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Lo
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1 5.60e-016 2 1.90e-011 3 42 1.10 1.40 0.95 mef2 AA, BP, MD, ME 1, 2, 3, 4, 5 CA
G
T
AGTCA

T
C

TG
A
C
GT
A
C
TGA
C
CG
A
T
CATGATCGA

T
CC

T
GC
T
AT

A
G
A

CG
T
A

G
T
A

G
T

G
A

C
A
G

G
A
C

2 6.50e-015 3 4.10e-012 1 22 0.59 0.76 AA, ME 1, 2, 3, 4, 5 TR T
C

A
T

CT
A
GT

A
GG

A
A
G
ATCGA

C
CGATC

GA
G

A
G
TACGG

A
A
G

A
C
T
GG

A

3 7.20e-014 4 5.40e-012 2 16 0.43 0.65 ME 1, 2, 3, 4, 5 PAL G
T
AT

A
C
T
AC

AC
G

C
A

T
C
A
AG
T
C

G
A
C

A
TA

G
T
G
A

G
A
C

A
G
C

A
T
C

T
A
CAC

T
G

4 2.00e-012 5 4.60e-010 7 17 0.46 0.56 0.76 ATATA BP, ME 1, 3, 4, 5 PAL CG
C
T

C
G
A

T
AAG

T
ATAT

A
G

5 3.20e-012 6 3.30e-010 5 22 0.59 1.10 0.72 RSRFC4 AA, BP, ME 1, 2, 3, 5 PAL A
C
T
GTCAC

A
T

C
A

C
T
AT

A
G
T

G
A

T
A
G

GTACT
C

A
T
C

C
T
A
TGA
CAT

G

6 2.10e-011 8 1.90e-009 10 20 0.54 0.80 0.73 PR AA, ME 1, 3, 5 G
T

CAGTACTGAC
A
GTCAT

AT
G

G
A

G
ACC

A

7 2.20e-011 9 1.30e-009 9 19 0.51 0.77 0.69 SRF_Q5 MD 1, 2, 3, 4, 5 PAL C
GCAG

C
T

C
AT

A
G
T
A

C
A
G
T
GA
C
T

CT
G
AA

G
A
T
C
G

A
T
C

G
C
AG

T
T
GA

T
G

C
A
G

8 4.20e-011 10 7.30e-010 8 14 0.38 0.64 ME 1, 2, 3, 4, 5 PAL A
GA

G
A
T
C
G

T
G
C

A
C

T
A
C

G
T
AG

AGT
A
G

A
GT

A
C
A
GG

AG
C
CAT
GT

G
9 7.70e-011 11 3.60e-004 98 541 15.00 11.00 0.65 LYF1 BP, ME 1, 2, 3, 4, 5 AG

C
TG

A
T

T
A
G

T
C
G

C
G
TT

C
A
T

A
C
T
GG

A
C
T
G
TAGCA

C
T

G
C
T

T
C
G
A
CA
T
GC

A
G

10 1.40e-010 13 4.90e-009 11 17 0.46 0.93 0.70 CACBIN BP, ME 1, 2, 3, 4, 5 GT
G

A
G

T
C

G
A
C

T
A
G

T
A
G

T
A
G

T
G

TA
C
GA

TGT
A
GG

11 2.00e-010 14 2.90e-008 13 22 0.59 0.86 0.66 SP1_Q2 AA, BP, MD, ME 3, 4, 5 PAL,TR C
G
TA
CGA

T
G
CT

C
ATC
G
ATCGA

C
G

AT
C
GA

C
G

A
T
GGC

G
TACGG

A
T
G

T
A
G

C
T
G
TACG C

A
GGC

T
G

12 2.30e-009 16 1.70e-008 12 8 0.22 0.42 0.68 T3R ME 1, 2, 3, 4, 5 CC
T
AGTA

GT
A

T
C
G

A
C

A
G
T

T
A
CA

T
C
G

A
G
C

T
A
C

13 3.30e-009 17 5.10e-008 14 15 0.41 0.69 0.65 TAXCRE ME 1, 2, 3, 4, 5 T
C
G

CT
A
GT

CTC
G

C
T
GA

G
A
C
G

T
A
G

C
T
A

T
A
GG

A
A
G
C

T
C
A
G

G
A
T

A
G
C

T
G
A

A
C
G

14 4.10e-009 18 5.50e-007 23 35 0.95 1.70 AA, BP 2, 3, 4 C
T
A

G
T
A

G
A
T

G
A
T

C
TT

A
G
T
A

C
A
G

T
G
A
TACGTGCAG

T
A

A
C
G

CG
A
T

C
T
G

A
T
G

G
A
C

15 6.70e-009 19 1.00e-006 28 31 0.84 1.50 AA 3, 5 TR T
G
A A

T
A
G

A
T

T
C
A
G

GC
T
A

GCA
T

GCAT TG
C
AT

A
A
T
CATGT

A
A
TA

T
T
C
A

16 6.90e-009 21 6.90e-008 17 12 0.32 0.67 0.71 MAZ ME 1, 2, 3, 4, 5 TT
A
G

T
G

C
GAA

G
A
T
GGG

C
C
A
T

A
T
G

A
G

17 6.90e-009 21 6.80e-008 16 11 0.30 0.57 0.77 LPOLYA AA, ME 1, 2, 3, 4, 5 C
A

T
C
A

C
TA

C
C
ATT

AAG
AA

TT
A

18 1.20e-008 25 9.30e-008 18 9 0.24 0.49 0.71 sp1 BP, MD, ME 1, 4 T
A
GA

GT
GT

A
A
G

T
G

A
C
GT

G
C
AG

TG
T

A
GT

G
A
G

AG
C
T

T
G
C

19 1.20e-008 25 2.30e-006 36 35 0.95 1.50 0.62 XFD2 AA 4 PAL C
T
A

TC
GAG

T
A
AC
T
G
CTG
A C

A
T

GA
C
T

G
C
T

G
A
T
GTA
C

G
T
A

G
A
T

G
A
T

C
A
T

G
A

C
G
A

G
C
A T

A

20 1.60e-008 28 2.20e-007 20 12 0.32 0.58 0.86 AP4_Q6 AA, MD, ME 1, 2, 3, 4, 5 PAL T
G

T
G
C

A
G
T
C
GT
A
C
AT
C
G

T
A
C

G
A
TGA

C
G
T
A

A
G

T
CTGA

T
G

21 1.70e-008 29 4.20e-006 40 35 0.95 1.50 0.71 MMEF2 AA, MD 1, 2, 3, 4, 5 G
A
T

AG
C
T
ATCGGT

C
A G

A
CATGC

T
G
A

A
G
T

G
C
T

G
A
T

T
C
AG

A
G
AG

A
CG
T
A C

G
A

C
T
G
A

C
T
A

22 1.70e-008 29 8.60e-007 26 27 0.73 1.30 AA 1, 4 PAL G
A
T

C
A
CAGT GACTGC

A
T
GTC
AC

T
AT

A
TCGAG

T
A G

A
T
G
A

TCG
A
GTCAGTCAG

A
T T

A
CAG
T

GC
A
T

C
T
A

A
T

G
C
T

23 1.80e-008 31 1.80e-006 34 28 0.76 1.40 0.61 MMEF2 AA 4, 5 T
C
G
A
TCA
G C

T
A

GA
C
T

A
C
T

GA
C
TA

C
GC
A
T

C
G
A
T

GATCAGT
C
GCTATC

A
G

GAT
C
AGCTG

C
T
GTACTGCA TGACC

T
A

G
T

CG
T
A

G
T
A

T
A

C
T
A

G
T
A

AC
T
G

C
G
A

24 1.90e-008 32 3.50e-006 39 35 0.95 1.50 AA 1, 2 PAL G
A
T

A
G

C
T
A

ACGTAGTCGC
A
T
CA
G
T

GCATAGCTAG
T
CA

T
A
G
T

C
A
T

C
A
T

A
T

C
A
TA

T
TC
G
A
TGACT

A

25 2.00e-008 33 7.20e-007 25 21 0.57 1.00 AA 1, 2, 4, 5 T
A

T
G
A

G
T
A
TGCAT

A
CA
G
TT

A
TGC
A

GC
A
T

GTACG
C
T
TCGAC

G
A

C
A

GA
CTA

C
TCG
A G

A
T
C
A

C
G
A

G
A
T

C
G
T

G
T
A

26 2.70e-008 35 2.00e-006 35 21 0.57 0.96 AA 1, 5 PAL G
T
A

C
G
A
TCG
A C

A
T
CG
A
T C

A
TCG
A

CA
TG

AG
CTC

T
A

GC
A
T
CAG
T

TGA
CC

A
GACTC

A
T

A
G
TAC

AT
A

C
T
G
A

GC
T
A

G
T
A

27 3.60e-008 36 2.00e-007 19 8 0.22 0.48 0.69 NRSF ME 1, 2, 3, 4, 5 TR G
C

G
AGG

C
G
A
C

A
T
C

T
A
C
AGC
TT

G
AGC

GA
C

G
CAC

A
GA

CCG
C
T

28 4.70e-008 37 2.50e-007 21 8 0.22 0.48 0.64 TST1 ME 1, 2, 3, 4, 5 T
A

ATCGC
G

A
G

T
G
AT

A
C
A
TTA

T
G
AA

G
G
A

29 5.90e-008 39 4.30e-007 22 11 0.30 0.62 ME 1, 2, 3, 4, 5 T
G
A

A
G
C C

GT
CTG

C
A

A
T
CT

C
A
TT

GGA
G C

A
A
T

T
C
G

30 7.60e-008 40 9.10e-006 48 31 0.84 1.50 AA 1, 2, 3, 4 T
A
CA
T
G A

T
T
A

C
T
A

T
C
A

C
A
T

G
AT

A
CT
A
G

C
G
A

T
G
A
CGATGATCGCATTGCAGA

CTA
T
C
GTC
A

C
T
G
A

A
T

31 9.10e-008 41 1.90e-005 55 51 1.40 2.20 AA 2 PAL G
C
T
A
CTG
A
ACG
TG

T
GTCAA

T
C
A
TA

T
G
T
A

G
T
A

C
G
A

T
G
A
CT
A
G

CA
T
G

CTGAG
C
AA

T
ACT
G
GC
T
A

AT
GCC

A
T

A
G
T

32 1.20e-007 43 7.60e-006 46 32 0.86 1.50 AA 2, 3 PAL G
A

G
C
T

G
T
A

CG
A
T

C
T
AT

A
C
A
T

G
A

G
T
A

G
T
A
CAGT T

A
C

A
C
T
TAG
CC

T
A

33 1.30e-007 44 5.70e-006 42 26 0.70 1.20 0.62 TBP AA, ME 4 PAL,TR G
A
T

C
T
A

C
T

G
T
A

G
T
AAG

C
A
T

C
A
T
TGCAT

A
CT
A
G

G
T
AA

G
A
T

34 1.50e-007 45 1.00e-005 51 28 0.76 1.50 AA 1, 2, 3 PAL,TR T
A

G
C
A

G
T
A
TCAGCATGGCTAG

T
A

T
G
AAC

T
A

G
T
AG

T
GC
T
A
CAG
T
TGC
A
GAC
T
GTACT

A
CGAT T

35 2.10e-007 48 7.60e-006 46 26 0.70 1.40 0.69 MEF2_Q AA, ME 2, 3, 4, 5 T
A

C
G
A
TT

A
T
A

T
A

C
T
A

G
A

G
C
T

TC
GAC

G
T

GC
T
A

G
C
A

GT
C
A

G
T
C
GACT GT

A
CA

T

36 3.20e-007 51 1.60e-006 31 10 0.27 0.65 0.62 LHX3 ME 1, 2, 3, 4, 5 PAL T
G
A

G
C
TT

A
G
T

G
A

A
T
GT

G
T
G
AG

T
A
G
TT

A C
TTAG

A

37 3.20e-007 51 1.60e-006 31 7 0.19 0.40 0.78 SRF ME 1, 2, 3, 4, 5 A
T
GA

C
G
T
CA

T
G
T

G
A
T
CGTAT

AG
AGT

GGG
CA

38 3.80e-007 54 2.50e-006 37 9 0.24 0.49 0.61 LFA1 ME 1, 2, 3, 4, 5 GGA
G

G
A

T
A
GCAT

C
G

T
G
CC

G
T
AG

39 5.20e-007 55 1.40e-005 53 19 0.51 0.77 0.62 AP2_Q6 BP, ME 1, 2, 3, 4, 5 C
T
A

T
C
A

G
T
AG

A
A
GGT

C
GA

C
T
G
A
C

A
T

A
T
C
GA

GG
40 5.40e-007 56 6.20e-006 43 14 0.38 0.72 0.71 IRF AA, ME 1, 2, 3, 4, 5 T

A
C
A
T A C

G
A

T
G
A

AT
CGAG

AT
AG

A
A
G
TG

41 6.40e-007 58 7.00e-006 45 14 0.38 0.72 0.68 CDC5 ME 1, 2, 4, 5 PAL G
T

C
G
T

C
T

T
AA A

T
C
T
GAG

A
C
T
G

42 7.10e-007 60 1.30e-004 74 29 0.78 0.98 0.71 CP2 AA, ME 1, 2, 3, 4, 5 CTGGAT
G
C
AT
G
C
CA
T
G
TA
G
CAG

43 1.00e-006 62 5.80e-005 64 27 0.73 1.10 0.60 MEF2 AA, MD 1, 2, 3, 4, 5 PAL,TR T
A
CAGT TGC

AT T
A

T
A

T
AACAGTT

A A
44 1.30e-006 66 5.10e-005 62 22 0.59 0.83 0.76 FOXD3 AA, BP, ME 1, 2, 3, 4, 5 TR T

G
AAAT

G
AG

TAATA
G
CG

A
C
A
G

45 1.60e-006 69 1.00e-005 51 11 0.30 0.57 BP, ME 1, 2, 3, 4, 5 G
T

C
A
GG

A
C
A

G
CT

AA
T

G
C

A
T
C

T
G
CC

A
C
A
TA

46 2.30e-006 71 4.40e-005 61 24 0.65 1.40 AA 1, 2 PAL,TR GC
A
TA

T
A
TA

G
T

G
T
A

C
T
A
GCT
A
CTA
G

GCA
T

CA
GT T

G
A
CAGT CG

T
A
GAT
C
AGTCG

T
A
TCG
A
TCG
A
GC
T
AA

T
CTGAG

T
A

T
G
A

T
G
A

G
T
A
GC
T
A
GACT TACGG

T
C
T
A

47 3.20e-006 76 1.90e-003 152 341 9.20 8.50 BP 1, 2 PAL G
C
T
A

C
T
G
A

G
C
T

G
A
T

C
T
G

G
T
A

A
T
G

C
A
GG

C
G
C
T

T
G
A

CA
T
G

TC
G

C
T
A

T
G
A

CG
A
T

48 3.30e-006 78 3.10e-003 172 650 18.00 16.00 0.65 P53_DE BP 1, 2 C
G
A
GCA
T
GCT
AT

C
A

G
C
A

G
A
T

C
G
AG

A
T
G
C

C
T
A

T
C
A
TA
G
C

G
A
T

T
G
C

49 3.90e-006 79 2.00e-004 85 44 1.20 2.20 AA 2, 4 PAL,TR T
C
A

G
C
A

G
A

A
T
G
ACTGA

C
T

G
A
T

T
C
A

C
T
A

T
A

T
G
A

G
A
T

C
G
A

G
T
A
CGA
T T

C
A

T
A

50 6.10e-006 85 5.60e-003 192 103 2.80 3.50 0.66 RSRFC4 BP 1, 2 A
G
C
T

G
T
C

T
C
A

C
A
T

CG
A
T

G
T
A

T
C
A

C
A
T

G
T
AA

G
G
C
A

G
C
T

C
A
T

A
C
T

51 7.10e-006 89 1.00e-004 72 28 0.76 1.50 AA 1 G
T
A
CGTAT

G
A
ATG
C C

T
G
A
CG
A
TT

A
T
A

A
G
TA

G
C
A
CGATG

A
T

C
T
A

A
C
TA

T
T
G
A

G
T
A
TA
G
CG

A
C
A
T

CG
A
T

52 8.90e-006 92 2.80e-004 89 35 0.95 2.30 AA 2, 5 PAL,TR G
A
T
ATGCG

T
AT

A
A
G
T

G
T
A
TCGAG

T
A

A
T

ATGCA
C
T

G
T
A
TAGCGC

T
A

TAGCGC
TA
GCTAC

A
T
A

GTCA CTA
G

CT
G
A
GCT
A

CG
T
A A

53 9.30e-006 94 5.30e-005 63 9 0.24 0.49 0.69 HEN1 ME 1, 2, 3, 4, 5 PAL,TR T
C
GAGA

C
G
T
AT

G
A
G
C T

G
A
G
C

T
C

G
CAT

G

54 1.30e-005 96 9.10e-005 70 21 0.57 1.60 AA 1, 5 PAL T
A
ACTGG

T
A

C
G
A
CG
A
T

CG
T
A

G
A
TA

G
C
A
CATGTAGCCG

A
T

G
A
T

A
G
T

G
C
T

GC
A
TC

G
TT

A
G
A
T

A
G
T

C
T
A
CTG
A

TG
A
C

T
G
C
A

G
A
T

A
G
T

55 1.30e-005 96 4.80e-004 105 40 1.10 1.90 AA 1, 2 PAL,TR T
A

G
T
A

G
T
A

CA
T
G

C
T
A
CA
T
G

GT
C
A
CG
T
A
CTGACTAGT

G
A
TAG
C

G
T
C
A

C
T
A
CG
T
AA

G
C
T
A

C
T
A

AC
G
T

GCATT
A

C
A
TT

56 1.30e-005 96 2.20e-004 87 32 0.86 1.80 AA 1, 3 PAL G
C
T
A
CT
A
G

G
A
T

TG
C
A

G
C
T
A

C
T
A

T
A

T
G
A

T
A
G
CATGA

T
G

GC
A
T
CAGT ATG

C
G
T
A

ACG
T T

A
C
A
T

A
TA

T
G
A
T

C
T
A

C
A
T

57 1.30e-005 96 1.70e-004 81 23 0.62 1.30 AA 5 PAL T
A

G
A
T

T
A
G

C
A
CTGAG

A
TCG
AG

T
C
A
T
CA
G
T
GCT
AC

T
A

T
A
AGCTG

A
T
TCAGT

A
GC
T
A

C
A
T

58 1.30e-005 96 3.20e-004 92 37 1.00 2.40 AA 1, 3, 5 C
A
T

ACG
T C

A
T

C
A
T

C
T
A

A
T

G
C
T
A

C
A
T

ATGCGC
T
A

TGCAGACTAG
T
CT

A
G
A

T
G
AT

A
T
A

C
T
A

59 1.50e-005 103 1.60e-002 233 148 4.00 4.50 0.66 PAX BP, ME 2, 3 T
AG

TACA
T
G
AGC
T
AG
T
C
GT
A
C

A
T
C

C
T
A

T
A
G

C
G
A

60 1.70e-005 104 9.90e-005 71 9 0.24 0.49 ME 1, 2, 3, 4, 5 A
TGC

G
C
G
AG

A
A
G

A
G

TC
G
A

C
G
AATA

G
CT

A
G
A

A
T
GG

A
G
T
C


