
Following earlier studies in mouse models, gut microbiota composition was shown to affect the 
response of melanoma patients, and those suffering from advanced lung or kidney cancer, to 
immune checkpoint therapy, as well as tumour control.

Identification of biosynthetic 
gene clusters for antibiotics 
in the genomes of the 
human microbiota, 
suggests new sources of 
antimicrobial drugs whose 
species-specific production 
has the potential to modulate 
the local microbial community 
structure.

Advances in computational methods, 
recently pioneered in the environmental 
microbiology field, enable the reconstruction 
of bacterial genomes from metagenomic 
datasets. This approach was used to identify 
thousands of new uncultured candidate 

bacterial species from the gut and other body 
sites, of global populations from rural and 
urban settings, substantially expanding the 
known phylogenetic diversity and improving 
classification of understudied, non-Western 
populations.

Commonly used medications affect gastrointestinal microbial 
abundances and bacterial gene expression, which may both positively 
and negatively 
contribute to the 
effects on human 
health associated 
with drug 
treatment.
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Human microbiota affects response to cancer therapy
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Production 
of antibiotics 
by the human 
microbiota
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Metagenome-assembled genomes 
provide unprecedented characterization 
of human-associated microbiota
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Host-targeted drugs affect 
microbiota populations
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