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Questions / tools

• Get Info on a specific gene :
 Genome Report System

• Get Info on a set of genes:
 BioMart

• Combine data from several sources:
 Galaxy

• Gene Ontology Analysis:
 Blast2GO

• Blast  environment and further analysis
 Mobyle Blast

 Mobyle Blast-Koriviewer

 SRS
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Get Info on a specific gene :

Genome Report System
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Genome Report System
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Genome Report System

http://urgi.versailles.inra.fr/grs



BT4 index
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Genome Report System



GO Form

GO Form : 

Auto complete form
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Genome Report System



GO term description

GO term: 

Info and Navigation tree 
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Genome Report System



GO term to Genes

GO term: 

List of genes sharing this term
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Genome Report System



Gene Form

Gene request form : 

Auto complete form
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Genome Report System



Categories
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Genome Report System



Categories

Gene locus and sequence

DbXref : INSD accession

(submitted to EMBL)

Domains, motifs
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Genome Report System



Categories

Cellular Localization

Blast results
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Genome Report System

Predicted function



Categories

Cazy, GO (blast2GO)

Gene domains Browser

Other features at the same locus, TEs, ESTs 

Genome Browser
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Genome Report System



Categories

Orthologs
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Genome Report System



Functional edition access

Manually curated gene: access to functional edition
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Genome Report System



Functional edition access

Authenticated access
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Genome Report System



Functional edition

Edition category
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Genome Report System



Edition Form
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Genome Report System

Evidence Code: 

http://www.geneontology

.org/GO.evidence.shtml



Edition Form
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Genome Report System

Evidence Code: 

http://www.geneontology

.org/GO.evidence.shtml



Edition Summary page
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Genome Report System

Keep track of : 

Last author and modification date



Edition Help

Help: 

- Co-located gene predictions

- GO tree
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Genome Report System



Get Info on a set of genes:

Biomart
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BioMart

http://urgi.versailles.inra.fr/biomart/martview
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BioMart



Mart selection
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BioMart



Menu

Filters: query parameters

Attributes: display restrictions
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BioMart



Filter Form
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BioMart



Filter Form

Filters: 

- Type : polypeptide

- GO term : metal%ion%transmembrane%transport%activity
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BioMart



Results

Results : 

13 polypeptides
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BioMart



Attributes: limit result

Attributes: 

Select columns to display
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BioMart



Attributes: limit result

Link: 

to Genome Report System

30
BioMart



BioMart

Export: 

Save and Export your results (HTML,CSV,EXCEL)
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BioMart



Combine data from several sources:

Galaxy
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Galaxy
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Galaxy

http://urgi.versailles.inra.fr/galaxy

Tools panel 
History panel 

(data) 



Source file: GnpArray
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Galaxy

Get Data from GnpArray: 

download up-regulated Botrytis 

genes



Load Data in Galaxy
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Galaxy

Get Data : 

Load the file in Galaxy 



Load Data in Galaxy
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Galaxy

Display your data



select lines by text pattern
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Galaxy

Filter and Sort section : 

Select lines matching with :

“^BofuT4”  pattern;



select lines by text pattern
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Galaxy

Match : 

You get a new file, with only BT4 genes



Cut columns
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Galaxy

Text manipulation section : 

Cut , merge, paste , convert ....



Cut columns
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Galaxy

Cut first column: 

You get a new file with gene names only.



Edit file attributes
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Galaxy

Edit Attributes (click on pen): 

Give a name to your file.



Get Info from Biomart
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Galaxy

Edit Filters:

Paste your gene list



Get Info from Biomart
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Galaxy

Edit Filters:

Get PFAM domains of 

selected genes



Export result
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Galaxy

Export:

Export your result in tab 

file



Load the new file
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Galaxy

Get Data : 

Load the Biomart result file in 

Galaxy 



Join files
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Galaxy

Join, Substract and Group section: 

Join the gene list file with Biomart result 

file by column with gene name

Blanks are genes 

without PFAM 

domain



Count occurrences
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Galaxy

Statistics section: 

From Biomart result, get gene names 

and PFAM entries. Then count the 

number of identical PFAM entry / 

gene. 

The aim is to remove duplicates.



Count occurrences
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Galaxy

Then you can count the number of genes 

sharing the same PFAM entry.

Domain enrichment in up-regulated genes ?



Gene Ontology Analysis:

Blast2GO
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Blast2GO

Aim:

- GO annotation from Blast 

Results and Identified domains
(Ana Conesa, et al, Bioinformatics,Sept 2005)

Export:

- annotations, table 

- full project (re-usable data)

Display:

- blast statistics

- GO distributions

- kegg map
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Blast2GO



Gene Ontology : Blast2GO

Download 

project
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Blast2GO



Download and Run

http://www.blast2go.org/start_blast2go
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Blast2GO



Load Project

53
Blast2GO

Menu: File › Load B2G-Project › Blast2go_botrytis.dat

Extract list of genes: 

- enrichment analysis



Load Ontology tree
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Blast2GO



Load Kegg Maps
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Purine Pathways (KEGG Map):

BofuT4_P000090.1 -> EC 3.6.1.3
Blast2GO



Project statistics

annotations 28420

annotated sequences 7316

Mean GO level 4.792

GO Standard deviation 1.662

number of Enzyme Codes 2567

sequences with EC 2229
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Blast2GO



Blast environment and further analysis

Mobyle Blast

Mobyle Blast-Koriviewer

SRS
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Blast Interface

http://urgi/mobyle/cgi-bin/portal.py?form=blast2
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Mobyle: Blast



Blast Form
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Mobyle: Blast



Blast Result

usual display -> html, text
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Mobyle: Blast



Job managment

Job management during 

one session.

Allow to Re-do jobs with 

different parameters
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Mobyle: Blast



Koriviewer : Blast and analysis

http://urgi/mobyle/cgi-bin/portal.py?form=blast2-koriviewer
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Mobyle: Blast-Koriviewer



Launch Koriviewer
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Mobyle: Blast-Koriviewer

Html link :

Download and run 

Koriviewer



Result table
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Mobyle: Blast-Koriviewer



See conserved regions

See conserved regions...

Browse the alignment
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Mobyle: Blast-Koriviewer



Extract conserved regions, 

edit tree, export
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Mobyle: Blast-Koriviewer

Select subset of results and 

refine analysis



Mobyle: extract sequence
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Mobyle:other tools

Other tool interfaces:

- Blat vs EST

- Extract Sequence



SRS : Databanks and tools

https://gpi.versailles.inra.fr/srs83
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SRS: Databanks and tools



Analysis tools

Analysis tools section

69
SRS: Databanks and tools



Launch Blast

Launch your Blast Program: 

BlastP, BlastN, ...
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SRS: Databanks and tools



Blast query form 
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SRS: Databanks and tools



Databanks selection

Select several databanks and 

run one blast job 

Ex: run blast against Sclerotinia

and Botrytis ORFs
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SRS: Databanks and tools



Blast result View

Choose your result view
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SRS: Databanks and tools



Blast result View

Choose your result view 

and select specific result 

to perform further 

analysis
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SRS: Databanks and tools



My Sequences

Import sequences and 

results in your 

personal library.
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SRS: Databanks and tools



Further analysis

Run further analysis on 

selected sequences
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SRS: Databanks and tools



Further analysis
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SRS: Databanks and tools

Ex : Hydropathy plot on 

blast Hit sequence 



Job Managment

Like Mobyle, SRS has a job management, with a 

temporary or permanent session. 

You can keep your result as long as you want. 
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SRS: Databanks and tools
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