary Table S1:  Patients’ breast cancer characteristics. Data are presented as 
mean ± standard deviation.  

 

 

 

 

 

 

 

 

 

 


