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The microbiome refers to the collective genome of all the microorganisms residing in
a given niche. In this study, first steps in analysing the human ocular surface
microbiome were conducted. A total of 191 swabs from the conjunctiva were
collected, sequenced using whole metagenome shotgun sequencing and annotated
using Kraken2. The main goal was to establish whether a correlation between
demographics and the composition of the ocular surface microbiome could be found.
Analysis was done using different tools such as a PCA, the R package MaAsLin and
a machine learning approach. We established that differences between
demographic groups such as sex and age, could not be determined, due to bias
originating from different projects. This finding is useful for further studies, since it
highlights the importance of a homogenous sampling process.
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