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Phylum Firmicutes Bacteroidetes Actinobacteria Proteobacteria Verrucomicrobia Other/Unclassified

Family
Lachnospiraceae
Ruminococcaceae
Bacteroidaceae

Bifidobacteriaceae
Peptostreptococcaceae
Verrucomicrobiaceae

Enterobacteriaceae
Prevotellaceae
Clostridiaceae 1

Erysipelotrichaceae
Veillonellaceae
Coriobacteriaceae

Rikenellaceae
Streptococcaceae
Porphyromonadaceae
Other/Unclassified

Genus

Blautia
Faecalibacterium
Roseburia
Gemmiger

Bacteroides
Coprococcus
Ruminococcus
Bifidobacterium

Clostridium XI
Akkermansia
Escherichia/Shigella
Clostridium XlVa

Anaerostipes
Dorea
Clostridium sensu stricto
Prevotella

Alistipes
Dialister
Streptococcus
Clostridium IV

Collinsella
Other/Unclassified

Figure S2. Relative abundance of human faecal microbiota taxa at (a) Phylum level, (b) Family level and 
(c) Genus level in subjects grouped according to APOE genotypes. Gut microbiota composition at 
phylum, family and genus levels exhibits different patterns according to human APOE genotype.  


