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“ Antiipated Results

An integrated view of the role of the the microbiome and metabolome in growth faltering and the the
proportion of variance explained by each omics dataset.

Therefore, there is a pressing need to understand and address the Biochemical mechanisms
underlying compromised outcomes in these infants using a multi-omics approach. The central

hypothesis is that HIV exposure in utero alters the microbiome in HIV-infected mothers which

is passed to the infant consequently altering infants’ microbiome, metabolome during early life A longitudinal study dgsign from the same set of s.ubjects at three Fjiﬁerent t?me_ _points, will qllow for a more
. . . s accurate representation of higher-order interactions and associated variability across time as well as
causing growth faltering. Using 24 HEUs and 24 HUUs, three specific aims are proposed to:

distinguish differences between subjects from changes within subjects.
1) Describe the composition of gut microbiome between HEU and HUUs

2) Describe the infant gut metabolome profile between HEU and HUUs While association does not imply causation, knowing how HIV-exposure associated microbiome and
metabolome correlates with growth and development in infants in LMIC settings is worthwhile. This
information is critical for identifying potential mechanisms underlying the failure to thrive and disease burden
in HEU infants and reveal potential areas for targeted intervention to improve health outcomes.

3) Define the growth trajectory using microbiota-for-age Z-score (MAZ) between HEUs
and HUUs at 3, 6 and 12 months of life.
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