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S4 Fig. Only subtle microbiota population changes in Cd44hr™/" mice (A) PCA plot and
(B) microbiome composition at the genus level obtained from 16S sequencing performed on
feces collected from cohoused animals. (Males; n=6/group) (C) PCA plot and (D) microbiome
composition at the genus level obtained from 16S sequencing performed on feces collected from
separately housed animals. (Males and Females; n= 10/group) (E) PCA plot and (F) microbiome
composition at the genus level obtained from 16S sequencing performed on cecum collected
from separately housed animals. (Males and Females; n=12/group)



