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Figure S1: The overall accuracy of SVM-fold on the RDD training set with different values of /4.
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Figure S2: The overall accuracy of SVM-fold on the F184 dataset with different values of /4.
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Figure S3: The overall accuracy of HH-fold on the DD training set with different numbers of top-ranked templates.
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Figure S4: The overall accuracy of TA-fold on the RDD training set with different E-value cutoffs.



Figure S5: The overall accuracy of TA-fold predictions and the percentage of targets in the RDD test set predicted at different C-score

cutoffs.
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Table S1. The overall accuracy of SVM-fold by adding the AC features of the HHblits profile.

Dataset
Feature
DD RDD EDD TG F184
574 0.773 0.9 0.945 0.865 0.84
574+AC features on HHblits profile 0.76 0.892 0.945 0.862 0.838

Table S2. The overall accuracy of SVM-fold with different kernel functions in LIBSVM. For all kernel functions, only the two
parameters C and y were optimized. For other parameters, the default values in the LIBSVM package were used.

Dataset
Kernel function
DD RDD EDD TG F184
linear 0.766 0.876 0.941 0.855 0.775
polynomial 0.745 0.861 0.935 0.851 0.77
sigmoid 0.763 0.876 0.908 0.826  0.811

RBF 0.773 0.9 0.945 0.865 0.84




Table S3. The fold-specific accuracy of the predictions on the DD dataset. The optimized values for C and vy are 16 and 0.00390625,

respectively.
No. Fold #Samples HH-fold SVM-fold TA-fold
1 Globin-like 6 1.000 1.000 1.000
2 Cytochrome C 9 1.000 1.000 1.000
3 DNA-binding 3-helical bundle 20 0.750 0.750 0.800
4 4-Helical up-and-down bundle 8 0.875 1.000 1.000
5 4-Helical cytokines 9 1.000 1.000 1.000
6 o EF-hand 9 0.889 0.889 0.889
7 Immunoglobulin-like B-sandwich 44 0.773 0.864 0.864
8 Cupredoxins 12 0.917 0.833 0.917
9 Viral coat and capsid proteins 13 0.769 0.769 0.846
10 ConA-like lectins/glucanases 6 0.833 1.000 1.000
11 SH3-like serine proteases 8 0.500 0.750 0.625
12 OB-fold 19 0.684 0.737 0.789
13 Trefoil 4 1.000 1.000 1.000
14 Trypsin-like serine 4 1.000 1.000 1.000
15 Lipocalins 7 1.000 1.000 1.000
16 (TIM) -barrel 48 0.750 0.729 0.750
17 FAD (also NAD)-binding motif 12 0.917 0.917 0.917
18 Flavodoxin-like 13 0.615 0.538 0.615
19 NAD (P)-bindingRossmann-fold 27 0.815 0.704 0.815
20 P-loop containing nucleotide 12 0.583 0.500 0.583
21 Thioredoxin-like 8 0.500 0.375 0.500
22 Ribonuclease H-like motif 12 0.667 0.667 0.833
23 Hydrolases 7 0.857 0.857 0.857
24 Periplasmic binding protein-like 4 1.000 0.750 1.000
25 B-Grasp 8 0.500 0.375 0.375



26 Ferredoxin-like 27 0.593 0.593 0.556
27 Small inhibitors,toxins,lectins 28 0.893 0.929 0.929
Overall 384 0.763 0.773 0.799




Table S4. The fold-specific accuracy of the predictions on the RDD dataset. The optimized values for C and y are 16 and 0.0078125,

respectively.
No. Fold #Samples HH-fold SVM-fold TA-fold
1 Globin-like 6 1.000 1.000 1.000
2 Cytochrome C 9 1.000 1.000 1.000
3 DNA-binding 3-helical bundle 20 0.950 0.950 1.000
4 4-Helical up-and-down bundle 7 0.857 1.000 1.000
5 4-Helical cytokines 9 1.000 1.000 1.000
6 o EF-hand 9 0.889 0.778 0.889
7 Immunoglobulin-like B-sandwich 44 0.909 0.977 0.955
8 Cupredoxins 12 1.000 1.000 1.000
9 Viral coat and capsid proteins 13 0.846 0.846 0.923
10 ConA-like lectins/glucanases 6 1.000 1.000 1.000
11 SH3-like serine proteases 8 0.375 0.500 0.500
12 OB-fold 19 0.737 0.895 0.947
13 Trefoil 4 1.000 1.000 1.000
14 Trypsin-like serine 4 1.000 1.000 1.000
15 Lipocalins 7 1.000 1.000 1.000
16 (TIM) -barrel 48 1.000 0.958 0.979
17 FAD (also NAD)-binding motif 12 1.000 0.917 1.000
18 Flavodoxin-like 13 1.000 0.769 0.846
19 NAD (P)-bindingRossmann-fold 27 0.963 0.889 0.963
20 P-loop containing nucleotide 12 0.917 0.833 0.917
21 Thioredoxin-like 7 0.857 0.857 0.857
22 Ribonuclease H-like motif 12 0.667 0.833 0.833
23 Hydrolases 7 1.000 1.000 1.000
24 Periplasmic binding protein-like 4 1.000 0.750 1.000
25 B-Grasp 8 0.500 0.375 0.500



26 Ferredoxin-like 27 0.704 0.778 0.778
27 Small inhibitors,toxins,lectins 26 0.923 1.000 1.000
Overall 380 0.887 0.900 0.932




Table S5. The fold-specific accuracy of the predictions on the EDD dataset. The optimized values for C and Y are 64 and 0.0078125,

respectively.
No. Fold #Samples HH-fold SVM-fold TA-fold
1 Globin-like 41 0.927 0.976 1.000
2 Cytochrome C 35 1.000 0.971 1.000
3 DNA-binding 3-helical bundle 321 0.988 0.991 0.994
4 4-Helical up-and-down bundle 69 0.855 0.899 0.913
5 4-Helical cytokines 30 0.933 0.967 1.000
6 o EF-hand 59 0.949 0.966 0.966
7 Immunoglobulin-like B-sandwich 391 0.959 0.964 0.967
8 Cupredoxins 47 0.979 0.957 0.957
9 Viral coat and capsid proteins 60 0.783 0.833 0.833
10 ConA-like lectins/glucanases 57 0.895 0.930 0.930
11 SH3-like serine proteases 129 0.953 0.907 0.946
12 OB-fold 156 0.942 0.821 0.936
13 Trefoil 45 1.000 0.978 1.000
14 Trypsin-like serine 45 1.000 0.933 0.978
15 Lipocalins 37 0.892 0.946 0.946
16 (TIM)-barrel 336 0.997 0.973 0.991
17 FAD (also NAD)-binding motif 73 1.000 0.959 0.986
18 Flavodoxin-like 130 0.915 0.946 0.931
19 NAD (P)-bindingRossmann-fold 194 1.000 0.979 0.995
20 P-loop containing nucleotide 239 0.992 0.975 0.987
21 Thioredoxin-like 111 0.991 0.892 0.973
22 Ribonuclease H-like motif 128 0.961 0.922 0.953
23 Hydrolases 83 1.000 0.988 1.000
24 Periplasmic binding protein-like 16 1.000 1.000 1.000
25 B-Grasp 121 0.959 0.926 0.959



26 Ferredoxin-like 339 0.941 0.929 0.956
27 Small inhibitors,toxins,lectins 105 0.990 1.000 1.000
Overall 3397 0.966 0.945 0.971




Table S6. The fold-specific accuracy of the predictions on the TG dataset. The optimized values for C and v are 16 and 0.015625,

respectively.
No. Fold #Samples HH-fold SVM-fold TA-fold
1 Cytochrome C 25 1.000 0.920 1.000
2 DNA/RNA binding 3-helical bundle 103 0.971 0.913 0.961
3 Four Helical up-and-down bundle 26 0.692 0.808 0.846
4 EF hand-like fold 25 0.880 0.880 0.960
5 SAM domain-like 26 0.885 0.731 0.846
6 a-o super helix 47 0.766 0.851 0.894
7 Immunoglobulin-like f-sandwich 173 0.931 0.919 0.931
8 Common fold of diphtheria toxin/transcription/factors/cytochrome 28 0.464 0.536 0.571
9 Cupredoxins-like 30 1.000 0.967 1.000
10 Galactose-binding domain-like 25 0.840 0.800 0.840
11 Concanavalin A-like lectins/glucanases 26 0.923 0.885 0.885
12 SH3-like barrel 42 0.976 0.690 0.857
13 OB-fold 78 0.872 0.731 0.885
14 Double-stranded a-helix 34 0.912 0.853 0.912
15 Nucleoplasmin-like 42 0.667 0.738 0.786
16 TIM o/p-barrel 145 0.993 0.966 0.986
17 NAD(P)-binding Rossmann-fold domains 77 0.987 0.935 0.987
18 FAD/NAD(P)-binding domain 31 1.000 0.903 1.000
19 Flavodoxin-like 55 0.818 0.818 0.836
20 Adenine nucleotide a hydrolase-like 34 0.941 0.912 0.941
21 P-loop containing nucleoside triphosphate hydrolases 95 0.979 0.958 0.989
22 Thioredoxin-fold 32 0.969 0.813 0.938
23 Ribonuclease H-like motif 49 0.898 0.612 0.878
24 S-adenosyl-L-menthionine-dependent methyltransferases 34 1.000 1.000 1.000
25 o/B-Hydrolases 37 1.000 1.000 1.000
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Table S7. The fold-specific accuracy of the predictions on the F184 dataset. The optimized values for C and Y are 128 and 0.00390625,

respectively.
No. Fold #Samples HH-fold SVM-fold TA-fold
1 Globin-like 25 0.96 0.96 0.96
2 Cytochrome ¢ 26 1 0.923 1
3 DNA/RNA-binding 3-helical bundle 265 0.962 0.94 0.97
4 Four-helical up-and-down bundle 58 0.69 0.638 0.741
5 4-helical cytokines 30 0.8 0.933 0.933
6 EF Hand-like 43 0.953 0.814 0.93
7 Immunoglobulin-like beta-sandwich 292 0.908 0.914 0.932
8 Cupredoxin-like 34 0.941 0.853 0.941
9 Nucleoplasmin-like/VP (viral coat and capsid proteins) 49 0.592 0.714 0.755
10 Concanavalin A-like lectins/glucanases 50 0.82 0.86 0.9
11 SH3-like barrel 104 0.894 0.827 0.933
12 OB-fold 132 0.871 0.773 0.886
13 beta-Trefoil 35 1 0.914 1
14 Trypsin-like serine proteases 19 0.947 0.842 0.947
15 Lipocalins 24 0.708 0.833 0.833
16 TIM beta/alpha-barrel 247 0.98 0.96 0.984
17 FAD/NAD(P)-binding domain 47 1 0.936 1
18 Flavodoxin-like 107 0.907 0.897 0.907
19 NAD(P)-binding Rossmann-fold domains 122 1 0.943 0.992
20 P-loop containing nucleoside triphosphate hydrolases 177 0.977 0.938 0.983
21 Thioredoxin fold 98 0.99 0.908 0.99
22 Ribonuclease H-like motif 121 0.959 0.843 0.95
23 alpha/beta-Hydrolases 68 1 0.985 1
24 Periplasmic binding protein-like I 40 1 1 1
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