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Supplementary Figure 1: Error rate plots of all-to-all nucleotide comparisons across male (upper 

panel) samples and female (lower panel) samples. The error frequency (log 10) in the Y-axis was 

plotted against the consensus quality score in the X-axis.     

Supplementary Table 1: Original paired-end sequencing labels of the 16S rRNA sequencing 

datasets and the assigned name in this study. The label contains the following letters as label: Gender 

(M or F), Treatment (T1, T2, T3, C1, C2 and C3, respectively) and Block (sample number).   

Supplementary Table 2: DADA2-produced table and taxonomy species assigned to each ASV, 

outputs of ampliseq nf/core nextflow pipeline.  

Supplementary Table 3: Differentially abundant ASVs across female and male samples, 

respectively with the corresponding Z-score of abundance, outputs obtained with edgeRun R 

package. The input used for these calculations was the DADA2 abundance output table (in csv 

format).    
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Supplementary Table 4: Matched MAGs from iMGMC database with >95% identity against male 

and female ASVs, respectively. The taxonomy was resolved using GTDB database.    

Supplementary Table 5: Pangenomics analysis of female and male MAGs. Gene presence-absence 

tables were included across female and male MAGs, including common sets of genes shared by all 

MAGs identified in this study.   

Supplementary Table 6: Pathway annotation and enriched metabolic pathways across female 

MAGs. A pathway with an adjusted q-value over 0.05 was considered significant.    

Supplementary Table 7: Pathway annotation and enriched metabolic pathways across male MAGs. 

A pathway with an adjusted q-value over 0.05 was considered significant.    

Supplementary Table 8: gapseq pathway annotation across female and male MAGs, respectively. 

The presence of a given pathway/reaction was denoted with ones and the absence with zeros.  

Supplementary Table 9: Pyruvate-related reactions and genes identified across sham or DCM 

MAGs in males and females, respectively using gapseq.   

 


