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# Template Alignment Coverage 3D Model Confidence % i.d. Template Information

1 d1mxia_ Alignment 100.0 77
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:SpoU-like RNA 2'-O ribose methyltransferase

2 c3e5yB_ Alignment 100.0 57
PDB header:transferase
Chain: B: PDB Molecule:trmh family rna methyltransferase;
PDBTitle: crystal structure of trmh family rna methyltransferase
from2 burkholderia pseudomallei

3 c1x7pB_ Alignment 100.0 24

PDB header:transferase
Chain: B: PDB Molecule:rrna methyltransferase;
PDBTitle: crystal structure of the spou methyltransferase avirb
from2 streptomyces viridochromogenes in complex with the
cofactor adomet

4 d1gz0a1 Alignment 100.0 17
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:SpoU-like RNA 2'-O ribose methyltransferase

5 c1gz0G_ Alignment 100.0 17
PDB header:transferase
Chain: G: PDB Molecule:hypothetical trna/rrna methyltransferase
yjfh;
PDBTitle: 23s ribosomal rna g2251 2'o-methyltransferase rlmb

6 c1ipaA_ Alignment 100.0 23
PDB header:transferase
Chain: A: PDB Molecule:rna 2'-o-ribose methyltransferase;
PDBTitle: crystal structure of rna 2'-o ribose methyltransferase

7 c2i6dA_ Alignment 100.0 17
PDB header:transferase
Chain: A: PDB Molecule:rna methyltransferase, trmh family;
PDBTitle: the structure of a putative rna methyltransferase of the
trmh family2 from porphyromonas gingivalis.

8 c3l8uA_ Alignment 100.0 37
PDB header:transferase
Chain: A: PDB Molecule:putative rrna methylase;
PDBTitle: crystal structure of smu.1707c, a putative rrna
methyltransferase from2 streptococcus mutans ua159

9 d1ipaa1 Alignment 100.0 23
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:SpoU-like RNA 2'-O ribose methyltransferase

10 c1zjrA_ Alignment 100.0 23
PDB header:transferase
Chain: A: PDB Molecule:trna (guanosine-2'-o-)-methyltransferase;
PDBTitle: crystal structure of a. aeolicus trmh/spou trna modifying
enzyme

11 c3gyqB_ Alignment 100.0 23

PDB header:transferase
Chain: B: PDB Molecule:rrna (adenosine-2'-o-)-
methyltransferase;
PDBTitle: structure of the thiostrepton-resistance
methyltransferase2 s-adenosyl-l-methionine complex
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12 d1v2xa_ Alignment 100.0 24
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:SpoU-like RNA 2'-O ribose methyltransferase

13 c2ha8A_ Alignment 100.0 18
PDB header:rna binding protein
Chain: A: PDB Molecule:tar (hiv-1) rna loop binding protein;
PDBTitle: methyltransferase domain of human tar (hiv-1) rna
binding2 protein 1

14 c3ic6A_ Alignment 100.0 23
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:putative methylase family protein;
PDBTitle: crystal structure of putative methylase family protein
from neisseria2 gonorrhoeae

15 c3onpA_ Alignment 100.0 20
PDB header:transferase
Chain: A: PDB Molecule:trna/rrna methyltransferase (spou);
PDBTitle: crystal structure of trna/rrna methyltransferase spou
from rhodobacter2 sphaeroides

16 c3ilkB_ Alignment 100.0 22

PDB header:structural genomics, unknown function
Chain: B: PDB Molecule:uncharacterized trna/rrna
methyltransferase hi0380;
PDBTitle: the structure of a probable methylase family protein from
haemophilus2 influenzae rd kw20

17 c3ktyA_ Alignment 100.0 18
PDB header:transferase
Chain: A: PDB Molecule:probable methyltransferase;
PDBTitle: crystal structure of probable methyltransferase from
bordetella2 pertussis tohama i

18 c3dcmX_ Alignment 99.9 16

PDB header:transferase
Chain: X: PDB Molecule:uncharacterized protein tm_1570;
PDBTitle: crystal structure of the thermotoga maritima spout
family2 rna-methyltransferase protein tm1570 in complex with s-3
adenosyl-l-methionine

19 c2yy8B_ Alignment 97.3 14

PDB header:transferase
Chain: B: PDB Molecule:upf0106 protein ph0461;
PDBTitle: crystal structure of archaeal trna-methylase for position2
56 (atrm56) from pyrococcus horikoshii, complexed with s-3
adenosyl-l-methionine

20 c1vhkA_ Alignment 97.0 16
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:hypothetical protein yqeu;
PDBTitle: crystal structure of an hypothetical protein

21 d1vhka2 Alignment not modelled 96.5 17
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:YggJ C-terminal domain-l ike

22 c2egwB_ Alignment not modelled 96.1 13
PDB header:rna methyltransferase
Chain: B: PDB Molecule:upf0088 protein aq_165;
PDBTitle: crystal structure of rrna methyltransferase with sah
ligand

23 c1vhyB_ Alignment not modelled 95.8 14
PDB header:structural genomics, unknown function
Chain: B: PDB Molecule:hypothetical protein hi0303;
PDBTitle: crystal structure of haemophilus influenzae protein
hi0303, pfam2 duf558

24 d1nxza2 Alignment not modelled 95.1 11
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:YggJ C-terminal domain-l ike

25 d2o3aa1 Alignment not modelled 94.9 15
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:AF0751-like

26 d1v6za2 Alignment not modelled 94.5 13
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:YggJ C-terminal domain-l ike

27 d2qmma1 Alignment not modelled 91.8 10
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:AF1056-like

28 c3kw2A_ Alignment not modelled 89.5 8
PDB header:transferase
Chain: A: PDB Molecule:probable r-rna methyltransferase;
PDBTitle: crystal structure of probable rrna-methyltransferase
from2 porphyromonas gingivalis
PDB header:transferase
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29 c2cx8B_ Alignment not modelled 88.5 16 Chain: B: PDB Molecule:methyl transferase;
PDBTitle: crystal structure of methyltransferase with l igand(sah)

30 c1z85B_ Alignment not modelled 88.3 16
PDB header:transferase
Chain: B: PDB Molecule:hypothetical protein tm1380;
PDBTitle: crystal structure of a predicted rna methyltransferase
(tm1380) from2 thermotoga maritima msb8 at 2.12 a resolution

31 c3ai9X_ Alignment not modelled 82.0 7
PDB header:transferase
Chain: X: PDB Molecule:upf0217 protein mj1640;
PDBTitle: crystal structure of duf358 protein reveals a putative
spout-class2 rrna methyltransferase

32 d1otha2 Alignment not modelled 69.4 21
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

33 d2qwva1 Alignment not modelled 68.5 13
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:AF1056-like

34 d1ml4a2 Alignment not modelled 56.7 11
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

35 c1k3rA_ Alignment not modelled 56.3 22
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:conserved protein mt0001;
PDBTitle: crystal structure of the methyltransferase with a knot
from2 methanobacterium thermoautotrophicum

36 d1duvg2 Alignment not modelled 53.6 13
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

37 d1pvva2 Alignment not modelled 49.2 16
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

38 d1o6da_ Alignment not modelled 48.6 18
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:YbeA-like

39 d1ekxa2 Alignment not modelled 47.5 18
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

40 d1k3ra2 Alignment not modelled 45.2 21
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:Hypothetical protein MTH1 (MT0001), dimerisation domain

41 d1vlva2 Alignment not modelled 45.0 13
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

42 c1a1sA_ Alignment not modelled 33.4 16
PDB header:transcarbamylase
Chain: A: PDB Molecule:ornithine carbamoyltransferase;
PDBTitle: ornithine carbamoyltransferase from pyrococcus
furiosus

43 d2ivya1 Alignment not modelled 33.1 13
Fold:Ferredoxin-l ike
Superfamily:TTP0101/SSO1404-like
Family:TTP0101/SSO1404-like

44 d1dxha2 Alignment not modelled 31.9 12
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

45 c2w37A_ Alignment not modelled 26.7 14

PDB header:transferase
Chain: A: PDB Molecule:ornithine carbamoyltransferase,
catabolic;
PDBTitle: crystal structure of the hexameric catabolic ornithine2
transcarbamylase from lactobacil lus hilgardii

46 c1fvoB_ Alignment not modelled 25.1 14
PDB header:transferase
Chain: B: PDB Molecule:ornithine transcarbamylase;
PDBTitle: crystal structure of human ornithine transcarbamylase
complexed with2 carbamoyl phosphate

47 d1vh0a_ Alignment not modelled 24.1 13
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:YbeA-like

48 c3q98A_ Alignment not modelled 20.4 13
PDB header:transferase
Chain: A: PDB Molecule:transcarbamylase;
PDBTitle: structure of ygew encoded protein from e. coli

49 c3updA_ Alignment not modelled 18.5 7
PDB header:transferase
Chain: A: PDB Molecule:ornithine carbamoyltransferase;
PDBTitle: 2.9 angstrom crystal structure of ornithine
carbamoyltransferase2 (argf) from vibrio vulnificus

50 c1vlvA_ Alignment not modelled 17.9 13
PDB header:transferase
Chain: A: PDB Molecule:ornithine carbamoyltransferase;
PDBTitle: crystal structure of ornithine carbamoyltransferase
(tm1097) from2 thermotoga maritima at 2.25 a resolution

51 d1saza1 Alignment not modelled 16.6 31
Fold:Ribonuclease H-l ike motif
Superfamily:Actin-l ike ATPase domain
Family:Acetokinase-l ike

52 d1qe5a_ Alignment not modelled 13.9 20
Fold:Phosphorylase/hydrolase-l ike
Superfamily:Purine and uridine phosphorylases
Family:Purine and uridine phosphorylases

53 c1ortD_ Alignment not modelled 13.9 11
PDB header:transferase
Chain: D: PDB Molecule:ornithine transcarbamoylase;
PDBTitle: ornithine transcarbamoylase from pseudomonas
aeruginosa

54 d1pg5a2 Alignment not modelled 13.3 13
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

55 d1tuga1 Alignment not modelled 12.5 15
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase
PDB header:transferase
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56 c2otcA_ Alignment not modelled 11.9 13 Chain: A: PDB Molecule:ornithine carbamoyltransferase;
PDBTitle: ornithine transcarbamoylase complexed with n-2
(phosphonacetyl)-l-ornithine

57 d1to0a_ Alignment not modelled 11.0 14
Fold:alpha/beta knot
Superfamily:alpha/beta knot
Family:YbeA-like

58 c1yr3A_ Alignment not modelled 10.4 17
PDB header:transferase
Chain: A: PDB Molecule:xanthosine phosphorylase;
PDBTitle: escherichia coli  purine nucleoside phosphorylase i i ,
the2 product of the xapa gene

59 c3d6nB_ Alignment not modelled 10.0 12
PDB header:hydrolase/transferase
Chain: B: PDB Molecule:aspartate carbamoyltransferase;
PDBTitle: crystal structure of aquifex dihydroorotase activated by
aspartate2 transcarbamoylase

60 d1zpwx1 Alignment not modelled 9.4 19
Fold:Ferredoxin-l ike
Superfamily:TTP0101/SSO1404-like
Family:TTP0101/SSO1404-like

61 c3gd5D_ Alignment not modelled 9.3 19
PDB header:transferase
Chain: D: PDB Molecule:ornithine carbamoyltransferase;
PDBTitle: crystal structure of ornithine carbamoyltransferase from
gloeobacter2 violaceus

62 c2vhiG_ Alignment not modelled 8.9 8
PDB header:hydrolase
Chain: G: PDB Molecule:cg3027-pa;
PDBTitle: crystal structure of a pyrimidine degrading enzyme
from2 drosophila melanogaster

63 c3ajfA_ Alignment not modelled 8.1 18
PDB header:viral protein
Chain: A: PDB Molecule:non-structural protein 3;
PDBTitle: structural insigths into dsrna binding and rna si lencing
suppression2 by ns3 protein of rice hoja blanca tenuivirus

64 d1y7pa1 Alignment not modelled 7.2 12
Fold:Flavodoxin-l ike
Superfamily:CheY-l ike
Family:AF1403 C-terminal domain-l ike

65 d1g2oa_ Alignment not modelled 7.1 11
Fold:Phosphorylase/hydrolase-l ike
Superfamily:Purine and uridine phosphorylases
Family:Purine and uridine phosphorylases

66 d3bgsa1 Alignment not modelled 7.0 11
Fold:Phosphorylase/hydrolase-l ike
Superfamily:Purine and uridine phosphorylases
Family:Purine and uridine phosphorylases

67 c3hu5B_ Alignment not modelled 6.7 4
PDB header:hydrolase
Chain: B: PDB Molecule:isochorismatase family protein;
PDBTitle: crystal structure of isochorismatase family protein from
desulfovibrio2 vulgaris subsp. vulgaris str. hi ldenborough

68 c3e4cB_ Alignment not modelled 6.3 15
PDB header:hydrolase
Chain: B: PDB Molecule:caspase-1;
PDBTitle: procaspase-1 zymogen domain crystal strucutre

69 c2y0fD_ Alignment not modelled 6.2 24
PDB header:oxidoreductase
Chain: D: PDB Molecule:4-hydroxy-3-methylbut-2-en-1-yl
diphosphate synthase;
PDBTitle: structure of gcpe (ispg) from thermus thermophilus hb27

70 c1y7pB_ Alignment not modelled 5.9 12

PDB header:structural genomics, unknown function
Chain: B: PDB Molecule:hypothetical protein af1403;
PDBTitle: 1.9 a crystal structure of a protein of unknown function2
af1403 from archaeoglobus fulgidus, probable metabolic3
regulator

71 d2atca2 Alignment not modelled 5.8 18
Fold:ATC-like
Superfamily:Aspartate/ornithine carbamoyltransferase
Family:Aspartate/ornithine carbamoyltransferase

72 c3ggsA_ Alignment not modelled 5.8 11
PDB header:transferase
Chain: A: PDB Molecule:purine nucleoside phosphorylase;
PDBTitle: human purine nucleoside phosphorylase double mutant
e201q,n243d2 complexed with 2-fluoro-2'-deoxyadenosine

73 c1ml4A_ Alignment not modelled 5.7 10
PDB header:transferase
Chain: A: PDB Molecule:aspartate transcarbamoylase;
PDBTitle: the pala-l iganded aspartate transcarbamoylase catalytic
subunit from2 pyrococcus abyssi
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