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TAIR

* Genome Browsers
* Synteny Viewer

e Protein interaction Viewer



Tools at TAIR
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Genome Browsers at TAIR

* Two options (Seqgviewer & GBrowse)
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Seqviewer
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Seqviewer
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GBrowse
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GBrowse - Header

Searfipuog:Vista plot & fasta download
Feature Name AT1G01040

AY438620

Position Chr2:100500..102500
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Proteomics Data

eBaerenfaller 2008
eCastellana et al. 2008
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Reposition tracks
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http://www.ncbi.nlm.nih.gov/pubmed/17947329
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Gone Models
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VISTA plot Gbrowse track
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Nucleotide conservation across large evolutionary time spans
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Orthologs and Gene Families

INSECTS
Aedes aegypti (Yellow fever mosquito)
Anopheles gambiae (Malaria mosquito)
Apis mellifera (Western honeybee)
Drosophila melanogster (Fly)
Drosophila pseudoobscura (Fly)

MAMMALS
Bos taurus (Cow)
Canis familiaris (Dog)
Homo sapiens (human)

Mus Musculus (mouse)
Gallus gallus (Chicken)
Macaca mulatta (Rhesus Macaque)
Monodelphis domestica (Opossum)
Pan troglodytes (Chimpanzee)
Rattus norvegicus (Rat)

YEAST

Candida gablata (Haploid yeast)
Cryptococcus neoformans (Yeast-like fungus)

Debaryomyces hansenii (Yeast)

Kluyveromyces lactis (Yeast)
Yarrowia lipolytica (yeast)
Schizosaccharomyces pombe (Fission yeast)
Saccharomyces cerevisiae (Budding yeast)

Annotation Units
T25KL6

Locus
AT1601040

Protein_coding gene.

Yeast and Fungi Orthologs (Inparanoid)
XP_569593

AT1601046
&
RIRNA

AT1601060

protein_coning_gene

AT1601050
protein_coning_gene

Cruptasac
Xp_459220

SPCC188.13c
C

Schizasaccharomyces ponbe
Vertebrate Orthologs (Inparanoid)
ENSGALPO0000017885.

ENSPTRPO0000046628.

Pan troglodytes
ENSBTAPO0000017080.
C

ENSCAFPO000026121

ENSP00000343745
|

Fono sapiens
MG1:2177178
C

s musculus
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Takifugu rubripes (Pufferfish/Fugu)
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Danio rerio (Zebrafish)

NEMATODES
Caenorhabditis elegans (Nematode)
Caenorhabditis briggsae (Nematode)
Caenorhabditis remanei (Nematode)

PLANTS
Oryza sative (rice)

OTHER
Xenopus tropicalis (Frog)
Ciona intestinalis (Sea squirt)
Entamoeba histolytica (Amoebozoa)
Dictyostelium discoideum (Slime mold)
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Other ways to navigate between genomes: Brassica and
radish sequences
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Nucleotide alignments to Arabidopsis using CAT

(Cross-species Alignment Tool, Li et al 2007) TAIR GBrowse
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What tools should we add to TAIR?
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What tools should we add to TAIR?

Synteny Viewer
Protein-Protein Interaction Viewer



Synteny Viewer

GBrowse syn: GBrowse-based synteny browser developed
by Sheldon McKay

Helps to study and analyze syntenic regions, homologous
genes and other conserved elements between sequences

By comparing less studied genomes to the well annotated
Arabidopsis genome in Gbrowse syn, scientists can identify
novel genes and putative regulatory elements.

First version of TAIR synteny viewer contains A.thaliana to
A. lyrata genome alignments (more will be added soon)



Synteny Viewer

~ A1
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Synteny Viewer

@ Instructions

Select a Rogion 10 Browse and a Reference species:
Examples: thalans Chrl 1504365 1514354 hyrata scaffold_1:18300.290%%9

To change from the current reference genome 1o another within the same region, please click on the ruler within the colored box for that genome
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TAIR Protein-Protein
interaction viewer using N-browse

Protein-protein interactions curated by Intact,
Biogrid and TAIR

Using the generic network browser N-browse

developed by the Gunsalus Lab (curr Protoc Bioinformatics. 2008
Sep; Chapter 9:Unit 9.11)

First version contains interactions determined
experimentally

Interactions can be filtered by type of experiment
and biological modules

User can overlay own interaction set on curated set



Minimal information about an Interaction

http://lwww.ebi.ac.uk/ontology-lookup/browse.do?ontName=MI

OLS - Omology Lookup Service
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Arabidopsis Protein-Protein interaction viewer
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> 1,500 interactions in TAIR Nbrowse Interaction Viewer
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