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Target Sequences
 

N am e
P-

value

log P-

pvalue

q-value

(Benjam ini)

T
G
C
A
A
G
C
T
C
T
G
A
A
T
C
G

G
A
C
T

C
T
A
G

G
T
A
C

G ATC GTCA AGT
C

G T AC GA
C
T
C
T
A
G
A
T
C
G
G
C
A
T

C ATG CATG GATCGTACCTGA C TC F(Zf)/C D 4+ -C TC F-C hIP-

Seq(Barski_et_al.)/H om er

1e-

134
-3.108e+ 02 0.0000

2
T
A
G
C
A
G
T
C

T
G
A
C

A
G
T
C

C
T
A
G
A
T
C
G
A
G
T
C

C
A
T
G

TG
A
C

AG TC GTAC AGT
C

AG TC GCATCTAG AT
C
G
G
C
A
T

AC TG A
T
C
G
G
A
T
C BO RIS(Zf)/K562-C TC FL-C hIP-

Seq(G SE32465)/H om er

1e-

109
-2.517e+ 02 0.0000

3
C
T
A
G
T
C
G
A

ACGT ACT
G

CG TA TAGC CGA
T

G TA
C

CG TA AGCTGATCGTA
C Jun-A P1(bZIP)/K562-cJun-C hIP-

Seq(G SE31477)/H om er

1e-

50
-1.162e+ 02 0.0000

4
A
C
T
G

C
T
A
G

T
C
G
A

C
G
A
T
C
A
T
G

GC
T
A ATCG CGATGTAC GC

T
A AGCTGTA

C
Fra1(bZIP)/BT549-Fra1-C hIP-Seq(G SE46166)/H om er

1e-

49
-1.133e+ 02 0.0000

5
C
T
A
G

T
C
G
A
C
G
A
T
A
C
T
G
C
G
T
A
T
A
C
G
A
G
C
T
T
G
A
C
G
C
T
A
A
C
G
T
G
A
T
C

T
A
G
C Fosl2(bZIP)/3T3L1-Fosl2-C hIP-

Seq(G SE56872)/H om er

1e-

48
-1.113e+ 02 0.0000

6
C
T
A
G

T
C
G
A

ACGT ACT
G

CG TA ATGC ACGT G TA
C

CG TA AGCTGAT
C

G
T
A
C

A tf3(bZIP)/G BM -A TF3-C hIP-Seq(G SE33912)/H om er
1e-

46
-1.067e+ 02 0.0000

7
C
A
T
G
C
T
A
G
T
C
G
A

ACGT ACT
G

CG T
A TAGC CGA

T
TGA
C

CG
TA AGCTGATC Fra2(bZIP)/Striatum -Fra2-C hIP-

Seq(G SE43429)/H om er

1e-

46
-1.060e+ 02 0.0000

8
C
A
G
T

T
G
C
A

ACGT ACT
G

CGT
A ATCG CGA

T
TGA
C

CG TA ACGT BA TF(bZIP)/Th17-BA TF-C hIP-

Seq(G SE39756)/H om er

1e-

43
-9.918e+ 01 0.0000

9
C
T
A
G
T
C
G
A
G
C
A
T
C
A
T
G
G
C
T
A
T
A
G
C
C
G
A
T
G
T
A
C
C
T
G
A
A
G
C
T JunB(bZIP)/D endriticC ells-Junb-C hIP-

Seq(G SE36099)/H om er

1e-

39
-9.106e+ 01 0.0000

10
T
C
G
A

ACGT CA
T
G

GCT
A TAGC CGA

T
GT
A
C

GC
T
A ACGTATGC A P-1(bZIP)/ThioM ac-PU .1-C hIP-

Seq(G SE21512)/H om er

1e-

34
-7.983e+ 01 0.0000

11
C
G
A
T
T
A
C
G
T
G
A
C

GA
C
T

CA
T
G

CGT
A
T
A
C
G

ACGT G TA
C

C TG
A Bach2(bZIP)/O C ILy7-Bach2-C hIP-

Seq(G SE44420)/H om er

1e-

31
-7.326e+ 01 0.0000

12
G
T
A
C
G
C
T
A
T
C
A
G
C
T
G
A
C
T
A
G
C
A
T
G

A
G
C
T

GA
T
C

TGC
A
T
C
G
A

C T
G
A
A
C
T
G
C
A
G
T
A
G
T
C

GA
T
C
G
C
T
A H N F4a(N R),D R1/H epG 2-H N F4a-C hIP-

Seq(G SE25021)/H om er

1e-

28
-6.560e+ 01 0.0000

13
GC
T
A
T
C
G
A

CG
T
A

C TA
G

AGC
T

G TC
A

G TC
A

CG TA AGT
C

CG TA FO XA 1(Forkhead)/M C F7-FO XA 1-C hIP-

Seq(G SE26831)/H om er

1e-

27
-6.296e+ 01 0.0000

14
A
T
G
C
G
A
C
T

ACGT C TA
G

ACGT ACG
T

ACG
T

C TG
A

G AT
C

GC
T
A
A
G
C
T
C
G
T
A Foxa2(Forkhead)/Liver-Foxa2-C hIP-

Seq(G SE25694)/H om er

1e-

26
-6.197e+ 01 0.0000

15
G
C
T
A
T
C
G
A

CG
T
A

C TA
G

AGC
T

G TC
A

G TC
A

CG TA AGT
C

CG TA FO XA 1(Forkhead)/LN C A P-FO XA 1-C hIP-

Seq(G SE27824)/H om er

1e-

25
-5.922e+ 01 0.0000

16
A
G
T
C

T
A
G
C

G
A
C
T

ACGT C TA
G

ACGT ACG
T

ACG
T

C TG
A

AGT
C

GC
T
A
G
A
C
T
C
G
T
A
C
T
A
G
A
C
T
G Foxa3(Forkhead)/Liver-Foxa3-C hIP-

Seq(G SE77670)/H om er

1e-

24
-5.714e+ 01 0.0000

17
A
T
G
C

C
T
G
A

A
T
C
G

T
A
C
G

A
G
T
C

CGA
T
T
C
A
G

CG
A
T

CT
A
G

AG
C
T

G
T
C
A

GT
C
A

CG TA AGT
C

CG TA TACG CTG
A Fox:Ebox(Forkhead,bH LH )/Panc1-Foxa2-C hIP-

Seq(G SE47459)/H om er

1e-

23
-5.386e+ 01 0.0000

18
A
C
G
T

C TA
G

AGC
T

ACG
T

ACG
T

C TG
A
A
G
T
C

GA
C
T
A
G
C
T
C
G
T
A FO XM 1(Forkhead)/M C F7-FO XM 1-C hIP-

Seq(G SE72977)/H om er

1e-

23
-5.365e+ 01 0.0000

19
C
G
A
T

C TA
G

ACGT G TC
A

CG TA CG TA AG TC CG TA Foxo3(Forkhead)/U 2O S-Foxo3-C hIP-Seq(E-M TA B-

2701)/H om er

1e-

16
-3.714e+ 01 0.0000

CG
T
A
G
C
T
A
C
G
A
T

C TA
G

ACGT G TC
A

CG TA CG TA AGT
C

CG TA TGC
A

T
A
C
G FoxL2(Forkhead)/O vary-FoxL2-C hIP-

Seq(G SE60858)/H om er

1e-

14
-3.266e+ 01 0.0000

A
G
C
T

A
G
T
C

A
G
T
C

ACGT C TA
G

ACGT ACGT ACGT CG TA AGT
C
G
A
T
C

C
G
T
A FO XP1(Forkhead)/H 9-FO XP1-C hIP-

Seq(G SE31006)/H om er

1e-

14
-3.251e+ 01 0.0000

T
A
G
C
T
A
G
C
G
C
A
T

C
A
T
G

AC TG GCTA CGT
A

ACGT AC
T
G

GA
T
C TEA D 4(TEA )/Tropoblast-Tead4-C hIP-

Seq(G SE37350)/H om er

1e-

12
-2.951e+ 01 0.0000

Supplemental Figure 1



FADS2FADS2

GINS3GINS3
LPCAT3LPCAT3

MCM6MCM6 MED23MED23
NASPNASPSTRN3STRN3 DHRS2DHRS2ISYNA1ISYNA1

STMN1STMN1CRIP1CRIP1
PBKPBK POLEPOLE C14orf119C14orf119HSDL1HSDL1 ANXA6ANXA6CBX8CBX8CLTACLTA HSPB1HSPB1

ILKAPILKAP
RRM1RRM1MIPEPMIPEP CPNE1CPNE1CPNE3CPNE3COMTD1COMTD1 SLC2A14SLC2A14

YWHABYWHAB SMEK1SMEK1
SFNSFNKDELC2KDELC2 FSCN1FSCN1

SLC2A3SLC2A3
PUF60PUF60

ACSM2AACSM2A RANBP1RANBP1
BCL10BCL10CLIC1CLIC1CTNNBL1CTNNBL1 MIFMIF PRPSAP1PRPSAP1CSTF1CSTF1 RANRAN CTPS1CTPS1ESDESD SNRPA1SNRPA1

YIPF5YIPF5 ENO2ENO2SNRPD3SNRPD3 YIPF3YIPF3
CCDC43CCDC43

RPERPEDENRDENR RPS25RPS25RPS3ARPS3A
VKORC1VKORC1RPS18RPS18

PFDN1PFDN1 RPS13RPS13PSMA6PSMA6 RPS26RPS26 TLE2TLE2RPL8RPL8 RPP30RPP30 DCTN3DCTN3PSMA4PSMA4 TLE3TLE3KIF5AKIF5AGSTA3GSTA3 VBP1VBP1 RPS3RPS3
RPS9RPS9 TLE1TLE1GSTA5GSTA5 TXNDC12TXNDC12

NOB1NOB1 TAPBPTAPBP TLE4TLE4CUL2CUL2
SPCS3SPCS3EPDR1EPDR1GSTA2GSTA2

GSTA1
GSTA1

PLOD1PLOD1
KIAA2013KIAA2013RPMS17RPMS17RBMXL1RBMXL1 ACOX2ACOX2

PPIFPPIF
TGFBR3TGFBR3 PPM1APPM1A

MRPS16MRPS16BOLA2BOLA2 TBCBTBCB TFB2MTFB2M OSGEPOSGEP
MRPS23MRPS23

ALDH1L2ALDH1L2 DLGAP4DLGAP4
CFDP1CFDP1

STT3BSTT3B
CCSCCS SDHCSDHC ACSM2BACSM2B

TRMT5TRMT5FDPSFDPS DDX50DDX50
LZICLZIC

NDUFS7NDUFS7 ANP32AANP32AGNPDA1GNPDA1 QPRTQPRTLRPAP1LRPAP1

NDUFB11NDUFB11 CTSCCTSC

GNSGNS
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