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1 9.80e-019 1 2.10e-016 1 15 0.50 0.68 0.93 MEF2_Q AA, BP, MD, ME 1, 2, 3, 4, 5 T
C
A

G
C
A

A
G
T
AGC
T

GT
A
CA

C
G
A
T
CAT
GC

G
TT

CTT
AT

AT
A

G
A
TAC

T
C
G
A
CTA
GG

A
C

2 9.90e-014 2 1.40e-010 3 23 0.77 0.97 0.67 RSRFC4 AA, BP, MD 4 A
C

G
A
T

AT
C
GT

C
A
T
C

T
C
AT

A
G
T
A A

T
G
A

A
G

TC
G
A G

T
C

TG
C
A

T
C
A
CG
A
T

GA
T
CT

A

3 1.30e-012 4 2.50e-009 6 28 0.93 1.30 0.74 MAZR AA, BP, MD, ME 1, 5 PAL,TR A
G
T

A
G
C

T
C
GATCCT

A
G

T
A
G

C
A
G

A
T
G A

G
A
G

A
G

A
GC

G
T
A

C
A
G

CT
A
G

T
A
G

T
A
G

CA
T
G

C
A
G

4 1.40e-012 5 2.00e-010 5 17 0.57 0.73 0.76 SRF_Q5 BP, MD 1, 2, 3, 5 PAL C
T
G

A
CC

T
T
AA

T
T
A

G
C
A
T

CG
A
T

GC
A
TA

G
C
T
G

C
T
A

A
G
T

T
G

T
A
C
G

A
C
G

5 6.00e-012 6 1.60e-010 4 11 0.37 0.56 0.75 AP4_Q6 AA, MD, ME 1, 2, 3, 4, 5 A
G
T

C
A
G

T
C
A

T
G
A
CAC

G
A
CTC

G
A
G
C

C
T
A

A
T

C
G

A
C
G

G
A
C
TGCA

6 9.20e-011 9 2.90e-006 27 41 1.40 1.40 0.60 AP3 BP, MD, ME 1, 2, 3, 4, 5 G
C

A
T
CA

T
G
A
GC
A
TT

C
A
TG

T
G
AG

7 6.90e-010 11 2.70e-008 8 10 0.33 0.48 0.60 AP4 ME 1, 2, 3, 4, 5 G
C

A
C

G
C

G
C
T

A
G
TC
G
A

A
T
C
G

G
A
T

A
T
C
G

TG
C
A

C
A
GGT

CG
T

A
GC

T
G
T
C

8 2.10e-008 20 6.60e-007 21 19 0.63 1.50 0.63 TFIII ME 1, 2, 3, 4, 5 CA
T
G

A
GA

G
A
CC

A
T
C
A
G

T
G
A

T
GT

G
C
A
G

A
T
G

T
C
GG

A
T
A
G

C
G

C
G
T

9 5.70e-008 29 3.50e-007 18 7 0.23 0.50 0.77 mef2 ME 1, 2, 3, 4, 5 GG
C

G
TATG

T
C
T

C
G
T G

AGG
10 7.40e-008 31 1.00e-005 38 22 0.73 0.98 0.64 CDX2 AA 3, 4 G

A
T
GA

GG ATG
CA T

AG
A

T
G
A

G
A

11 1.20e-007 36 3.10e-004 97 37 1.20 1.20 0.66 SP1 BP, ME 1, 2, 3, 4, 5 C
A
G

A
T
G

C
T
G

C
A
G

A
T
G

A
G

C
GG

CA
T

T
G
A

A
T
G

A
T
G

CT
A
G

C
A
T

T
G
A

12 1.90e-007 38 2.50e-006 26 9 0.30 0.47 0.64 SMAD3 ME 1, 2, 3, 4, 5 C
G
T

T
A
GA

G
T
C
G

T
A

C
G

C
A
GG

CC
A

T
C
GC

A
A
G

C
A

A
G
CA

C
T
C

13 2.00e-007 39 3.80e-006 30 15 0.50 0.86 0.61 AP2GAM ME 1, 2, 3, 5 PAL GAT
CG

A
C

A
C

C
T
A

T
G
A

G
A
T

T
A
C

C
T
A

AC
G
TG

A
T
G

G
T
C

G
C

C
T
A
TAG
CG

AGT
G

14 2.70e-007 40 3.60e-005 56 30 1.00 1.80 0.61 AMEF2 AA 1, 2, 3, 4, 5 G
A
T

G
T
A

T
G
C
AT

G
A
T
G

A
C
T

C
A
T

G
A
C

T
A

C
A
T

G
A
T

CG
T
A

G
A
T

T
C
A

T
A

15 4.30e-007 43 1.40e-005 43 13 0.43 0.68 0.68 CP2 AA, ME 1, 2, 3, 4, 5 CTGGG
C
ATG
C
CA
T
G
TA
G
CAG

16 4.60e-007 44 5.30e-005 65 29 0.97 1.60 0.61 MMEF2 AA, ME 1, 2, 3, 4, 5 G
A
TAG

A
G
T
A

T
G
A

G
A
CTGA A

C
T
C
A

C
G
A

C
A
GA

T
ATCGT

A

17 4.90e-007 45 2.10e-003 142 48 1.60 1.20 0.61 T3R BP 1, 2, 3, 5 A
T

T
C
GA

G
A
T
G

A
T
GT

CT
C

T
AG

T
CT
G
A

18 5.20e-007 47 3.20e-006 28 9 0.30 0.70 0.61 AP2_Q6 ME 1, 2, 3, 4, 5 C
A
TG

C
G
A

T
C
GTA

C
T

TC
A
GT

GA
C

T
C

G
TT

G
G
T

A
C
GC

GA
G

19 5.80e-007 50 3.00e-005 50 21 0.70 1.10 0.64 S8 AA, BP, ME 1, 2, 3, 4, 5 PAL,TR T
A

AGTCC
T

A
TAG

A
CTGAA

T
G
A
GCT
A

TGC
AA

TA
20 7.20e-007 53 3.30e-005 54 27 0.90 1.60 0.62 RSRFC4 AA 5 G

T
A

G
T
A
CT
A
G
ACG
TG

T
C
G
AA

T
C
A
T

G
C
A
T

G
T
A

G
A
T

T
G
A

T
A
G
CT
A
G

AC
T
G
CT
A
G
TCGATG

CA
CGT
A
TG
A
CA

T
AGCTC

T
A

C
A
T

G
T

21 9.90e-007 57 6.30e-005 69 23 0.77 1.40 0.60 XVENT1 AA, ME 1, 2, 3, 4, 5 G
T
A

G
AA G

T
A

A
GGT

G
A A

C
T
AA

G
C
G
A

22 1.10e-006 58 7.30e-005 74 22 0.73 1.10 0.63 LPOLYA AA 2, 3, 5 A
T

T
A

T
A

T
A

G
T
AA

T
TCAGC

A
C
A

T
A
TA
G
CG

A
23 1.10e-006 58 1.00e-004 80 23 0.77 1.20 0.62 GKLF AA, ME 5 C

G
AA

G
T
G
AA

G
A
T
G

T
AA

G
T
C
A
GG

A
A
G

A
G
CA

T
T
G

T
A
GA

G
T
G
A

24 1.40e-006 61 3.00e-005 50 23 0.77 1.50 0.75 TATA AA 5 PAL,TR A
T

T
A
C

A
T

G
A

GA
T
CA

T
G
T
A

G
TG

AAC
A

25 1.50e-006 64 3.10e-005 52 15 0.50 0.86 0.72 TATA ME 1, 2, 3, 4, 5 PAL A
G
T

G
C A

TTAAT
C
AG

A
C
G

26 2.30e-006 70 3.40e-005 55 16 0.53 0.94 0.71 TAL1BE ME 1, 2, 3, 4, 5 G
A
T

T
A

T
G

G
A

G
T
A

T
C
GAT

C
G

T
A

C
A
TG

A
A
C
T
G

G
A
T

27 3.00e-006 73 7.50e-005 75 22 0.73 1.40 0.67 MMEF2 AA 2, 3 C
A
TA

TAAC
A

T
A

C
G
T
CGAT ATC

G
AGCTCG

A
T
TCGA ATGCCT

G
AC

G
G
T
C

A
C
T

C
G
T

28 4.60e-006 76 6.70e-004 113 43 1.40 2.30 0.68 AMEF2 AA 4 G
A
T

A
G
T

A
T
CC

T
CG
T
A

C
T
A

G
T
A

G
T
A

T
AA

TG
A

A
G

C
G
A
AGTCGT

A
C

AG
T
C
CGTACTGATG

C
A

TG
A
C
CAGTG

C
T
A

GAT
C
ACG
T A

C
G
T

CT
A
G
AGCT A

T

29 5.30e-006 77 2.90e-005 49 10 0.33 0.76 0.63 COUP ME 1, 2, 3, 4, 5 C
ATA

GC
A

T
G
A

A
C
GC

T
G
T

T
GGA

C
G

C
G
AC

30 6.50e-006 78 5.30e-003 177 47 1.60 1.70 0.85 sp1 BP, MD, ME 1, 2, 3, 4, 5 T
G
A

T
C
G

T
C
G

A
T

A
GA

G
T
C
G

31 6.60e-006 79 9.80e-005 79 11 0.37 0.56 0.72 TFIII ME 1, 2, 3, 4, 5 TR AA
G

C
A
GC

G
T
A

T
C
GC

GT
C

C
G

A
G
T

C
T
G

T
G
A

A
C
G

A
G
C

A
T
GA

C

32 1.10e-005 89 8.50e-004 120 244 8.10 9.50 0.74 MEF3 BP, ME 1, 4, 5 T
C
G
A

G
T
A

C
G
T

C
A

T
A
G

G
T
C

T
A
C

C
G
A
TA

G
G
A

C
A
G

CG
A
T

33 1.20e-005 90 1.50e-004 87 10 0.33 0.55 0.67 GR ME 1, 2, 3, 4, 5 A
CC

T
A
C
T

T
CAT

GAA
34 1.30e-005 91 7.00e-005 73 9 0.30 0.60 0.66 LHX3 ME 1, 2, 3, 4, 5 PAL G

T
AGG

C
AC

A
C
G
ATC

TTT
A
GAG

T
A
T
CC

G

35 1.40e-005 94 7.50e-005 75 8 0.27 0.58 0.62 CACBIN ME 1, 2, 3, 4, 5 PAL T
G
CC

A
A
GT

G
CAGTA

T
G

A
G
C

A
CA

C
G
C
AA

G
T
CT

CA
T

A
G

36 1.60e-005 96 1.20e-004 82 11 0.37 0.67 0.67 CACBIN ME 1, 2, 3, 4, 5 A
T

A
T
G

A
T
GGT

G
AG

C
T
A

T
G

T
GT

G
G
C
TA

C
T
A

T
A

T
G
A

37 2.20e-005 101 1.50e-004 87 9 0.30 0.65 0.70 IRF BP, ME 1, 2, 3, 4, 5 C
A

G
AA

C
C
T
AGAT

AT
G

C
G

T
A

38 2.70e-005 106 8.70e-004 121 21 0.70 1.10 0.75 LHX3 AA, BP, ME 1, 2, 3, 5 PAL TTAG
C
GTA
CTA

TAAT
AA

T

39 5.70e-005 123 2.70e-004 94 9 0.30 0.65 0.65 EN1 ME 1, 2, 3, 4, 5 G
T

C
GTAGG

TA
GG

40 6.10e-005 127 8.70e-005 78 37 1.20 1.40 0.60 NFMUE1 ME 1, 2, 3, 4, 5 TR A
T
C
G
TACGA

C
GC

A
G
A

C
G

G
C
A

G
T
A

A
G
C
TC

G
A
G
C

G
C
A

A
C
GT

C
T
G
C

A
C
T

T
C
G

41 7.10e-005 129 5.30e-004 106 9 0.30 0.53 0.84 BACH1 ME 1, 2, 3, 4, 5 ATGAC
GT

42 1.50e-004 139 2.00e-002 237 59 2.00 2.40 0.63 HNF4_D BP, ME 1, 3 T
C
G
TC
G
AG

A
A
G

C
G

A
C

C
A
T

T
G
A
CT
G
AA

T
G

A
T
G

G
T
A
TAC
GA

43 2.00e-004 145 2.60e-003 150 27 0.90 1.70 0.65 MEF2_Q AA, BP 4 PAL T
A

T
A
G

CA
T
G

TC
A
G
GC
TA
AGC
TT

A
G
T
A

CA
T
G
CTA
G
GT
A
CTT

A
G
T
AT

A T
A

A
G
T

G
T
A

44 2.40e-004 151 1.70e-003 135 17 0.57 1.20 0.67 FOXJ2 ME 1, 2, 3, 4, 5 TC
G
AAA

G
C
T
CGA
TC

G
T

G
TC

T
C
A

G
T

G
A
T

A
G

45 2.90e-004 155 2.00e-003 140 10 0.33 0.55 0.63 LYF1 ME 1, 2, 3, 4, 5 PAL G
T

T
CTC

G
T
A
G

A
T
G
TCA
GC

A
G

C
A
G

G
CAG

46 3.00e-004 156 1.40e-003 131 15 0.50 1.20 0.61 XFD2 BP, ME 1, 2, 3, 5 PAL C
T
G

T
A

C
G
AAT

A
C

C
G
A

C
G
T

AT
C
GA

T
C

G
C
AA

T
C
G
A

TG
C
AT

A
C
A

G
A

47 5.80e-004 172 2.20e-002 243 48 1.60 1.40 0.60 LYF1 BP, ME 4, 5 G
T

T
G

T
A
G

T
G

T
G
A

C
G

A
G
C

A
C
T

G
T
AG

T
G
A
T

48 6.50e-004 178 3.10e-003 155 8 0.27 0.45 0.80 tef ME 1, 2, 3, 4, 5 G
AGAT

C
AA

T
A
GTG

49 7.70e-004 180 3.20e-003 158 9 0.30 0.70 0.63 BACH1 ME 1, 2, 3, 4 C
T
A

T
A
GT

A
C
A
GA

T
A
CA C

A
GT

A
TGACA

C
T

A
G
CC

A
A
T

T
A

50 9.30e-004 184 4.20e-002 269 105 3.50 4.40 0.68 MEF2_Q BP 1, 2, 3, 4 T
A

T
G
AG

A
G
C
AC

T
T
AG

TG
A

51 1.10e-003 185 5.30e-003 177 11 0.37 0.76 0.76 IK2 ME 1, 2, 3, 4, 5 G
A

A
G
CT

CA
C

G
C
AG

CTGT
G

C
A
G

T
G
A

52 1.10e-003 185 1.10e-002 211 27 0.90 1.60 0.63 TBP AA, ME 1, 2, 3, 4, 5 PAL AATGC TGC
A AA

TA
TTA

T
CG
T
AG

T
A T

A


