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

acid; EPA, eicosapentaenoic acid; FA, fatty acid.
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menF menaquinone-specific isochorismate synthase

mtsA iron/zinc/manganese/copper transport system substrate-binding protein
epr minor extracellular protease

mvaA hydroxymethylglutaryl-CoA reductase

sitA manganese/iron transport system substrate-binding protein

gsiA glutathione transport system ATP-binding protein

ynfF Tat-targeted selenate reduct bunit

mdoG periplasmic glucans biosynthesis protein

irr Fur family transcriptional regulator, iron response regulator

clpL ATP-dependent Clp protease ATP-binding subunit

fadK acyl-CoA synthetase

caik carnitine operon protein

torD TorA specific chaperone

E2.7.1.36, MVK, mvaK1 mevalonate kinase

zur Fur family transcriptional regulator, zinc uptake regulator

ssrB two-component system, LuxR family, secretion system response regulator
fecR transmembrane sensor

SIAE sialate O—acetylesterase

ccmG, cytochrome c biog is protein, thiol:disulfide interchange protein
fbaB fructose-bisphosphate aldolase, class |

lepB signal peptidase |

malZ aipha-glucosidase

galM, GALM aldose 1-epimerase
K07317 adenine-specific DNA-methyltransferase

ItrA RNA-directed DNA polymerase

yqgE MFS transporter, YQGE family, putative transporter
K06888 uncharacterized protein

TC.HAE1 hydrophobic/amphiphilic exporter—1 (mainly G- bacteria)
nusG transcriptional antiterminator

topB DNA topoisomerase |l

K07098 uncharacterized protein
wbpP UDP-N-acetylglucosamine 4-epimerase

cerM modification methylase

fabB 3-oxoacyl-[acyl|-carrier-protein] synthase |

E3.1.4.46, glpQ, ugpQ glycerophosphoryl diester phosphodiesterase
kinB two-component system, NtrC family, sensor histidine kinase
pht4 phthalate 4,5-cis—dihydrodiol dehydrogenase

TC.GBP general bacterial porin

pilQ type IV pilus assembly protein

inlA internalin A

dut, DUT dUTP pyrophosphatase
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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 -logio(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 (duf). 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.

Arnoriaga-Rodriguez M, et al. Gut 2021;0:1-14. doi: 10.1136/gutjnl-2020-323371



