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Human research participants
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Note that full information on the approval of the study protocol must also be provided in the manuscript.

Magnetic resonance imaging

Experimental design

Design type

Design specifications

Sample sizes of individual datasets were not chosen as only open-source data was used. ENIGMA datasets were chosen as the maximum
number of disorders with open data (as far as the authors were aware at the time of the analyses). The number of molecular predictors was
selected as the maximum number of non-redundant open molecularly-relevant annotations in the brain. Connecomic predictors were likely
chosen as the maximum number of non-redundant, easily interpretable, graph theoretic measures of the connectome.

Non adult participants were excluded.

Analyses were repeated using a different structural and functional connectivity dataset (HCP), for which the replication was successful.

Randomization was not performed because participants were not placed into experimental groups (except for the case and control groups,
which are defined based on diagnosis).

Blinding is not relevant to this study because participants were not placed into experimental groups.

Structural and functional data were collected at the Department of Radiology, University Hospital Center and University of
Lausanne, on n=70 healthy young adults (16 females, 25.3+/- 4.9 years).

NA

Informed consent was obtained from all participants and the protocol was approved by the Ethics Committee of Clinical
Research of the Faculty of Biology and Medicine, University of Lausanne.

Resting-state fMRI and diffusion-weighted MRI

The session protocol was comprised of (1) a magnetization-prepared rapid acquisition gradient echo (MPRAGE)
sequence sensitive to white/gray matter contrast (1-mm in-plane resolution, 1.2-mm slice thickness), (2) a DSI sequence
(128 diffusion-weighted volumes and a single b0 volume, maximum b-value 8,000 s/mm2, 2.2x2.2x3.0 mm voxel size),




