
• Includes pre-computed gene 
families, multiple sequence 
alignments & phylogenetic trees

• Contains intra- and inter-species 
gene colinearity identified using i-
ADHoRe

• Interactive workbench allows 
users to perform analyses on their 
genes. Currently PLAZA hosts 18 
different tools

• Includes >20 genomes from 
flowering plants, (club-)mosses
and several green algae

• All data can be downloaded for 
further study

Features

Workbench

• Pre-computed gene families can be browsed using similarity heatmaps
and multiple sequence alignments (viewable with JalView)

• Reconciled phylogenetic trees can be viewed online (using  Archaeoptryx)

Gene Family & Genome Evolution

• Personal workbench where max. 30 experiments 
(~custom gene sets) can be stored and analyzed

• Compare intron-exon structure & InterPro domains

• BLAST interface to map data from non-model species 
onto reference organisms included in PLAZA

Structure of the PLAZA platform

• i-ADHoRe was used to identify colinear regions within and between 
genomes, KS-based dating was applied on retained homologs.

onto reference organisms included in PLAZA

• GO enrichment to find overrepresented functional 
annotations

http://bioinformatics.psb.ugent.be/plaza

Contact: plaza@psb.vib-ugent.be

• Gene sets can be 
visualized on the 
genome using 
WGMapping including 
information about block 
and tandem gene 
duplicatesS
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Tool Navigation Table

More info? Check PLAZA Documentation & Tutorials

http://bioinformatics.psb.ugent.be/plaza

Contact: plaza@psb.vib-ugent.be

New features PLAZA release 2.5

• Includes >900,000 genes from 25 plants covering 13 dicots, 5 monocots, 2 (club-)mosses and 5 algae

• Integrative Orthology detection tool to explore cross-species orthologs incorporating information from phylogenetic tree construction, 
protein clustering, simple Best-Blast hit scoring and conserved genome organization

• Functional clustering tool to explore genome-wide clustering of genes annotated with a specific Gene Ontology, InterPro, Gene family 
or Workbench term

A. lyrata

Poplar Rice


