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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 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
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A

G
ATG

TT
C

C
A
TA

C
T
A

A
G

G
T

3 4.80e-012 7 1.20e-011 7 9 0.53 0.72 0.88 ATF3 AA 1, 2, 4, 5 PAL G
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AT

C
T
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A

G
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4 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

5 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
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A
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6 7.00e-008 20 3.20e-007 22 9 0.53 0.51 0.84 MEIS1 AA, BP, MD, ME 1, 4, 5 T
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A

G
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7 7.30e-008 21 2.30e-007 20 9 0.53 0.62 0.65 NERF AA, ME 1, 4, 5 PAL T
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G
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12 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
13 4.70e-006 34 1.20e-005 35 10 0.59 0.71 0.64 CACBIN AA 3, 5 GCTAGC

G
T
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TGGG
A
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