Table 1. Design, quality metrics and statistical overview of the PFC proteomes of 18-month-old offspring.
	Parameter
	Females
	Males

	Animals (C / S)
	4 / 3
	3 / 3

	Precursors quantified
	92,573 of 92,932
	87,245 of 87,512

	Peptides quantified (proteotypic)
	70,283 (66,966)
	67,299 (64,019)

	Protein groups quantified
	5,647
	5,336

	Protein groups in every run
	5,013
	5,160

	Data completeness, overall (C; S)
	90.6% (89.1%; 92.7%)
	96.7% (97.2%; 96.2%)

	Median CV, overall (C; S)
	27.0% (25.4%; 21.4%)
	19.8% (17.0%; 18.5%)

	Peak capacity
	366.6
	373.2

	Median XIC width
	1.8 min
	1.3 min

	Data points per peak
	6.0
	5.9

	PCA, variance PC1 / PC2
	38.9% / 21.4%
	33.2% / 23.9%

	Proteins candidates (up / down)
	52 (22 / 30)
	33 (12 / 21)

	Animal-level tests: proteins tested
	5,506
	5,275

	Animal-level P < 0.05 (expected under null)
	154 (275)
	145 (264)


CV, coefficient of variation; XIC, extracted-ion chromatogram; PCA, principal component analysis; Quality metrics were reproduced from the Spectronaut summary; PCA and animal-level statistics were computed in the present study from per-animal MaxLFQ log2 quantities.

