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Driven by:

Assembly quality
Community needs
Depth & breadth

Project Support
INSDC

Oryza sativa ssp. japonica

Oryza rufipogon

Oryza sativa ssp indica

Oryza nivara *
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Oryza meridionalis #k
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Aegilops tauschii
Hordeum vulgare *
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r~ Solanum lycopersicum *

Arabidopsis thaliana
Arabidopsis lyrata
Brassica oleracea *
Brassica rapa

Glycine max
Medlcago truncatula *
Prunus persica *

L. Solanum tuberosum
Amborella trichopoda *

Selaginella moellendorffii

Physcomitrella patens *
r— Ostreococcus lucimarinus

k= Chlamydomonas reinhardtii

Cyanidioschyzon merolae
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Gramene

* = New (11)
* = Updated (9)

Gramene Release 46

e 39 complete reference
genomes

e 21 Monocots
e 12 Eudicots
e 1 basal angiosperm

e 5 Lower plants




Data served by Gramene browser

Gramene
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Where to start  #Gramene

» Species + Genomic Location
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i Drag/Select: ¢ i}
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http://ensembl.gramene.org/Arabidopsis_thaliana/Location/View?r=1:8001-18000

« Terms and IDs (Gene, Interpro, Variation, GO)

Search all species... Q

« Sequences (Protein, DNA)
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Background on
Basic Local Alignment Search Tolg"“”m

DNA blastn, tblastx blastx
Protein tblastn blastp
Basic BLAST

Choose a BLAST program to run.

Search a nucleotide database using a nucleotide query

nucleotide blast ) i :
- Algorithms: blastn, megablast, discontiguous megablast

Search protein database using a protein query

protein blast
: Algorithms: blastp, psi-blast, phi-blast

blastx | Search protein database using a translated nucleotide query
tblastn | Search translated nucleotide database using a protein query

tblastx | Search translated nucleotide database using a translated nucleotide query
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Why Gramene Blast

e Gramene Blast 1s integrated with Gramene genome
browser.

e Serve as entry point for Genome browsing
e Position a sequence to the genome
e Identify orthologs and paralogs, gene trees
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Highlights 9

 |Improved drastically since release 45 April 2015.
Better user interface and better efficiency.

e EBI NCBI-blast web services.

e Taxonomic tree of the target genomes

e Ticketing system. Automatic refreshing.

e Karyotype view of result hits

e Results can be downloaded and saved

e Hits lead to the location view of target region
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Please see the Demo video at
ftp://ftp.eramene.org/pub/gramene/outreach/
webinars/DemoFinal.zip
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