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Table S1. Primers used for qPCR
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[bookmark: _Hlk79586029]Table S2. Pathway analysis (p-value ≤ 0.05) of E12, E13, and E14 brains based on upregulated genes in males and females, respectively. 
	(A) Pathway analysis of E12 brains based on 91 upregulated genes in male rat

	Pathway
	Enrichment score
	Genes in list

	Tight junction
	4.03
	3

	Rap1 signaling pathway
	3.46
	3

	mRNA surveillance pathway
	3.29
	2

	(B) Pathway analysis of E12 brains based on 91 upregulated genes in female rat

	Pathway
	Enrichment score
	Genes in list

	Protein processing in endoplasmic reticulum
	10.39
	6

	PI3K-Akt signaling pathway
	3.17
	4

	Thyroid hormone synthesis
	5.84
	3

	Rap1 signaling pathway
	3.09
	3

	Tryptophan metabolism
	4.28
	2

	Riboflavin metabolism
	3.45
	1

	(C) Pathway analysis of E13 brains based on 80 upregulated genes in male rat

	Pathway
	Enrichment score
	Genes in list

	PI3K-Akt signaling pathway
	3.77
	4

	RNA transport
	4.24
	3

	Glycosphingolipid biosynthesis - lacto and neolacto series
	5.63
	2

	Fatty acid biosynthesis
	3.15
	1

	Non-homologous end-joining
	3.15
	1

	Glycosaminoglycan biosynthesis - keratan sulfate
	3.08
	1

	Glycosphingolipid biosynthesis - globo and isoglobo series
	3.01
	1

	Glycosphingolipid biosynthesis - ganglio series
	3.01
	1

	(D) Pathway analysis of E13 brains based on 349 upregulated genes in female rat

	Pathway
	Enrichment score
	Genes in list

	PI3K-Akt signaling pathway
	16.68
	24

	Focal adhesion
	14.61
	17

	Rap1 signaling pathway
	11.16
	15

	Ras signaling pathway
	9.83
	15

	ECM-receptor interaction
	16.79
	12

	Protein digestion and absorption
	13.56
	11

	Fluid shear stress and atherosclerosis
	7.48
	10

	Phospholipase D signaling pathway
	7.04
	10

	Fc gamma R-mediated phagocytosis
	6.40
	7

	Starch and sucrose metabolism
	6.16
	4

	(E) Pathway analysis of E14 brains based on 144 upregulated genes in male rat

	Pathway
	Enrichment score
	Genes in list

	Insulin signaling pathway
	8.42
	5

	mTOR signaling pathway
	7.71
	5

	Hypertrophic cardiomyopathy (HCM)
	7.74
	4

	Adrenergic signaling in cardiomyocytes
	5.70
	4

	Calcium signaling pathway
	4.92
	4

	Circadian rhythm
	8.13
	3

	Mineral absorption
	6.99
	3

	Glucagon signaling pathway
	4.91
	3

	AMPK signaling pathway
	4.16
	3

	FoxO signaling pathway
	3.99
	3

	Apelin signaling pathway
	3.91
	3

	Hippo signaling pathway
	3.63
	3

	Oxytocin signaling pathway
	3.58
	3

	cGMP-PKG signaling pathway
	3.41
	3

	Tight junction
	3.40
	3

	Type II diabetes mellitus
	4.01
	2

	Endocrine and other factor-regulated calcium reabsorption
	3.89
	2

	Longevity regulating pathway - multiple species
	3.55
	2

	Adipocytokine signaling pathway
	3.32
	2

	Prolactin signaling pathway
	3.19
	2

	Cardiac muscle contraction
	3.17
	2

	Phosphonate and phosphinate metabolism
	3.64
	1

	(F) Pathway analysis of E14 brains based on 368 genes upregulated in female rat

	Pathway
	Enrichment score
	Genes in list

	Ribosome
	105.11
	41

	Huntington's disease
	7.45
	9

	Purine metabolism
	7.41
	9

	Parkinson's disease
	8.33
	8

	Spliceosome
	6.24
	7

	Thermogenesis
	3.77
	7

	Pyrimidine metabolism
	5.96
	6

	Oxidative phosphorylation
	5.56
	6

	Alzheimer's disease
	3.91
	6

	Cardiac muscle contraction
	3.82
	4
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Figure S1. GO analysis of differentially upregulated genes in male and female brains of E12, E13, and E14 rats. A set of 10 best significant representative pathways are shown for (A) E12 males, (B) E12 females, (C) E13 males, (D) E13 females, (E) E14 males, and (F) E14 females.
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Gene

Forward

Reverse

Ddx3x
Ddx3y
Eif2s3
Kdmé6c
Gapdh
Pbdcl
Sry
Xist

GGGCCATGAAGATACCTGGTG
GCTCAAACAGGGTCTGGATG
GCAGGGATGCCCACTCATAA
CCCTCTTCAGCCAGTTCCAC
GGCAAGTTCAATGGCACAGT
TGCTGCGACTGGATTGTTCT
GCTGCACACCAGTCCTCCAAG
GGAGTCGTTCCTCACACCAG

ACGGGCCAGCATCTGTATTT
GGGTATTGTTTACGGCGACC
CCTCCATGTCACCCACAGAC
GGTCTGAGGCCAACACTAACA
TGGTGAAGACGCCAGTAGACT
CATCCAGTTTCAATGACTGCCA
CAGGGTCGGTCACCAGTGATATCA
GTCAGCATTCTGTCGAGCCA










Gene Forward Reverse

Ddx3x

GGGCCATGAAGATACCTGGTG  ACGGGCCAGCATCTGTATTT  

Ddx3y

GCTCAAACAGGGTCTGGATG   GGGTATTGTTTACGGCGACC  

Eif2s3

GCAGGGATGCCCACTCATAA CCTCCATGTCACCCACAGAC

Kdm6c

CCCTCTTCAGCCAGTTCCAC GGTCTGAGGCCAACACTAACA

Gapdh

GGCAAGTTCAATGGCACAGT TGGTGAAGACGCCAGTAGACT

Pbdc1

TGCTGCGACTGGATTGTTCT CATCCAGTTTCAATGACTGCCA

Sry

GCTGCACACCAGTCCTCCAAG CAGGGTCGGTCACCAGTGATATCA

Xist

GGAGTCGTTCCTCACACCAG GTCAGCATTCTGTCGAGCCA


