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Fig. S1. a-d) ARGS conferring resistance to major classes of antibiotics ranked by mean normalized abundance in infants of 3 (a), 6 (b) and 12 (c) months of age, and in the maternal samples (d).
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Fig. S2. a-d) ARGS conferring resistance to six classes of beta-lactam antibiotics ranked by mean normalized abundance in infants of 3 (a), 6 (b) and 12 (c) months of age, and in the maternal samples (d).
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Fig. S3. Normalized abundances of ARGs conferring resistance to major classes of antibiotics shown for each class separately for infants at 3-, 6- and 12- months, and for the maternal samples (M). The y-axes show RPKM values. Outliers are not shown. P-values for pairwise comparisons can be found in Table 1 in the main text.
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Fig. S4. a-d) Mechanisms by which ARGs confer resistance ranked by mean normalized abundance in infants of 3 (a), 6 (b) and 12 (c) months of age, and in the maternal samples (d).
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Fig. S5. Comparison of CARD mapping rates in infants whose mothers received antibiotic treatment during pregnancy (AB) and infants whose mothers did not receive antibiotics (NAB). Comparisons were not significant at 3 (p=0.42) or (p=0.48) 6 months of age, and only marginally lower (p=0.056) in infants whose mothers did not receive antibiotics at 12 months compared to infants whose mothers did use antibiotics. Boxes are color coded as in figures 2-6.
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Fig. S6. a-d) Virulence mechanisms of virulence factors ranked by mean normalized abundance in infants of 3 (a), 6 (b) and 12 (c) months of age, and in the maternal samples (d).
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Fig. S7. Normalized abundances of VFGs within major mechanistic categories shown for each class separately for infants at 3-, 6- and 12- months, and for the maternal samples (M). The y-axes show RPKM values. Outliers are not shown. P-values for pairwise comparisons can be found in Table S1.
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Figure S8. Bray-Curtis distance between infants and their own mothers and between infants and unrelated mothers for species (a), ARG (b) and VFG (c) composition. Age bracket is indicated by box colors as in the other figures. None of the comparisons between ‘own/other’ pairs within an age bracket show statistically significant differences between distances (p>0.6 for all comparisons, Wilcoxon rank sum test).
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Figure S9. Jaccard distance between infants and their own mothers and between infants and unrelated mothers for species (a), ARG (b), VFG (c) composition, and k-mer content (d; k=31). Age bracket is indicated by box colors as in the other figures. None of the comparisons between ‘own/other’ pairs within an age bracket show statistically significant differences between distances (p>0.1 for all comparisons, Wilcoxon rank sum test).
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Fig. S10. a) Reoccurring plasmid clusters within mother-infant (MI) pairs. With the number of samples within a pair on the x-axis, and color-coded number of reoccurring plasmids within MI pairs on the y-axis. b) Bray-Curtis distances between infants and their mothers based on plasmid profiles. The difference in distance to mothers was not significant between timepoints. c/d) Percentage (c) and count (d) of shared plasmid clusters between specific timepoints of the infants and their mothers. None of the comparisons (b-d) were significant.
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Fig. S11. Genetic map of plasmid 667 compared to three plasmids from the literature. The plasmid was found in 14 mother-infant pairs out of 50 total. Based on mapping data, the plasmid was found once in both mother and infant. The ~4.7 kb plasmid was 100% identical in all samples and identical to a plasmid found in 2014 in a rat caught from a hospital sewer in Denmark (HG796791.1) (Jørgensen et al., 2014), and another three identical plasmids from the same research group (LN853046.1) (Jørgensen et al., 2017). An additional plasmid was found in the literature sequenced from a Parabacteroides faecis isolate using Nanopore Technology (CP103109.1) (Tisza et al., 2023). This plasmid had a single nucleotide variant, two deletion positions and an insertion including an additional plasmid recombination gene. Based on UniRef90 the host of plasmid 667 might be Parabacteroides or Phocaeicola (Table S1). Black arrow is a single nucleotide variant, red arrow is an insertion sequence, blue arrow is a deletion position.
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Fig. S12. Genetic map of plasmid system PS8/PS64 (plasmids 680 and 681). The plasmids were found in 13 MI pairs out of 50 total. Based on mapping data, the plasmid was found four times in both mother and infant, one time in only the infant, and six times only in the mother. Plasmid 680 from MI pair 44 had many single nucleotide variants compared to the other plasmids. Plasmid 681 from MI pair 26 had a transposase insertion within the plasmid recombination protein sequence. Plasmid 680 from MI pair 45 had a small deletion in a non-coding sequence. All 680 contigs were similar to another plasmid found in 2014 in a rat caught from a hospital sewer in Denmark (LN852704.1) (Jørgensen et al., 2017). Where there is a black arrow in all sequences, there are two common nucleotides in the position compared to all other sequences. Black arrow = single nucleotide variant, red arrow = insertion sequence, blue arrow = deletion position.
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Fig. S13. Phylogenetic tree of full-length plasmid DNA sequences of plasmid cluster PS58/67 and cluster 680. Naming of the branches is as follows: MIpair_timepoint. Black: unrelated sequences, red/green: sequence of the same MI pair.
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Fig. S14. A subset of the protein alignment of the most similar Tet(W) amino acid sequences compared to the found variants on plasmid clusters 689 and 690 Figure made with Jalview v2 (Waterhouse et al., 2009).
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Fig. S15. Phylogenetic tree of protein sequences with at least 90% identity to the reference Tet(W) sequence of CARD. CARDs representative is equal to most of the plasmid system PS58/67 Tet(W) genes. Tet(W) on plasmid cluster 689 in MI pair 32 is closest related to a predicted protein from butyrate-producing bacterium SM4/1 and TetM of Berryella intestinalis. The plasmid cluster 690 Tet(W) of MI pair 37 is closest related to a group of Tet(W) genes from three Eubacterium species and a Qingrenia yutianensis. Red: cluster 689/690 and CARD Tet(W) representative, black: UniRef proteins >90% identical to Tet(W) from CARD.
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Table S1. Pearson’s product-moment tests for correlation between mapping rates to CARD and relative abundances of Proteobacteria and E.coli, within each age bracket and the maternal samples.
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Table S2. Mean normalized abundances of genes encoding VFs within major mechanistic categories in infants at 3-, 6- and 12- months, and maternal samples (M), as well as pairwise comparisons of abundances in each sample category (Wilcoxon rank sum tests with Benjamini-Hochberg adjusted p-values).
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Table S3. Pearson’s product-moment tests for correlation between mapping rates to VFDB and relative abundances of Proteobacteria and E.coli, within each age bracket and the maternal samples.
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R

2

P-value R

2

P-value

Overall 0.59 <0.001 0.61 <0.001

3 months 0.65 <0.001 0.58 <0.001

6 months 0.55 <0.001 0.63 <0.001

12 months 0.19 0.217 0.25 0.096

Mothers -0.19 0.223 0.13 0.417

Proteobacteria E.coli
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3m 6m  12m M 3m vs. 6m3m vs. 12m3m vs. M6m vs. 12m6m vs. M12m vs. M

Metabolic factor 1048.07 595.83 170.22 90.57 0.026 <0.001 <0.001 <0.001 <0.001 0.004

Adherence 790.60 486.25 143.01 66.52 0.420 <0.001 <0.001 <0.001 <0.001 <0.001

Effector delivery 512.62 474.95 206.72 96.75 0.954 0.014 <0.001 0.002 <0.001 <0.001

Exotoxin 398.65 140.29 58.70 41.80 0.946 0.0.028 0.002 0.010 <0.001 0.233

Invasion 238.12 128.28 38.24 16.17 0.501 <0.001 <0.001 <0.001 <0.001 <0.001

Immune modulation 150.69 122.72 85.29 67.31 0.454 0.002 <0.001 0.002 <0.001 0.454

Regulation 108.40 59.82 24.89 7.40 0.290 <0.001 <0.001 <0.001 <0.001 <0.001

Competitive advantage 64.35 35.31 8.87 3.06 0.281 <0.001 <0.001 <0.001 <0.001 <0.001

Biofilm 49.10 30.31 12.95 12.30 0.565 0.194 0.304 0.007 0.007 0.565

Exoenzyme 17.34 18.96 15.52 15.44 0.850 0.850 0.850 0.850 0.850 0.850

Stress survival 3.85 3.94 3.32 4.59 0.594 0.630 0.068 0.262 0.262 0.006

Motility 0.45 0.88 2.21 1.42 0.302 <0.001 <0.001 <0.001 <0.001 0.866

Mean RPKM P-value
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2

P-value R

2

P-value

Overall 0.78 <0.001 0.73 <0.001

3 months 0.82 <0.001 0.69 <0.001

6 months 0.77 <0.001 0.83 <0.001

12 months 0.56 <0.001 0.36 0.015

Mothers -0.14 0.377 -0.02 0.892

Proteobacteria E.coli
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