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RNA-seq data; Gene Expression Omnibus database (GSE140090 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc= GSE140090]) processed with mm10 mouse
genome assembly v96 [http://apr2019.archive.ensembl.org/index.html]

SLIC-CAGE data; ArrayExpress (E-MTAB-8866 [https://www.ebi.ac.uk/arrayexpress/experiments/E-MTAB-8866/]).) processed with mm10 mouse genome assembly
v96 [http://apr2019.archive.ensembl.org/index.html].

No sample size calculation was performed due to the very limited amount of biological material (oocytes or young female ovaries): therefore
all our data have been obtained from pools of independent preparations. The numbers of biological and/or technical replicates are indicated
in the corresponding figure legends and in the Methods section, and they correspond to what is currently published in the field.

No data exclusions were carried out.

Reproductibility of the results were replicated by generating independent datasets.

Proteomic analyses were performed independently twice, RNAseq data were performed once but with 3 independent biological replicates,
SLIC-CAGE data were obtained from 2 biological WT replicates (that were pooled) and one mutant set of data.

Randomization is not relevant as all the conditions were processed at the same time.

Investigators were not blinded. Most of our data have been collected via computer analyses or were already quantitative (RT-qPCR) or only
qualitative (IF, histology)

Primary antibodies:

rabbit polyclonal anti-TBPL2 (3024): generated at IGBMC (this paper)

rabbit polyclonal anti-TAF7 (3475): generated at IGBMC (Bardot et al. , Development, 2017)

rabbit polyclonal anti-TFIIA-alpha: gift from HG Stunnenberg (Mitsiou and Stunnenberg, Mol Cell, 2000)

mouse monoclonal anti-TBPL2 (2B12): generated at IGBMC (Gazdag et al., Reproduction, 2007)

mouse monoclonal anti-TBP (3TF1-3G3): generated at IGBMC (Brou et al., EMBO J, 1993)

mouse monoclonal anti-TAF6 (25TA2G7): generated at IGBMC (Bell et al., Mol Cell, 2001)

mouse monoclonal anti-TAF10 (6TA2B11): generated at IGBMC (Mohan et al., Mol Cell Biol, 2003)

mouse monoclonal anti-GST (15TF21D10): generated at IGBMC (Nagy et al., Cell Mol Life Sci, 2010)

Secondary antibodies:

Alexa Fluor 488 goat anti-rabbit Ig (Invitrogen, #A-11108, lot 1829924)




