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1 2.80e-017 1 3.70e-016 1 8 0.73 0.65 AA 1, 2, 3, 4, 5 T
C
AAA

GAGT
CT

C
C
T
A

C
A
T T

A
C
G

C
G

G
T

A
G
T

C
T
G

T
GC

G

2 5.70e-015 2 8.80e-014 3 7 0.64 0.50 0.69 HAND1E AA, BP, MD 1, 2, 3, 4, 5 TR TT
G
CA

T
T
CTGC

G
T
A
CA

T
G
A
CA

T
A
GG

3 2.80e-014 3 7.80e-014 2 6 0.55 0.69 AA 1, 2, 3, 4, 5 PAL,TR C
T

C
T

G
T
AG

T
TGCAT

A
T
G
A

T
G
CC

A
C
A

T
A C

A
G
T

G
A

A
G

T
G
AT

A
A
G
TC

A
C
AC

A
T
G
AA

GA
4 1.70e-012 4 5.80e-012 4 5 0.45 0.52 AA, BP, ME 1, 2, 3, 4, 5 TR G

C
TGGGA

G
A
G

G
CTGT

G
T
C
GT

GC
G

C
TTG

C

5 2.90e-012 5 3.40e-010 14 10 0.91 0.54 0.62 TATA AA 1, 2, 3, 4, 5 TR G
T
A

T
A
C

T
A

A
C
GC

G A C
A

T
C
A

G
T
AG

AA
G

C
G

A
G
TT

G
C
T
G

6 3.90e-012 6 1.20e-011 6 7 0.64 0.81 AA, BP 1, 2, 3, 4, 5 PAL G
T

A
T
GT

C
C
G
T

A
T
G
CTT

C
G

T
A
G T

A
T
GAA G

T
TG
A
CC

A
A
C

G
A

T
C
G

A
C
TC

G

7 2.10e-011 10 1.90e-009 17 14 1.30 0.90 0.70 POU1F1 AA, BP 1, 2, 3, 4, 5 A
T

GT
CA C

A
T

G
TA

G
CAT
GT

A
G
T C

A
G
C
A G

A
T
A
G

G
AA

G
TC
A
G G

A

8 3.30e-011 11 1.50e-010 9 8 0.73 0.90 AA 1, 2, 3, 4, 5 PAL T
C

C
T

G
TT

G
T
G
ATA

T
GT

A
TGCAAGCT T

A
T
A
TGACG

A
T

T
G
A

A
G
T

A
G
T

C
G
A

G
C
A

G
A
C

T
C
AA C

G
AC

A T
G

9 3.40e-011 12 9.00e-011 8 8 0.73 0.90 0.62 ICSBP AA 1, 2, 3, 4, 5 PAL,TR G
C
T T

C
A
C
T

A
C
T

T
A AT

A
G

C
A

T
G
C

G
C
A

G
T
A

G
A

T
G
CA

T
A
G G

A
T
G
A

A
T
G
ATGCT

A
A
C
G

T
G
AA

C
T
A

10 4.40e-011 13 1.50e-010 9 7 0.64 0.81 AA, MD 1, 2, 3, 4, 5 A
C

T
G
A

C
GG

T
G
C

G
C
AGA

T
G

A
C
GA

C
T
G

C
GT

A
A
C
G

A
G

T
G

C
T

G
T

11 5.50e-011 14 1.90e-010 12 6 0.55 0.69 BP 1, 4 T
C

C
GC

T
T
C
GAC

AT
G

T
C
G

A
C
G

T
G
AT

GA
T

G
C

A
T

T
G

A
TC

G

12 1.10e-010 15 2.30e-010 13 4 0.36 0.50 BP 1, 2, 5 A
T

C
G
TAC

G
G
CAC

A
A
T

A
GAG

C
AT
C
AC
GA

C
C
A

T
A

G
T

13 1.60e-010 16 6.90e-008 28 12 1.10 0.54 BP, ME 1, 2, 3, 4, 5 T
A
GG

T
T
A
G

T
C
G

A
C

A
G
TC

G
T
A

C
G
A

C
G
AT

G
A
G

A
GA

14 3.10e-010 17 9.20e-010 16 8 0.73 1.00 AA 1, 2, 3, 4, 5 G
TGG

TGTCA
G A

C
GA

T
G
T A

T
ATG
CAG

A G
T

A
T
G

T
A

15 3.20e-010 18 1.30e-007 32 14 1.30 1.00 0.69 ELF1 AA, ME 1, 2, 3, 4, 5 T
A

T
G
AAA

G
A
G

C
G
AGT

C
A
G

C
AG

A

16 3.30e-010 19 7.10e-010 15 5 0.45 0.69 0.74 NFY AA, BP, ME 1, 2, 3, 4, 5 A
G

G
C
AT

G
G
CCAT

G
AA

TCA
GGA

CGA
CGT

C
G

AT
G

17 7.80e-010 21 4.90e-009 20 7 0.64 0.67 BP 4 A
CC

T
A
T
GA

GA
T

T
G

T
G
C

T
A
GGT C

AT
G

C
T

T
C
G

18 1.00e-009 22 1.20e-008 22 9 0.82 0.87 0.73 IRF1 AA 1, 2, 3, 4, 5 TR C
A

G
T
A AA

G
G
A G

C
CTAGAT

AAA
G
T

G
A
T

T
G
CT

A
G
A
T

A
G
T

19 1.30e-009 23 1.60e-008 23 9 0.82 0.87 BP 2, 3, 4, 5 TR T
C

C
TGTG

A
CT

C
A
T

T
G

A
G
C

T
G
AT

C
A
T

G
C
A

G
C
A
AC
G
T G

CA
20 1.50e-009 24 9.10e-009 21 8 0.73 0.79 BP 1, 3, 5 PAL A

T
C
A

T
A
CG

C
T
A
CA

C
T
AC

GC
A

A
G
CA

C
T
G
CC

A
T
A
CC

A
A
TGA

T
G

21 2.10e-009 25 3.60e-009 19 7 0.64 1.00 AA 1, 2, 3, 4, 5 C
A

T
A

G
T

G
TA

C
G
T

T
G
C

G
A
TGT

A
GG

AAT
C
A

T
A
C

G
T
C

C
A

G
C
A

G
C
A C

TT G
C

A
T

22 3.10e-009 26 1.80e-008 24 7 0.64 0.67 BP 4, 5 A
C

A
T
GGT

A
G

C
G
AA

G
A
C

G
A
CG

T
C
G

T
A
GG

C
C
T

G
T

T
G
CT

A
T
A

C
A

23 9.50e-009 29 2.70e-007 37 9 0.82 0.60 BP 1, 2 PAL T
G
A

C
T

G
A
CG

T
T
C
G

T
C
GT

C
A
C
GA

TGTAGCT
CA

TGA
T
G
TGA
C

24 1.00e-008 30 3.30e-008 25 10 0.91 1.30 AA, BP, MD 1, 2, 3, 4, 5 PAL T
G

A
TT

GC
G

C
A
T

T
G

T
C

A
TGA

T
GTC
AT

C
G

A
C
GA

G
C
A

25 1.50e-008 32 1.80e-007 35 12 1.10 1.30 BP 2, 5 G
C

C
TA

TA
G

C
A

T
A

A
GC

G
A
G
C

G
AT

C
T
A
G

26 1.60e-008 33 9.90e-008 31 7 0.64 0.67 BP 1, 2, 3, 4 T
A

C
G
TA

C
T
C

T
AA

G
T
AT

CAA
G

C
G
A

T
G
A

A
T
CTA

C
G

G
A
T

27 1.70e-008 34 8.20e-008 29 11 1.00 1.20 AA, MD, ME 1, 2, 3, 4, 5 PAL T
C
A

AC
T
G

T
A
CA

C
T
A

C
G
A
TC
A
G T

A
C
G
AT

A A
TA TG

A
C

C
G
TT

C
C
T

C
A
T

G
C
TA

T

28 2.00e-008 35 6.60e-008 27 6 0.55 0.69 BP 3, 4, 5 GT
G

A
C
G

G
T
A

A
T
GT

G
C
A

C
T
AT

A
G
TAT

G
T
A
CTC

A
GT

AT
A

29 2.40e-008 36 1.30e-007 32 12 1.10 1.50 0.64 NFAT_Q AA 1, 2, 3, 4, 5 PAL,TR C
G
T

G
A
T

T
G
A

CATGT
A
G

T
A
G

C
A

C
A

T
G
A
CTA
GT

A
C
G
A

C
G
T

A
T
GG

A
G
A
T

G
C
T

G
A
T

30 2.70e-008 37 5.60e-008 26 6 0.55 0.93 0.64 ETS2 AA, ME 1, 2, 3, 4, 5 A
G

T
G
CC

T G
CAA

TG
TT

C
G
C
A

G
A
C AA

G
C
GAG

A
C
T
A

31 1.10e-007 38 6.30e-007 38 7 0.64 0.67 BP 1, 3, 4, 5 TR A
C

T
GTA

GA
T

A
C
G

C
T
GC

G
A
G

C
T
GA

T
A
C
GA

G
T
A
GT

G
G
C
T

32 2.10e-007 40 1.20e-006 39 7 0.64 0.67 0.67 SMAD3 BP 3 PAL T
AGA

C
TCT

A
T
GT

A
A
C
G

T
C
AG

T
C
G

T
G
AC

A
A
G

33 2.60e-007 41 1.30e-005 56 17 1.50 1.30 AA 1, 2, 3, 4, 5 T
AG

A
CG
T
A

T
G
AG

A
T
C
G
A

A
G
TT

CA
T

T
A
G

G
T
C

T
A
C

C
T
A

T
G
A
AC
T
G

A
C
GC

A
GC
T
A

34 3.00e-007 43 6.70e-006 53 11 1.00 0.77 0.75 AML BP, MD, ME 1, 2, 3, 4, 5 G
A
CAA

G
A
G
CCC

AG
C

C
G
A

A
C
GC

A
G
A
C

T
C
G
A

T
G
C

C
T
A

35 3.10e-007 44 6.60e-006 52 12 1.10 0.70 0.66 SP1_Q2 BP, ME 1, 2, 4, 5 TR A
G

A
T
G

C
A
GT

G
T
G
C

C
T
G

T
C
GG

TGC
A
G

G
T
A
CATGT

A
G
A
T

A
G
C

G
T

36 3.60e-007 45 3.80e-006 47 9 0.82 0.87 BP 1, 2, 4, 5 G
C

C
T

C
T

A
T
G

T
A

A
C
TA

T
T
G

G
A
C

T
A
CC

T
C
AAGCA

T

37 3.60e-007 45 1.90e-005 61 12 1.10 0.83 0.71 NFAT BP, ME 2, 3 G
A

G
C
A

T
A
GA

G
T
C
G

G
A

G
A
TGC
AT

C
AT

A
T
GA

TT
GT

G

38 3.70e-007 47 1.90e-005 61 12 1.10 0.83 BP 5 G
A

T
G

T
C
G

G
A
CA

GGCTAGC
A
G

C
T
A

A
G
T

G
A
TA

G
A
T
G

G
A
CTC

G

39 3.80e-007 48 2.20e-006 43 8 0.73 0.79 0.65 P300 BP 5 T
GT

C
C
T

A
C

A
T

T
G

C
GG

C
C
A

C
GA

T

40 5.00e-007 51 5.10e-006 50 9 0.82 0.75 BP, MD, ME 1, 2, 3, 4, 5 TR C
G
TT

GG
C

C
T

A
T
C
GT

G
G
A
TGG

C
C
T

G
T

T
G

T
G
CA

TA
G

41 5.50e-007 52 1.70e-006 40 9 0.82 1.30 0.66 CACBIN AA, BP 1, 2, 3, 4, 5 TR G
A

G
AG

A
ATCGG

AA
G

G
A
T

T
G GT

G
A

T
GA

G
A
G
C

A
G
T

T
A
GA

G
T
GG

42 5.50e-007 52 1.80e-006 41 6 0.55 0.69 BP 1, 4 A
T
CT

GG
C

A
TGC

G
G
C
T

G
A
TG

T
G
A

A
C

A
TA

G
C
GA

G
A
T

43 5.50e-007 52 1.20e-005 55 11 1.00 0.77 0.65 PXR BP, ME 1, 2, 3, 4, 5 PAL G
A

G
TG

A
A
G

C
A
G

C
A
T

T
C
G

T
AG

A
C
TG

T
TCA
GT

G
A

44 6.70e-007 55 3.80e-006 47 11 1.00 1.30 AA, BP, MD, ME 1, 2, 3, 4, 5 PAL A
C
T T A

TT
G A

T
A
TA

T
CGA
TC

AAG
45 7.00e-007 56 2.20e-006 43 11 1.00 2.00 0.61 CEBPGA MD, ME 1, 2, 3, 4, 5 PAL,TR T

C
AC

A
T
AT

A
G
A
T

A
G
T

G
C

GC
A
TC

G
T
C
A

C
T
AA

T
A
T

G
C
T

G
A
TG

C
C
A

46 7.50e-007 57 9.90e-005 76 15 1.40 0.67 0.66 LHX3 BP 2, 3, 4 PAL T
C

C
G
T

G
T
A

C
G
T

A
C
T

C
T
GC

A
T
A

G
T
A

G
C
TC

AAC
G
A

47 8.40e-007 58 1.60e-005 59 11 1.00 0.77 0.69 FREAC7 AA, BP 1, 2, 3, 4, 5 T
A
C

C
G
TT

A
G
T
A

A
C
G
GT
C
AC

A
T
AC

T
T
C
A

C
A

T
C
A

T
G
C

T
A
C

G
T
AG

A

48 2.00e-006 60 6.20e-006 51 6 0.55 0.69 BP 1, 3, 4 A
T

G
TG

CC
T

T
G
CA

T
A
T
GT

AG C
A

G
T
AT

G
C
T

T
A

C
A
G

49 2.40e-006 61 1.30e-005 56 9 0.82 0.87 0.67 MEF3 BP 1, 3, 4, 5 A
C
T

T
A
G

C
TA

G
G
A

G
AC

GA
C

G
CT

A AG
C

50 3.10e-006 62 5.70e-005 71 13 1.20 1.10 0.62 FREAC7 AA, BP, ME 1, 2, 3, 5 T
A

C
A
TAA

T
T
G
AA

G
G
T
A
TAG
CG

C
AA

T
G
AT

A

51 4.20e-006 63 1.30e-005 56 6 0.55 0.69 BP 3 A
C G

A
G
A

C
G

T
G
A

T
C
AT

A
A
G

T
C
GG

A
A
G

A
GTA

G

52 4.90e-006 64 7.60e-005 73 17 1.50 1.80 AA 1, 2, 3, 4, 5 TR G
A
AGTCT

A
T
A
G

C
A
GA

G
G
C
A

TC
G
A

G
C
AA

G
T
A

G
T
A

T
A
G

T
G
A

T
A
G

A
T

53 5.00e-006 65 4.40e-005 68 9 0.82 0.75 BP, ME 1, 2, 4 PAL G
C

C
T
A A

TT
G

C
T
GC

A
T
C
A

A
T
CA

C
T
C
AC

G
T
A
CA

54 5.60e-006 67 2.50e-005 64 12 1.10 1.40 0.62 ELF1 AA, BP 1, 2, 3, 4, 5 T
G
AA

G
C
T
GG

A
A
G

C
A
G

C
A
G
TCGAC

A
G

C
T
A

G
A
T
AGCTA

T
G

C
T
G

G
C
AT

G
A
GAA

55 6.00e-006 68 1.80e-005 60 7 0.64 0.81 0.60 TFIII AA, ME 1, 4 T
AGAT

A
GC

GA
G

A
G

A
T
C

A
T
GGC

G
G
AA

G
A
G

A
C
G

C
A
G

A
C
G

56 7.30e-006 69 1.10e-004 78 11 1.00 0.89 0.63 PR BP 1, 2, 3, 4, 5 T
G

C
T
A
GCA
TC

G
AA

C
T
A

A
T
G

C
A
GA

G
G
AG

A
A
CT

AG
A

T
A

57 7.40e-006 70 2.30e-005 63 7 0.64 0.81 0.62 GR_Q6 BP, ME 4, 5 T
C
AG

AC
G

C
A
GG

A
T
CA

T
A
GG G

C
ACC

T
A

T
A

58 7.50e-006 71 9.40e-005 75 15 1.40 1.10 AA 1, 2, 3, 4, 5 T
C
CGATCGATC

T
A

G
A
T

G
A
T
TG
CA
TA
G
C

CA
G
T

A
C
T

C
T
A ACGTATA

C
G

T
C
A

T
AG

AA
59 8.00e-006 72 3.70e-005 66 8 0.73 0.90 BP, ME 3, 5 A

T
G
A
T

G
T
CG

TT
G

C
G
TT

AT
GAT

A
T
A

A
G
T

A
C
GG

A
T
A

60 9.30e-006 73 2.80e-005 65 7 0.64 0.67 BP 2, 5 C
A
G
TAGCC

T
A
G
CT

AGG
T

G
C

T
C
GTT

G
A
T
CTA

G
T
G


