Table 1. Optimal parameter values and associated scores

Region
Program
l
Specific Parameters
FP
FN
TP
TN
FPmax
FNmax
FN+FP
CC
SMC
ACP
















HS2
agreeG
16
p=60%
67
7
126
71
138
133
74
0.51
0.73
0.76

HS2
agreeX
13
p=60%
51
21
112
87
138
133
72
0.48
0.73
0.74

HS2
infocon
6
a=0.900
49
2
131
89
138
133
51
0.67
0.81
0.83

HS2
phylogen
9
a=1.300
61
0
133
77
138
133
61
0.62
0.77
0.81

HS2
kkno
5
k=1
31
38
95
107
138
133
69
0.49
0.74
0.75

HS2
kunk
7
k=1
19
51
82
119
138
133
70
0.50
0.74
0.75
















HS3
agreeG
4
p=100%
15
35
38
212
227
73
50
0.51
0.83
0.76

HS3
agreeX
4
p=100%
15
35
38
212
227
73
50
0.51
0.83
0.76

HS3
infocon
7
a=1.191
12
37
36
215
227
73
49
0.52
0.84
0.76

HS3
phylogen
5
a=0.300
17
32
41
210
227
73
49
0.53
0.84
0.77

HS3
kkno
9
k=1
25
26
47
202
227
73
51
0.54
0.83
0.77

HS3
kunk
9
k=1
22
33
40
202
227
73
55
0.47
0.81
0.74
















HBB_pr
agreeG
8
p=80%
43
30
63
130
173
93
73
0.42
0.73
0.71

HBB_pr
agreeX
6
p=80%
40
13
80
133
173
93
53
0.60
0.80
0.80

HBB_pr
infocon
6
a=1.101
8
31
62
165
173
93
39
0.67
0.85
0.84

HBB_pr
phylogen
6
a=0.740
14
23
70
159
173
93
37
0.69
0.86
0.84

HBB_pr
kkno
7
k=1
10
56
37
163
173
93
66
0.43
0.75
0.72

HBB_pr
kunk
7
k=1
13
35
58
160
173
93
48
0.59
0.82
0.80
















ara
agreeG
8
p=100%
7
26
72
233
240
98
33
0.76
0.90
0.88

ara
agreeX
8
p=100%
7
26
72
233
240
98
33
0.76
0.90
0.88

ara
infocon
11
a=1.230
11
20
78
229
240
98
31
0.77
0.91
0.89

ara
phylogen
8
a=0.200
8
22
76
232
240
98
30
0.79
0.91
0.89

ara
kkno
12
k=1
21
9
89
210
240
98
30
0.80
0.91
0.90

ara
kunk
16
k=1
27
8
90
213
240
98
35
0.78
0.90
0.88

Note: l = length, Fpmax = FP+TN, FNmax = TP+FN.  ara refers to the araC-araBAD intergenic region. Parameter values were optimized for the FN+FP cost function.
