Table 1. Upper limit of 95% confidence interval for false positive rate.
Folda
False positive rate

(-propeller
2.1%

PLP-dependent transferases
2.5%

(/(-hydrolase
2.8%

SAM-methyltransferases
3.0%

Zn‑(‑lactamases
3.3%

Periplasmic‑binding II
3.4%

Ferredoxin-like
3.7%

ATP-pyrophosphatases
4.3%

TIM-barrel
5.3%

P-loop NTPases
5.6%

RNAseH-like
5.8%

NR-ligand binding
6.1%

Rossmann-like
6.2%

Protein kinases
6.3%

Flavodoxin-like
7.6%

Rossmann-fold
9.6%

ATP-grasp
17.1%

Class II aaRS and biotin synthetases
23.9%

a - abbreviated SCOP 1.35 fold names

Table 2. Fold assignment in the complete proteomes
Species
Number of proteins
Automa​tically predicted
Total predicteda
False negativesb
False positivesc
Number of recognized folds

M. genitalium
467
159
182
39.0%
24
13.2%
1
0.6%
81

M. pneumoniae
677
173
197
29.1%
26
13.2%
2
1.2%
84

B. burgdorferi
1256
216
241
19.2%
32
13.3%
7
3.2%
94

A. aeolicus
1521
481
530
34.8%
53
10.0%
4
0.8%
108

H. pylori
1565
343
392
25.0%
50
12.8%
1
0.3%
112

H.influenzae
1717
506
555
32.3%
53
9.5%
4
0.8%
144

Synechocystis sp. 
3169
826
894
28.2%
72
8.1%
4
0.5%
151

B. subtilis
4099
1021
1124
27.4%
115
10.2%
12
1.2%
165

E. coli
4289
1104
1212
28.3%
136
11.2%
28
2.5%
175

M. jannaschii
1770
389
439
24.8%
56
12.8%
6
1.5%
98

M. thermoauto​trophicum
1893
459
509
26.9%
54
10.6%
4
0.9%
103

A. fulgidus
2407
608
679
28.2%
75
11.0%
4
0.7%
112

S. cerevisiae
6529
1462
1575
24.1%
148
9.4%
35
2.4%
165

C. elegans
13743
2831
2831
20.6%
N/A
N/A
N/A
N/A
172

a - percentage of total prediction is indicated relative to the proteome size.

b - percentage of false negatives is indicated relative to total prediction figures.

c - percentage of false positives is indicated relative to automatic prediction figures.

Table 3. Top 30 folds in the complete proteomesa
Fold
Mg
Mp
Bb
Aa
Hp
Hi
Ss
Bs
Ec
Mj
Mt
Af
Sc
Ce
Bb
Ab
Eb
Allc

P-loop NTPases
53
54
83
102
92
108
163
177
186
125
105
125
239
216
22.5%
1
22.5%
1
11.4%
1
18.8%

TIM-barrel
5
8
13
35
26
36
51
89
105
37
40
47
93
98
6.0%
2
7.7%
3
4.7%
4
6.1%

Ferredoxin-like
3
3
6
22
18
20
26
20
55
50
61
67
68
85
3.0%
9
11.1%
2
3.7%
5
5.9%

SAM methyltransferases
7
11
11
27
39
32
40
37
39
40
23
30
45
50
5.1%
3
6.0%
4
2.3%
12
4.5%

Protein kinases, catalytic core
1
1
0
2
1
1
11
3
3
3
2
3
128
305
0.4%
27
0.5%
26
9.5%
2
3.5%

Rossmann-fold domains
2
2
6
24
16
19
48
68
53
15
19
22
51
89
3.6%
6
3.5%
8
3.2%
9
3.4%

ATP pyrophosphatases
13
13
13
18
17
15
16
22
23
27
20
22
25
16
3.9%
4
4.4%
5
1.1%
19
3.1%

Rossmann-like fold domain
6
6
5
21
9
16
49
43
63
10
15
42
37
32
3.6%
7
3.8%
7
1.7%
14
3.0%

Flavodoxin-like
3
3
7
16
15
16
70
57
66
11
26
35
22
11
3.8%
5
4.3%
6
0.9%
20
3.0%

7- and 8-bladed (-propeller
0
0
1
1
0
2
10
5
6
2
2
3
132
131
0.3%
28
0.4%
27
6.5%
3
2.4%

Ribonuclease H-like motif
3
3
6
7
8
21
23
18
36
4
5
13
85
50
2.2%
12
1.3%
17
3.6%
6
2.4%

PLP-dependent transferases
2
2
2
17
10
16
23
44
39
15
15
18
32
30
2.4%
11
3.0%
10
1.5%
15
2.3%

(/(-Hydrolases
4
4
1
4
1
5
27
36
24
0
4
13
44
114
1.6%
14
0.9%
23
3.4%
8
2.0%

Class II aaRS and biotin synth.
9
9
8
10
8
11
10
11
12
10
11
10
20
13
2.4%
10
2.0%
13
0.9%
21
1.8%

L-2-Haloacid dehalogenase
4
4
4
7
8
10
17
21
25
6
12
6
30
25
1.9%
13
1.5%
15
1.4%
16
1.6%

DNA-binding 3-helical bundle
0
0
0
3
1
8
29
23
34
4
5
7
30
89
1.2%
22
1.0%
22
2.5%
10
1.5%

Periplasmic binding protein-like II
6
12
9
4
8
20
27
28
39
3
5
11
5
13
3.1%
8
1.1%
20
0.4%
29
1.5%

Zn metallo-beta-lactamase
2
2
2
5
2
3
14
16
8
15
11
25
8
7
1.0%
23
3.1%
9
0.4%
30
1.5%

ATP-grasp
2
2
1
11
5
6
11
15
12
13
10
16
11
14
1.2%
20
2.4%
11
0.6%
25
1.4%

Thiamin-binding
3
3
0
7
6
7
10
14
13
8
14
13
14
11
1.2%
19
2.2%
12
0.6%
24
1.3%

Thioredoxin-like
1
1
1
7
2
13
16
15
20
1
3
9
24
66
1.2%
21
0.7%
25
1.9%
13
1.3%

Reductase/elongation factor domain
4
4
5
7
5
8
9
8
15
7
6
6
20
11
1.5%
15
1.2%
18
0.8%
22
1.2%

Metallo-dependent phosphatases
1
1
1
4
3
4
6
13
8
7
8
8
19
44
0.7%
26
1.4%
16
1.4%
17
1.2%

Ligand-binding domain of NR
0
0
0
0
0
0
0
0
0
0
0
0
0
194
-
-
-
-
3.4%
7
1.1%

OB-fold
5
5
2
6
5
8
5
10
17
7
7
2
11
10
1.4%
16
1.1%
21
0.5%
26
1.0%

Phosphoribosyltransferases
4
4
4
7
4
10
7
10
8
5
6
7
13
5
1.4%
17
1.1%
19
0.5%
27
1.0%

Class I glutamine amidotransferases
0
0
2
6
4
6
7
11
9
7
8
10
12
2
0.7%
25
1.5%
14
0.4%
28
0.9%

Long alpha-hairpin
4
4
5
3
5
6
8
4
10
0
2
0
23
25
1.3%
18
0.1%
28
1.2%
18
0.9%

C-type lectin-like
0
0
0
0
0
0
0
0
0
0
0
0
0
138
-
-
-
-
2.4%
11
0.8%

Zn-dependent exopeptidases
1
1
2
3
2
6
4
19
16
3
4
5
11
20
0.8%
24
0.7%
24
0.7%
23
0.8%

a - The number of proteins in which the given fold was recognized is indicated for each proteome. Average percentage relative to the number of proteins with predicted folds is indicated for each superkingdom; cells for top 10 folds are shaded. The folds are sorted by the overall rank.

b - average fraction and rank in the given superkingdom.

c - average fraction among the three superkingdoms.


































