Supplementary Figures
Figure S1. Number of shared ASVs between adult individuals and their own brooded larvae from the three individuals analysed. The Upset plot shows inclusive intersections between analysed pairs. Pairs originating from the same individual are marked in the same colour in the matrix. Set size corresponds to core community values (present in all the replicates from the same individual) and bars represent the size (num. ASVs) of the indicated interaction in the matrix ordered by decreasing values. Venn diagrams show specific comparisons between adults-brooded larvae pairs from the same individual.
Figures S2-6. Bubble plots representing the relative abundances (sqrt transformed) of Differentially Abundant (DA) ASVs between the consecutive ontogeny phases. For representative purposes, we only show the 100 most abundant ASVs (when present) in each comparison.
Figure S7. Barplot showing the average relative abundance of the exclusive ASVs (shown in numbers on top of the bars) in each ontogenetic stage. Taxonomic composition is shown at class level.
Figure S8. Shared taxa at order level between ontogenetic stages. A. Table showing core communities calculated based on the number of microbial orders found in 100% and 70% of the total number of replicates in each stage (columns 4 and 5, respectively). Percentages indicate the average relative abundance of the core ASVs in each stage. B. Barplot showing the relative abundance of the 10 shared microbial orders across all stages. C. Venn diagram of the shared orders (at 70% of replicates) between developmental stages.
Supplementary Tables
Table S1. Taxonomic composition at Phylum level for each ontogenetic stage ordered in descending total abundance (last column). Taxa with relative abundances < 0.01 are grouped as “Others”. AD: Adult, BL: Brooding Larvae, FL: Free Living larvae, JNO: Juvenile No Osculum, JO: Juvenile with Osculum.
Table S2. Taxonomic composition at Class level for each ontogenetic stage ordered in descending total abundance (last column). Taxa with relative abundances < 0.01 are grouped as “Others”. AD: Adult, BL: Brooding Larvae, FL: Free Living larvae, JNO: Juvenile No Osculum, JO: Juvenile with Osculum. In Taxonomy column, A: Archaea, B: Bacteria.
Table S3. Shannon diversity and InvSimpson index for each sample. Information on Individual, Replicate, Stage and Sampling date are also shown as separated columns.
Table S4. Differential Abundance (DA) analysis between the different ontogenetic stages for C. crambe. Only comparisons of consecutive stages are shown. 
Table S5. Microbial core communities of each developmental stage of C. crambe. Core communities are calculated based on the number of ASVs found in 100% and 70% of the total number of replicates in each stage (columns 4 and 5, respectively). Percentages indicate the average relative abundance of the core ASVs in each stage. In grey, the values used for comparisons in the Upset plot (section 3.4, Fig5).
Supplementary Material
Results of the statistical tests performed for A. Alpha diversity metrics (Anova and pair-wise comparisons) for the whole dataset, B. Beta diversity (Permutest and Permanova), and C. Adults and brooded larvae comparisons (Bray-Curtis and Jaccard similarity).
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