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Describing (meg) data is hard
● Which direction is X,Y,Z in the MEG scanner

– Which direction is positive

● How are the fiducials localized on the scalp
– Headshape / polhemus
– MRI localized

● Vitamin E Capsule
● Measured from anatomical fiducial

– Brainsight Localized

● Which direction is X,Y,Z in the MRI scanner
– And which direction is increasing pixel count

● Afni differs from Freesurfer 

● How is the MRI coregistered to 
the MEG

● What is the electrical mains 
frequency 

● How are the events described 
● What is the acquisition frequency
● Multiple session?
● Multiple runs?



  

BIDS – (MRI/fMRI/MEG/EEG…)
Describe all the attributes of data for analysis 



  

BIDS
● IS

– The Brain Imaging Data Structure (BIDS) is a simple and intuitive way to 
organize and describe data.

– Codified structure for any software to locate info on data
– Describes RAW data (currently)

● IS NOT
– (not) A way to process your data
– (not) Platform dependent / Software dependent
– (not) A data reader



  

What does MEG bids look like

Subject Data Folders at the top level

Dataset description (if distributing or 
archiving)

Participants.json – Describe column 
headers in participants.tsv

Participants.tsv – Demographic info [sex, 
age,handedness…...whatever else]

README – version of bids output etc 



  

What does bids look like: 
Cascading Directories



  

Raw Bids Tags
● Root  (your top level bids directory)
● Subject
● Session
● Datatype (MEG/Anat/fMRI….)
● Task
● Run



  

Raw Bids Tags:   tagID-VALUE_
● Sub-0000      {Subject}

– Ses-1          {Session}
● Meg       {Datatype}

– sub-0000_ses-1_task-airpuff_run-01_meg.ds
– sub-0000_ses-1_task-airpuff_run-01_meg.json
– sub-0000_ses-1_task-airpuff_run-02_meg.ds
– ...
– sub-0000_ses-1_task-rest_run-01_meg.ds
– ...

● Anat       {DataType}
– sub-0000-ses-1_T1w.nii
– sub-0000-ses-1_T1w.json

– Ses-2
● ….



  

MNE-BIDS
● Software for interacting with and creating BIDS

● Locate files using the python object BIDSpath
● Coregister data

– Fids must be localized 

● Write/Read/Update MEG/EEG bids structure



  

MNE Bids website - w/examples



  

Jupyter notebook
● Note to self - you are ranting 

– just show them the code



  

MNE-BIDS-PIPELINE



  

Config File
Mne-bids-pipeline-run.py –config=MYCONFIG.py  (Run all subjects)

Or … select options
Mne-bids-pipeline-run.py –config=MYCONFIG.py –subject=ON02747 –steps=source,report 
 --task=airpuff
 



  

Run Example
● Code please



  

Automatically Generated 
Interactive QA Report 



  

Also saves all 
intermediary steps

These can be 
loaded for 

additional analysis



  

Create BIDS from NIMH data
Install on your system or use 
biowulf module

Install script adds mne, 
mne_bids, and nih_to_mne to 
python/conda environment



  

Biowulf Modules
● Add to .bashrc

– module use –append /data/MEGmodules/modulefiles



  

Biowulf Module

mne_scripts

● Loads python env, 
freesurfer, afni

● Given a meg_input_dir 
and a brik/(or bsight), 
– this will automatically 

identify subject ID and 
task IDs



  

MNE bids pipeline
Configures environment and enables virtualized 3D rendering for saving 
images to the report   (requires the lscratch)
Set the cpus-per-task to be the same the number of parallel computations



  



  

Thats All Folks!
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