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67 3.30e-005 119 1.50e-004 79 9 0.24 0.55 ME 1, 3, 4, 5 T
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72 5.30e-005 133 3.30e-004 93 11 0.30 0.57 0.75 BACH1 ME 1, 2, 3, 4, 5 C
ATC

A
GAGG

A
TA

C
C
T

T
C
G

T
A

C
G
A

T
C
A

G
T
A

T
C
A

C
G
T
A

73 5.40e-005 134 3.90e-004 101 18 0.49 1.10 AA 3 PAL T
G
A

T
C
A

T
G
A A CTA

GG
A
T

C
A

GA
CT C

T
A
GAC
T A

T
A
TT

AA
74 5.90e-005 137 1.90e-004 83 9 0.24 0.72 0.61 POU1F1 BP, ME 1, 2, 3, 4, 5 PAL A A
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78 8.00e-005 144 1.30e-002 225 66 1.80 1.60 0.73 T3R BP 1, 2, 3, 4 A
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