Supplementary Figure 1
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Supplementary Figure 3A
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Supplementary Figure 3B
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Supplementary Figure 1. Term microbiota taxa plots at (A) phylum and (B) family levels.
At the phylum level, the most abundant were Proteobacteria, Firmicutes and Actinobacteria.
The three most abundant bacterial families were Bifidobacteriaceae, Enterobacteriaceae and

Planococcaceae. The 35 most abundant families are included.

Supplementary Figure 2. Preterm neonate gut microbiota alpha diversity (Shannon). P-
values are presented below each figure and calculated with Kruskal-Wallis test. None of the

results were statistically significant.

Supplementary Figure 3. Maternal gut microbiota taxa plots in (A) phylum and (B) family
levels grouped by gestational age (GA), cause of prematurity and mode of delivery.
Firmicutes, Bacteroidetes and Actinobacteria were the most abundant phyla and
Bacteroidaceae, Lachnospiraceae and Ruminococcaceae the most abundant bacterial families.

The 24 most abundant families are included.



