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dihdj __
dilctj
dlenh__
didtr_2
ditns__
d2spca_
dlbdd__
dlbal __
d2erl __
d2abd__
d2end__
dilis__
dlbnfg_
dil bu_1
dihne__
d1bf ma_
dilmog_
dinfn__
difha__
dignc__
dlacp__
dirpo__
dlytfbl
dlpou__
d2tct _1
dlcoo__
dinmdya_
d4icb__
dlpara_
dldsbal
d2gstal
dlbnt al
dlcba__
dlocch_
dlhyp__
dlol ga_
dladt _1
dihnr__
dlalo_1
dlaep__
dlaxn__
ditadal
ditrla_
d2ts1_1
dlbnfal
dlgds__
ditam _
difinbl
dillp__
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dlgai __
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difiaa_
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objname

Globin-like

Long alpha-hairpin

Cytochrome ¢

DNA-binding 3-helical bundle

Diphtheria toxin repressor (DtxR) dimerization domain
Mu transposase, DNA-binding domain

Spectrin repeat unit

Immunoglobulin-binding protein A modules
Peripheral subunit-binding domain of 2-oxo acid dehydrogenase complex
Protozoan pheromone proteins

Acyl-CoA binding protein

T4 endonuclease V

Lysin

F1-ATPase, gamma subunit

Zn2+ DD-carboxypeptidase, the Nt-dom.

HMG-box

Histone-fold

Methane monooxygenase hydrolase, gamma subunit
Four-helical up-and-down bundle

Ferritin-like

4-helical cytokines

Acyl carrier protein-like

ROP protein

Transcription factor IIA (TFIIA), Nt-dom.

lambda repressor-like DNA-binding domains
TetR/NARL DNA-binding domain

the Ct-dom. of RNA polymerase alpha subunit
Helix-loop-helix DNA-binding domain

EF Hand-like

Met repressor-like

Disulphide-bond formation facilitator (DSBA), insertion domain
Glutathione S-transferases, Ct-dom.

Methionine synthase domain

Anaphylotoxins (complement system)

Cytochrome ¢ oxidase subunit h

Bifunctional inhibitor/lipid-transfer protein/seed storage 2S albumin
p53 tetramerization domain

A domain of early E2A DNA-binding protein, ADDBP
Prokaryotic DNA-bending protein

Aldehyde oxidoreductase, domain 2

Apolipophorin-Iil

Annexin

Transducin (alpha subunit), insertion domain
Thermolysin-like metalloproteases, Ct-dom.
Tyrosyl-tRNA synthetase, middle domain
Left-handed superhelix

HIV-1 capsid protein, N-terminal core domain
Retroviral matrix proteins

Cyclin-like

Heme-dependent peroxidases

DNA-glycosylase

Anticodon-binding (C-terminal) domain of glutamyl-tRNA synthetase (GIuR
R1 subunit of ribonucleotide reductase, Nt-dom.
FAD-binding (C-terminal) domain of DNA photolyase
Hemocyanin, N-terminal and middle domains
6-phosphogluconate & Acyl-CoA dehydrogenases, Ct-dom.
Uteroglobin-like

Glycosyltransferases of the superhelical fold

Citrate synthase

Cytochrome P450

FIS protein

Photosynthetic reaction centre (cytochrome subunit)
Trp repressor

Aldehyde ferredoxin oxidoreductase, Ct-dom.s
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068 dlvnc__ o 0 O O 0 0 0 0 1 0 Vanadium-containing chloroperoxidase
069 dlbvpll o 0 O O 0 0 0 0 0 0 Bluetongue virus coat protein vp7 (BTV-10 vp7), alpha-helical domain
070 dlocce_ 1 1 1 0 1 0 0 0 0 0 alpha-alpha superhelix

071 d2sbl bl o 0 O O 0 0 0 0 0 0 Lipoxigenase, Ct-dom.

072 d2tct_2 o 0 O O 0 0 0 0 0 0 Tetracyclin repressor (Tet-repressor, TetR), Ct-dom.
073 dllbd__ 0 0 44 44 0 0 0 0 0 0 Ligand-binding domain of nuclear receptor
077 difps__ 2 2 2 0 2 1 1 1 0 0 Isoprenyl diphosphate synthases

078 dloel al 1 9 7 0 1 2 1 1 1 1 GroEL, the ATPase domain

079 dlecrma_ 2 1 0 O 2 0 1 1 0 0 Chorismate mutase I

080 dlpoc__ o 0 2 2 0 0 0 0 0 0 Phospholipase A2

081 dlzta__ 0 1 0 O 0 0 0 0 0 0 Oligomers of long helices

001 dlmaj__ 15 1113 94 0 1 0 0 0 0 Immunoglobulin-like beta-sandwich

002 dlexg__ o 0 O O 0 2 0 0 0 0 Common fold of diphtheria toxin/transcription factors/cytochrome f
003 dlkum _ 1 0 1 1 0 0 0 0 0 0 Prealbumin-like

004 dlhoe__ o 0 O O 0 0 0 0 0 0 alpha-Amylase inhibitor

005 dlaac__ 2 4 2 0 1 3 0 0 0 0 Cupredoxins

006 dlrsy_ 9 1 9 2 0 0 0 0 0 0 C2 domain-like

007 dlnpoa_ o 0 O O 0 0 0 0 0 0 Neurophysin Il

008 d2stv__ o 0 O O 0 0 1 0 0 0 Viral coat and capsid proteins

009 dldsl__ o 0 O O 0 0 0 0 0 0 Crystallins/protein S/yeast killer toxin

010 d2sbl b2 o 0 O O 0 0 0 1 0 0 Colipase binding domain-like

011 dlpgs_1 o 0 O O 2 0 1 0 0 0 Glycosyl-asparaginase

012 dlecy_ 1 0 0 o 0 0 0 0 0 0 Ecotin, trypsin inhibitor

013 dlgof_2 3 0 0 O 0 0 0 0 0 0 Galactose-binding domain-like

014 dlahsa_ o 0 O O 0 0 0 0 0 0 Segmented RNA-genome viruses’ proteins
015 dlknb__ o 0 O O 0 0 0 0 0 0 Adenovirus type 5 fiber protein, knob domain
016 dltnra_ o 0 O O 0 0 0 0 0 0 Tumor necrosis factor

017 dlthw__ 0o 0O 6 6 0 0 0 0 0 0 Thaumatin

018 dljbc__ 0 4 15 13 0 1 1 0 1 0 ConA-like lectins/glucanases

019 dlbgl a4 3 0 0 O 0 0 0 0 0 0 Supersandwich

020 dlnyf__ 4 18 34 19 3 1 0 0 0 0 SH3-like barrel

021 dllepa_ 14 13 9 0 3 3 2 0 2 1 GroES-like

023 dlwhi __ 1 3 2 1 1 1 1 1 1 1 Ribosomal protein L14

024 dlsnc__ 13 7 10 6 4 3 3 3 3 3 OB-fold

025 dlprchl o 0 O O 0 0 0 0 0 0 near-membrane domain of membrane proteins
026 d4fgf__ 0 1 10 9 1 0 2 0 0 1 beta-Trefoil

027 difnb_1 7 10 13 1 8 8 4 4 3 3 Reductase/Elongation Factor Domain

028 dlefua2 2 1 2 0 2 1 1 0 1 1 EF-Tu, Ct-dom.

029 dlarb__ o 0 2 2 0 0 0 0 0 0 Trypsin-like serine proteases

030 dlbco_1 o 0 O O 1 0 0 0 0 0 Mu transposase, Ct-dom.

031 dlbnfa2 4 2 2 0 3 3 3 0 2 1 like F1 ATP synthase, a & b sub., A-dom.
032 dlhvc__ 0o 5 19 0 0 0 0 0 0 0 Acid proteases

033 d2eng__ o 0 O O 0 0 0 0 0 0 Barwin-like endoglucanases

034 dlgtral 1 2 2 0 1 0 0 1 0 0 GIn-tRNA synthetase (GInRS), C-terminal (anticodon-binding) domain
035 dlmai __ o 0 8 O 0 0 0 0 0 0 PH domain-like

036 dlytfcl 0o 2 4 1 0 0 0 0 0 0 Transcription factor 1A (TFIIA), Nt-dom.
038 dlpkn_1 2 2 3 0 1 2 0 1 1 1 Pyruvate kinase beta-barrel domain

039 dlhbqg__ 1 0 10 10 0 0 0 0 0 0 Lipocalins

040 dlstp__ o 0 O O 0 0 0 0 0 0 Streptavidin-like

041 d2cpl __ 2 8 16 0 1 2 1 0 0 0 Cyclophilin

042 dlhxn__ o 0 1 1 0 0 0 0 0 0 4-bladed beta-propeller

043 d2sil __ o 0 O O 0 1 1 0 0 0 6-bladed beta-propeller

044 d2bbkh_ 0 46 60 11 0 5 0 0 0 0 7-bladed beta-propeller

045 d4aaha_ 2 0 0 O 0 1 0 1 0 0 8-bladed beta-propeller

046 dlcdg_3 1 0 1 1 0 0 0 0 0 0 alpha-Amylases, beta-sheet domain

047 dlhcb__ 0o 0O 6 6 0 0 0 0 0 0 Carbonic anhydrase

048 d3bcl __ 0 1 1 1 0 0 0 0 0 0 Bacteriochlorophyl A protein

049 dlvnoa_ o 0 12 12 0 0 0 0 0 0 beta-Prism |

050 dljpc__ o 0 O O 0 1 0 0 0 0 beta-Prism 11

051 dlkappl o 0 1 1 0 5 0 0 0 0 beta-Roll

052 d2pec__ o 0 O O 0 0 0 0 0 0 Single-stranded right-handed beta-helix
053 dll xa__ 2 1 0 O 2 2 2 1 0 1 Single-stranded left-handed beta-helix

054 dlcaua_ 2 1 12 4 2 10 0 0 0 0 Double-stranded beta-helix

055 dlbdo__ 9 10 13 2 5 5 2 2 2 2 Barrel-sandwich hybrid

056 dldud__ 1 1 1 0 2 1 2 0 0 0 beta-clip
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d2kaucl
dlbyb__
ditm __
dirlr_2
d2t nda2
dizyma_
dibta__
dlbnh__
dirvva_
dludh__
dima_1
d3chy__
difnb_2
d2ts1_2
dldnpa2
d2t nda3
dixel
dlbnca2
dlpydal
dlnbaa_
dldeaa_
dlpyda2
digky__
dichd__
dlsca__
d3cla__
diphr__
d2hnqg__
disrx__
ditrka3
dlpkm 3
dil cpal
dilhttal
dlbam _
dlgdr__
dlpdo__
d2rn2__
ditfr__
d3pgm__
dlopr__
dlzon__
dlcde__
divid__
dlanma__
dlgpnma2
dlul b__
d2ace__
dlmasa_
d2ctb__
dira9__
dilgt na2
difua__
dlal ka_
dilxaa__
d2at 2a_
dittqb_
d2ora_1
d7acn_2
d3pngal
d3pgk__
dilm oa_
d2bgu__
dlagx__
d3pfk__
dlayl
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alpha-Subunit of urease, composite domain
TIM-barrel

Cellulases

ribonucleotide reductase, R1 sub., Ct-dom.
FAD/NAD(P)-binding

The "swivelling" beta/beta/alpha domain
Barstar (barnase inhibitor)

Leucine-rich repeats

beta-subunit (capsid) of the lumazine synthase/riboflavin synthase comple:

Uracil-DNA glycosylase

Catalytic domain of malonyl-CoA ACP transacylase
Flavodoxin-like

Ferredoxin reductase-like, C-terminal NADP-linked domain
ATP pyrophoshatases

Nt-dom. of DNA photolyase

A nucleotide-binding domain

NAD(P)-binding Rossmann Fold

Biotin carboxylase Nt-dom.-like

Pyruvate oxidase and decarboxylase, middle domain
N-carbamoylsarcosine amidohydrolase
Glucosamine 6-phosphate deaminase
Thiamin-binding

P-loop Containing NTP Hydrolases

CheB methylesterase domain (C-terminal residues 152-349)
Subtilases

CoA-dependent acetyltransferases

Phosphotyrosine protein phosphatases |
(Phosphotyrosine) protein phosphatases Il
Thioredoxin-like

Transketolase, Ct-dom.

Pyruvate kinase, Ct-dom.

Leucine aminopeptidase, Nt-dom.

An anticodon-binding domain of Class Il aaRS
Restriction endonucleases

gamma,delta resolvase, large fragment

The IIA domain of mannose transporter, 11A-Man
Ribonuclease H-like motif

5’ to 3’ exonuclease

Phosphoglycerate mutase-like
Phosphoribosyltransferases (PRTases)
Integrin A (or I) domain

Glycinamide ribonucleotide transformylase
SAM-dependent methyltransferases
PLP-dependent transferases

Class | glutamine amidotransferases

Purine and uridine phosphorylases
alpha/beta-Hydrolases

Purine nucleoside hydrolase

Zn-dependent exopeptidases

Dihydrofolate reductases

Aminoacid dehydrogenases, dimerisation domain
Class Il aldolase

Alkaline phosphatase

Isocitrate/isopropylmalate dehydrogenases
Asp-carbamoyltransferase, Cat.-chain

Tryptophan synthase, beta-subunit

Rhodanese

Aconitase, first 3 domains

Phosphoglucomutase, first 3 domains
Phosphoglycerate kinase

Nitrogenase iron-molybdenum protein, alpha and beta chains
beta-Glucosyltransferase & glycogen phosphorylase
Glutaminase/Asparaginase

Phosphofructokinase

Phosphoenolpyruvate carboxykinase (ATP-oxaloacetate carboxy-liase)




D I Tl I Tl T R

067
068
069
070
001
002
003
004
005
006
007
008
009
010
011
012
013
014
015
016
018
019
020
021
022
023
024
025
026
027
028
029
030
031
032
033
034
035
036
037
038
039
040
041
042
043
044
046
047
048
049
050
051
053
054
055
056
057
058
059
060
062
063
066
067

d2dri__
dil st __
dlpxtal
dlctt_1
difus__
d2baa__
d2act __
d7rsa__
d2kaua_
d3il8__
dilpnd_1
dilsso__
dlkpaa_
dldar _3
dligd__
d3cox_2
dldvc__
ditnta_
dlaak__
dlenma__
dif kd__
didhy_1
dinkaa_
dlegl
ditfe__
dlmga2
dictf__
d2reb_2
distu__
dlvi h__
dlgpna3
dlonea2
dloel a3
dif xd__
divhh__
ditig_
dlkpta_
d3rubs_
dldcoa_
d2chsa_
difim
dlgado2
dloaca4
d3ssi__
dinmsc__
d3grs_3
dlsrsa_
dlast
dlayd__
d2hpr __
dliba__
digt pa_
dlpuc__
dinef
dicby_
dlsrya2
divil __
dlpne__
dinmut
d3tns__
dil ba__
dlcyo__
dlvcc__
dlorda3
dlsma_
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Periplasmic binding protein-like |

Periplasmic binding protein-like Il

Thiolase

Cytidine deaminase

Microbal ribonucleases

Lysozyme-like

Cysteine proteinases

Ribonuclease A-like

Urease, gamma-subunit

Interleukin 8-like chemokines
Penicillin-binding protein 2x (pbp-2x), c-terminal domain
histone-like proteins from arhaea

HIT-like

Ribosomal protein S5 domain 2-like
beta-Grasp

FAD-linked reductases, Ct-dom.

Cystatin-like

MHC antigen-recognition domain

Ubiquitin conjugating enzyme

Green fluorescent protein

FKBP-like

Bleomycin resistance protein/Dihydroxybiphenyl dioxygenase
beta-Hydroxydecanol thiol ester dehydrase
ClI-2 family of serine protease inhibitors
Elongation factor Ts (EF-Ts), dimerisation domain
Fe,Mn superoxide dismutase (SOD), Ct-dom.
Ribosomal protein L7/12, Ct-dom.

Anti-LPS factor/recA domain

dsRBD & PDA domains

KH-domain

GMP synthetase, the C-terminal, dimerisation domain
like Enolase, Nt-dom.

The intermediate domain of GroEL

like Ferrodoxin

Hedgehog/DD-peptidase

IF3-like

Virally encoded KP4 toxin
RuBisCO, small subunit

DCoH-like

Chorismate mutase

Tautomerase/MIF

like G3P dehydrogenase, Ct-dom

Copper amine oxidase, domain 1

Subtilisin inhibitor

RNA bacteriophage capsid protein
FAD/NAD-linked reductases, dimer-dom.
Serum response factor (SRF) core
Metzincin-like

SH2-like

Histidine-containing phosphocarrier proteins (HPr)
Glucose permease domain |IB
Tetrahydrobiopterin biosynthesis enzymes
Cell cycle regulatory proteins

Regulatory factor Nef

Mosquitocidal delta-endotoxin CytB
Class-ll-aaRS/Biotin Synthetases

Actin depolymerizing proteins

Profilin-like

Nucleoside triphosphate pyrophosphorylase (MutT)
Thymidylate synthase

Bacteriophage T7 lysozyme (Zn amidase)
Cytochrome b5

A DNA topoisomerase | domain

Ornithine decarboxylase Ct-dom.
Endonuclease
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dlcdwa_
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d2pol al
dlal o_4
dlhqgi __
didiv__
dlgsa_2
dinbb_1
dinbb_2
d3dni __
dlaora2
dlgdoa_
dibnt__
difj ma_
dini da2
dinrj
didtp__
dilit__
dlpnd_3
dlhecl __
dipsi__
d3pte__
d2cae__
ditpt
dlbuca2
dlinf__
dinm __
dirpl __
dil gr__
dlecl __
dlbgw
dldaaa_
difrvb_
difrva_
dldkza_
dijud__
d2gf1__
dletn__
dlhev__
dilpnt__
d3ebx__
dlbpi __
dlbnb__
dlans__
dildl __
dli xa__
dicbn__
dikrn__
ditur__
d2pspal
ditgj __
dihfi__
ditcg__
dlbgk__
d2ech__
dledn__
d2hir__
d2bbkl _
dlpdc__
dlata__
dlextal
dlafp__
dlcfi__
d2cy3__
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Creatinase/methionine aminopeptidase
TBP-like

S-adenosylmethionine synthetase. MAT

DNA clamp

Aldehyde oxidoreductase, molybdemum cofactor-binding domain
Phenol hydroxylase P2 protein

Ribosomal protein L9

ATP-grasp

FAD-binding domain

Uridine diphospho-N-Acetylenolpyruvylglucosamine reductase, MurB, Ct-d
DNase I-like

Aldehyde ferredoxin oxidoreductase, Nt-dom.s
N-terminal nucleophile aminohydrolases (Ntn hydrolases)
Zn metallo-beta-lactamase
Metallo-dependent phosphatases

like LDH/MDH, Ct-dom.

Ribosome inactivating proteins (RIP)
ADP-ribosylation

C-type lectin-like

Penicillin-binding protein 2x (pbp-2x), Nt-dom.
Protein kinases (PK), catalytic core

Serpins

beta-Lactamase/D-ala carboxypeptidase
Heme-linked catalases

Thymidine phosphorylase

Acyl-CoA dehydrogenase (flavoprotein), N-terminal and middle domains
Sugar phosphatases

DNA/RNA polymerases
Nucleotidyltransferases

Glutamine synthetase

type | DNA topoisomerase

type 1l DNA topoisomerase

D-amino acid aminotransferase

Nickel-iron hydrogenase, large subunit
Nickel-iron hydrogenase, small subunit

like HSP70, Ct-dom.

L-2-Haloacid dehalogenase

Insulin-like

Heat-stable enterotoxin B

Knottins (Small inhibitors, toxins, lectins)
Proteinase inhibitor PMP-C

Snake toxin-like

BPTI-like

Defensin-like

Neurotoxin 1 (ATX III)

Ligand-binding domain of low-density lipoprotein receptor
EGF/Laminin

Crambin-like

Kringle modules

Ovomucoid/PCI-1 like inhibitors

Trefoil

Cystine-knot cytokines

Complement control module

mu-conotoxin

Sea anemone toxin k

Blood coagulation inhibitor (disintegrin)
Endothelin-like

Thrombin inhibitors

Methylamine dehydrogenase, L-chain
Fibronectin type Il module

Ascaris trypsin inhibitor

Tumor necrosis factor (TNF) receptor
Antifungal protein (AGAFP)

GLA-domain

Cytochrome c3
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dilhip__
dlard__
d125d__
dlhcp__
d2znf __
dimea_
dirie__
difre__
dichc__
dimhu__
dladn__
diptq__
dladt _2
ditpm

O OO FrPr OO0 00O WwWOoOOoOOoOoOo

Ll
[e &)

=
OOPFRPONOONOURFR O

O O 0w oo

O ON OO

O OO 0O O0OkFr OO0OFr OO0 O OO Oo

O OO0 0O O0OO0OO0oOh~ER, OO O OO

O OO 0O O0OO0OO0Okr OO0 OO OoOOo

O O O 0O OO0 O0oOo,O oo oNOo

O O O 0O OO0 0O O0O oo OoOOo

0 HIPIP (high potential iron protein)

0 Classic zinc finger

0 Zn2/Cys6 DNA-binding domain

0 Glucocorticoid receptor-like (DNA-binding domain)
0 HIV zinc finger-like domains

0 Rubredoxin-like

0 Membrane-bound rubredoxin-like

0 B-box zinc-binding domain

0 RING finger domain

0 Metallothionein

0 Ada DNA repair protein, Nt-dom. (N-Ada 10)
0 Protein kinase cystein-rich domain (cys2)

0 ADDBP Zn-binding domains of ADDBP

0 Fibronectin type | module




