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Fig. 1 Venn diagram of diferentially expressed genes. A, B and C represents the Venn diagram of diferentially expressed genes between diferent follicles. 
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[bookmark: _Hlk136378688]Fig. 2 GO and KEGG enrichment analysis of DEGs. a and b, c and d, e and f represent GO enrichment and KEGG analysis of DEGs in the Fig. 1 A、1B and 1C intersection, respectively.
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[bookmark: _Hlk142494779][bookmark: _Hlk142494758]Fig. 3 The protein–protein interaction (PPI) network of DEGs. (A) PPI analysis of DEGs in the Fig.1A intersection. (B) PPI analysis of DEGs in the Fig.1B intersection. (C) PPI analysis of DEGs in the Fig.1C intersection. The number of lines indicates the strength of data support.























Supplementary table 1 Information of all enriched GO Terms based on DEGs of A intersection
	ONTOLOGY
	GO Terms
	DEGs No
	P-adjust
	Genes

	BP
	cell adhesion
	5
	0.006423

	LOC119715007/THBS4/THBS3/SPP1/LAMA2

	BP
	biological adhesion
	5
	0.006423

	LOC119715007/THBS4/THBS3/SPP1/LAMA2

	MF
	DNA-binding transcription factor activity
	40
	0.002152

	TBXT/LOC119714375/RUNX1/RUNX1T1/TBX3/TAF4B/TBX18/IRF4/HSF5/ESR1/SIM2/EOMES/FOSL2/MYC/TP53/FOXS1/IRF6/LOC119713770/CEBPA/FOXC2/RBPJ/RUNX2/RORA/LOC101805050/SIM1/CREB3L4/GATA6/ESRRB/ATF1/LOC119715208/TAF4/FOXJ1/LOC119713790/TEF/PBX3/TRPS1/RARB/ATF2/FLI1/NFKB2

	MF
	transcription regulator activity
	40
	0.03817

	TBXT/LOC119714375/RUNX1/RUNX1T1/TBX3/TAF4B/TBX18/IRF4/HSF5/ESR1/SIM2/EOMES/FOSL2/MYC/TP53/FOXS1/IRF6/LOC119713770/CEBPA/FOXC2/RBPJ/RUNX2/RORA/LOC101805050/SIM1/CREB3L4/GATA6/ESRRB/ATF1/LOC119715208/TAF4/FOXJ1/LOC119713790/TEF/PBX3/TRPS1/RARB/ATF2/FLI1/NFKB2

	MF
	DNA binding
	121
	0.059094

	NKX2-3/HOXB5/HOXB3/HOXB6/TTF1/RUNX1/MIER1/HOXC5/TBPL2/RUNX2/GATA6/MEIS1/LOC106015122/LOC101798364/FOSL2/ARX/LOC110351439/LOC101790011/FOXS1/LOC101790678/LOC110351446/SIX1/HMGN5/ESR1/LOC101804800/MEF2A/NEIL2/LOC119715101/TP53/LOC113843064/FOXO1/LOC101796082/HOXC8/CHD3/LOC101797338/PAX3/LOC101789635/BAZ2B/LOC113843042/LOC101799581/ELF3/LOC101798361/LOC101805370/MKX/LOC101794184/TEF/RCOR3/FOXJ1/HOXC4/POLD2/TCEANC2/RFC5/RFX5/CENPA/LOC101798542/HOXA9/NKX3-1/RORA/DNMT1/POLR2L/DNAJC1/TCEA1/TCEA2/LOC113843060/LOC101794355/HOXA4/LOC119715208/POLR3K/PBX3/HOXC9/LOC101790204/LHX3/MSX1/CREB3L4/DBX2/HES1/LOC119713460/POLR2F/RTF1/SIM1/ESRRB/LOC101805353/MYBBP1A/LOC101798499/MTA2/ATF2/OGG1/FLI1/POU3F1/LOC119716807/FEN1/LOC101793992/RBPJ/POLG/RBPJL/LOC101799558/LOC113839842/LHX2/HLF/LOC113843058/FOXC2/YBX1/BRIP1/SIM2/LHX8/NR3C2/LOC110351448/DMRT2/LHX4/HMGN3/ASXL1/PROX1/TNFAIP3/SUB1/LIN28B/NOBOX/LOC101796348/LOC101793815/LOC101791909/TLX3/CERS2





















Supplementary table 2 Information of all enriched KEGG pathway based on DEGs in A intersection
	Pathways
	DEGs No.
	P-adjust
	Genes

	[bookmark: _Hlk135734165]Focal adhesion
	46
	0.00044
	THBS3/ITGA7/COL6A3/COL9A2/TNC/COL1A1/IGF1/SHC3/PIK3R1/IGF1R/MYL9/LOC101794275/COL6A2/VTN/COL6A1/RAC2/ITGA9/LAMC1/PDGFRB/ITGA1/PAK6/TNR/COL4A2/CAV3/LOC119715213/ITGB8/RAP1A/SPP1/VCL/CCND2/SRC/PARVA/ITGB3/LOC113842832/LOC101795371/BCL2/PTEN/PPP1R12A/PDGFA/FYN/ACTN1/LAMB2/COL1A2/LAMC3/COL4A1/ILK

	[bookmark: _Hlk135734192]ECM-receptor interaction
	22
	0.005395
	THBS3/ITGA7/COL6A3/COL9A2/TNC/COL1A1/LOC101794275/COL6A2/VTN/COL6A1/ITGA9/LAMC1/ITGA1/TNR/CO

























Supplementary table 3 Information of all enriched GO Terms based on DEGs of B intersection

	ONTOLOGY
	GO Terms
	DEGs No
	P-adjust
	Genes

	BP
	cellular homeostasis
	10
	0.005266

	CARTPT/TXN/QSOX1/RYR3/TXNDC5/GLRX/PDIA5/P4HB/PDIA3/PDIA6

	BP
	regulation of biological quality
	14
	0.005266

	CARTPT/TXN/TMOD1/QSOX1/RYR3/EDN2/TXNDC5/KDELR2/GLRX/PDIA5/P4HB/PDIA3/NOS2/PDIA6

	BP
	homeostatic process
	10
	0.005266

	CARTPT/TXN/QSOX1/RYR3/TXNDC5/GLRX/PDIA5/P4HB/PDIA3/PDIA6

	BP
	response to external stimulus
	3
	0.047071

	CARTPT/LOC119718472/P2RX4

	BP
	oxidation-reduction process
	28
	0.071502

	LOC101789912/LOC101796693/DHCR24/LOC101802865/DIO2/LOC101792920/LOC119715138/QSOX1/HMGCR/LOX/SQLE/LOC101793000/ACAD9/PYCR1/LOC119716840/CTBP1/ALDH1L2/IL4I1/ALDH5A1/P3H1/LOC101801058/LOC101800626/PHGDH/NSDHL/FA2H/GYS2/KDM5B/NOS2


















Supplementary table 4 Information of all enriched KEGG pathway based on DEGs in B intersection
	Pathways
	DEGs No.
	P-adjust
	Genes

	ECM-receptor interaction
	17
	0.004487

	SDC1/THBS1/TNN/ITGA2/COL4A5/SPP1/LOC101797613/ITGA11/LOC101803344/COL4A4/HMMR/ITGA8/COL1A2/COL1A1/LAMC2/CHAD/COL4A6

	[bookmark: _Hlk135734205]PPAR signaling pathway
	10
	0.009357

	LOC101802865/PPARG/HMGCS1/SCD5/PCK1/FADS2/FABP5/SCD/FABP7/CPT2



































Supplementary table 5 Information of all enriched GO Terms based on DEGs of C intersection
	ONTOLOGY
	GO Terms
	DEGs No
	P-adjust
	Genes

	BP
	transmembrane transport
	7
	0.080073

	LOC113845037/TRPC3/LOC101798011/TRPC7/SLC43A3/SLC37A1/LOC101794119

	BP
	chromatin assembly or disassembly
	1
	0.080073

	LOC101798499

	BP
	nucleosome assembly
	1
	0.097166

	LOC101798499


[bookmark: _Hlk135387816]

































Supplementary table 6 Information of all enriched KEGG pathway based on DEGs in C intersection
	Pathways
	DEGs No.
	P-adjust
	Genes

	[bookmark: _Hlk135734228]Nitrogen metabolism
	3
	2.42E-06

	CA4/LOC101801043/CPS1

	[bookmark: _Hlk135734239]Arachidonic acid metabolism
	3
	0.01456

	EPHX2/GPX2/LOC110351855







































Supplementary table 7 qPCR Primer sequences
	Gene
	Genbank accession no.
	Primer sequence (5’-3’)
	[bookmark: OLE_LINK80][bookmark: OLE_LINK81]Amplification length (bp)

	[bookmark: _Hlk135730581]ZAR1L
	XM_005013785.5
	F: CAGTCGAAGGCATCACAGGA
R: GGATTGTAGCCCTTCTGGCA
	197

	[bookmark: _Hlk135730593]TDRD6
	XM_013109232.4
	F: GTTCCTGCTTGATGAGGGCT
R: ATCAGATCAGCCACAACGCA
	117

	[bookmark: _Hlk135730606]HYDIN
	XM_038185590.1
	F: TGCATCTTGAACGACACCGA
R: CGGTGGTTCAGGTTGGATGA
	159

	[bookmark: _Hlk135730633]NEU2
	XM_027464491.1
	F: TCTCCCTCTCCTTAGCGTCG
R: ACAGTCCTGACGTGCATCTG
	120

	[bookmark: _Hlk135730657]FAM102B
	XM_027463684.2
	F: CTCCTTCCACAGCAACGTCT
R: ATCTGGGACTGAGGCACTCT
	134

	[bookmark: _Hlk135730669]NR5A2
	XM_027462712.2
	F: GCAGCTTTTACCCAATCCGC
R: CGCTCCGAGGTGAAAACCTT
	120

	[bookmark: _Hlk135730682]GFRA1
	XM_021274105.3
	F: GATTCTTCCCACATCCTGGCA
R: ACATTGATCGCTGGCTTTCAC
	178

	[bookmark: _Hlk135730692]SCEL
	XM_038182325.1
	F: TGATGCTAACAAGCGACGGA
R: TGTGCTACTGCTGTGTAGGC
	142

	β-actin 
	NM_205518.2
	F: CGGACTGTTACCACACACCA
R: ATCCTGAGTCAGCGCCAAA
	116	























Supplementary table 8. Summary of sequencing reads mapping to the reference genome and quality parameters
	[bookmark: _Hlk35881650]Sample name
	Raw reads
	Clean reads
	Q20(%)
	Total mapped (%)
	GC content(%)

	[bookmark: _Hlk38211277]SWF1
	42160058
	41517920
	97.69
	88.82%
	51.3

	SWF2
	45194634
	43848266
	97.62
	90.15%
	49.65

	SWF3
	44329588
	43104174
	97.43
	88.79%
	50.72

	LWF1
	44972182
	43963650
	97.38
	89.14%
	49.94

	LWF2
	45547694
	44352164
	97.38
	88.76%
	49

	LWF3
	45922382
	44791672
	96.7
	84.01%
	51.32

	SYF1
	43816220
	42910360
	97.39
	89.44%
	49.15

	SYF2
	44564324
	43443992
	96.31
	80.81%
	50.11

	SYF3
	45722224
	44637596
	96.82
	85.63%
	50.13

	LYF1
	42814816
	42039896
	97.5
	89.95%
	48.65

	LYF2
	45929152
	45228852
	97.6
	87.71%
	51.09

	LYF3
	47082704
	46293808
	97.4
	87.23%
	50.64

	F21
	42138944
	41123104
	96.45
	81.22%
	50.18

	F22
	46392884
	45449030
	97.57
	88.22%
	48.6

	F23
	41143982
	40397920
	97.59
	91.23%
	48.25

	F31
	44753230
	44164626
	97.56
	88.32%
	50.74

	F32
	41484054
	40573488
	97.49
	90.79%
	47.01

	F33
	43676602
	42670234
	97.65
	90.70%
	48.05

	F41
	43141576
	42497382
	97.59
	89.63%
	48.98

	F42
	42733398
	41668850
	97.53
	91.52%
	46.89

	F43
	45497040
	44778060
	97.63
	89.64%
	51.75

	F51
	44912896
	43793146
	97.38
	89.27%
	48.78

	F52
	48372950
	47281832
	97.86
	91.42%
	46.77

	F53
	43581814
	42788266
	97.56
	90.57%
	48.31

	F61
	43884382
	43003596
	97.6
	89.62%
	49.22

	F62
	47089650
	46448736
	97.7
	88.76%
	51.03

	F63
	49198338
	48280606
	97.68
	89.70%
	51.51
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A                                       B
Fig.4 RNA-Seq validation using QRT-PCR. 4 Upregulation of DEGs (ZAR1L, TDRD6, HYDIN, NEU2) and Downregulation of DEGs (FAM102B, NR5A2, GFRA1, SCEL) were selected to test the accuracy of RNA sequencing. (A) Validation in the SWF and SYF. (B) Validation in the LYF and F5. N = 6
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