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1 1.20e-014 4 1.40e-015 4 9 0.38 0.58 0.82 MAZ AA, ME 1, 2, 3, 4, 5 G
C
AT
G
CA

CC
A
ACT
GG

A
C
T
G

A
C
G

A
C
GA

GGAA
GGGC

A
C
A

2 2.50e-012 16 4.60e-013 18 5 0.21 0.41 0.75 GC AA, BP, ME 1, 2, 3, 4, 5 PAL,TR A
GG

C
T
C

C
A

C
GG GC

G
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C

T
G
AGA

GGA
CCGG

C

3 2.50e-012 16 4.70e-013 19 6 0.25 0.53 0.69 NERF AA, BP, MD, ME 1, 2, 3, 4, 5 T
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A

A
C

T
C
G

G
AAGT
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T
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G
CA
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C
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4 7.00e-012 26 8.40e-013 24 8 0.33 0.56 0.62 SP1_Q4 AA, BP 1, 2, 3, 4, 5 PAL,TR C
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T
C
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T
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5 1.80e-009 40 2.10e-002 139 87 3.60 5.20 0.81 LMO2CO AA, BP, ME 1, 2, 3, 4, 5 T
C

T
C
GT

C
C
G
A

A
C
GG

A
C
G
T

C
G

6 3.10e-009 43 6.00e-010 43 6 0.25 0.53 0.64 ALPHAC AA, ME 1, 2, 3, 5 CCG
A

G
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A
GT
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C
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G
AC

A
G
C
TC

G

7 7.20e-009 47 1.10e-009 46 10 0.42 0.83 0.66 NFMUE1 AA, BP, ME 3, 4 TR G
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8 1.20e-008 50 2.10e-009 51 7 0.29 0.55 0.67 SF1 AA, BP, MD, ME 1, 2, 4, 5 G
C T
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GGC
G
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A
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T
G
C GGT
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14 2.80e-005 83 4.50e-006 78 8 0.33 0.48 0.73 TCF4 AA, ME 1, 2, 3, 4, 5 A
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A
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