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2. Overall, 80 protist genera were 
detected in all 113 samples and 
were dominated by Blastocystis, 
representing 82% of the total 
protist (i). Prevalence of 
pathogenic protist was 
comparatively low with 12.1% and 
3.4% of the participants' gut 
colonised by E. histolytica and 
Cryptosporidium, respectively 
(ii).

3(ii).PERMANOVA analysis 
showed a significant effect of 
S. haematobium infection 
status
Analysis via ANCOM showed 
that the abundance of four 
specific protist genera was 
associated with
S.haematobium infection

3 (i). Principal coordinate
analysis (PCoA) plots for
protists microbiota across
samples, annotated by
schistosome status (A), sex
(B) and age (years) (C.
PCoA explained 52.7% of the
total variance between the
samples.

To characterise the diversity and composition of protists in the
gut of preschool-aged children (PSAC) in rural Zimbabwe relative
to host age, sex, and schistosome infection status

BACKGROUND
Human gut microbiome harbours diverse species of archaea, bacteria, fungi,
protists and viruses. 
Previous gut microbiome studies have focused on bacteria, neglecting other
microbial communities. 
Consequently, less is known about the diversity and abundance of the latter.
Growing interest in investigating the diversity of microbiome in the healthy human
population
Little is known about the prevalence and factors that influence the abundance
and diversity of gut protists in humans
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AIM 

SUMMARY 
Only S. haematobium infection status was associated with composition of specific taxa. 
Prevalence of pathogenic protist was relatively low
Need for further research to investigate the interactions between pathogenic and non-
pathogenic protists in individuals displaying clinical symptoms, in order to provide 
insights for the development of therapeutic interventions and nutraceuticals

METHOD
Study design, site and population:

RESULTS 
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AFFILIATIONS

2. Characterisation of the intestinal protist microbiota :

1. Demographic characteristics of study population:
3. Variation in the protist and association with participant metadata

Sample collection and Parasitology: Gut protist characterisation (NGS):

Shotgun metagenomics

Sample processingPre-school-aged children (6mnth-5years)
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