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1 7.10e-021 1 2.20e-019 1 9 1.00 0.50 0.64 EGR3 AA, BP, MD, ME 1, 2, 3, 4, 5 T
C
ATCGG

C
A

A
CA

TC
G

T
G
AC

G
A
C

A
G
C

A
G
T

C
GGGCG

T
G
C
T

C
T
GG

A

2 1.20e-018 2 3.90e-018 2 6 0.67 0.50 AA 1, 2, 4, 5 G
TGG

C
A G

C
T
AC

A
A
GGA

C G
T

T
GGC

G
T
C

G
T
AGCTC

T

3 7.70e-016 3 6.00e-015 3 8 0.89 0.60 AA 2 G
CC

AG
T

T
A
CA

CAC
A
G
CATG C

A
ATGCT

A
A
GG

C G
C

A
C
GC

T
ACT
G T

G
C

T
G
C

T
G

4 3.30e-014 5 2.70e-013 4 9 1.00 0.71 0.68 ER_Q6 AA, BP 1, 2, 3, 4, 5 A
GA

C
C
T

G
T

G
A

C
GC

G
C
T

A
CC

A
G
C

C
A

T
G
C

A
C
G

5 4.20e-014 6 3.30e-013 5 9 1.00 0.71 AA 2, 5 TR A
G

C
G

G
AA

G
A
C
G

CATGA
G
ATCGCATG GA

C
G
T G

T
T
C
G

ATCGA
T
CTACT

GAG
6 3.90e-013 7 1.30e-012 9 6 0.67 0.50 0.62 ALX4 AA, BP 2, 3, 4, 5 PAL T

GG
T

C
T

G
T C

T
A
C
TG

CT
C

G
CAGA

C
GG

CC
T

A
G

C
GA

G

7 6.10e-013 8 6.60e-013 6 5 0.56 0.73 AA 1, 2, 3, 4, 5 PAL,TR T
G

A
G
CTA

G
T
A

A
C
GT

G
A
T A

G
G
CA

C
A
G
CG

AGA
T
G

G
A
TT

G
AG
C

A
C
G

C
G
A

C
A
GAC

A
G

A
T
G

T
G
CTGA

G
A
G

8 6.10e-013 8 6.80e-013 7 4 0.44 0.53 AA, BP, MD 1, 2, 3, 4, 5 TR GT
GGA

T
CC

G
A
C
TG

CC
T

G
AGT

CTCA
GAC

GT
AGA

C
C
A

9 1.90e-012 10 3.00e-010 28 11 1.20 0.67 0.67 MTF1 AA, BP, ME 1, 2, 3, 4, 5 TR A
G

C
GG

C
G
T

A
G
ATCGA

C
GA

TGATG
CT

C
AC

GAC
G

10 2.20e-012 11 3.80e-012 10 6 0.67 0.71 0.60 TITF1 AA, MD, ME 1, 2, 3, 4, 5 PAL C
AG

C
C
T

A
G
TC

G
T
AC

GAA
G

A
GG

ACG
A

T
GA

G

11 3.00e-012 12 9.60e-012 13 6 0.67 0.50 AA, BP 1, 2, 3, 4, 5 PAL A
G

A
GC

G
A
T
C

T
C
A

C
G

A
T
G

G
C
TT

G
T
C

G
C
T

A
G
TCC

T
G
T

G
AGG

A
C

12 4.20e-012 13 7.00e-012 11 5 0.56 0.53 AA, BP, MD, ME 1, 2, 3, 4, 5 TR A
T
G

T
G
AGGA

G
T
C
GG

AGA
G

T
G
AGG

A
CC

TGAC
G

A
GA

T

13 4.20e-012 13 7.00e-012 11 6 0.67 0.71 AA, BP, ME 1, 2, 3, 4, 5 PAL GT
G

TG
CA

G
CA

CCTA
G

A
GG A

CA T
AA

C

14 4.40e-012 15 1.40e-011 16 8 0.89 0.78 AA, MD, ME 1, 2, 3, 4, 5 A
G

A
G

G
C
AA

G
G
AG T

C
G

A
T
GGG

T
ATCGC

T
G

T
CTT

G
G
A
C

T
C
GT

A

15 6.10e-012 16 1.90e-011 17 7 0.78 0.67 0.62 CIZ AA, MD, ME 1, 2, 3, 4, 5 A
T

A
G

T
AA

GAC
AACT

C CT
C
A T

G

16 9.10e-012 17 1.00e-011 14 4 0.44 0.53 AA, BP 2, 3, 5 C
AG

A
C
GC

A
T
G
AC

GGA
GGG

C
TTT

GG
CCTT

G
T
G

17 9.10e-012 17 1.00e-011 14 4 0.44 0.53 0.66 RP58 AA, BP, ME 1, 2, 4, 5 PAL ACATG
CA

C
G
TGC

G
A
C

C
TG A

T
T
AC

18 9.30e-012 19 2.90e-011 20 6 0.67 0.50 0.62 ATF3 AA, BP 1, 4 G
C
TA

G
A
G
CTT

G
G
A
T

T
C
GT

GTT
G
C

G
C
AG

CA
C

G
CG

AGG
T

19 1.20e-011 20 3.00e-010 28 11 1.20 0.67 0.60 HEB AA 3, 4, 5 C
AG

A
T
G

A
C
G

C
T
AC

G
T
A

A
G

G
A
C GA

T
G

A
C
G

C
G

20 1.90e-011 21 3.20e-011 21 6 0.67 0.71 AA, BP 1, 2, 3, 4, 5 G
C

G
A
TG

T
G
CA

C
A
C
GT

A
A
C
GGC

GA
T

C
G

T
G
AT

G
T
C
GG

TG
21 2.10e-011 23 2.40e-011 18 4 0.44 0.53 0.72 PR AA, BP, ME 1, 2, 3, 4, 5 A

T
A
GAG

C
C
A

T
ACAGAG

CAA
G
TGAT

GC
G

A
CT

G

22 2.30e-011 25 4.00e-011 22 7 0.78 0.83 AA, BP, MD, ME 1, 2, 3, 4, 5 A
TT

GT AA
G

G
A

T
AAA

G
G
C
A G

A
A
T
GAA

G
A
T
GG

A

23 2.70e-011 26 2.00e-010 27 10 1.10 0.93 AA, BP, MD, ME 1, 2, 3 PAL T
CT

A
G
A
C

G
CT

AGT
C
GG G

A
C
TACGA

G T
24 2.90e-011 27 4.80e-011 23 7 0.78 0.97 AA 1, 2, 3, 4 PAL G

C
GCTAT

G
A

A
C
G

T
CT

C
T
A
CC

G
T
G
CG

TGG
A

T
G T

A
C
GA

G
A
G
C

A
G
CC

G
C
GT

G

25 3.50e-011 28 5.90e-011 24 5 0.56 0.53 AA, BP 1, 2, 3, 4, 5 A
G

G
C
A

AC
GT

AGT
G

T
AA

GTC
G
TT

G
G
C TA

C
T

A
G
TT

GA
C

26 8.40e-011 29 1.40e-010 26 6 0.67 0.71 AA, ME 2, 3, 4 PAL C
GTG

T
CT

C
T
G
CTG C

G
TA

CA
TC

G
A
TGT

A
C

C
A
TG

T
T
C
G G

27 1.60e-010 30 5.10e-010 32 9 1.00 0.87 0.64 AP2 AA, BP, ME 1, 2, 3, 4, 5 C
TA

C
T
G
C

T
G
C
AGT

CT
C

A
C

C
T
AGG

TG A
C

28 1.90e-010 31 4.30e-009 39 8 0.89 0.33 AA, BP 1, 2, 4 CT
AGC

A
G

A
G
CA
T
GC

G
T
C
G G

TG A
GT

G
C
G

29 2.00e-010 32 3.40e-010 31 6 0.67 0.71 0.62 DR4 AA, BP 1, 3, 4, 5 PAL CA
T
CA

GGGT
C

A
G
CAA

G
CA

C
T
C

A
T
C

T
AG

30 3.00e-010 33 3.30e-010 30 4 0.44 0.53 BP 1, 3, 4, 5 A
TGGA

GG
C

T
G
AG

C
G
TA

T
A
G

T
G
ACT

G
A
G

A
G

C
G

AT
CT

C

31 3.30e-010 34 1.00e-009 35 8 0.89 0.78 AA 1 T
G

G
C

G
A

C
G C

G C
G

T
C
G C

GA
T

C
GA

G
A
G
C

T
C

T
G

A
C
GG

32 3.40e-010 35 2.40e-009 38 8 0.89 0.60 AA, BP 1, 2, 5 PAL,TR A
GGT

G
ATC
G

T
C
G

C
G
AGA

C
T
G
C

G
C
TC

AG T
C
ATGCCG

T
C

33 3.80e-010 36 6.40e-010 33 7 0.78 0.97 AA 1, 3, 4, 5 PAL A
T

T
G

A
C
G C

G
A
G
T A

G
T
GC T

G
C C

G
G
T
CTT

G
G
C

G
T
AGC

G
G
AA

G

34 6.00e-010 37 6.70e-010 34 6 0.67 1.00 AA, BP, ME 4, 5 G
TT

G
A
C
GAGT

G
AT

GGG
CC

T
T
A

C
T
GC

GT
AGG

A
T
A
G

A
T
C

35 7.00e-010 38 2.10e-009 37 9 1.00 0.87 AA 5 PAL A
T

AC
T
G

C
A
G
GTACA

CA
T

A
G

C
G

G
C
AT

A
A
C
G G

C
G
A C

AG
A

A
G

GC
T
A G

A

36 1.10e-009 39 1.80e-009 36 6 0.67 0.71 AA, MD 1, 2, 3 A
T

T
G

C
GG

C
A
CTA

T
G G

AA
G

G
A
CA G

C
A

T
A
G

A
T
G A

T
T
A T

A
T
A

G
T
A

37 1.70e-009 40 5.20e-009 40 9 1.00 0.87 AA 3, 4 GGA
C
GG

C
A
C
G

A
G
CG

T
ATCG C

G C G
C

G
CTA

G
T
A
GC

G

38 2.00e-009 41 5.90e-009 41 11 1.20 1.60 AA, BP, ME 1, 2, 3, 4, 5 TR A
C

G
A

T
GA

G
A
T
G

C
G
A GT

A
C
T
G

CTA
GC

G
A

C
A
G TAGCTA

C

39 3.50e-009 42 7.00e-008 51 9 1.00 0.50 0.71 BRACH AA, BP 2, 3, 5 PAL A
G
C

T
AC

T
T
G
CT

CT
A

A
G

G
T

C
A
GA

T
T
G
C

C
A

40 3.60e-009 43 6.10e-009 43 6 0.67 0.71 0.66 MEIS1 AA, MD, ME 1, 2, 3, 4, 5 CA
T
C

C
TGG

TC
GAAC

GA
T

41 5.30e-009 44 5.90e-009 41 5 0.56 0.73 0.63 MAF AA 1, 2 A
TGG

AC
G

A
T

T
G

C
G

C
A

A
C
GA

GGC
AT

A
G
TGA

G

42 6.90e-009 45 1.10e-008 45 6 0.67 0.71 BP, ME 1, 2, 3, 4, 5 PAL A
C
TC

G
T
C

G
A

A
GG

T
G
C

A
C
T

A
G
C

G
AGG

T
A

T
A
G
AGCTT

AA
G

A
C

A
C

43 8.50e-009 46 7.50e-009 44 4 0.44 0.73 AA, BP 1, 2 TT
C
GGA

G
T
C

A
TT

GTGG
C
A
CT
GG

T
A
T
CG

AGT
GG

44 9.50e-009 47 1.60e-008 46 6 0.67 0.71 AA 2 TR C
A

T
C
AG

A
A
G

A
G T

G
T
G

T
G
C
AA

GGA
G
C G

T
C
GT

GGG
A
TG

45 1.30e-008 48 2.10e-008 48 7 0.78 0.83 BP 1, 2, 3, 4, 5 G
A

C
A

G
A

C
GC

A
C
GAG

C
T
A

T
GGC

A
G

G
A
CT

G
T
C
G

46 1.40e-008 49 1.60e-008 46 5 0.56 0.73 AA, ME 1, 2, 3, 4, 5 PAL C
T

A
G
TA

C
A
T

A
G

T
A
C

G
C
A C

T
C
AA T

AC
G

T
AT

G
A
G
TG

TG
T

47 3.00e-008 50 2.60e-008 49 4 0.44 0.73 AA, BP 2, 5 TR TG
C

G
AGA

T
CA

GG
T

C
GG

T
C
G
TA
CG

TT
GTGG

A
A
GA

G

48 3.10e-008 51 3.40e-008 50 6 0.67 1.00 AA 3, 4 PAL G
TC

G
T
CT

C
A
T
CG

T
A
G
CC

G
T
GGA

C
GC

AA
G

T
G
AAC

GG
A

T
C

49 6.30e-008 54 1.80e-007 57 10 1.10 1.30 AA 4 PAL C
T
GG CTAGA

C
GG

AA
GGG

C G T
GGG

T
C
ACTGCA

G
T

G
T
CC

TG
T

50 1.40e-007 56 1.20e-007 54 4 0.44 0.73 AA 3, 4, 5 TR G
AAC

A
T
A

G
C
AA C

AC
A

T
CAT

G
T
G
AAGA

T G
T

A
C AG

A

51 1.70e-007 57 1.90e-007 58 6 0.67 0.87 BP 2 A
C
TG

C
T
G
CC

AA
C

G
A

A
C
GC

G
T
C
A
ATCGG

AGC
G
ATGCG

A
A
T

T
G
C

C
T

52 1.80e-007 58 2.90e-007 59 5 0.56 0.53 0.61 E12 AA, ME 5 AA
GGG

C
T

C
G G

CCAG
53 1.90e-007 59 1.50e-007 55 5 0.56 1.00 AA 1, 2, 3 PAL,TR C

A
T
G
A

A
G
T

G
A
C
AGCTA

T
GG

A
A
C
T

G
A
T

G
A
TC

A
T
G
A C

T
C
A
T

A
G
C

C
G
TA

G
G
C
T

C
A
GC

A
C
A

G
AAG

A
CA TT

G
A T

A
C
A

G
A

54 3.20e-007 61 5.10e-007 62 9 1.00 1.30 AA 1, 2, 3, 4 C
T

TCGA T
C T TCGA T

CAAG
A
TACGC

G
G
A

55 3.40e-007 62 1.90e-006 66 10 1.10 0.78 0.66 SMAD4 BP 1, 2, 5 TR A
T

A
G
C

C
T
A

T
C
G

T
A

T
A
C
G

T
A
CT

A
A
GC

A
A
G
CA

T
C
G
AGT
CA

C
A
CT

A

56 3.60e-007 63 2.00e-006 67 10 1.10 0.78 BP 1, 2, 4 A
G

A
G

A
T
G

A
G
C

T
C
GT

CC
A

G
C
T

T
C
AA

G
C
A
GC

A
A
C

T
C
A

T
CA

T

57 4.40e-007 64 6.10e-006 71 11 1.20 0.67 0.62 HAND1E BP, ME 1, 2, 3, 4, 5 TR G
C

C
T
A

A
T
G

A
G
CG

C
A
CAGC

G
A

C
A
G

G
C
A

T
C

G
C
A

58 4.50e-007 65 4.90e-007 61 6 0.67 1.00 AA 2, 3, 4, 5 A A C
T AT

C
G
A

G
T

A
G

T
A

A
G
TT

C

59 4.70e-007 66 5.20e-007 63 7 0.78 1.10 AA 4 AA
T
GG

A
A
G

G
C
A

C
A
T

T
G
AA

T
A
C
G T

GT
A

C
A

T
A

C
G
A

G
T
A

A
G
CA

T
C
A
TG

T

60 6.30e-007 67 1.70e-006 65 8 0.89 0.78 0.66 MYOD_Q BP, ME 1, 2, 3, 4, 5 PAL,TR C
GG

T
T
G

C
G

A
G
C

A
G
CC

AGGA
G
T

C
T
G

C
A
G

A
GT

G


