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[bookmark: _Hlk152254296]Figure S5 Fecal microbiota transplantation restored the disturbed intestinal flora of CUMS mice. (A) Hierarchical clustering tree on OTU level in FMT-treated mice. Boxplots showing differences in relative abundance of sequences in (B) Dubosiella, (C) norank_f_norank_o_Clostridia_ucg-014, (D)Bifidobacterium, (E) Clostridium_sensu_stricto_1, (F) unclassified_f_Lachnospiraceae, (G) uncultured_f_Lachnospiraceae, (H) Odoribacter, (I) Coriobacteriaceae_UCG-002, (J) Enterococcus, (K) Faecalibaculum in FMT-treated mice (select the top 50 sequences at genus level). N = 5 mice/group.
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