SAGeR-P a FAIR resource enabling large scale functional
comparative genomics

2.127.549.787

Triples available

Jasper J Koehorst, Jesse CJ van Dam, Edoardo Saccenti,
Vitor AP Martins dos Santos, Maria Suarez-Diez, Peter J Schaap

Laboratory of Systems and Synthetic Biology
Wageningen University & Research

6968

genomes available

Functional annotation

Approaches for comparative genomics Functional comparison

Pseudomonas genomes were de novo annotated
using SAPP, revealing variation in quality of the
deposited annotations.

Multiple organisms

Functional similarities of 446 genomes based on
the presence/absence of domain architectures.
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shuffling and domain duplication events.

Sizes of the pan- and core-genome of Pseudomonas
was estimated through the presence of protein
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 Development of a Semantic framework has been

established for functional comparative genomics

Pseudomonas functional core is closed

Domain persistence is higher than sequence

persistence

« SAGeR-P enables integrational analyses through a
web framework

Web Framework for functional .
comparative genomics -

SAGeR-P enables browsing through selected genomes
and live functional comparisons of selected strains
through a intuitive rshiny interface.
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