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Medilaxy is a workflow system for investigating = Importing data with FTP

and modeling of diseases of the central ner- = Creating and querying a database with the data,
vous system like Multiple Sclerosis. It is focused selecting group of interest

on Magnetic Resonances Imaging (MRI) data = Different plot types (histograms, barplots,

to study spatially varying properties, such as diffusion scatterplots)

indices along brain white matter fibers, and offers = Different plot formats (all the ones in matplotlib)
tools for detecting statistically significant differences = Statistical tests (correlations, Kolmogorov-Smirnov,
in the relevant quantities along fibers crossing MS le- Mann-Whitney)

sions. Medilaxy is based on the Galaxy framework, = ATEXreports

a bioinformatics work flow management system and

integration platform for biological data. B o e w

Why Galaxy?
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= Online platform for sharing data
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= Easy to use GUI for many different languages
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= Galaxy hosts numerous other bioinformatics tools
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= lools can intuitively be connected to workflows
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Uploading files and folders.

m Uploading files and folders list_of_files (txt) Fill the database with data $2
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: reate an em atabase

files/folders are accepted £ Input database e rS p eCt I VeS
m Clearing files and folders Clearing database_name (sqlite)

: database (sqlite)
upload files and folders.

« Create an empy dtabase crate = Integrating fiber tracking and analyzing

an empty data base

Create internal XML database 32

" e fatabase Updote li of e tractography algorithms impact on results

Database to be read

m Fill the database with data Fill the internal_database (xml)

database with dat s Adding segmentation of images, registration and

Data handling

Plotting Create a scatter plot 3% d e n O i Si n g tOO | S

Statistical tests

Database to be read

Reporting OUtPUt(py) ........................................... - A”OWIHg user tO Customize querles, python Scr|pts

Run a script P4
Workflow control
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= Studying MS time evolution
= Including genetic studies

= Supporting more file formats
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s Evaluation of diffusion tensor

= Fiber tracking
= Extraction of fibers crossing lesions
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