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Laboratory animals

Wild animals

Field-collected samples

In total, 131 piglets were included in the study, comprising 98 vaccinated pigs (48 females and 50 males) and 33 non-vaccinated control pigs
(17 females and 16 males). We did not apply a specific method to assess the statistical power of the study, but decided the sample size based
on previous studies.

Based on the sequencing depth and the rarefaction curves, we rarefied counts for alpha- and beta-diversity analyses at 10 000 counts per
sample. After this rarefaction step, a few samples were excluded; the final dataset contained 89 animals at D28 (nD28=89), 97 animals at D49
(nD49=97), 98 animals at D63 (nD49=98), and 83 animals at D146 (nD49=83).

There were no replication for fecal DNA 16S rRNA sequencing.

For the phenotyping of the vaccine response, IAV specific IgG were measured in duplicate.

Per litter animals were chosen in order to balance the sex ratio among the vaccinated and non vaccinated groups.

The blinding was not relevant for our study.

HRP-conjugated anti-pig IgG diluted 1/40000 (A100-104P, Bethyl Laboratories)

Describe the validation of each primary antibody for the species and application, noting any validation statements on the 
manufacturer’s website, relevant citations, antibody profiles in online databases, or data provided in the manuscript.

For laboratory animals, report species, strain, sex and age OR state that the study did not involve laboratory animals.

Provide details on animals observed in or captured in the field; report species, sex and age where possible. Describe how animals were 
caught and transported and what happened to captive animals after the study (if killed, explain why and describe method; if released, 
say where and when) OR state that the study did not involve wild animals.

The experiment was conducted on the INRAE experimental farm at le Magneraud (GenESI, Pig Phenotyping and Innovative Breeding
Facility, (doi: https://doi.org/10.15454/1.5572415481185847E12). We produced 26 litters of Large White pigs. The animals were
born in five batches over a period of six months and were grown indoors. Piglets were weaned at 28 days of age on average (from 24
to 30 days of age). The animals were raised under standard conditions in pens of 20 to 30 animals during the post-weaning period




