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2 2.20e-021 5 1.70e-009 18 100 0.81 1.10 0.79 MZF1 BP, ME 1, 2, 3, 4, 5 T
A
G

C
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GGC
G
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G
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C

G
C
A

C
G
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A
C

5 3.10e-020 8 1.30e-009 17 81 0.65 1.10 0.77 HAND1E BP, ME 1, 2, 3, 4, 5 GT
G

G
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10 1.50e-013 23 1.20e-006 50 65 0.52 0.98 0.87 LBP1 ME 1, 2, 3, 4, 5 CAGCG
A
CG

11 1.40e-012 25 2.00e-006 54 54 0.44 0.77 0.71 SP1_Q6 ME 2, 3, 4, 5 G
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GG
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