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Estrogen receptor o (ERa) interactors

ATBF1

ATF-2 MIJAC;S? Ajuba EI;P ;lEA/ prohibitin
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P p400 BC/ HDAC6 RNF8
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G cerL Loy S meowe W
- - SMYD3
E:\:(A dep. PK ELF3 pRb CCAR1 Hep27(IEBP)  spop
ERBP PRMT2 Cdc25B LMOa gfﬂTzﬁin_a
p38y HECTD1 P65 (RelA), p50 | C/EBPf LXR TR
Smad CHC p TR4
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a3
IKKa nﬁgﬁ’f'B Stat5_ CIA MAT1 WBP-2
p68 RNA helicase (Ddx5) KDM2A %’l'flté“ CITED MDC1 XPD (TFilH)
p72 RNA helicase (Ddx17)  KEAP1 XBP-1 o MENT o MTAT
glpnz-'A PP LMO4 ZNF366 CREB1 MRF1
5 IKKe Cdk2 c-src NCoR
J °
SF3a p120 PKA psg  CADI | DenDlandTl NF1
SPBP PKB Pin1 I‘;Z" 30 | ppe7 PP5
DUSP22 PR-B
EGAP (UBE3A) 22:2:‘1/2 LSD1 v EDG1/HEXIM1  pRMT2, PRMT6
smyp2 S294
CyclinA-Cdk2 gfg% °§.X’s"f/3° HBD
2;2221 * * cakzE Ub L Raptor
-3 S118
K302/3 * -3-
c-Abl - S1046 \ 5167521% kesee L \ V Y AF2 core T594‘ 14-3-3
| %% N\ 1
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Y219 sze| A A a3 * Y537 | S559 <@ CK2
K235
R260
HDAC 4 COBRAT1
TAB2 c-Abl CRM1 AF2-dependent
Rsk2 ¢-Src| ACTN4
Ga Brcai
PHF20 p38 “rogy Crkd ﬁgaT?f‘/A'm
33 A PRMT1| |Akt ASC-2/AIB3/RAP250/PRIP/TRBP
ACTR/AIB1 P Pak1 BRG1/hSNF28
AhR/Arnt p400 (-H2A.7)
Abl PKA hBrm/hSNF2a
c- PINX1 Gi CBP/p300
Dynein TBK1 P
h . PRMT2 HMGB-1/-2 IKKB COASTER
light chainl  gNF1g1 SNURF ? Cytokeratin 8 and 18
GRIP1 RTA-1 SRB-RGS Baf57 . DAX-1
ﬁgngCD Shc Vault Calmodulin ERAP140
LRP16 SIP1/NHERF2 HET/SAFB1+2 Fe65
MAF Smad4 HPIP GRIPV/TIF2
MAZ SRC1 . IQGAP1 MLL2
MMS19 Tristetraprolin c-Jun, JunB MNAR (=PELP1)
MRF1 a/B-tubulin L7/SPA mSUG1/Trip1
MTA1s? UTX NCoR MTA1s
NFAT3 Vinexin o PGC-1 NRIF3
RNA NSD1
SENP2 Do (ING1b)
Smrt p62 (TFIIH)
binding domain unknown (to me!) [ PGC-10/p
ADAB3-containing TBP-free TAF-containing complex, AGO1, AhRR, AKAP13, ANCCA, AP2y, Apel/Ref-1, PNRC! PNRC2
APOBEC3B, AR, ARA70/ELE1, ARID1A, ASC1, ASXL2, Baf170, Bag-1L, BAP18, BASP1, BCAR{ (p130Cas), || PSul
Bip, caveolin-1, C/EBPa, CAF1, CBX5, Cdk11 (p58 ), CLOCK, CoREST, COUP-TFII, CSN5/Jab1, cuL4B, || RIP140
DEC1, ERR1 (ERRa), ERRp, Ets-1, EZH2, FAK, FEN-1, FHL2, FKHR, Flightless I, FoxK1, FoxO3a, Fox04, || RIZ1
GATA1, GATA3, GGNBP2, GR, GREB1, HADHB, HDAC1/2, HIF-1a, HoxB7, HP1y, HPV E2-E6-E7, IGF1R, ILK, || R-MGMT (O-methyl-G methyl-
INO8O, pi-integrin, JMJD2B, KDM3A, KLF4, KLF7, Ku70, Ku86, LATS1, LKB1, LMTK3, MEMO, 3- transferase)
methyladenine DNA glycosylase, Mdm2, mGluR1a, MLL1, MLL3, MTA2, NFIB, NIPBL, NM23-H1, NPE3-3, SHP
Oct4, OTUB1, p85 (PI3K), p150/Glued, PAD2, PAX2, PCNA, PDI, Per2, PES1, PGC-2, PIMT, PITX1, PKCZ, || SKP2
PLKA1, PR-A, PTCD1, RAC1, RAD21, RbAp46, RbAp48, REST, RhoGDIa, RNF31, RNF40, RNF111, RUNX1, || SRC1
RUNX2, SFR1, Sik-SP, sLZIP, Smad2/3, SMC3, SOD1, SOD2, SP1, SP3, SSA, Stat3, supervillin, SUPT6H, || TFIIB
Tef-1, Tef-4, TEADA, TFIlI, Timeless, TLES, Topo B, TRIM28, TRIP230 (2), Trx, TTF-2, Ubc9, Ube3C, USP7, || T:G mismatch-specific
USP9X, USP15, USP35, Vav3, WT1, XAP2, YAP1, YBX1, ZEB1, ZNF131, ZMIZ1 thymine DNA glycosylase
For more candidates, see also global analysis by Ravasi et al. (2010) Cell 140, 744; mass spec T.IF1 (=TRIM24)
analysis of Lanz et al. (2010) Mol. Endocrinol. 24, 859; ERE pull-down expts. by Foulds et al. Tip60 .
(2013) Mol. Cell 51, 185; RIME and related analyses by Mohammed et al. (2013) Cell Rep. 3, TRAP220/Drip205
342 and Papachristou et al. (2018) Nat. Comm 9, 2311. ¥RE¢E
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ERp (only) interactors
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binding domain unknown (to me!)

NALP3, STRAP, TRBP2

AGO2, ASK1, CSP1, CSP8, CSP9, CRY1/2, DICER, GIOT-4,

List probably incomplete, see also Tarallo et al. (2017)
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