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Locate the MRML Scene file: 
diffussiontutorialdata.mrml  
 
Drag and drop the file onto the 
viewer of the Slicer application 

Click OK to load the dataset to 
Slicer 
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Click on the Modules 
menu and select the 
module Data 
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Data loaded for this 
tutorial� 
•  baseline  
•  dti 
•  dwi_mask 
•  dwi 
•  fa 
•  fa-label 
•  corpusCallosum 
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Select the module Editor 
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Select the Yellow slice 
only layout 
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- Set the Master Volume 
parameter to fa 
 
- Set the Merge Volume 
parameter to fa-label 
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Slide right to the next slice 

- Select the DrawEffect tool 
 
- Set the Label to 2 
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Outline the contour of the 
anterior of Corpus Callosum 
with the DrawEffect tool and 
press enter.  
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Repeat the above step to draw 
the medial of Corpus Callosum 
with label 3 on the next slice 
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Repeat the above step to draw the 
posterior of Corpus Callosum with 
label 4 on the next slice 



AFPF D IPFMIB I BIO

Label map with�� 
•  1 - entire CC  
•  2 - anterior CC 
•  3 - medial CC 
•  ��- posterior CC 

Notice that there are 
overlaps between 
different labeled regions, 
which will be used to 
investigate the fiber 
bundle selection. 
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Select the module  
Tractography Label 
Map Seeding 

Go back to the Conventional layout 
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Select the Tractography Seeding 
parameters: 
- Input DTI volume��dti 
- Input Label Map��dwi_mask 
- Output Fiber Bundle: ��� 

  whole_brain_tractography  
- Check Use index Space 
- Stopping Criteria: FractionalAnistropy 
- Stopping Value: 0.15 
- Seeding label��1 

Click the button Apply 
It may take a couple of minutes to 
finish the tractography 
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Select the module Models  

Check Include 
Fibers 

Uncheck Toggle slice 
visibility in �D view 
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Whole brain tractography 
by seeding within the 
entire brain is displayed in 
the 3D view of Slicer 
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Select the module 
FiberBundleLabelSelect 



F DIB 4 BI BIB PFL

Set the FiberBundleLabelSelection 
parameters: 
- Input Label Map��fa-label 
- Input Fiber Bundle�� 

  whole_brain_tractography  
- Output Fiber Bundle��� 

 ��bundle_label1_include 
- Labels to include��1 

Click the button Apply 



F DIB 4 BI BIB PFL

Select the module Models  

Check the visibility of 
bundle_label1_include only 

The fiber bundle from the 
whole brain tractography 
that passes through label 
1 is displayed 
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Repeat the above steps to 
perform fiber bundle selections 
of labels 2, 3 and 4 individually 
and obtain the selected 
bundles of 
bundle_label2_include, 
bundle_label3_include and 
bundle_label4_include 
respectively 
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The Models module 
displays the fiber bundles 
obtained. 
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Whole Brain Label 1 

Label 2 Label 3 Label 4 
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Fiber Bundle Selection of Label 1  
from the Whole Brain Tractography 

Fiber Bundle Obtained by  
Seeding within Label 1 

V.S. 
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Set the FiberBundleLabelSelection 
parameters: 
- Input Label Map��fa-label 
- Input Fiber Bundle�� 

  whole_brain_tractography  
- Output Fiber Bundle��� 

 ��bundle_labels2AND3_include 
- Labels to include��2,3 

Click the button Apply 
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The fiber bundle that 
passes through both labels 
2 and 3 is displayed. 
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Repeat the above steps to select the 
fiber bundle that passes through labels 
2 or 3 and obtain the selection result of 
bundle_labels2OR3_include 

Click the button Apply 
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The fiber bundle that 
passes through either 
labels 2 or 3 is displayed. 
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Try different combinations 
of labels. 



Labels 2 or 3 Labels 3 or � Labels 2 or � 

Labels 2 and 3 Labels 3 and � Labels 2 and ��(empty) 
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Right click on the top 
hierarchy Scene and 
select Insert hierarchy  
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Right click on the created 
hierarchy Model 
Hierarchy and select 
Rename Models(s) 
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Rename the hierarchy to 
single�selection  
 
Drag the fiber bundles 
from the single selection 
into this hierarchy�� 
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Repeat the above steps to 
create ADD_selection 
and OR_selection 
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Select the module  
Fiber Tract Scalar 
Measurements 
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Set the FiberTractScalarMeasurements 
parameters: 
- Select Input Type��Fibers_Hierarchy  
- Fiber Hierarchy��single_selection 
- Output Text File��� 

  XXX/single_selection_measurements.csv 
- Select Output Format��Column_Hierarchy 

Click the button Apply 
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The module outputted a CSV file listing 
the mean scalar value (such as FA and 
Trace) of each fiber bundle under the 
input hierarchy. 
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Change the input and 
output files to calculate 
the measurements from 
other hierarchies.  

Click the button Apply 
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