Factor analysis of the gut virome determines unique sets of
bacteriophages associated with multiple sclerosis
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“To characterize the virome data of MS and other
diseases by factor analysis”

Abstract

Background: Gut microbiota comprises various microorganisms, including bacteria and
viruses. Although the gut bacteriome has been associated with several diseases, including
multiple sclerosis (MS), the gut virome has not been well characterized in health and disease
conditions. This limitation may be due to the methodological challenges in profiling the
microbiome. Principal component/coordinate analysis (PCA/PCoA), a gold standard for gut
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total of 12 samples of IBD and controls (HCs) were divided into three
clusters and others. Five of six (83%) of samples in Cluster 2 were from
IBD patients.
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