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61 2.90e-005 84 1.00e-001 183 94 3.90 5.40 0.66 IK3 BP 1, 3, 5 G
C
T

T
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G
A
T
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C
AG

A
A
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T
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T
CG

C

62 2.90e-005 84 3.10e-006 75 11 0.46 0.93 AA 2 G A
C
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C C
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63 3.30e-005 88 4.80e-006 79 12 0.50 0.66 0.62 NGFIC BP, ME 1, 2, 3, 4, 5 PAL A
G

G
A

T
G
CT

GTT
G
CT

G
C
G

C
AC

G
C
G

G
C

64 3.50e-005 89 6.80e-002 159 41 1.70 2.30 0.76 IK3 ME 1, 2, 3, 4, 5 G
C

A
G
CG

T
A
G

T
G

T
G

A
T
C

G
C
A

65 3.70e-005 90 6.60e-006 81 8 0.33 0.64 0.79 SP1_Q4 AA, BP, ME 1, 2, 3, 4, 5 A
C

G
A

G
T

T
G

A
GGCA

G
C

T
G

A
G

C
T
GCG

C

66 5.80e-005 93 1.10e-005 83 9 0.38 0.88 AA, ME 2, 5 T
G
C

T
G
A

C
A
GGG

C
A
G
T

C
T
GC

A G
CC

G
G
TGGG

C
A
G
CA
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C

67 8.90e-005 95 1.30e-005 84 12 0.50 0.72 0.64 TITF1 ME 1, 2, 3, 4, 5 TR T
G

T
A
C

A
G
CC

GAC
A
GG

A
T
G
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T
G
C

T
C
A

T
G
A

C
T
G
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68 1.20e-004 96 1.70e-005 86 10 0.42 0.65 0.78 SP1 AA, BP, MD, ME 1, 3, 4, 5 PAL G
CC CATGA

C
GGGCACTGT

GA
GG

69 1.80e-004 97 3.30e-005 87 7 0.29 0.55 0.65 AP2GAM AA, ME 2 AGCCA
G
C AGC

T
G

A
T
C

G
C
A T

70 2.60e-004 100 1.10e-001 199 107 4.50 6.10 0.81 CREB BP, MD, ME 1, 3, 4, 5 C
A
G

G
C
TT

GG
AA

C
C
G

G
A
T

G
A
C

71 2.90e-004 101 5.70e-005 91 9 0.38 0.88 0.61 MTF1 AA 3, 4 C
G

C
A
ACTGT

C
G CTCAGT

A
GG GG
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G

G
A
C

AT
C
GG

72 2.90e-004 101 1.10e-001 199 121 5.00 5.20 0.73 CACBIN BP 1, 2, 3, 4, 5 CT
G
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G
A
G
T

T
G
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T
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73 3.20e-004 103 4.40e-005 88 10 0.42 0.58 0.62 AP4 ME 1, 2, 3, 4, 5 A
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T
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A
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G
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A
GT
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T
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G

74 3.50e-004 104 5.60e-005 90 8 0.33 0.56 0.67 SP1_Q2 MD, ME 1, 2, 3, 4, 5 TR G
C
A
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A
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C
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75 3.50e-004 104 5.70e-005 91 10 0.42 0.88 0.60 MTF1 BP, ME 1, 2, 3, 5 PAL T
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T
C T

A
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G
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A
C
G

76 3.50e-004 104 7.10e-002 162 44 1.80 2.50 0.72 ACAAT BP, ME 1, 2, 3, 4 PAL G
T
C

G
T
C

T
G
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T
CGATT

G
T
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T
C
G
T
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G

G
C
A
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77 3.90e-004 108 4.40e-005 88 13 0.54 0.78 BP 2, 4 A
C
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78 4.10e-004 109 8.10e-005 93 11 0.46 0.78 BP, ME 1 GT
C

C
A

G
C

G
A

A
G
TG

CGG
T

79 4.80e-004 112 7.60e-002 166 34 1.40 2.40 0.67 AP2GAM BP, ME 2, 3, 4 PAL G
A
T
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T
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C
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C

G
A
CA

G
T
A
GA

G
T
GG

C
A
G
T

T
C
G

80 6.00e-004 116 1.00e-001 183 132 5.50 9.10 BP 3, 5 PAL TGA
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81 6.10e-004 117 1.10e-001 199 114 4.80 7.60 0.63 HIF1 BP 1, 2, 3 A
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82 6.60e-004 118 8.70e-002 173 34 1.40 2.00 0.66 GC ME 1, 2, 3, 4, 5 A
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