Additional file 1

MCF-7 cells: WB for CTCF, ER, FOXA1 and Lamin B
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Additional file 2

A Pearson correlation plot of estrogen-
regulated CTCF chromatin binding
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Additional File 3

A Transcription Factor Binding at GRO-seq regions with or without CTCF binding
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Additional File 4

A Analysis of CTCF binding distribution within ER-ER loops (ER ChIA-PET from Fullwood et al., 2009)
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Expression (vs control

Additional file 5

List of genes estrogen and CTCF modulated

ABCA17P
ACVR1C
ADRA2B
ARL8A
ASB2
ASTN2
ATP4A
B3GNT3
B4GALNT3
BCAS4
C140rf132
Clorf194
C1QTNF1
CA8
CACNALI
Ccb44
CHEK2
CHST8
CiB2
CITED1
CYP26A1
CYP46A1
CYP4F3
DPYSL4
DSCAML1
EDN2
EFCAB10
ERG
FADS2
FAIM3
FAM13C
FAM25A
FAM46C
FBX043
FCGR2B
FCGR2C
FGF19
FGFBP2
FLJ12825
GABRD
GADDA45G
GATAS
GATSL3
GCK
GNAT1
GPR20
GRIK3
GRK5
GRM4
HPN
IGSF22
IL17RB
1ISOC1
KCNG3

CTCF repressed genes

KCNN3
KCNQ1
KIF26B
KLF13
KLHL14
KRT24
KRT37
KRT73
LHX4
LMAN1L
LOC100133669
LOC81691
LOX
LPAR1
LRG1
LRP4
LRTM2
MAFB
MAN1C1
MAT1A
MB
MICAL2
MYBL1
MYOT
MYRIP
NECAB2
NKAIN1
NLRP6
NTN1
OSCAR
OTOF
PADI3
PC
PGLYRP2
PLA2G4D
PLXDC1
PLXNA4
POM121L9P
POU3F2
PPIF
PPM1J
PRC1
PREX1
PRSS27
PTGS1
PTPRH
REEP1
RET
RHOBTB1
SCN4B
SDC1
SDK2
SEMA3G
SERPINAS

SERPINB9
SH2D3C
SH3TC1
SLC38A11
SMOX
SMTNL2
SSTR2

ST6GALNAC4

SYT12
TANC1
TBC1D10A
TFF2
TMEM64
TMIE
TMPRSS2
TNFAIP8L3
TNS1
TNS4
TUBA3D
VASN
WNT16
WNT4
38231
ABCA3
ACOT4
ACSS1
ADARB1
ADORA1
ADRB1
AHDC1
AHNAK2
ALS2CL
ANXA9
BAGALNT2
B4GALT1
BACE2
BRIP1
C100rf107
C6orf222
CABLES2
CALD1
CCDC88C
CCR7
CDC25A
CDCA7
CDR2L
CGNL1
CHPT1
CHST12
CLMN
CLN8
COL21A1
COTL1
CRELD2

CRISPLD2
CXCL12
CXXC5
DAAM2
DHRS3
DLL1
DMRT2
DNMT3B
E2F2
EGFR
ELF3

ELL
EMP2
FAM43A
FARP1
FDXR
FUT4
GADD45B
GAL
GINS2
GLB1L2
GLRB
GPRIN1
GPSM1
GRIN2C
HDAC11
HDDC2
HOXC8
HSPALL
ICOSLG
ITGA6
KBTBD6
KCNMA1
KCTD6
KHDRBS3
LOC285593
LONRF2
LOXL1
LSM11
LSM2
MCM6
MFNG
MITF
MMP11
MN1
MYLK
NANOS1
NCOR2
NDRG1
NECAB1
NPR3
NPTX1
OLFML2A
P2RY2

PADI4
PBX4
PCNA
PCYOX1L
PDK4
PDLIM2
PIP5KL1
PIWIL4
PKP1
PLA2G16
PNPLA3
PODXL
PPP2R2C
PRKCA
PRUNE
PSPH
PTGES
RAB36
RAB37
RASSF3
RGS10
RGS3
RHOD
SCNN1G
SERINC2
SERPINE2
SLBP
SLC16A3
SLC25A42
SLC29A1
SLC46A2
SMOC2
SNX24
SPRY4
STARDS
STK32C
TBC1D2
TBX2
TRPC6
TSC22D3
UBE2S
UBE2T
UNC119
UNC5A
VAV2
WFS1
WNT5B
ZMIZ1
ZMYND8
ZNF473
ZNF799

RT-PCR of CTCF repressed genes upon CTCF depletion
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CTCF induced genes

ABCC13
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ACSLS
ADAMTS9
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Additional file 6

A Dose-dependent CTCF and ER protein levels

Dox (ng/ml) 0 10

25

B mRNA expression analysis of E2-induced

genes and CTCF repressed

50

E23h - + - + -

+ -

+

-

CTCF

-t

ERa

[ — - - —— -

Actin

— e

Relative mRNA fold induction

C Metacore Pathway analysis of genes enriched to cell cycle
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Additional file 7

A CTCF IP and Lamin B blot
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B Analysis of Lamin B binding distribution within ER-ER loops
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