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All source data underlying the graphs and tables are available in Supplementary Data files and/or can be found in GitHub (https://github.com/CTR-BFX/2020-
Napso_Sferruzi-Perri). The mass spectrometry proteomics data have also been deposited to the ProteomeXchange Consortium via the PRIDE partner repository
with the dataset identifier PXD025006 and 10.6019/PXD025006. All other data (if any) are available upon reasonable request.

We did not use statistical methods to calculate sample sizes, because the magnitudes of the effect sizes were not previously known. However,

our sample sizes are similar to those reported in related publications in the field.

No data were excluded.

We replicated all experiments at least five times (our sample sizes are 5 or more).

Randomisation was not relevant to this study for either the secretome data or the analysis of placental proteins in human pregnancy samples

Blinding was not relevant to to generating the secretome data as we did not have different groups to compare. Blinding was not possible for
the proof of concept human study, as samples were retrospectively selected for this study. The purpose of the study was to develop a
methodology and provide protein/gene lists for future investigation.

All mice used (virgin females and stud males, wild type and transgenic) were on a C57BL/6 genetic background. Females were 8-12
weeks old at the point of blood collection and/or time-mating (with subsequent blood and placenta collection). Stud males were at
least 12 weeks old.
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