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Topics

• Comparative genomics: orthologs/paralogs prediction 

• Comparative genomics: functional annotation

• Structural proteomics: 3D-modeling of protein structures



Comparative genomics studies the differences and 
similarities in genomic features of different organisms

Comparative Genomics
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The detection of ortholog genes is one of the key approaches 

Comparative Genomics
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Networks construction
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• Orthologs
• Paralogs
• Networks of orthologs and paralogs
• Multilevel approach

COMparative for PARalog and Ortolog genes

COMPARO
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Topics

• Comparative genomics: orthologs/paralogs prediction 

• Comparative genomics: functional annotation

• Structural proteomics: 3D-modeling of protein structures
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The GENOMA platform



Species x Species y

Functional annotation
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Functional annotation
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SPECIES-SPECIFIC DOMAINS

Functional annotation
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• Structural proteomics: 3D-modeling of protein structures
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Homology modeling
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Conclusions

Orthologs, paralogs and species-specific genes

 Functional annotations

 3-D modeling

• COMPARO: COMparative for PARalog and Ortolog genes

• Molecular dynamics simulations

Already available services

Soon available


