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Welcome to the GrameneMart
Tutorial

A tool for batch data sequence retrieval
1. Select a Gramene dataset to search against.
2. Add filters to the dataset to increase its 

specificity.
3. Choose the fields to include in the report.
4. Generate a batch report in a format that can 

be imported into local tools, such as Excel.
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Tutorial Help

The hand icon indicates a link that 
allows you to go to the same page 
in your web browser.

If you are viewing this tutorial with 
Adobe Acrobat Reader, click the 
"bookmarks" on the left hand side of 
the Reader for easier navigation.

Action Options are noted in this type of 
font.

Notes or comments use this style font.
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BioMart

GrameneMart is based upon BioMart. 

The “Mart” tool is particularly suited for providing the 'data 
mining like”searches of complex descriptive (e.g. biological) 
data, and is optimized for large databases, such as genomic 
sequence or microarray experiments.

BioMart software is completely Open Source, licensed under the 
LGPL, and freely available to anyone without restrictions 

http://www.biomart.org/
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Gramene Home Page

GrameneMart can also be 
accessed through 

genomes.

Click here to open 
GrameneMart Home Page

http://www.gramene.org/
http://www.gramene.org/protein/index.html
http://www.gramene.org/protein/index.html
http://www.gramene.org/protein/index.html
http://www.gramene.org/protein/index.html
http://www.gramene.org/protein/index.html
http://www.gramene.org/protein/index.html
http://www.gramene.org/protein/index.html
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Genomes Home Page

You can also enter 
Gramene Mart through 

the Genomes page

Gramene is a growing database, and results from your search may be slightly different than 
pictured here. However, the organization of the database remains the same.
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Select a Dataset

1. Select a dataset for this 
query.

2. Press Next. This will move you 
to the next step, and highlight the 

headers one by one. 

Mart tools are 
structured as a 

series of pages to be 
filled in 

successively. The 
steps are outlined at 
as headers at the 

top of MartView

The Summary section at the right hand side is 
updated accordingly. It is always possible to go 
back to a previous step and amend the options. 
Clicking on 'refresh' will update the summary. 

http://www.gramene.org/Multi/martview
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Formulate the Filters: 
Filter by Region

Apply a filter to 
narrow your 

search

After each filter selection 
click on “refresh” to update 
your summary, but remain 

on the filter page.

This is the current state of 
your query, showing the 
current number of records 
matching your query and 

filters. Continue to add filters 
until the number becomes a 

manageable size.

1. If you wish to filter by 
chromosome or base pair, 
select the box and enter 

specific data

http://www.gramene.org/Multi/martview/8yg1lYWC7b.mart
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Filter by Gene

2. If you wish to filter by 
gene or transcript count 

select the box and enter 
specific data

Use the 'Browse' button to 
import values from a file
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Filter by Gene Ontology

3. If you wish to filter by 
gene ontology, select the 
box and enter specific 

data

Use the ‘find' button to go to 
EBI’s QuickGO to define your 

GO term (see next slide).



QuickGO

Or use the 
search function

Browse to find most appropriate 
term. (Click a term to see it’s 

child terms) Note the term ID of 
choice (copy) and return to 

filter page (paste).

You should be on the 
ontology you selected
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Compare Species

3. If you wish to compare with 
other available species, select the 

box and indicate whether to
compare only or exclude that 

species.
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Filter by Protein

4. If you wish to filter by 
protein, select the box, 

make a selection from the
drop down menu and 

enter specific data

Use the 'Browse' button to 
import values from a file
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Apply the filter

Summaries from three progressive 
filters (different example)

Remember the 
summary listed 
on the right side 
show the number 

of records 
matching your 

query and 
filters. Continue 

to add filters 
until the 

number becomes 
a manageable 

size.

After selecting a filter click 
on “refresh”

5. After your output is a 
manageable size, click on 
“next” to go to the output 

page (see next slide).



Features Output

6. Select output options you 
want by clicking on the box 

to the left of an option to 
check it.

Output fields can be selected from Features, 
Structures and Sequences. Click on the 

tabs to navigate between them.

Options at the bottom 
of the Export page allow 

you to select HTML, 
text-only or Excel 

formats

7. Click Export
(see Slide 14)



Features Results
Each selected output 

field is a column in the 
table.

Links to Genome 
Browser
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Structures Output

8. Options to retrieve gene 
structure information

9. Click Export
(see Slide 17)
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Structures Results

Each selected output 
field is a column in the 

table.

Links to Genome 
Browser
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Sequences Output

Options for the sequences. 
Some options are dependent 
upon other options selected.

The selected option is dynamically visualised in a schematic 
representation of a gene structure. The bold red lines indicate 
which part of the gene would be included in an export.

Click Export (see 
Slide 19)



Sequences Results

Lists selected 
sequences, with 

Identifications at the 
top 
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For Further Information

• Data mining using EnSmart (oriented 
towards human data mining at Ensembl)
– www.ensembl.org/Homo_sapiens/helpview?se=1;kw=martview

• BioMart documents
– www.biomart.org/install.html

http://www.ensembl.org/Homo_sapiens/helpview?se=1;kw=martview
http://www.biomart.org/install.html
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Contact Gramene

Use the feedback button, located at the top of every page, to 
provide feedback or to ask questions about Gramene.

Email Gramene at gramene@gramene.org

or

mailto:gramene@gramene.org
http://www.gramene.org/db/feedback/send_feedback?refer_from=/index.html
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