MCM complex

,
N
=
O
=

,
™
=
O
=

,
1)
=
@)
=

,
©
=
O
=

,
<
=
O
=

|
N~
=
(@)
=

i

I N N ey B
o "M < —
5287833289852 582a¢
BEE7E7E 2055500880 2¢
LEEDERT Z2CGSTURERDZ
0

MCM2 -

MCM3 -

MCMS5 -

MCMG6 -

MCM4 -

MCM7 -

NP -

PSMAG |-
EEF1B4
PSMA3 -
PSMB3 -
PSMA1 -
PSMBS5 -
PSMA2 -
PSMB4 -
PSMB2 -
ASH2L
CDC2+
EIF2B4 -
MTDH -
PSMAS -
SLC25A3 -
PSMAA4 -

TRIP11 |-
CRMP1 -

PSMAS8 -
MYO1B -
ARF1 -




KIAA0913
MORFA4L 1
CSRP2BP

TADAI1L

TFTC-type histone acetyl transferase complex

e R B T

I_r .I. I. .‘ :I

B g T AN

MED1 -

MED17
MED?24
MED13
MED16
MED14
MED23
MED12
TRRAP
MED15
MED4
MED26
MED25
MED13L
MEDS8
CCNC
MED20
MED29
MEDG6
CDC2L6
MED18
MED28
MED27
AHNAK
MIOS
WDR24
MED22
MED30
MED21
POLR2B
MED9
EP400
BRDS8
C200rf20
YEATSA
TOPIMT
SHCBP1
KIAA0913
MORF4L1
CSRP2BP
TADAIL -




p300—CBP-p270—-SWI/SNF complex
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NRD complex (Nucleosome remodeling and deacetylation complex)
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CoREST-HDAC complex
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LSD1 complex

. J

howds o= =

"I

-

-1--

CTBP1 -
RREB1 -
ZNF217 +
HDAC1 -
KDM1 -
PHF21A

RCOR3 -

RCORL1 -
HMG20B -
CHD4 -
GATAD2Z2B --
KIAA0182 -
MTAL -
HDAC2 -
MBD2 -

RCOR2 -
C200rf112 -
L3MBTL3 -

AKAPS -

FADD

PSMEL1 -

DNAH2

PRMTS |-

CDK2AP2

- T 5

—— e __A_R__

E
|
—

.

GATAD2Z2B -
KIAA0182 -

RCOR2 -
C200rf112 -
CDK2AP2 -

AKAPS

FADD -

PSMEL1 -

DNAH2 -

PRMTS8 |-

L3MBTL3 -




anti—-BHC110 complex
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LARC complex (LCR-associated remodeling complex)
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BRG1-SIN3A-HDAC containing SWI/SNF remodeling complex |
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Anti—SMN protein complex
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Anti—Sm protein complex
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20S methylosome and RG—containing Sm protein complex
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TFIIH transcription factor complex
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TFIIH transcription factor core complex
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Polyadenylation complex (CSTF1, CSTF2, CSTF3, SYMPK CPSF1, CPSF2, CPSF3
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Integrator—RNAPII complex
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BHC110 complex




NCOR2 complex
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CDCA5-PDS5A-RAD21-SMC1A-PDS5B-SMC3 complex
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BARD1-BRCA1-CSTF complex
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TFIIH transcription factor complex
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HES1 promoter corepressor complex

m

CDK7 -
CREBBP -

EP300
POLR2A -
TFG -
PPP2R1A -
STK24 -
LOC650405 -
CCNH -
GTF2H4 |-
POLR2B -
BPTF -
DDX27 -
EDCA4
CAMK2B -
SYNE2 -

SUPT6H -

H'l-
-

TFG -

PPP2R1A
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5
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BPTF |-

|
N~
N
X
o
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CDK7 -
CREBBP -
EP300 -
POLR2A +
SUPT6H -
STK24 -
LOCB50405 -
CCNH
GTF2H4 -
POLR2B -




SMARCA4
SMARCC2
ARID1A
SMARCB1
SMARCC1
PRMT5
SMARCD1
DPF2
ARID1B
SMARCA2
BCL7C
ARID2
BRD7
SMARCD2
SS18
SMARCE1
SMARCD3
ACTAZ2
PHF10
AKAPSL
ATXNIL
SPAG5
CLNSI1A

Brgl—associated complex |1

SMARCA4
SMARCC2
ARID1A
SMARCB1
SMARCC1
PRMT5
SMARCD1
DPF2
ARID1B
SMARCA2
BCL7C
ARID2
BRD7
SMARCD2
SS18
SMARCE1
SMARCD3
ACTA2
PHF10
AKAPSL
ATXNIL
SPAG5
CLNSIA




NCOR-SIN3-HDAC-HESX1 complex

~

P

I %
|

HDAC1 -
SIN3A +
SIN3B -

HDAC2 -

NCOR2 -

ARID4B -

SAP130 -
SUDS3 -

FOXK2 -

NCORL1 -

FOXK1 -

ING1 -
ARID4A -
TBL1X -
CHD4 -
MTA3 -
HMG20A
KDM5A
PHF12 -
MORFAL1
GPS2 -
PRMT1 -
DPYSL3 -
KIF4B -
DMBT1 -
KCTD20 -
BTBD10

TBLIXR1|-
GATAD2B - I} B

HDAC1 -
SIN3A -
SIN3B -

HDAC2 -

NCOR2

ARID4B

SAP130 -

SUDS3 -

FOXK2 -

NCORL1 -
FOXK1 -
ING1 -
ARID4A -
TBL1IX -
TBLIXR1 -
GATAD2Z2B --
BBX -
KDMB5A -
PHF12 -
MORF4L1 -




SMN complex (GEMIN5,2,3,4, SMN)

-

SMN1 -
DDX20
GEMINS -

GEMIN4 -
SIPL
SNRPA
DHX15 -
NCBPL -
SNRPB2 -
SNRPN -
sTRAP- IR
USP28 -
NMET7 -
BPTF -
CBLL1-
CSDA -
NR2C2 -
CSNK1E -

|
o
N
Z
x
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!
—
-
2
o
Z
o
P
I

TSC1-

TBC1D7 |-

SSB -

NIPBL

HAT1 -
OoTuD4 -

sunz - [l
CLNSIA -
PPP4C - IR

MTHFS -

--.I

"u

SMN1
DDX20
GEMINS -
GEMIN4 -
SIP1
SNRPA -
DHX15
SNRNP70 -
HNRNPUL1 -
NCBP1 -
SNRPB2 -
SNRPN -
STRAP -
uSP28 -
NME7 -
BPTF -
CBLL1-
CSDA +
NR2C2
CSNKI1E (-

TSCl1-

TBC1D7 -

SSB

NIPBL -

HAT1-
OTUD4 -
SMN2 -
CLNSI1A -

prPac - I
MTHFS -




EIF3 complex (EIF3A, EIF3B, EIF3G, EIF3I, EIF3C)

EIF3C -
EIF3B -
EIF3G |-
EIF3CL |-
EIF3K |-
EIF3M -
EIF3J -
EIF3E [~
EIF3H |-
EIF3D -
EIF3F -
EIF3L |-
SSRP1 -
RADS51 -
HECTD3 |-
MGA -
WDHD1
CDC42BPA -
27273 -
ARHGEF1 |-
INF2 -
SPAGS |-
Cl150rf23 |-
NIPBL -

| |
3e
HE

KIF21A -

GIT1-
CDC73
LGALS3 -
SEC31A -
SERPINA12 -

MGA
WDHD1 -
27273 -
ARHGEF1 -
INF2 -
SPAGS5 -
Ci150rf23 -

CDCA42BPA
KIF21A -

GIT1-
CDC73 -
LGALS3 -

o
=
O
:

NIPBL

SERPINA12 |-




EIF3 complex (EIF3A, EIF3B, EIF3G, EIF3I, EIF3J)

EIF3A -

EIF3I -

EIF3B -

EIF3G -

EIF3J -

EIF3K -

EIF3M -

EIF3E -

EIF3H -

EIF3C |-
EIF3D -

EIF3F -

EIF3L -
ZNF639

TIP3 -

EIF3CL

KIF21A -

LGALS3 -

SNRPF -

CSNK2B -

OSBPLY -

EIF3A -

EIF3I -

EIF3B -

EIF3G -

EIF3J+

EIF3K -
EIF3M -

EIF3E -

EIF3H -

EIF3C -

EIF3D -

EIF3F -

EIF3L

2nFeoo | [

TIP3 -

EIF3CL
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PTIP-DNA damage response complex

BLM -

TP53BP1 -

MRE11A -

NBN -
RADS0 -
PAXIPL -
ASH2L
RBBP5 -
NCOAG -
MLL2 -
USP28 -
SMCHD1 |-
TERF2 -
TOP3A

RAB37 |-

BLM -
TP53BP1 -

MLL2
USP28 -

NBN -
SMCHD1 -

MRE11A -
RADS50 -
PAXIPL -
ASH2L
RBBP5
NCOAG -
TERF2 -

TOP3A

RAB37




RAD21
SMC3 -
PDSBA +
SMCI1A -
PDS5B -~
CDCA5 -
WAPAL +~
STAG2 -
STAGL -

VCAN

SNX8 -

ZNF638

POLR3B -

CCDC25 -

HIST1H2AH -

Sororin—cohesin complex

RAD21 -
SMC3 -
PDS5A
SMCI1A -
PDSEB -
CDCAS5 -
WAPAL -
STAG2 -
STAG1 -

VCAN -

SNX8 -

ZNF638

POLRSB -

CCDC25

HIST1IH2AH




Mediator complex

MED1 -
MED22 -

MEDG6 -
MED4 -
MED30 |-
MEDS -
MED14 -
MED27 -
MED20 |-
MED24 -
MED15 -
MED18 -
MED23 -
MED17 -
MED26 |-
MED13 |-
MED16 -
MED29 -
MED25 -
MED13L -
MED31 |-
MED21 -
POLR2A -
AFF4 -
MED12 - i
CCNC -
CDC2L6 -
MED28 -
POLR2B -
POLR2C |-
MED9 -
HIST1H2BO
AHNAK
ELL2 -
SHCBP1 -
MPRIP -
KIAAQ0913 -
PHB
SNX8 -
MIOS
WDR24 -
TRIM39

| T

|
o G

MED9 |-
ELL2 -
SHCBP1 |-
MPRIP -
KIAA0913 -
PHB -
SNX8 -
MIOS
WDR24 -
TRIM39

HIST1H2BO
AHNAK




26S proteasome
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TANC2 -

SPAGS -
C7orf20 -
SPATASL1 -

PSMAL1 -
PSMA3 -



TFIIH transcription factor complex (ERCC2, ERCC3, GTF2H1, CDK7, CCNH, GTF2t

CCNH |-
CDK7 |-
GTF2H1 |
CCNH - ERCC3 -
ChK7r GTF2H2 -
GTF2H1 |
ERCC2 |-
ERCC3 |-
GTF2H3 |-
GTF2H2 |-
GTF2H3 |- WDR24 |-
GTF2H4 - GTF2H2B -
WDR24 |-

GTF2H2B -




NP -

MCM5 -
PFN1 -
IPO7 |-

psmct - i

PSMAS -

EEF1B4

PHB
MCM2 -
PGAMS -

20S proteasome

PSMA1 -
PSMA3 -
PSMA4 -
PSMB4 -
PSMBS -
PSMAG |-
PSMB6 -
PSMAZ2 -
PSMB1 -
PSMB3 -
PSMB2 -
PSMATY -
PSMAS -
TPI1 -
EEF1B4
NP -
MCMS5 -
PSMAS8 -
PFN1 -

IPO7 -

PSMC1 -

PIK3C3 -
BECN1

PHB -
MCM2 -
PGAMS -
PIK3C3 -
BECN1



PA28-20S proteasome

PSMA1 -
PSMA3 -

PSME2 -

PSMAS -

PSMB1 -
PSMB3 -
PSMB2 -
PSMA7 -

PSMAG |-
PSMA2 -

PSMB4 -
PSMBS -
PSMB6 -

PSMA4 -

PSMEL1 -

TPI1 -
EEF1B4

IPOT |-
NP -

NMEL -

RBM6 -

psMci - I}

PHB
PGAMS -
PIK3C3 -

PSMAS -

BECNL1
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PSME2 |-

PSMEL1 -

TPI1 -
EEF1B4

IPO7 -

PHB -
PGAMS5 -

PSMC1 -
PSMAS -

PIK3C3 -

BECN1




PA28gamma—20S proteasome

NP -
MCMS -

PSMAS -

EEF1B4

PFN1 -

IPO7 -

SVINE |

PHB
MCM2 -
PGAMS -

PIK3C3 -

BECN1

TPI1 -

PSMA1 -
PSMA3 -
PSMAA4 -
PSMB4 -
PSMBS -
PSMAG |-
PSMB6 -
PSMA2 -
PSMB1 -
PSMB3 -
PSMB2 -
PSMATY -
PSMAS -
EEF1B4

NP -

MCMS5 -
PSMAS -

PFN1 -

IPO7
PHB -
MCM2 -
PGAMS -

PSMC1 -

PIK3C3 -

BECN1




ARC-L complex

-ﬂ-

.+L=.

CCNC -
MED17 -

MEDG6 -
MED1 -
MED23 |-
MED24 -
MED13 |-
MED25 -
MED14 -
MED12 -
MED15 -
MED21 -
MED4 -
MED26 -
MED16 |-
MED22 -
MED13L +~
MEDS -
MED20 |-
MED?29 -
CDC2L6 -
MED18 -
MED28 |-
MED27 -
MEDS9 -
MED31 -
AHNAK
MIOS
WDR24 -
AFF4 -
ELL2 -
MLLT3 -
MED30 |-
POLR2B -
POLR2C -
TOPIMT
SHCBP1 -
KIAA0913 -
MPRIP -
TRIM39 -

POLR2A -

POLR2C |-
TOPIMT
SHCBP1 |-
KIAA0913 -
MPRIP -
TRIM39

POLR2A -




PC2 complex

MED14 -
MED17 -
MED20 |-
MEDG6 -
MED16 |-
MED27 |-
MED24 -
MED21 -
MED31 -
THRAP3 -
MED1 -
MED15 |-
HIST1H2BO

POLR2A -

MEDA4 -
MED26 -
MED25 -
MED22 -
MED12 -
MED13 -

MED13L -
MED23 |-

MEDS -

CCNC -
MED29 |-
MED30 -

CDC2L6 -
MED18 -
MED28 -

MED9 -

SHCBP1 |-

KIAA0913 -

MED14 -
MED17 -
MED20 -
MED6 -
MED16 -
MED27 -
MED24 -
MED21 -
MED31 -
THRAP3 -
POLR2A -
MED1 -

HisTiH2BO - I

[ T T T T I I I T N N N N N B
DMOTOULANM _1MOODQ©ODND M
THANANNTGdRNASAND IANAL
] EDDDDDlDECDDZDDEBw
[T} MEEEEE@EMCEE%EEMCA
= MMMMMMM MMCMM %Aln

X




