






4 

 

metabolites are shown as exact mass@retention time. 4-HPLA, 4-hydroxyphenyllactic 

acid; EPA, eicosapentaenoic acid; FA, fatty acid. 
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Fig. S3. a) Correlations among selected KEGG metagenomes functions and dietary items. 

b)Manhattan-like plot of significantly expressed KEGG metagenome functions associated with 

the ACC volume after 1-year follow-up in the Ironmet cohort (n=60). The -log10(pFDR) values 

are multiplied by the fold change (FC) sign to take into account the direction of the association. 

Bars are coloured according to the pFDR. Metagenomic functions that were also associated with 

the ACC volume at baseline are highlighted in bold, and those also associated with the SCWT at 

baseline at highlighted in italics. 
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Fig S4. Over-representation analysis from significant recipient mice PFC genes associated 

with the donors metagenome functions. a) Over-represented biological processes from Gene 

Ontology based on significant genes linked to the donors dUTP pyrophosphatase (dut). Over-

represented terms are shown in color, with red indicating higher significance. b) Over-represented 

Reactome pathways from significant genes linked to the donors exodeoxyribonuclease V. Each 

node is a predefined gene set. The node size reflects the size of the gene set and the node color its 

P-value. An edge denotes shared genes between sets. The edge width reflects the size of this 

overlap and the color reflects the number of genes from the input list contained in the overlap. 
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