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Supplementary Figure 1:
Gene (A-C), MGS (D-F), and genus (G-I) richness of the gut microbiota of the infants in the
four feeding groups at each timepoint (baseline left, 3 months of age center, 6 months of
age right). Within each timepoint, all feeding groups were compared pairwise and
significant differences (Dunn’s test) are highlighted with significance bars. Box plots show
the median and 25th and 75th percentiles with Tukey whiskers. At baseline/3/6 month of
age, CG, n=135/135/111; TG1, n=140/138/113; TG2, n=136/140/117; HMG, n=50/55/50.
*: P<0.05, **: P<0.01, ***: P<0.001, ****: P<0.0001. MGS, metagenomic species.


