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1 metallothionine_alpha domain 90 31 3 0/88 16 16 %100

2 Paralytic/GBP/PSP peptide 83 23 3 0/9 6 5 %83/33

3 Transthyretin 82 116 3 0/93 23 23 %100

4 Cytokine - granulocyte colony g5 453 3 09 59 59 %100

stimulating factor
5 metallothionine_beta domain 80 30 3 0/803 20 20 %100
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6 B domain 78 50 3 0/88 20 20 %100
Pyridoxal-dependent decarboxylase,
! C-terminal sheet domain & 152 3 0/95 3 39 %100
3 histocompatibility antigen-binding 76 178 5 0195 40 40 %100
domain
9 Photosystem | reaction centre subunit 74 69 3 091 6 6 %100
IV / PsaE
10 pancreatic lipase 74 446 5 0/92 141 141 %100
11 copper-containing nitrite reductase 73 334 3 0/97 104 104 %100
12 Methyl-coenzyme M reductase alpha 71 279 3 0197 85 85 %100
subunit, C-terminal domain
13 heat-labile enterotoxin, A subunit 70 187 3 0/93 51 51 %100
14 Methyl-coenzyme M reductase beta g9 252 3 0/95 99 99 %100
subunit, C-terminal domain
15 xylose isomerase 69 388 6 097 119 119 %100
16 Ubiquitin homologues 68 74 3 0/96 20 20 %100
17 fructose-1,6-bisphosphatase 68 321 4 0/98 94 94 %100
18 Nitric oxide synthase, oxygenase 67 386 3 0093 114 114 %100
domain
19 DHH 67 185 3 0/94 62 62 %100
20 Methyl-coenzymz M_ reductase alpha 67 550 3 0/96 164 164 %100
subunit
21 cold-shock DNA-binding domain 67 67 3 099 18 18 %100
22 Antifreeze protein 66 67 3 0/89 26 26 %100
23 Nickel-dependesrzltbt:%(?trogenases, large 66 535 3 0/96 142 142 %100
24 cyclin-dependent kinases regulatory 65 81 3 0/95 9 9 %100
subunit
25 alcohol dehydrogenase 64 373 5 0/93 117 106 %90/59
26 DHHA2 domain 63 119 3 0/88 36 34 %94/44
27 Methyl-coenzyme M reductase alpha 63 271 3 0197 55 55 %100
subunit, N-terminal domain
28  Cyclodextrin glycosyltransferase 63 684 6 0/98 168 168 %100
29 rubredoxin 62 51 5 0/86 19 9 %47/36
30 transferrin 62 526 7 091 103 103 %100
31 Methyl-coenZ)éT;ulr\]/iltreductase beta 62 436 3 0194 174 174 %100
32 TATA-box binding protein, C- 61 183 4 0192 62 62 %100
terminal domain
33 Microbial ribonucleases 61 104 3 092 23 23 %100
34 fructose-1,6-bisphosphate aldolase 61 355 3 0/93 109 109 %100
35  Bulb-type mannose-specific lectin 60 108 3 092 22 22 %100
36 Methyl-coenzyme M reductase 60 247 3 0/94 74 74 %100
gamma subunit
37 NAD(P)H dehydrogenase (quinone) 60 258 3 0/95 101 101 %100
38 ferritin 60 166 4 0/98 60 60 %100
39 Chitin binding domain 59 42 5 0197 13 13 %100
40 Colicin immunity protein / pyocin 58 85 3 0093 18 18 %100
immunity protein
41 snake venom metalloproteinase 58 199 3 0/93 65 65 %100
42 nerve growth factor 57 109 4 092 15 15 %100
43 Thaumatin 57 207 3 0/94 63 63 %100
44 annexin 57 317 6 0/94 93 47 %50/53
45 NADH ubiquinone oxidoreductase, 20 7 265 5 0/96 65 65 %100
Kd subunit
46 calcium-binding protein -- 56 107 7 089 27 27 %100
parvalbumin-like
47 Adenylosuccinate synthetase 56 430 3 091 152 149 %98/026
48 nucleotide diphosphate kinase 56 149 4 0/95 47 47 %100
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[4]

[5]

[6]

[7]

49 IPT/TIG domain 55 84
50 glyceraldehyde 3-phosphate 55 388
dehydrogenase

51 matrix metalloproteinase 55 164

52 Nucleotidyltransferase, domain2 54 145

53 Low molecular weight phosphatase 54 157

54 Elongation factor Tu (EF-Tu), C- 54 97

terminal domain

55 Domain containing Gla 53 40

56 hormone receptor (DNA-binding 53 74
domain)

Zinc-binding domain present in Lin-

57 11, Isl-1, Mec-3. 53 69

58 thionin 53 46

59 Starch binding domain 52 105

60 Adenovirus fiber protein head domain 52 188

(knob domain)

61 Fork head domain 52 92

62 glutaminase-asparagainase 52 326

63 heterotrimeric G proteins - alpha 52 317
subunit

64 YgbB family 52 153

65 Methyl-coenzyme M reductase beta 52 184

subunit, N-terminal domain
Macrophage migration inhibitory
66 factor (MIF) 52 115
67 immunoglobulin domain -- V set - 2 123
immunoglobulin heavy chain

68 serine proteinase -- bacterial 52 188

69 phosphoglycerate kinase 51 405

70 glycosyl hydrolase family 22 50 126

(lysozyme)

71 FERM domain (Band 4.1 family), 50 109
region 2

72 glycosyl hydrolase family 11 50 185

73 Ribulose bisphosphate carboxylase 50 453

large chain

74 cytochrome-c5 50 81

75  immunoglobulin domain --V set 50 112

76 legume lectin 50 234
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