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Clusters of orthologous groups for eukaryotic complete genomes

ath | cel |dme | hsa |sce |spo |ecu [Prots [KOGs
ACD- 55 83 |25 - - - - 163 16
AC-H 159 | 174 - 148 - - - 481 72
A-DH--- 415 - 194 | 317 - - - 926| 144
-CDH--- - 3465 2450|5615 | - - - |11530| 1147 =
AC--Y-- 30 29 - - 7 - - 66 3
A-D-Y-- 8 - 2 - 2 - - 12 2
-CD-Y-- - 5 2 - 1 - - 8 1
A--HY-- 9 - - 8 6 - - 23 6
-C-HY-- - 14 - 19 6 - - 39 6
--DHY-- - - 12 15 11 - - 38 g8
AC---P- 9 6 - - - 3 - 18 3
A-D--P- 102 - 5 - - 5 - 112 4
A--H-P- 29 - - 19 - 16 - 64 14
-C-H-P- - 6 - 10 - 5 - 21 3
--DH-P- - - 13 17 - 10 - 40 g8
A YP- 485 - - - 211|207 | - 903| 143
-C--YP- - 2 - - 3 2 - 7 2
--D-YP- - - 2 - 2 2 - 6 2
---HYP- - - - 50 |30 |35 - 115 26
AC----E 17 7 - - - - 2 26 2
A--H--E 6 - - 8 - - 5 19 4
--DH--E - - 2 1 - - 1 4 1
A---Y-E 3 - - - 2 - 1 6 1
A----PE 17 - - - - 4 7 28 3 =
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Clusters of Orthologous Groups of proteins 
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          http://www.ncbi.nlm.nih.gov/COG/
 A COG represents a group of orthologs (proteins related through vertical evolutionary descent). The COGs site may be used to identify protein families. The database is accompanied by the COGnitor program, which can be used to assign new proteins to pre-existing COGs.  A Web page containing structural and functional information is now associated with each COG: systematic classification of the COG members under the different classification systems; indications of which COG members (if any) have been characterized genetically and biochemically; information on the domain architecture of the proteins constituting the COG and the three-dimensional structure of the domains if known or predictable; a succinct summary of the common structural and functional features of the COG members, as well as peculiarities of individual members; and key references. There is a database of COGs (66 prokaryotic genomes) and KOGs (7 eukaryotic genomes). Within the eukaryotic version (KOGs), there are four functions of this database:
1) KOGs: Listing of orthologous groups between all possible combinations of 7 genomes (see below)

2) TWOGs: listing of all orthologs that are found in only two genomes (See below)

3) LSEs: Lineage specific expansions in each of the 7 eukaryotic genomes

4) Kognitor: blast your sequence of interest against all KOGs to see whether it falls into any orthologous groups
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Clusters for two species

@ Prots | TWOGs

Homo sapiens hsa 1325 602

Saccharomyces cerevisiae | sce | 424 | 293

Sehizosaccharomyces pombe | spo | 379 | 296
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Other ortholog/homolog databases:
· http://www.ncbi.nlm.nih.gov/sites/entrez/query.fcgi?db=homologene

· http://phigs.jgi-psf.org/

· http://www.metazome.net/
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16 KOG
ac»
ac> 5 [EDT] X0G1019 Revinoblastoma pathway protein LIN-S/chromatin-associated protein Aly
6 [T]  KOG1157 Predicted guanosine polyphosphate pyrophosphohydrolase/synthase
5 [R]  KOG2109 WD40 repeat protein
6 [L]  K0G2207 Predicted 3'-5' exonuclease
ac> 4 [R]  K0G2720 Predicted hydrolase (HIT family)
ac> 6 [T]  K0G2860 Uncharacterized conserved protein, contains Trab domain
ac> 3 (5]  KO0G3305 Uncharacterized conserved protein
ac> 4 (5]  K0G3363 Uncharacterized conserved muclear protein
ac> 3 [C]  K0G3474 Wolybdopterin comverting factor, small subunit
ac> 5 (5]  KOG4189 Uncharacterized conserved protein
ac> 3 [E]  K0G4463 Polycomb-group tramscriptional regulator
ac> 3 (5]  KOG4523 Uncharacterized conserved protein
24 [L]  KOG&595 Predicted tramsposase
4 (5]  KOG4636 Uncharacterized conserved protein with TLDC domain
8 [D]  KOG4731 Protein predicted to be involved in spindle matrix formation, contains DH3, DoH, and DOMON domains
acp 71 (5]  KOG4735 Extracellular protein with conserved cysteines
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129 | 5 drabidopsis thatiana (ath)
groups
ACDHYPE
ac 7 1 8 (Rl  TUOGODD3 Methyltransferases
ap 11 2 [3]  TUOGODDG Uncharacterized conserved protein
ac 11 2 [R]  TUOGDO17 Predicted aminoglycoside phosphotramsferase
A H 6 4 10 [T)  TUOGO023 Light-responsive protein COP1 and related proteins
A H 11 2 [F]  TuoGoDsi Cytidylyltransferase
A E 12 3 [R]  TUOGDD3S Predicted mucleic acid binding protein, contains  modified C2H2 finger
A E 12 3 [R]  TUOGDD43 Predicted calcineurin-like phosphodiesterase
A E 12 3 (L]  TUOGDD44 Predicted protein involved in DNA repair, contains UvrB C-terminal domain
ac 3 2 5 [HR] TUOGODSI Formyltetrahydrofolate synthetase
A E 12 3 (¥  TUOGODSA Unnamed protein
A H 14 5 [0] TUOGO0GD Microsomal glutathione S-tramsferase
A H 11 2 [  TUOGODGL Unnamed protein
A E 3 1 4 [R]  TUOGO0S7 Predicted sulfurtransferase
ap 11 2 [5]  TUOGOD?S Uncharacterized conserved protein
aD 2 1 3 [3]  TUOGNDES Uncharacterized conserved protein
A p o2z 2 24 [T]  TUOGOD33 FOG: USPA domain
A H 44 2 46 [R]  TUOGD094 Lectins containing Jacalin domain
A Y sz 3 35 [N  TUOG0096 Iyloglucan endotransglycosylase
A P 11 2 [5]  TUOGOD99 Uncharacterized protein
A P 5 1 6 [3]  TUOGO107 Uncharacterized protein, contains WDAD repeats
A H 18 2 20 [E]  TUOGDIDS CCART binding protein
A E 610 16 [I  TU0GO1ll Lipoxygenase
A Y 6 1 68 [R]  TUOGD1I5 Endo-polygalacturonase
A Y 8 1 10 [PR] TUOGO115 Predicted Fe(III)-siderophore transporter
a 5 3 8 [HG) TUOGDIZ3 lpha-glucan synthase/soluble starch synthase
A H 12 1 15 [T]  TU0G0129 Protein kinase, contains U-box domains
A H 4 1 5 [3] TUOG0130 Uncheracterized protein, contains EGF domain
A E135 1 136 [R]  TUOGDI31 mutator-like transposase
A H 11 2 [R]  TUOGO140 WD domain, G-berta repeat-containing protein
A E 3 5 8 [LB] TUOGOISL Cytosine methyltramsferase
ac s 2 7 (1]  TUOGDLSS Oleate desaturase/linoleate desaturase
a 14 1 15 ([RQ) TOGO156 Predicted anthranilate N-hydroxycinnemoyl/benzoyltransferase
A H 4 1 5 [LE] TUOG0157 (eytosine-5-)-methyltransferase
A E 33 6 [T]  TWOGD1SH Hedgehog-interacting protein and related proteins
A H 20 1 21 [R]  TUOGD166 Auxin-responsive GH3 protein and related proteins
ac 17 1 18 (5]  TUOGO166 Uncharacterized protein
A H 12 8 22 [R]  TUOGOie9 Predicted transposase
A HE 1 1 2 [H  TUOGO175 Predicted coproporphyrinogen IIT oxidase
a 16 2 18 [GR] THOGO101 Predicted momocarboxylate transporter/nodulin related protein
A H 10 2 12 [G]  TOGD182 Predicted glycosyltransferase
A H 7 4 11 [35)  TU0GD183 Uncharacterized conserved protein
A P 6 1 7 [R]  T9OGO184 Myb-like DNA-binding domain and HLS domain (histone families 1 and 5
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