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14:00-14:30 : Onsite assistance in installing the material for the training session 

 
14:30-15:15 : Lecture : MIA  
 
 
15:15-16:00 : Practice (1) : Single patient analysis with MIA 
 
• CLOSE ALL YOUR APPLICATIONS, INCLUDING WEB BROWSERS 
• Start MIA from Matlab (Set Path MIA folder with subfolders) 
 
• Create folder :  

Desktop/MIA_WorkshopINT2018/MIA_database : empty directory for MIA  
(one directory per protocol) 

• Set the database : Pick the new directory MIA_database  
• Introduction to database explorer (list of patients, list of data files, list of atlas, processing buttons...) 

 
 

• Import patients  (Brainvision data) 
 
 
 
 

 
 
 

• Display averaged ERP for PT_12b 
o Remove BAD channel (missed during pre-processing) : Bp1 
o Save channels  
o Switch to bipolar montage 

 
 
 
 
 

o Save a screenshot 
 
 
 
 

 
• Extract frequency :  

Frequency range: 80 - 120 Hz 
Step: 10 Hz 
Method: Morlet Wavelet. N cycles: 7 
Baseline: by default, exclude edge effects 
Montage: bipolar 

Select PT_10b and PT_12b 
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• Display frequency results (PT_12b): (no statistics at this 

point) 
o Change scales : z-score : 3, t-values : 13  
o Change p < 0.000001 and duration > 0.1 (100ms) (for illustration purpose) 
o Zoom on a subset of channels  
o Select channels in order to display FCAp, GPHp and OPp 

next to each other  
o Only display left panel 

 
 
 
 

 
 
• Compute statistics (“Statistics for view”): 

o Select PT_12b 
o Number of bootstrap : 500 (the higher the better, BUT the longer to process)  
o Alpha : 0.001 
o Baseline [-0.8 -0.05] 

 
• Display frequency results with stats (PT_12b) 

o Observe duration threshold 
o Only display final results (Display button) 

 
16:00-16:30 : Pause 
16:30-17:30 : Practice (2) : Group analysis with MIA  

 
 

 
• Change working directory : Database button  

Desktop/MIA_WorkshopINT2018/Data/MIA_PreprocessedDataBase 
 

• Create a Study 
o Bootstrap : 1000  
o Alpha : 0.001 
o Baseline : -0.8 to 0.05  
o Time : -0.5 to  1.5 
o Click on Calculate  

• Study Name : PicNam_HGA_80_150 
 

• Close the “Create a Study” window 
• Create new atlas 

 
 

• Open the group analysis interface : Click on Group on current Atlas  
o Select the new group analysis (under Studies)  
o Click on Show Table  

 
• Display single regions :  

o Select the 8 regions that are sampled by more than 1 patient (DO NOT SELECT 
L.blanc, R.blanc) 

o Click on the button ROIS 
Observe that patients are colour coded 
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• Display mean regions : select the regions that show a Channel correlation above 0.4 

(and that are sampled by more than one patient!) 
Button Mean ROI :  

o Colored time series 
o Stack plot  
o Flat Display 

 
 

   
 
 

• One patient data :  
o Select all ROIS except L.Blanc and R.blanc 
o Click on One patient Data > Select PT_12 > OK 

 
 
 
 
 
 
 
 
 

• Advanced Matlab users :  
o Select two regions (L.pFuG and L.LgG for example) 
o Press the EXPORT button 
o In Matlab console type : roi{1} 

 
 
 
 
 
17:30-18:00 : Discussions and conclusion  

 

Stack plot Flat display  Colored time 
series 


