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Validation

The GEO accession numbers for the data sets are: E12.5 microarray GSE196826; E15.5 microarray GSE196841 and E15.5 scRNAseq GSE196973. The data sets used
for the CellphoneDB analysis are listed in https://www.cellphonedb.org/downloads. Code used is supplied under supplemental information.

All experiments using mouse samples were perform on at least 4 independent biological replicates, except for the scRNA seq experiment that
used 2 biological replicates. The number of biological replicates were determined based on accessibility of the tissues and the minimum
number required to perform statistical analysis.

No data were excluded from the analysis

Immunoflourescent experiments were repeated at least 4 times using independent biological replicates with successful replication.
Microarray analysis were performed independently at each timepoint which included n=4 and n=5 independent biological replicates for the
E12.5 and E15.5 timepoints respectively. Expression of key genes was recapitulated in the scRNA seq analysis data. Experiments were
replicated successfully.

Biological samples were allocated into experimental groups based on genotype.

Blinding was not performed in this study because of the low availability of tissues from double KO animals.

Anti-DMRT1 (1:500; kindly provided by David Zarkower from University of Minnesota, reported in Raymond et al,2000, PMC316999),
FOXL2 (1:200, Novus Biologicals cat. #NB100-1277), LAMININ (1:300; Sigma #L9393), GCNA1 (1:1000, Abcam # ab82527), SYCP3
(1:300, Abcam # ab15093), SOX9 (1:300, TransGenic #KO608), NR2F2 (1:300, R&D Systems # PP-H7147-00) and AMH (1:500, Santa
Cruz # sc-6886). Secondary antibodies were used at 1:200 dilution (Invitrogen/Life Technology): Donkey anti-rabbit Alexa 488
(A21206), Donkey anti-mouse Alexa 568 (A10037), Donkey anti-rat Alexa 594 (A21209), Donkey anti-goat Alexa 647 (A21447).

These antibodies have been previously optimized in Raymond et al. 2000 PMID: 11040213 (Anti-DMRT1), Nicol et al. 2018 PMID:




