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1 1.10e-014 2 2.80e-014 2 7 0.41 0.51 0.66 MEIS1 AA 1, 2, 3, 4, 5 PAL ATGA
TCAT

G
C

A
G
T

G
C
TT

G
C
TG

C
G
A

2 3.40e-014 4 2.30e-013 4 11 0.65 0.70 AA, ME 1, 4 PAL,TR G
C
T
AG

CAG
A

G
A
T

G
C
T
ACA CGT

AC
G

CA
G
T
CTA
GA

T
C
T

T
AA

T
AT
C
GT

A

3 1.60e-013 5 1.90e-012 5 13 0.76 0.75 AA 1, 2, 3, 5 T
A

G
A

T
C
A

T
A

C
A
TT

C
C
T
A

A
T
CC

A
T
A

C
G
T

G
T

A
G
C

C
A
T

4 4.40e-012 6 6.00e-012 6 6 0.35 0.61 0.77 HSF1 AA, BP, MD, ME 3, 4, 5 PAL C
T
GG

T
G
A
TA

GGAAC
A

G
ATG

TT
C

C
A
TA

C
T
A

A
G

G
T

5 4.80e-012 7 1.20e-011 7 9 0.53 0.72 0.88 ATF3 AA 1, 2, 4, 5 PAL G
C
T

C
G
AC

GTGC
AT

C
T
C
A

G
TCAG

C
T
AA

G
T
A

6 7.20e-012 8 2.70e-011 8 9 0.53 0.62 AA, ME 3, 5 T A
T

T
A

G
T
A T

A
C
GA

G
T
A

T
C
A AT

7 9.50e-012 9 6.00e-011 10 12 0.71 0.77 AA 4 PAL C
G
A

CTGA C
A
T G

AGT
A

T
A
G

C
A
GTA
CG

A
T

G
C
T
AT
G
C
CG
A
T

TA
G
CT

A T
8 2.20e-011 10 3.10e-011 9 7 0.41 0.71 AA 1, 2, 3, 4, 5 TR G T

C
G A

T
A
G

A
TC

T
C
G
A ATCAGT

G
A

G
T
A

T
G
C

C
A

TC
G
AT

A
T
A
C TT

C
C
A

T
A

A
T

9 5.30e-011 11 1.90e-010 12 10 0.59 0.71 AA 1, 3 C
AAG

T
A

C
A
G A

C
G
AT

G
T
G
CA
T
GC

GTT
C
GA

10 5.50e-011 12 1.30e-010 11 7 0.41 0.51 0.60 BACH1 AA, BP, ME 1, 2, 3, 4, 5 A C
GT

AG
C

G
TCTT

G G A
C

11 1.70e-010 13 1.90e-010 12 5 0.29 0.59 0.62 LEF1 AA, BP, MD, ME 1, 2, 3, 4, 5 G
TGA

TCA
TT GAA T

A
G
C
A

AT
CAT

A
GC

AA
T

12 3.30e-010 14 1.20e-009 15 13 0.76 1.30 AA, BP, ME 1, 2, 3, 4, 5 TR G
T

C
G
AT
G
CT

G
C
G

C
G
CA
T
GA

T
GG

C
A
T

A
C
GC

G
T
A
GC

G
T
A
GGT

C
GGG

C
A

13 4.70e-010 15 1.10e-009 14 9 0.53 0.72 AA, MD 1, 3, 4, 5 TT
G

C
TA

C
C
AAT

G
G
A
T G

AA
G

C
T
A
TCA
GC

A
C
AA

T

14 6.90e-010 16 1.20e-009 15 9 0.53 0.80 AA 3, 4, 5 PAL T
C

T
CTC

G
C
GA

CCT
G
A

A
C
G
AGTCG ATGCC

A
GGA

T
G

A
C
T
G
TAGCTAGCG

C
C
G

15 1.30e-009 17 4.50e-009 17 8 0.47 0.51 BP, ME 4, 5 PAL A
G
C
TGG

A
T
G
C

C
A

A
T

G
T
C C

G
T
C
TGACC

G
AG

T
G
TA

G
C
A
T

A
G

16 4.60e-009 18 8.10e-009 18 12 0.71 1.20 AA 1, 2, 3, 4, 5 PAL,TR G
C

A
T
G
CCAT

C
G

A
C
G

A
G
C
CTA
GC

G
C
T
G
ACG
T

ATG
C A

T
GGGG

C
AT
C
GG

C
G
C
A
AC
T
GT

GGA
GC

G
A
T
G
C

A
T
C
GA

G
TCA
G T

G
T
C
A
G

17 7.00e-008 20 3.20e-007 22 9 0.53 0.51 0.84 MEIS1 AA, BP, MD, ME 1, 4, 5 T
AA

GTGACC
A

G
T

18 7.30e-008 21 2.30e-007 20 9 0.53 0.62 0.65 NERF AA, ME 1, 4, 5 PAL T
AA

G
G
C
T

A
G
C

A
T
CCC

T
A

C
G AC

A
T
A
GG

19 1.80e-007 22 2.40e-007 21 12 0.71 1.40 AA 2, 3, 5 T
G
TAG
CA

G
C
GAT
C C

G
C
A
G
TA
G
C
ATG
C
GATC AT

G
C

A
G
C
ACGTC

GC
G

C
G
TAG
CC

G
T

A
T
GC

G
G
C
TA

G
T
A
C
G
ATC
GC

T
G

AT
C
G

TC
A
GGA

G
ACT
G C

A
G

TA
C
G

A
T
C
G
ATGCC

20 2.30e-007 23 1.00e-006 26 15 0.88 1.50 0.66 LFA1 BP, MD, ME 1, 4, 5 C
G
GTA
CG

A
A
G

C
A
G

A
T
GC

GC
T

A
G
C

T
A

T
A
G

T
G

T
G

A
T
G

TA
G
C

21 4.50e-007 24 7.40e-007 24 8 0.47 0.72 0.64 HFH3 AA 4, 5 G
AAA

G
CAGT

A
T
G
AAA

T
C

C
AC

T
A
T
CT

A

22 5.50e-007 25 7.10e-007 23 7 0.41 0.71 AA, BP, ME 1, 3, 4, 5 PAL T
G

G
T
CC

G
C
GGGC

A
C
G

C
T
GG

C
C
A
G

C
A
G

A
GGC

TCG
T
A

23 5.60e-007 26 9.20e-007 25 10 0.59 1.00 AA, BP 1, 5 PAL C
G CC

A
C
G

A
T
C
G

T
G
CC

G
A
T
C

T
G
C

AT
G
C

A
C
GGG

AG T
C

24 6.00e-007 27 1.30e-006 27 8 0.47 0.62 BP 5 G
T

T
CA

T
A
C
GAA

G
C
T
GC

T
C
G

A
GTA

C
G

25 1.00e-006 28 1.30e-006 27 12 0.71 1.40 AA 3 PAL,TR A
G

TA
G
C

A
C
G

C
T
G

T
G

A
G
C
ATG
CGA

T
G

C
G
TA
G
C C

G C
G
ATG
C
ACT
G
TC
A
G

AT
C
GGCT

A
G

T
G
C

T
G
C
AT
G
CA

G
A
T
G
TA
C
GA

C
G

A
G

C
G
T

T
C
G

A
C
G
ATGCT

C
A
G

A
C
G

A
C
GA

GG
26 1.10e-006 29 4.40e-006 30 14 0.82 0.95 0.61 MEIS1 AA, BP, MD, ME 1, 4 T

C
A
G
TAC
G C

A
G

C
A
G

A
T
G

T
C
GA

G
GTACAA

GG
TGA

GCCGTAT
G

27 1.20e-006 30 1.90e-006 29 10 0.59 1.10 0.62 AP2GAM AA, BP 3, 4, 5 T
G
C
TG
A
C
CTAGGA

G
AT
C
G C

G
AT
G
CCA

C GGT
A
G

T
A
GC

28 2.10e-006 32 7.80e-006 32 9 0.53 0.51 0.69 CHOP AA, MD, ME 1, 2, 4, 5 G CTTG A
29 2.60e-006 33 5.40e-006 31 15 0.88 1.50 AA 3 CC

G
T

T
G
C

A
G
T

A
G

C
A
G

T
A
G

A
T
G

G
C
T

A
CC

A
C
A
GC

GA
GG

C
CATGT

C
G

T
C
GG

30 4.70e-006 34 1.20e-005 35 10 0.59 0.71 0.64 CACBIN AA 3, 5 GCTAGC
G

T
CC

TGGG
A

AT
G
CA

31 4.90e-006 35 9.80e-006 34 9 0.53 0.72 0.60 NFKAPP BP, ME 1, 4, 5 TR G
A
CA

C
T
A

A
GC

G
T
G
A

T
G

T
A
CA T

C
A
C
TCA

T
G
C

T
G
AA

G
C
A
G

32 6.50e-006 36 4.90e-005 43 14 0.82 0.73 0.67 SP1_Q6 BP 1 T
A

G
C
A

C
T
G

C
T
GT

G
C
A
GA

C
T
A
GT

G
A
GA

GA
C
GCTAA

G
C

T
C
AG

A

33 1.10e-005 38 1.40e-005 36 10 0.59 1.10 0.71 AP2_Q6 AA, BP, MD, ME 1, 4, 5 T
A
G

A
C
GC

G
T
GC

G
T
CCA

CGGA
G

A
G

T
C
GT

C
C
T
G

34 1.50e-005 39 2.30e-005 37 15 0.88 2.00 AA 2 PAL,TR C
GGAT

G
C

ATC
G

TAC
G

AG
C
T
AT
C
G
TAC
G
ATCGTA

G
C

A
G
T
C

AT
G
CC

G
C
G

G
C

A
C
GGA

G
C
AT
G
CC

G
A
T
C
TAC
G

TC
A
GT

GGA
T
C

G
C

35 1.60e-005 40 3.00e-005 39 9 0.53 0.80 AA, ME 1, 2, 3, 4, 5 AG
A

T
GA

T
AT
C
G

TG
C
AA C

GAA
G
CA

36 1.90e-005 41 4.50e-005 41 10 0.59 0.71 0.84 HMGIY AA, ME 1, 4, 5 PAL A
GA

G
G
AAC

G
A

T
ATG

T
C

C
A
TA

C
G
C
A

37 1.90e-005 41 6.10e-005 44 11 0.65 0.70 BP 1 C
A

A
C

G
A
T

G
A
TC

G
GTCAT

A
TG
C
A

C
A
T

G
CAG

C
C
AAA

T
G
CTAG

38 1.90e-005 41 2.90e-005 38 8 0.47 0.72 0.73 CEBPGA AA, BP, ME 1, 4, 5 PAL G
C
A
TAA

C
C
T
ATG

CA AG
AT

G

39 3.00e-005 44 4.50e-005 41 13 0.76 1.50 0.64 MINI19 AA 1, 2, 4, 5 A
C
G
ACT
G G

C
C
T

T
G
CG

TGG
C
T

C
G
CATGC

G
A
G

T
G
C

C
G
AC

G
TG
A
CA

G

40 3.00e-005 44 3.70e-005 40 8 0.47 1.00 0.61 AP2GAM BP, ME 5 PAL,TR A
G
C
TG

C
A
C

A
G
TA

GG
A

C
G

A
T
CG

C
T
C

T
G
C

A
GGA

GC
G

A
C
G

T
C

41 5.40e-005 46 1.20e-004 46 15 0.88 1.20 BP 1, 4, 5 A
G
CT

G
T
G

A
GT

G
T
G
A
CC

T
T
C

A
T
G

A
G
C

G
T
A

A
G

C
T
AG

C

42 6.30e-005 47 7.70e-005 45 8 0.47 0.72 BP 4 C
A
GA

C
G
A
CA

T
C
TA

T
G
C

A
T

A
G

G
A

T
C
G

G
C
TC

G
G
A

A
T

T
G

43 7.20e-005 48 2.00e-004 49 11 0.65 0.70 0.69 GKLF AA, BP, ME 1, 2, 3, 4, 5 AAT
GGGGT

G
CC

A

44 7.30e-005 49 2.10e-004 50 18 1.10 1.40 0.66 AP2_Q6 AA, MD, ME 4, 5 TR T
G
ATG
CCG

A
TGGC

A
G
TA
C
G T

C
GA

GGATCGC
G

45 9.00e-005 50 2.00e-003 62 36 2.10 1.70 0.73 ERR1 BP, ME 1, 4, 5 G
C
T

A
T
GT

C
C
A
G

G
C
A

T
G
AGA

T
A
CC

A

46 1.10e-004 51 1.30e-004 47 8 0.47 0.87 0.66 IRF AA 1, 2, 3, 5 PAL G
A T

AGG
AAA G

A
T

C
T
G

T
C
GC

T
A
C
G
TTAGCT T

A

47 1.10e-004 51 1.50e-002 79 99 5.80 6.70 ME 1, 2, 4, 5 T
C
G

T
G
C

C
T
G

C
GG

A
T
G
C

C
G
TT

G
T
C
G
ACT
G

A
G
C

48 1.20e-004 53 1.80e-004 48 16 0.94 2.20 AA 1, 2, 4, 5 PAL,TR G
C

T
C
A
G

AT
CGT

C
G

G
A
C
AT
G
C

T
C
G

C
GC

G
T
C
GC

G
AT
C
G
AT
G
C
CTAGA

G
C

A
G
TC

G
AT
C
G

A
C
G

T
G
C

T
G

C
T
GG

49 2.00e-004 54 1.10e-003 59 23 1.40 1.00 0.61 GFI1 BP 4 C
A
CT
A
GT

C
GT

A
C
GC

A C
T

A
T
CG

A
C
T

CT
G
A

50 2.40e-004 55 1.70e-002 80 43 2.50 3.40 0.66 IRF ME 1, 4, 5 T
G

TC
A
GT

A
C
GC
T
AT

G
TCAGGG

C
A

G
C
A

C
T
A

C
A
G

51 2.70e-004 57 6.50e-004 56 18 1.10 1.50 0.67 SF1 BP, ME 4 C
A
GC

G
G
T
CG

C
T
A
G

T
G
C

G
C
AG

A
A
GGC

G
TG

C
C
G
A
ACGT C

G
T
A
G

52 4.10e-004 59 4.80e-004 53 11 0.65 1.30 BP 1, 5 PAL T
A
GGA

C
G

A
C
G

T
A
CT

C
C
G
T

T
C
GC

G
G
A
C

G
CG

A
G
TT

G
A
T
G

T
C
G

A
C
G

53 4.20e-004 60 6.60e-004 57 9 0.53 0.62 BP 1 T
A
GG

T
C
G
A

G
C
AG

A
A
G
CTA

T
C

A
T
G

C
A
TG

A
T
A
G

G
C
AA

T
T
G
CA

T
C
G

54 4.20e-004 60 1.10e-002 74 110 6.50 12.00 0.67 SPZ1 ME 1, 4, 5 A
C
G

G
A
C

C
G
TCA
GC

G
T

T
G
A
C

C
A
G

C
A
G

C
G
T

A
T
G

A
G

C
A
G

C
A
T

T
G
A

A
C
G

C
A
G

55 4.20e-004 60 4.40e-004 52 15 0.88 2.70 AA 4 PAL,TR G
T
C

C
G C

G
T
C
GG

C
AG
T
CT

GGC
G

C
A
G T

G
C
G

C
GG

C
T
G
ATC
G
ATG
CG

C
G
CC

G


