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1 1.60e-016 1 1.10e-014 1 7 1.40 0.89 0.61 NFAT AA, BP, MD, ME 2, 3, 4, 5 TR T
G

C
AC

G
C
A
TGCAT

G
A
C

A
T
C

A
G
CG

C
T
AGGAT

C
GA T

G
AG

C
A
C

2 1.80e-014 2 1.30e-012 2 8 1.60 0.89 AA 5 PAL,TR A
TGC

T
G

A
T
CA

C T
C

G
T
ATCGATGCA

G
C
A
G

A
T
G

T
C
GC

A
A
G
T

C
G
A

T
C
A
TCAGC

G
T
CT

AGA
G
C G

A A
G

3 3.30e-014 3 2.20e-012 3 7 1.40 0.89 AA, BP 1, 2, 3, 4, 5 TR T
C

T
A
GG

A
A
GGA

G
T

G
C

G
C
T A

C
A
G

G
A

A
G

C
GA G

A T
G

A
C
G

4 4.90e-013 4 3.20e-011 4 7 1.40 0.55 AA, BP, MD 1, 2, 3, 4, 5 TR A
C

C
AA

G
A
GT

GG T
G

G
AG

A
A
G

T
G
C

T
A

C
G

T
A
G

A
G
CT

A
C
A

5 3.00e-012 5 3.60e-011 5 5 1.00 0.71 AA, BP, ME 1, 4, 5 TR T
G

A
C

C
G
A T

A
A
G

A
G
T

T
C
GAA

G
G
AG

AGA
C
G G

A
ATCGG

A
C
A
G T

A
G
AT

G
G
CT

C

6 1.20e-011 7 7.00e-010 8 5 1.00 0.00 0.83 SRF_Q5 AA, ME 1, 2, 3, 4, 5 CC
TAT

AAA
TAT

AA
G

C
G T

G

7 2.00e-011 8 1.20e-009 9 7 1.40 0.55 AA, ME 1, 3, 5 TR A
GGT

C
A T

G
G
T
CC

AGC
G

C
G
AC

GG
C

T
A

C
A
GAC

T

8 3.30e-011 9 3.60e-010 6 6 1.20 1.10 AA, MD, ME 3, 4, 5 TR A
TC

G
G
A

A
G

A
C
G

A
G
T

C
G

C
A

A
C
GG

A
A
G

A
T

C
AA

T
A
C
G

T
C
G

A
T
GG

AG
9 3.70e-011 10 2.20e-009 12 5 1.00 0.00 0.70 MYOGEN BP, MD 1, 2, 3, 4, 5 PAL CAC

G
G
T

A
G

A
C

A
C
T

G
C
AG

AG
A

G
T

A
C

A
C
T

10 1.20e-010 11 1.20e-009 9 6 1.20 1.10 0.61 TTF1 AA, BP, ME 1 PAL G
A CC

T
C
T
GT

C
G
C

C
A

C
G
AGG

TGA
G

T
G

C
AG

A
C
G

11 1.50e-010 12 8.90e-009 15 8 1.60 1.30 0.61 TANTIG AA, BP 1, 2, 3, 4, 5 A
G

T
G
AGT

A
GT

C
T
A

A
C
G

T
A
G

C
A
G

A
C
G

T
AC

T
C
A

T
A

A
G

12 1.70e-010 13 1.10e-008 16 7 1.40 0.89 AA 3, 4 TR A
C

G
A
C

C
AA

G
T
G

C
A
G

A
C
G

A
T
G

T
G
A

A
G

AT
C
GAT

C
G

T
G
A

A
G A

C
GCAT G

AT
A

C
T
A

13 2.50e-010 14 3.00e-009 13 8 1.60 1.30 AA 1, 4, 5 PAL G
T

T
C
G

T
C
G

T
G
C C C

T
A

TCGAA
T
G

G
C
A G

CAG T
GG

T
G
A
C GG

A
C
G

A
G
CC

A
14 4.00e-010 15 1.50e-009 11 3 0.60 0.55 0.75 SRF_Q5 AA, BP, MD 1, 3, 4, 5 A

G
C
T

T
CA

TGA
G

A
G

A
TC G

AAATT
AAGG

15 6.60e-010 16 7.00e-009 14 5 1.00 0.71 BP 1, 2, 3 TR T
AGC

G
A
C
GC

G
A
G

A
G

A
GA

G
C
G
AA

CAA
C
GT

AGA
G

C
G
AA

T

16 1.30e-009 17 1.30e-008 17 6 1.20 1.10 0.61 ZID AA, BP, MD 1, 2, 3, 4, 5 G
C

G
C
AGA

C
T
G
AG A

T
CC

A
C
GA

G
C
GA

CCG
A
TC

A
C
A

C
A
T

A
G
T

17 2.20e-009 18 2.30e-008 21 7 1.40 1.10 AA 1, 3, 4, 5 PAL,TR T
C

T
C

A
G
TCA

C
G
AG

A
C
G

C
A
G

G
A
T

A
C
G

A
G
CG

AG G
A

C
GG

A
A
G

18 3.00e-009 19 1.60e-007 25 7 1.40 0.89 0.75 RSRFC4 AA 4 TR GC
AT

G
T
G
A

G
A

T
A

C
A G

AGC
AT

G

19 3.50e-009 20 1.30e-008 17 5 1.00 1.00 0.69 TAL1AL AA, BP, MD, ME 1, 3, 4, 5 CT
AGG

AT
GGG

C
ATC

A
GAA

C
GT

G
G
CA

T
A
T
GA

G

20 3.50e-009 20 1.40e-008 20 5 1.00 1.20 AA, MD, ME 1 GAT
A
G

A
T
G

G
A
T

T
C
G

AG
C

AG
CAG G

C
AC

T
A
T
CT

CTT
G

T
A

G
T

T
C

C
T
A

G
A
C

C
G
T

TG
C G

CT
21 3.50e-009 20 1.30e-008 17 5 1.00 1.00 AA, BP, MD 1, 2, 3, 4, 5 G

AG G
TGA

CT
C

G
AG

AGG
T

T
G
C

G
A
TGG

A
A
G

A
C
GT

C

22 5.50e-009 23 5.90e-008 24 7 1.40 1.50 AA 3 TR A
G

T
AT

G
T
A
G

C
G
AA

G
C
A

G
A
T

C
GG

AA
G

A
T

A
T
CC

A
G
A

G
A

G
A
TG

23 8.50e-009 24 3.20e-008 22 4 0.80 0.84 AA 3 AGA
G

G
TCTC

G
T
C
GG

C
T
A
G

A
C
GC

GT
G

A
G

T
G

C
A

C
G
AA

G
C
G
A

AT
GA

T
G

G
T
AA

GG
24 1.00e-008 25 5.70e-007 27 8 1.60 0.89 0.70 CAP BP 1, 2, 3, 4, 5 T

G
CC

G
T
A

T
G

C
A
G

G
A
C

C
G
AA

G
A
CTGC

A
T
G

A
C
G

A
T
C

C
A

25 1.20e-008 26 4.60e-008 23 6 1.20 1.30 AA 5 PAL C
GC

G
G
C
A

T
C
GC

G
A
TGA

G
CCA

CAGA
T
C

T
G
CT

C
T
G
CA

GC
G

G
C

A
T
CTATCG A

G
T

26 3.10e-008 27 1.80e-006 34 9 1.80 1.10 AA 1, 3, 4 PAL CC
A
TC

G
AT
G
C

T
G
CT

A
C
A

AG
C
T

T
A
C

AT
C
G

TAGCG
A
C

T
G
A
ATCGG

A
CCAA

GA
27 3.50e-008 28 1.80e-006 34 7 1.40 0.89 0.63 GKLF BP 2, 3, 5 TR A

C
GG

A
A
GA

G
T
A AA

GA
GA

G
C
T

T
G
AA

G
C
GC

G
T
A
C

28 9.30e-008 29 9.30e-007 30 6 1.20 1.10 0.68 TANTIG BP, MD, ME 1, 2, 3 T
G

A
GC

A
C
G
TA

G
C
A

C
G

T
GT

C
T
AGC

G
A

C
T
G

A
C
G

T
G
CG

A

29 2.30e-007 30 8.20e-007 28 5 1.00 1.00 AA, BP 1, 2, 3, 4, 5 TR T
G

G
T
AT

G
C
GC

A
A
T
GG

CAA
G

T
C
AG

T
T
G

T
C

T
AGG

30 2.30e-007 30 8.70e-007 29 8 1.60 1.80 AA 4 PAL T
G
C G

CT
C

G
A
TACGA

G
T

A
G
T

A
C
GA

C
C
A
GGA

G
C

A
C
TG

C
A
T

T
G

A
G

A
G
CC

AA
G

G
C

G
A
TC

GA
T

31 2.80e-007 32 5.10e-007 26 2 0.40 0.55 0.66 MEF2_Q AA 1, 2, 3, 5 TATATTTAG GTG C

32 3.30e-007 33 1.20e-006 31 6 1.20 1.60 BP 1, 4, 5 PAL,TR C
GA

GCA
C

T
A

TG
CGA

T
GT

GG
C

G
C

G
CC

A
T
GT

A
G
C

T
C

33 4.10e-007 35 1.50e-006 33 6 1.20 1.60 AA 1, 4 G
A

A
GG

CTG G
A

A
G

A
GC

G
T
G
C T

GA
C

C
AT

G

34 4.70e-007 36 4.50e-006 38 6 1.20 0.84 0.65 GRE BP 2, 5 C
G

G
T
CG

A
G
AGGC

ACT
A

G
C

C
A
TG

T
C
T
GT

A

35 8.40e-007 37 2.90e-006 36 5 1.00 1.20 0.62 GCM AA, ME 2, 3, 4, 5 AA
G

C
ATA

G
G
A

A
G

C
G

C
GG

T
G
CG

T

36 2.00e-006 39 7.00e-006 39 7 1.40 1.70 AA 3 G
T

A
C

T
C
GA A

G
T

T
C
G

A
G
C

G
AGGA

G
T TC

G
C
G

37 2.20e-006 40 7.70e-006 40 5 1.00 1.00 BP, ME 1, 2, 3, 4, 5 T
G
AGT

C
T
C
G

G
A
CA

G
C
AG

TA
C

C
T
A

T
G
A

T
G
AAA

T
C
G

G
AA

G
C
T

38 2.80e-006 41 9.40e-006 41 5 1.00 1.00 AA 1 T
GT

AGA
G

A
CC

AC
G

T
A

G
A A

C
C
TT

39 4.70e-006 43 1.80e-004 48 14 2.80 2.50 AA, ME 1, 5 PAL T
G
AG ATC

GG
A

A
T
G

C
A
GG

A
A
T
GC

G
T
A
C

C
G
A
CAT
GA

G
C
G
A

GT
A
CT

A G
A

40 6.40e-006 44 2.40e-005 43 9 1.80 2.00 AA 3 G G
A

A
G
C

G
A T

AG
T

A
GGTCGAT

G
C

CAGTT
G

T
C

T
C
G
A
AC
T
GA

C
AGTCA

T
C G

C
AGTC AT

G
C C

T

41 9.80e-006 45 3.30e-005 44 6 1.20 1.30 BP, ME 2, 4 G
C

A
G
CA

G
C
A
GGA

G
T
G
C

G
A

A
G
C

A
C
T

T
GA

G
A
G

T
C
AC

TA
C

42 1.20e-005 46 1.00e-004 46 7 1.40 0.89 0.65 OLF1 AA, ME 1 T
G

G
C
TG

C
A
TC

G
G
CT

C
C
G
TGA

GA
G

C
GA

43 1.30e-005 47 1.10e-004 47 7 1.40 1.10 BP 4 T
C
GAG

C
A
G
CCTG

T
G
AT

G
A
T
C

A
C
T

A
C
GT

A
A
G

44 1.60e-005 48 5.30e-004 55 11 2.20 2.20 0.65 GATA AA 1, 2, 5 G A
C
ACGTATG

C
AT
C
G
ATC
GT

A
G

T
GAG

T
G
AA

45 2.20e-005 49 1.80e-004 48 8 1.60 1.30 BP 1, 3 C
G

A
C

A
C
GT

A
A
GA

GT
C

C
A

A
C
GT

G
G
C

C
G
TA

G
C
G

C
G
A

46 2.60e-005 50 4.60e-005 45 4 0.80 1.10 0.65 GEN_IN AA 2, 3, 4, 5 AC
GAATT

G GGA
T
C G

C
CT
G T

G
CC

47 5.10e-005 51 4.10e-004 54 7 1.40 1.10 BP, MD, ME 1, 2 PAL,TR C
GAA

C
G

T
C
GG

T
AC
T
GA

C
G

A
G
CG

A
C
G

C
T
GC

A
G
C
TC

A
T
A

T
A

A
G
TG

A
48 8.20e-005 52 2.70e-004 50 8 1.60 2.50 AA 1, 5 PAL AT

G
G
T AA

T
GC

A
G
C
A

G
T
AGTG

A
C

A
T
G

T
C
GCC

T

49 8.20e-005 52 6.10e-004 56 7 1.40 1.10 0.67 SMAD3 BP 1, 3, 4 GG
T
AC

GAT
A
CAT

G
T
A

C
A

A
C
T

50 1.10e-004 55 2.50e-003 60 9 1.80 0.84 0.64 MAZ BP, ME 1, 2, 5 G
A

G
AGA

G
T
A
C

T
AG

C
G
AGC

A
A
C
G

T
A
G

51 1.20e-004 57 2.70e-003 62 9 1.80 1.10 0.64 LFA1 BP 2, 5 A
TA

GGA
C
G

T
G
A
C

G
C

T
G
A

A
C
G

T
AT

C


