
RNASeq Data Processing 
using Galaxy Module

Tutorial #3



Select “Raw RNA-seq Data”

This opens a new window to 
the EcoToxXplorer-hosted 

Galaxy server.



Step-by-step instructions to 
execute our workflow.

The history pane is the location of all input 
datasets and datasets produced, as well as 
operations performed. To learn more about 
the Galaxy history system, visit the Galaxy 

Training website.

https://training.galaxyproject.org/training-material/topics/galaxy-ui/tutorials/history/tutorial.html


Click here to register or to log-in 
for subsequent visits.



To upload datasets, click 
Get Data > Upload File or 

click the Upload icon.
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To upload datasets, drag-and-drop, select local file, or 
provide online link of datasets. For larger files, use an 

FTP Client. For more details on uploading data to 
Galaxy, visit Galaxy Community Hub tutorial.

DATA UPLOAD

https://galaxyproject.org/tutorials/upload/


Files turn green when uploaded. 

Once files are selected, it populates 
the File Upload pop-up menu. Click 

“Start” to upload.

Uploaded files 
populate history pane
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DATA UPLOAD



To get our mapping file, navigate 
to Shared Data > Data Libraries

Select mapping file(s).

Send to history as Datasets. Select 
the correct history in the pop-up 

window to import the file. 
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Select “Import”4

Pop-up appears 
after data import
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Select “Import”4

Select “Analyze Data” to go back to Analysis window
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DATA UPLOAD



Once all datasets are uploaded 
and mapping file is imported, start 

building list of dataset pairs.

Datasets

Mapping fileDATA HANDLING



Tick the box
1

Select all fastq.gz files
2

Click dropdown menu 
and select “Build list 

of dataset pairs”
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DATA HANDLING

Type unique identifier 
for FORWARD reads

1

Paired datasets appear here
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Double check FORWARD 
and REVERSE pairs and 

click “Pair these datasets”
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Type unique identifier 

for REVERSE reads
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DATA HANDLING

To re-label paired 
datasets, click here
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Enter new name for the pair. 
This name will be the label of 
the sample in the final output
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DATA HANDLING

Type name for the 
collection of dataset pairs.
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Tick box to hide individual 
datasets used in the collection.
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Click “Create List”
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List of dataset pairs

Mapping file

DATA HANDLINGDATA HANDLING



To use our workflows, navigate to 
Shared Data > Workflows

Select workflow of interest. Our 
workflows were optimized for use in  

downstream analysis in the EcoToxXplorer. 
Click the name to inspect the workflow.
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Users can  also directly import the workflow 
by selecting “Import” in the dropdown menu
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WORKFLOWS



Inspect the workflow and tool parameters.
1

Click “+” to import the workflow.

2
Navigate to “Workflow” to 

display imported workflows.

3

WORKFLOWS



Click dropdown menu for 
more options. “Edit” 

displays the full workflow

WORKFLOWS

Click “Run” to use 
selected workflow. 



DATA ANALYSIS

Select mapping file

1
Select dataset collection 
in the dropdown menu

2

3
Click “Run Workflow”



A message appears when workflow have been successfully implemented. 
Processes will start appearing in the history pane. 
Users can leave the website while the process is ongoing. 
A notification will be sent to the registered email once the data processing completes.

DATA ANALYSIS



RESULTS

Click disk icon to 
download results
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Click history label to 
display options 2

3

Click the eye icon to 
view results in the 

main window



Questions?
Contact us at

https://www.ecotoxxplorer.ca/doc/ContactView.x
html

https://www.ecotoxxplorer.ca/doc/ContactView.xhtml

