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1. How does the breastmilk microbiome vary with prematurity and gestational age?
2. How does the breastmilk microbiome vary between 

maternal and donor milk?

3. How does caloric fortification change the breastmilk 
microbiome?

4. How is the breastmilk microbiome associated with early childhood health outcomes 
(eczema)?
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- Microbes produce metabolites within the host’s 
microenvironment.

- Metabolites may play significant biological roles in 
infant development

- This project seeks to understand the metabolite-
microbiome associations that exist between mothers 
and infants

- Small differences between origin and content of 
breastmilk may have significant effects on infant 
development

- Future analyses will be conducted on bacterial data
- Future analyses will reveal the correlation between 

the breastmilk microbiome and the infant gut 
microbiome
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