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|

11498123 | NC_000917 Archaeoglobus_fulgidus AF0512 I chloroplast inner envelope membrane protein |

| I

11499903 | NC_000917 Archaeoglobus_fulgidus AF2322 ! L-isoaspartyl protein carboxyl methyltransferase I

I (pcm-2) |

| l

14601138 | NC_000854 Aeropyrum_pernix E1011 hypothetical protein-L-isoaspartate O- I

I methyltransferase |

146012 o 9 1Al 0 83 | hypothetical protein |

HIUBYA gene product VDILADATYU lrl‘]J‘mﬂﬁ I |

v i | . ) i

156066 AUYT Go term UHIZUUUBDY GO 57 : hypothetical protein |

l I

156070 B9 | putative protein |

| I

15888383 | NC_003062 Agrobacterium_tumefaciens_C58 _ AGR_C 1920 | AGR_C 1920p | I

Cereon | |

| |

15888938 @ NC_003062 Agrobacterium_tumefaciens_C58 AGR C 2998 @AGR_C 2998p I I
Cereon

| |

15889008 | NC 003062 Agrobacterium_tumefaciens_C58 _ AGR_C 3127 @ AGR _C 3127p | |

Cereon I I

15889027 | NC_003062 Agrobacterium_tumefaciens_C58 _ AGR_C 3159 | AGR_C 3159p I :

Cereon | |

| I

17934948 | NC_003304 Agrobacterium_tumefaciens_C58 Atu1041 I methyltransferase I
UWash

| I

17935521 | NC_003304 Agrobacterium_tumefaciens_C58 Atu1625 | methylitransferase |

UWash | |

| i

17935595 | NC_003304 Agrobacterium_tumefaciens_C58 _ Atu1701 L-isoaspartyl protein carboxyl methyltransferase I

UWash I
| I
17935615 | NC_003304 Agrobacterium_tumefaciens_C58 Atu1721 | protein-L-isoaspartate O-methyltransferase |

| \N\AAach
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Go Term Aspect Definition
O= protein-Lisoaspartate (D-aspartate] molecular_function  Catalysis of the reaction: S-adenosyl-L-methionine + protein L-beta-aspartate = S-adenosyl-L-homocysteine + pratein L-|

C-methyltransferase activity

O= protein repair biological_process  The process of restoring a protein to its original state after damage by such things as oxidation or spontaneous decompe
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GO ID Go term AUNUBNY o gi Accession

Y GO
GO term
term

GO0:0008150 biological process unknown 3 7

G0:0005525 GTP binding 3 7
GO:0005554 molecular function 3 7 14601138 | NC 000918
GO0:0006355 regulation of transcription, DNA-dependent 3 7 14601233 | NC 000918
GO:0008168 methyltransferase activity 3 7 15606625 | NC 000854

GO0:0008372 cellular component unknown 3 7

GO0:0016020 membrane 3 7
G0:0004719 protein-L-isoaspartate (D-aspartate) O-methyltransferase activity 4 6 17934948 | NC 003304
G0:0030091 protein repair 4 6 17935521 | NC_003304
17935595 | NC_003304
17935615 | NC 003304
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Fisher’s exact test

A B A+B
C D C+D 2x2 contingency table

A+C B+D N

A+C\B+D
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GO ID

Go term

P-value

GO:0008150

G0O:0005525

G0O:0005554

GO:0006355

GO:0008168

G0O:0008372

G0:0016020

GO:0004719

G0O:0030091

biological process unknown

GTP binding

molecular function

regulation of transcription, DNA-dependent

methyltransferase activity

cellular component unknown

membrane Cutt off P-Value = 0.529
protein-L-isoaspartate (D-aspartate) O-methyltransferase activity

protein repair

0.6758

0.6758

0.6758

0.6758

0.6758

0.1111

0.1111

0.5

0.6612
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[1] Gene Ontology consortium

[2] SGD (Saccaromyces cerevisiae orbudding yeast) :
http://www.yeastgenome.org/help/yeastGeneNomenclature.shtml

[3] FlyBase (Drosophila) : http://flybase.bio.indiana.edu/

[4] MGI (Mouse) : http://www.informatics.jax.org/

[5] Ashburner M, Ball C, Blake J, Botstein D, Butler H, Cherry J, Davis A, Dolinski K, Dwight S, Eppig J,
et al. (2000). Gene Ontology: tool for the unification of biology. Nat Genet, 25:25-29.

[6] Zhang B, Schmoyer D, Kirov S, Snoddy J. (2004). GOTree Machine (GOTM): a web-based platform
for interpreting sets of interesting genes using Gene Ontology hierarchies. Bioinformatics, 5(1):16.

[7] Doniger SW, Salomonis N, Dahlquist KD, Vranizan K, Lawlor SC, Conklin BR. (2002). MAPPFinder:
using Gene Ontology and GenMAPP to create a global gene-expression profile from microarray data.
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[8] Al-Shahrour,F., Diaz-Uriarte,R.andDopazo,J. (2004). FatiGO: a web tool for finding significant
associations of Gene Ontology terms with groups of genes. Bioinformatics, 20, 578-580.

[9] Zhong S, Tian L, Li C, Storch FK, and Wong WH. (2004). Comparative Analysis of Gene Sets in the
Gene Ontology Space under the Multiple Hypothesis Testing Framework. Proc IEEE Computational
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[10] Blast: http://www.ncbi.nlm.nih.gov/Education/BLASTinfo/information3.html
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