
Running an entire first level
SPM batch



Task

Fixation

Press right Press left



Design

• First run: Block design – same direction of arrow shown in blocks of
15 seconds with null blocks included.

• Second run: Event related design – direction of arrow changed every
3 seconds with null trials included.



SPM main menu
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Load the SPM batch



Add fmri

• Select the run fmri01.nii 
for the first session, and
fmri02.nii for the second
session.

• Each contains 145 files



Slice timing

• Parameters (known from
scanner setup)
• #Slices: n=32
• Repetition time: TR = 2.2s
• TA = TR*(n‐1)/n
• Slice order
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Realignment

• Use result of «Slice 
Timing» using
Dependencies

• Keep all default
parameters.
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Segment

• Choose skstruct.nii to be
segmented.

• This will segment the
anatomical and correct it for
bias fields (save bias
corrected) and compute
mapping (deformation) to
standard MNI space –
«Deformation fields».

Don’t forget to change Tissue Probability Maps, TPM.nii



Segment

• Use mean functional via 
Dependencies.

• This will segment the mean
functional and correct it for
bias fields (save bias
corrected) and compute
«Deformation fields» (not 
needed later on).



Coregister

• Coregister the mean
functional (bias corrected) to
the anatomy (bias corrected) 
both selected via 
dependencies.

• Apply same transformation to
all realigned fmri images (via 
dependencies).



Normalize fmri

• Deform fMRI images to
standard space (use
coregistered images and
deformation field from
anatomy). ‐> Dependencies
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Smoothing

• Apply smoothing to
normalized fMRI data (via 
dependencies)

• Set FWHM to [8 8 8]



Normalize anatomy

• Deform skstruct.nii image to
standard space (use
coregistered image and
deformation field from
anatomy). ‐> Dependencies

• Mainly used for display
purposes later on.



Run the preprocessing batch
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Open new batch and load level1 batch

• Batch names: 
• level1_noderivs_DemoMandM18_job.m
• level1_derivs_DemoMandM18_job.m



GLM specification

• Specify directory where
you want to save the
analysis (lrArrowDeriv
or lrArrowNoDeriv).

• Parameters: Units for
design, TR, microtime
resolution, microtime
onset



GLM specification

• Data and paradidgm
Specify session 1:
• Scans: s8wafmri01.nii

• 145 images

• Multiple conditions:
• lrArrowRegs01 or lrPressRegs01

• Multiple regressors: 
• rp_afmri01.nii (Movement 
parameters)

• Analog for run 2.



GLM specification

• Have a look at the multiple 
conditions file.



Estimate model

• Define SPM.mat via 
dependencies.



Define contrasts

• Define SPM.mat via 
Dependencies.



Look at results

• Check coregistration (use check reg)
• Check normalization (use check reg)
• Open the statistical results with «Results»


