Supplementary Table 1: Follicle size, time of surgery in relation to hCG treatment, preoperative serum
hormone concentrations, menstrual cycle day at the time of surgery, menstrual cycle length, and age of the
study population. All data are given as means + SEM.

Preovulatory

phase Early ovulatory phase Late ovulatory phase
Follicle size (mm) 159+ 0.7 17.1+£0.8 17.2+0.8
range 14.0-17.0 range 15.0 - 19.0 range 15.0 — 20.0
14.0+£0.9 21.9+0.8
Hours after rhCG range 12.0 — 18.0 range 19.0 — 24.0
Progesterone (nmol/L) 0.4 £0.04 1.2 £0.22 2.1+£0.3
g range 0.3-0.5 range 0.5-1.9 range 1.5-3.0
Estradiol 05+0.1 06+0.1 0.7+£0.1
(nmol/L) range 0.2-1.0 range 0.4 -10.9 range 0.6 - 0.9
14.0+0.3 126+£05 13+0.6
Cycle day of surgery range 13-15 range 11-14 range 11 - 15
Cycle length 29.0£0.6 27205 29.4+0.9
(days) range 28-35 range 26 — 28 range 28 — 32
Age 354+1.2 338+14 37414
(years) range 31 - 38 range 30 — 38 range 36 — 38

All the patients recruited had a planned laparoscopic sterilization as a means of contraception and participated in the
study voluntarily.



Supplementary Table 2: Antibodies used for immunohistochemical, Western blot, and ChlIP analyses.

Target Immunogen I—E(gterr?ez Host Clonalit Isotype Name of Manufacturer,
protein g ID y yp Antibody Catalog #
Synthetic peptide
corresponding to the . Mono- c-Fos (9F6) Cell Signaling,
FOS sequence of human c- 2353 Rabbit clonal I9G Rabbit mAb #2250
FOS
GST-c-JUN protein
derived from the N- . Mono- C-Jun (60A8) Cell Signaling,
JUN terminal sequence of 3725 Rabbit clonal I9G Rabbit mAb #9165
human c-JUN
Synthetic peptide
corresponding to ) Lo
JUNB residues surrounding 3726  Rabbit Mono IgG JunB (.037':9) Cell Signaling,
clonal Rabbit mAb #3753
Pro169 of human
JUNB
Synthetic peptide
corresponding to ) Lo
JUND residues surrounding 3727  Rabbit Mono IgG Junb (.DNGZ) Cell Signaling,
clonal Rabbit mAb #5000
Pro250 of human
JUND
ig?sgsesz)cng?r?;?g Mono- PRA/B Cell Signaling
PGR . : 5241  Rabbit (DbQ2J) XP® ’
residues surrounding clonal 1gG Rabbit MAb #8757
Tyr541 of human PR
Synthetic peptide
RNA YSPTSpPS Mono- RNA pol 1I Active Motif
polymerase Il corresponding to 5430 Mouse clonal 9G mAb #39097
human RNA pol 11
Rabbit Control Mono- Rabbit (DA1E) Cell sianalin
1gG No immunogen - Rabbit 1gG mAb IgG XP® g 9.
clonal #3900
for IHC Isotype Control
Rabbit
Control . i . Poly- Normal Rabbit  Cell Signaling,
e No immunogen Rabbit clonal [o[€] e #2729
for ChiP
S . L Manufacturer,
Secondary antibodies Conjugants Host Isotype Application Catalog #
. . . HRP-labeled Immunohisto Dako,
Goat anti-rabbit antibody polymer Goat IgG chemistry K4065
Western Santa Cruz
Goat anti-rabbit antibody HRP Goat IgG blotting Biotechnology,

#sc-2030




Supplementary Table 3: Primer sequences (Forward and Reverse) used for real-time PCR analyses and ChlIP

assays

Genes

Accession No.

Forward primers

Reverse primers

For Real-time PCR

FOS

JUN

JUNB
JUND
PTGES
SLCO2A1
ABCC4
RNA18S5
For ChlP assay
FOS

PTGES
SLCO2A1 (1)
SLCO2A1 (2)
ABCC4 (1)
ABCC4 (2)

NM_005252.3
NM_002228.3
NM_002229.2
NM_005354.5
NM_004878.4
NM_005630.2
NM_005845.4
NR_046235.1

AGGAGAATCCGAAGGGAAAG
TGACTGCAAAGATGGAAACG
TTAACAGGGAGGGGAAGAGG
AGGCCCTGGAGGATTTACAC
GCTGATCACACCCACAGTTG
TCAACATGAGCTCTGCAACC
GGCTTGTGCTCTGAAAAAGG
GTAACCCGTTGAACCCCATT

CACCCCCTTCAAATGTCTTC
GGCTAAAGGGATCAGCAGTG
ACCTCCTTCCCTCCCTCTC
CATTCCAGCACTGAGAAGGAG
CGACAGCATTCATCCATCTC
CCTCCATGACAATCATTTGG

CTTCTCCTCCAGCAGGTTGG
GGGTCATGCTCTGTTTCAGG
CACAGTACGGTGCAGAGAGG
CTCAGGTTCGCGTAGACAGG
CCAGGAAAAGGAAGGGGTAG
ATCAACAAGAACTGCACCCC
CTGAGAGGATCGTCCAGGAG
CCATCCAATCGGTAGTAGGG

GCCCTAATTCAGTGCAAAGC
TCTGCACGTGGTGATTATCG
CCTCTTTTCCTCGGGTGTC
GTCTCTGGACCTGAGCCAAG
AGGCTCTTCAACCTGTGAGC
CTGTCGTCAAGCCCTAAAGC




Supplementary Table 4. Relative abundance of FOS, JUN, JUNB, and JUND staining in granulosa and theca
cells of human periovulatory follicles

Pre EO Late
GC - + +4++
FOS
Th - + +++
GC - + +
JUN
Th - + +
GC - +++ +++
JUNB
Th - +++ +++
GC - +++ +++
JUND
Th - +++ +++
GC N/A N/A -
1gG Control
Th N/A N/A -

Staining intensity: —, no staining detected; +, weak; ++, moderate; + + +, Strong. N/A, Not Available. GC, granulosa
cells; Th, theca cells.



A. Sequence of human FOS gene

-1517

-1417

-1317%

1217

-1117

—-1017

917

817

-1

617

517

417

317

217

-117

-17

+84

+184

AGCAGGATCTCCTGRGCT CO GG Lo G Gl G ECT GRA GRCAGGTET GOGGT CORG LT COCCRUG O COCCRA ACT ATCCGUCOG CORGCETCATCET GECT
CGCCCCTCT CEAGG T L LA L UGG LU A CCC L G G L AL GAG T A G A G GAA GACC GGG GCT GT GUGRGRGACAT GUG TCT TCGLGCCCT R
GAGET GEUCAGCGEGCT FREGCT GAGC U CRECAGCRT RACCCCGRET AT CrT ADGCAG CAG GG A AL A T TE G RGG LG T CACACTCT GRA GCACT

T T O T G T G T GG T T GG T G G TG TA T O COT A GGG LT GAACACTRT LT TONAG
PRA & PRB-119
G T T LT A G G T A A T T GGG L TC G T AL G CAG T TCT GO G OGATT G AACTAG LA G A GA

T TGAGTT L GTA GG AAGTAA TGO TG CAT T G CTGA AT TG I AT TAL A CAC LT GTACTOC LT AL LT GGG G CAGTT
primer-F
LA A TG A G CA DO T T CARATETCT T AT G TAG T T T TG LA AG TG A TC T G T GGG TL T A GOGATT TGACAGT TTCUT TALTATTE
PRA & PRB#51
CCACACATGOTCRAGALA A TAAA TAART AL TUGCTGTCTTO T TTAALAAA ATALAT A AN TA A GTACTCAGTATCGT AL GTAGRT TATCGTATTCT

CITATTTTGGATCETICACT T IO TR T IO CALA D CAGRACAGT TAGTAT TG T CRAGL DA GRACT AL GET TAGGGRATRAAGTTCTRUT IO A
primer- R PRA & PRB-*72
CECT T TECACT A T TAGGRCTA GAL T TG GG A TG GGG TAGRG AT T T IO RACC CRAGEL T TAMGT COTCGRGETCCTGTACTC GATGLEGT

TTCTCCTATCTCTGAGECTCAGLA CTGTCT TCAGT TTCCGTACAA GRGTAAA AGRCGETCT CTGCOCCAT COCC N CRA COT CaGRACAR R TCOGD
PRA & PRB+2

ATTRAADTAGE TG RART AT LT CTC T CA T T T GG LG TT O G EE T OO T C O LA G GG GO DR T LN CAEACTGCACo TG TRTT
PRA & PRB-3%7 PRA & PRB312
GHCTGCAGCILGOGAGCAGT T Lo CGTCAKTCLCTCCCUCCT TACA CAGGAT GT COATAT TAGGACATCTGLGTCAGCAGGT TTCCACGRCCT TTCCLTGT

AGCOCTGHGOGRARCCAT OO0 AL CILCTCATCT TRGRGG6C LA LA GACCTCTGAGACA GRAACTRUG AL TR TCADGAGAT TAGRA CACGOGCE

GGG A GG TH LG GG TG GG AL CAGC NG 6L GOC LA AL UG CAG AL LR CAC L TC TGO LLCALCRTGGT TRAGD

CCRTGADGTTTACACTORTTCATAMAA CRCTTGT I TAA AL GEA GTGGCT GG RGCCTCRTACT LA GLA TCTGLAGTRAGCATC T R GAL AL
TSS PRA & PRB*'2

GACTGA OGO CORC RGO A GO AL LR GLA G TRA CCGTGCTCCTACCLAGCT CT GCT CLACAGCRECCA CCT GTCT CEG LCCCT CRGCLCCTCGE

CCGGECTTTGLCT AL COGCCACGATGAT GT TCT CRGGLT T LALCFCAGA CTACFAGGOGT CAT CCT COCGIT GRA GLAGDGCGET CLCC R UG GRGA TAGT



B. Sequence of human PTGES gene

1386

-12t6

-1186

-1086

4945

]

+15

T TRACC OO A G CTCA GG L T RA TR AR O GAT GG CC T TT TAA L C TG TR G R A R G EC T RUC TR R R A GG GG CAA CTCACCT GUGRT 57
c-Fog-1112
GRGETGALA GAGCGGTTTTAL GGG EACCAT CLAAGCCAA G A AGCAL GEAGTAAAGA GA A (6 GCTCAGCAGCTCTOCCOAGACCICT CLCACCT TGAGCTT

FRGALG TR R AGGEC GG R GALL BT TR G A GG A A GTHT G GHGT TRATEETHT GRAGR A GAT G TACH A GRGRUG TR REE TA GG FRGAG
TRREEATGERGGAGG AT (R GGT ATGALL GRGAGHOGT GRGGRE T AT GRAGAA FRG G TREAT ATGEAL GREAGHGRT AGG G RT GRG R TGGET GTT GG GA
TEAGTGTRERGGAGGRGT (R TAT (RALL GEA GEG LA GGG TCGRG R TR T T A TG G GAL GAT TERRACA TRRAL GRGA GG GT GRGGTREEG T REGT
GITGEGEAT TG TG T GGG AGRAT T AR GTAT GRA AGGAA GACA GGG TRR G T ARG T GEGT A GGG T GT TOT GRGAGT GETGOGTAT GRAL G GAGED

TTGRT TG EET G ETT GG ET GEGT BT CoaGa G TG TG AT AT AL GRRARG T GEGGET (R AT ACAGAT GHRFCAT AGA A AT GAGG TG TAL GTGTG
primer-F

GGAGGECTAAGEEATCAGCART G RGG TCACkA U CTCTGRTCL TTAT CAGGGA GT CTG G HG T T GRR TCATF LR GGAT GRGCT TGRCAT GRCTH

c-Fos-559 c-Fog10
GOTTTGTTTOCT AL GAGGACCTCT G TCT Al AT GG A G CA GGG G GT G TG GACA G CAG G CAG TR RACACA G TGGGCAGT GRUATGGCT CTTGET TC

CCCAGTFRCTT GRACAGT CCCCT GRCTACT DA RGAGC T A GRACCC ARG TR CGG G A A AL GAGL R ECAGT ALCCAGGAT GRFGGECGCAT
primer - R
GGLETGET TCTCAT GLCCACCACCTACICT A CCCT UG G GTGRE CAGGAG LA GLRATAA TCACTA R TGCAGAGGT CLTGLCARG TGLCCAGTC T
c-Fos-350
ATCATTOCCTAGAA GRCAGECACCACCACA TEETCCCACAC T GT AGA T AL G A WA GUT TT GALACA GAT TTEA AL GTGT TT GAGGAT TTGCCT GRALG

GAGGECTCCAGAGC CAGG A CTGGET COR G A CAC COGGA A CT CTC T GET TC T TR GAGC TE C GG CAA CTGCT T GTCT TT CTCT TCACA GRA GAL G LG GG
CO LR TG LG TR OO T R G R G T G G T TR T LA GRLL GECTCT COCCT CLCACT TTRTGC T TTCCC T REARRC TG ICCTET (TG

TSS
AGCTGATCACACCCACAGTT GAGCTGCGCT R C O GAGATGUCT GECCACA G C TG G TRATGAGCA GCCCRGCCCTCCORGLCT TCCTG



C. Sequence of human SLCO2A1 gene

-1434

-1334

-1234

-113H1

1034

934

—834

-T34

+b6

+166

+266

+366

GRCTEALT T LA R T CCAGCT CCACCACT TR T AGCTETGT GRCT TT CAGACAGCT TTCT TA GLCGACT GUT CTAGCATCCTTRTT TRT GRAGTCCAGAC
TOCATCAGTACCTATACC TG TAGGECTAL CAT TR R T TCATGAMA T CAT QA TG T AR G TGO TCAGCAGA GG CCT GET ATGCCCAGCACA CACCAL GT
GCT AT TGG TACCT GTCCTT G TR T GECAT GTT CTCCCA G TR GRACA GA T GE GACC TR GAL TTCA THCCT COT C TR TR EC TR R HEC TRCTACL

GTECTETGGAL AR CTET CAGRAT GTACSTCGCTC T GTREC T GAGTRAAGA B CAGAGG T GO CACTGT TCA ACATCT TTGGAAT RO T GO ET G TOCA
c-Fos1112
GRGAACTT GG T O CAGG TG AT A GAAGE DT CAL GOCCAG G A GG CCAGACCAG G CAG A AL GGT ATCAGE TCT TR GTAGAA TAAGALGCET AT GT

GOTCTATCTAT T G TG TR T TA G AL GO T T oA T T TRADRG T T CT T TT LT GG T T GOR G TGO T TR AGAGG T TCCCT CTG A
c-Fos-#78

COGRACTACAGAAGT GAGHEAGCT (Al A0 TGCET COAG GCT GRA TTCCTCACT GLAGCT GCT TTT G A A CCT TCT TAT CET TCCCT TRl Gl T
primer-F
CTCACTGTCTCTTC TR R OGO TT G GALTCC TG T TA G TAGAL AATCTT GRGHALA AL ATA L ACCCACTAT TCATTCCAGCACTGAGRAGGAGET CA G GGG
c-Fog539
GTHOGTOCTET T TR TOCA LA COC A C O O T C A L LT O LA G LA L L CAG G LA GAC DA G AT ACT GACA T GACAG L TRCARTT
primer-R c-Fog 545
TACCT TRECTCAGETICAGAGACT TOGR CLC AT DI CACCTT TTCACC T TRT TACCCAGE CILCTC T LA G LA A AGAGDAGT TTAL AT ATA A ATCA

GTCCTCALCACALACAGA GET GEAGCRAGT CT CAGAGCCAT CACCGRAACT GAGHGCOCA G T TT TCT GOGAGT (LA AL CAAGCAGA GL CTGGET COGTA

AATCTCICCALGAL CRT LG RAG FRE TR T (G Rl T CCCT LA COC OO G LT CACG T T Gl COC T A R LD C R LT GGG CACCCT CATATCCCAGT

CTT T GCCCCCCAGICC TGO LA ACCTCT TIC T CCATCCCC T CCACT CACCCACCT TOGCTT CRCCCACCOT CT CTT COCCAG T CCCCA FRA LTS T CCAL

CCCCT T A LT T U CACA R LT CAC C T OO T I LR G QCC G CCA CCT CLT TLEC IO C LT CTCC R LT C O G LA RO GRATC T TETC
c-Fos22

G A L T 666 TG LT G T AT T T G G G G GG G G UGG GG LOGG AL TG TAGDG LT TRACAET
c-Fos+2 —:"TSS c-Fos*63

Ciat G A A Gib GGG GG G GAGA OGO T TT CAT CAT COG G CGGCLACTTATAL A A CT T CTAGGRCRNGCACTCGCT GRCT CAGTCT CEGCT COGCE

AATCTCCT COGGCCACT GO GIC GO G TCGIC T CT CACCOR CICGGC LT CUA D COGRA GG R CODRACCCCG DG CCACTCC UG LE O CLA GILGE

OGO G A TR CTCC T A GC TO R GO T Lo CAG G LA G GACA CCT CTACTA GUC R GCER AL T T GLCCGCT CaG TCT TCGGEALCAT

TALG



D. Sequence of human ABCC4 gene

1534 CAAMCAGCATATTCT GRGCACTTCTCATGCACACT GGECAT COA COt GGG A GA CAGGLCATGCTTAGA CAT AGGCTTATTGLA L ATCATGTT TTATCCTT
-143 TCTTRGCTCTAA G CTGEACAAGT TCTRUCTT TCAGCT TCACCT TCCTCATCTATALAG T AL GGA T AL CCT TRAA TEGGECACT GATAGAAT TAL L AGT G
-13H AGATALTTGAT CRGGUET G T GG T ACATGCCT GTAL TOCTAGCACT T T GGG ARG AL TR GGl GGt T CACTTRAGCCT AGGAGT T TRAGACCAGCET G

—1231 GGCAACALAGTGAGAAATTATCAARGALCAATALLATGATCTTATTACALAGA A A AATT CTCARACATAOATRARA TAT GAA GAALATA KA LCTCE:
2nd primer - F
1134 [ATGACAMT AT TTGGCT TCAALAA TTATCAGTATTTGAACT TRGAGCCTT TR TTT TGAT T TTGCATCTCTACARL A AT TACA A A TATGAGOCGRGTE
c-Fos1127
~1084 THETRGCEGGTGICTGTARTCOTAGCTACT TAAACTGAGTT GRGAGGATT LT TRA G TR GAGHT CRAGRGTRUANTRARCCATAL TR TGACAC T
c-Fog938
—934 TGTGTGAGACTGLCACACACACA CACACA CACACACACTAGTGA GG TACGLALTCAGAA AT GLACAT GAA CATCALT G TAT TCT GRAALLCADGTGTC
2 primer - R
~834 GTTTGCCACTRTTATCT AT TAGGCTT TAGGGTTGACEAChGAL A TCATCAGRCAGTCTCTCTTT COT CITATATTCCT T TOC AT CT ALGGGRGTAGT

c-Fos 799 1st pri -F
primer
=T34 AAAAAGILTCAGAQ&‘TD]AD]GTAGIZ'ATGZMEATI}‘TGAGATGDZTAAAG]CD?CDZED&TEI}MMTMMEI}MTT&T
c-Fosg-832

634 @'&UI‘CTCGAGTTP;CD:GG:TTTCTTGEGGTCTTGCAGCTCTMGGATMTCTGTG?CTMTTTGCFGTCGTE TGTTTRECTCACA
1st primer - R c-Fos248

534 GETTGAAGAGDCTCCCAT GRCACCGT CaT TR GTOC T G G G AL A GO D CA G G R C TGO TA GAGCAC GAGHF A GCT GTCTOCCAGTCTITC

=434 COAA G TA G ARG GO T TT C TG O A G R CACAGCC A CRCCTCCCT T COACCT TCT G TG T O L CCT AGLCTC G A T AGT &7

=334 AATTTCRAAAGTT T CA TG T TO G TG LA G TG A LT G A C LG G CTCC T TG O GO LG T CT T ACCCTC T LA TCCAG DR DT AGR O

234 GCCCTCRECTCACCCCTGRGCGTAGCTCT GGG CTCCCT TTGG UG T G CCLGCT TOGCCT COT CLCG CoG G TCTCCT COC R E G O T CACY LG TG GT CO
c-Fos-145

=134 CeGICGUECTCROL LRl T GO CAGCTE OO Gl T (oA G Caa CG C Rl G T G O G GC G T L A GGG OO CTRA R GO ARG GG G LT &

—34 CCGEICGGCGICCRECTCCOR AL GORECT GUT TORCAR GCT COA G LD GA G UG A GG T G UGG G R GLCCCAGCA TCCCTRUTTRAG G TCCAG A
TSS
+Bb GrGGEGECECG CACCR LU CTRA TCA G GO L C O G I C Ao G CRC T G ICC R C AL GATGCT GLCCGT GTACCAGRAGGET GAL GOCCAL CC

Supplementary Fig. 1: Transcription factor binding motifs in nucleotide sequences of promoter regions for

human FOS, PTGES, SLCO2A1, and ABCCA4.

Promoter sequences of human FOS (A), PTGES (B), SLCO2A1 (C), and ABCC4 (D) were analyzed using a genomic
library. Nucleotide sequences are numbered from TSS at +1. The sequences of the oligonucleotide primers are colored
in red. Putative PRA, PRB, or ¢-FOS transcription factor binding sites (highlighted in black boxes) are predicted by

TFSEARCH.
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Supplemental Fig. 2: Immunohistochemical analyses of human periovulatory follicles with the antibody for
JUND and rabbit IgG as a negative control.

Paraffin-embedded sections of dominant follicles collected during the late ovulatory period were subjected to
immunohistochemical analyses by incubating with the antibody for JUND (A) and concentration matching normal
rabbit 1gG (B) as a negative control. The red/pink staining represents immunopositive staining for JUND. The section
was lightly stained with hematoxylin (blue) for nuclear staining. Gc, granulosa cells; Tc, theca cells. Scale bar, 100

KM for all the images.
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Supplemental Fig. 3: Effect of FOS inhibitor on the expression of mMRNA for STAR in hGLC.

Primary hGLC were treated with or without T-5224 (FOS inhibitor, 20 uM) in the absence or presence of hCG (1
IU/ml). The levels of mRNA for STAR at 12 h were measured by gPCR. The levels of transcripts were normalized to
those of RNA18S5 mRNA in each sample (h = 3 independent experiments). Bars with no common superscripts in each

time point are significantly different (p < 0.05).



