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61 7.10e-006 81 4.00e-005 60 8 0.27 0.64 ME 2, 5 PAL,TR T
GG G

T
C
TGCAT

G
CT

CA
TG A

C
G

G
T
CTGG

62 7.90e-006 84 2.30e-004 93 25 0.83 1.60 AA 1, 5 PAL CG
T
A

TGC
A T

A
C
G
A
T

T
C
A
G

T
C
G
A

T
C
A

C
T
AA

T
C
A
T

CGAT AG
C
T

TAGC GCA
TC

A
T

C
A
T

G
T
A

C
T
A

G
T
A

G
T
A
CG
A
T

G
C
A

C
T
A

63 8.10e-006 85 6.10e-005 67 10 0.33 0.66 ME 1, 2, 3, 4, 5 AC
A

T
C
AA

GA
GCG

T
G
T
C

T
AC

A
A
T
G
C

G
A
C

G
T
A

64 8.70e-006 86 5.00e-005 64 10 0.33 0.76 ME 1, 2, 3, 4, 5 C
T

C
G

A
C
G
CGTAAG

A
TCGAC

T
G
T
A

T
G
A

A
G

C
T
GG

A
C
A
G

T
G
AGT

A
C

65 9.20e-006 88 1.30e-004 85 15 0.50 0.90 MD 1, 2, 3, 4, 5 PAL,TR T
AT

A
C
A
T
AGC
T

G
C
T
A

A
T
G

C
A
G

C
G
T

TG
C
A

T
G
A
C

A
C
G
T

T
A
GG

A
A
T
C
G
AT
G
CC

T
A
T
C

T
A

66 1.10e-005 89 8.50e-004 120 244 8.10 9.50 0.74 MEF3 BP, ME 1, 4, 5 T
C
G
A

G
T
A

C
G
T

C
A

T
A
G

G
T
C

T
A
C

C
G
A
TA

G
G
A

C
A
G

CG
A
T

67 1.20e-005 90 1.50e-004 87 10 0.33 0.55 0.67 GR ME 1, 2, 3, 4, 5 A
CC

T
A
C
T

T
CAT

GAA
68 1.30e-005 91 6.90e-005 71 9 0.30 0.65 ME 1, 2, 3, 4, 5 G

A
C
T
GAA

G
A
GA

G
T
G

A
T
GAGTCAG

T
CG

TG
A

A
G

69 1.30e-005 91 7.00e-005 73 9 0.30 0.60 0.66 LHX3 ME 1, 2, 3, 4, 5 PAL G
T
AGG

C
AC

A
C
G
ATC

TTT
A
GAG

T
A
T
CC

G

70 1.40e-005 94 7.50e-005 75 8 0.27 0.58 0.62 CACBIN ME 1, 2, 3, 4, 5 PAL T
G
CC

A
A
GT

G
CAGTA

T
G

A
G
C

A
CA

C
G
C
AA

G
T
CT

CA
T

A
G

71 1.60e-005 96 1.20e-004 82 11 0.37 0.67 0.67 CACBIN ME 1, 2, 3, 4, 5 A
T

A
T
G

A
T
GGT

G
AG

C
T
A

T
G

T
GT

G
G
C
TA

C
T
A

T
A

T
G
A

72 1.60e-005 96 3.00e-004 96 19 0.63 1.10 AA 2, 5 PAL C
A
T

C
A
TA

T
G
T
A

T
A
G

CG
A
T

A
T
G

T
A
G
TA
G
C

GTCAG
A

T
A

CG
A
T
TCA
G

C
T
A
CA
T
GG

A
T
A
G

CA
G
T
GTCAT

C
A

TG
C
A

T
G
A

T
C
A
GCTAGTC

A
CA
G
TG

AT
A

73 2.00e-005 98 1.40e-003 131 47 1.60 2.70 AA 3 PAL G
A
C
T

T
C
A
GCA
TT

A
C
T
AG

A
G
T
A

T
G
A
CTAGC

G
A

G
T
A

CGT
AACTGAGCATTCAGGTCAGTCAG

A
T

CGA
T
CGA
T
GATCGACTCATGC

A
TA

T
A
T

74 2.00e-005 98 5.30e-004 106 28 0.93 1.80 AA 1, 2, 4 PAL A
T

C
A
TA

T
C
A
T

G
A

C
T
A

AGTCC
A

C
A
T

GTACT
C
A

C
G
A

G
C
A

G
T
A
GATCT

C
A

G
T
A
AT
CG

CG
T
A

75 2.20e-005 101 1.50e-004 87 9 0.30 0.65 0.70 IRF BP, ME 1, 2, 3, 4, 5 C
A

G
AA

C
C
T
AGAT

AT
G

C
G

T
A

76 2.70e-005 106 3.10e-004 97 11 0.37 0.61 BP, ME 1, 2, 3, 4, 5 PAL A
T
G

A
C
GAT

C
GG

ATT
G
AT

C
G
CA

C
G
A
T

A
T
G

C
G

77 2.70e-005 106 8.70e-004 121 21 0.70 1.10 0.75 LHX3 AA, BP, ME 1, 2, 3, 5 PAL TTAGCGTACTA
TAAT

AA
T

78 3.80e-005 112 3.50e-004 101 10 0.33 0.61 ME 1, 2, 3, 4, 5 G
CT

A
T
A
G

T
A
G

A
G

C
GG

AG
AG

A
A
G
C

T
G
A

C
A
G

A
C
G
TT

GT
A

79 3.80e-005 112 1.30e-003 128 38 1.30 2.30 AA 3, 4, 5 A
T

TC
G
A

G
T
A

T
A
G

T
AA

G
C
A
T

GCTAG
T
A
CAG
T
CA
T
GT

A
T
C
A
GT
C
A
CGATGA

TC
GC
A
T C

A
CG
T
A

80 3.90e-005 115 2.10e-004 91 9 0.30 0.65 ME 1, 2, 3, 4, 5 TR GT
C
GT

A
G
T
A C

T
G
A
T

T
G
AT

GG
A
TCGATGC

A
G
A
C

G
C
A

A
T
CTA

G
A
G

81 4.30e-005 118 6.70e-004 113 22 0.73 1.30 AA 2, 3, 4 PAL,TR C
T
A

T
C
AG

AAGTCAG
A
TA

G
CAT
G C

A
T
C

T
A

CT
G
AA

82 4.90e-005 120 8.10e-004 119 19 0.63 1.10 AA 1, 3, 4 TR C
AAG

A
C
T
A

A
G
T

C
G
A

G
T
A

A
G
T
CTA
GT

G
A T

AC
A

T
A
CG
T
A
CGA
TT

G
A A

83 5.00e-005 121 5.70e-004 110 12 0.40 0.67 ME 1, 2, 4, 5 A
T
G

A
T
G

T
G

A
C

T
C
AA

G
T
AA

G
A
C

C
A

C
A
G

C
T
A

T
C
AA

T
A
T
GT

A
A
G
T

84 5.70e-005 123 2.70e-004 94 9 0.30 0.65 0.65 EN1 ME 1, 2, 3, 4, 5 G
T

C
GTAGG

TA
GG

85 6.00e-005 126 1.30e-003 128 26 0.87 1.70 AA 3 PAL,TR A
G
T

G
T
AG

A
GTACGC

A
T
GT
A
CT

A
T
C
A

GT
A
C

G
C
A
T

C
T
A

C
T
A

G
A
T

G
A
T
CTG
A

GC
T
A

T
G
A

TA
CG C

AC
G
A

C
G
A

CT
GA

CT
G
A

C
A
T

G
T
A

86 6.10e-005 127 8.70e-005 78 37 1.20 1.40 0.60 NFMUE1 ME 1, 2, 3, 4, 5 TR A
T
C
G
TACGA

C
GC

A
G
A

C
G

G
C
A

G
T
A

A
G
C
TC

G
A
G
C

G
C
A

A
C
GT

C
T
G
C

A
C
T

T
C
G

87 6.50e-005 128 2.10e-003 142 35 1.20 2.10 AA 4 TR T
A

G
T
A

T
A

CATGGCT
AC

A
T
GTC
A G

T
A

AC
T
G

C
T
A

C
G
A

C
T
A
GTC
A

GC
T
A
TCGAG

A
T

C
A
T
G
ATCG GA

T
C
GTACG

T
A

C
G
A

C
AA

T

88 7.10e-005 129 5.30e-004 106 9 0.30 0.53 0.84 BACH1 ME 1, 2, 3, 4, 5 ATGAC
GT

89 7.50e-005 130 1.90e-003 139 30 1.00 2.10 AA 3, 4 PAL,TR GC
A
TA

T
C
T
A

T
A
CTA
GG

A
T
TCG
A
CG
TA
ATCG CATGC

G
A

G
T
A

C
G
A
GATCC

T
A
TC
A
G

TGCAG
A
T

A
T
C
G

GA
C
T
GAT
CA

T
A
T

C
T
A G

T

90 1.20e-004 133 5.80e-004 111 9 0.30 0.65 ME 1, 2, 3, 4, 5 A
G

T
G
A G

C
G
T
C

G
C
A

C
AG

A
A
GA

G
T
G

C
A

A
G

G
A

A
G
C

A
T
GA

G
A
T

91 1.20e-004 133 2.20e-003 144 28 0.93 1.60 AA 3 T
A

G
A
TG

A
T
G
A

G
T
A
CA
T
G

ATC
GC

T
A

G
A
T

C
A
T
GT
A
CA G

A
T
C
A

C
A
T

G
A
T

92 1.50e-004 139 2.00e-002 237 59 2.00 2.40 0.63 HNF4_D BP, ME 1, 3 T
C
G
TC
G
AG

A
A
G

C
G

A
C

C
A
T

T
G
A
CT
G
AA

T
G

A
T
G

G
T
A
TAC
GA

93 2.00e-004 145 2.60e-003 150 27 0.90 1.70 0.65 MEF2_Q AA, BP 4 PAL T
A

T
A
G

CA
T
G

TC
AG
GCT
A
AGC
TT

A
G
T
A

CA
T
G
CTA
G
GT
ACTT

A
G
T
AT

A T
A

A
G
T

G
T
A

94 2.20e-004 149 3.20e-003 158 34 1.10 2.30 AA 3, 4, 5 PAL G
T
A

G
T
A

T
C
AA

T
T
G

T
G
A

T
G
A

AC
T
G

CG
A
T

CT
G
A
ATGCG

T
A T

A
GACTA

T
ATCGG

A
T

AG
T
C

C
T
AT

A
G
T
A

C
G
A

95 2.40e-004 151 1.70e-003 135 17 0.57 1.20 0.67 FOXJ2 ME 1, 2, 3, 4, 5 TCG
AAA

G
C
T
CGA
TC

G
T

G
TC

T
C
A

G
T

G
A
T

A
G

96 2.40e-004 151 4.30e-003 171 32 1.10 2.50 AA 4 C
T
A

GAT
C

CGTAG
A
TT

A
T
A

T
AT

A
G
C
A
T

CT
G
AT

G
A
ACG
T
GAC
T
GTC
A A

T
CT
A
G C

T
C
A
T
GA
TCA

T

97 2.90e-004 155 2.00e-003 140 10 0.33 0.55 0.63 LYF1 ME 1, 2, 3, 4, 5 PAL G
T

T
CTC

G
T
A
G

A
T
G
TCA
GC

A
G

C
A
G

G
CAG

98 3.00e-004 156 1.40e-003 131 15 0.50 1.20 0.61 XFD2 BP, ME 1, 2, 3, 5 PAL C
T
G

T
A

C
G
AAT

A
C

C
G
A

C
G
T

AT
C
GA

T
C

G
C
AA

T
C
G
A
TG
C
AT

A
C
A

G
A

99 3.30e-004 158 5.70e-003 184 33 1.10 2.10 AA 4 TR G
T
A

CG
T
AG

AA G
A
T

T
G
A

T
A

C
A
T

TGCAT
G
A

C
T
A
GACT AGCTCG

A
T G

T
A

G
A

GC
T
A T

A

100 4.30e-004 167 1.50e-002 226 37 1.20 1.60 BP, ME 3, 4, 5 T
A

A
G
T

T
A
G

T
G
A

A
C
G

G
T
A

A
G
C

G
A
CC

T
T
A
G

C
T
A

T
C
GA

T
A
C
G
AGT
CC

A
T

101 5.80e-004 172 1.80e-002 231 46 1.50 2.00 BP 1, 2 A
G

C
T
G

A
T
G
C

G
C
TA

T
T
A
G

T
A
GT

G
C
T
G
TGC
A
ACGTCG

A
TA

T
G
T
A

T
A
GT

A
T
A
G

CT
A
G

102 5.80e-004 172 2.20e-002 243 48 1.60 1.40 0.60 LYF1 BP, ME 4, 5 G
T

T
G

T
A
G

T
G

T
G
A

C
G

A
G
C

A
C
T

G
T
AG

T
G
A
T

103 6.30e-004 177 4.80e-002 275 87 2.90 2.30 BP 5 PAL A
C

T
AA

T
G
T
AG

A
C
T
GA

C
G
C
A

G
C

T
C
A

A
G
T

104 6.50e-004 178 3.10e-003 155 8 0.27 0.45 0.80 tef ME 1, 2, 3, 4, 5 G
AGAT

C
AA

T
A
GTG

105 7.70e-004 180 3.20e-003 158 9 0.30 0.70 0.63 BACH1 ME 1, 2, 3, 4 C
T
A

T
A
GT

A
C
A
GA

T
A
CA C

A
GT

A
TGACA

C
T

A
G
CC

A
A
T

T
A

106 7.80e-004 181 6.60e-003 193 24 0.80 1.70 AA 4 PAL AA
T

T
A

G
T

G
T
A

TG
C
A T

A
TC
A
GT

A
ATCGTG

A
CT

A
T
A

CA
G
T

GT
A
CA

T
G
A

107 9.30e-004 184 4.20e-002 269 105 3.50 4.40 0.68 MEF2_Q BP 1, 2, 3, 4 T
A

T
G
AG

A
G
C
AC

T
T
AG

TG
A

108 1.10e-003 185 5.30e-003 177 11 0.37 0.76 0.76 IK2 ME 1, 2, 3, 4, 5 G
A

A
G
CT

CA
C

G
C
AG

CTGT
G

C
A
G

T
G
A

109 1.10e-003 185 2.20e-003 144 174 5.80 5.70 BP 1, 3, 5 PAL,TR CT
G
A

T
G
A

A
G
C

G
A
C

A
C
T

C
G
A

T
A
G

C
T
G

G
A
TC

G
T
C
A

C
A
T

A
C
T
G
AGT
C

110 1.10e-003 185 1.10e-002 211 27 0.90 1.60 0.63 TBP AA, ME 1, 2, 3, 4, 5 PAL AATGC TGC
A AA

TA
TTA

T
CG
T
AG

T
A T

A


