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Difference Spectrum and Model Fit

Filename: meas_MID0019...A_INS.nii.gz

Anatomical image: CBU_MPRAGE_3...eries002.nii

Relaxation-, tissue-corrected (Gasparovic et al. method)

GABA+/Water: 3.30 i.u.

Relaxation-, tissue-, alpha-corrected (Harris et al. method)

GABA+/Water (  = 0.5): 3.04 i.u.

Relaxation-, tissue-, alpha-corrected; group-average-normalized

(Harris et al. method)

GABA+/Water (  = 0.5): 2.39 i.u.

Relaxation-, tissue-corrected (Gasparovic et al. method)

Glx/Water: 12.20 i.u.

Relaxation-, tissue-, alpha-corrected (Harris et al. method)

Glx/Water (  = 0.5): 11.24 i.u.

Relaxation-, tissue-, alpha-corrected; group-average-normalized

(Harris et al. method)

Glx/Water (  = 0.5): 8.84 i.u.

QuantifyVer: 230314

3.3.1
For complete documentation, please visit: https://markmikkelsen.github.io/Gannet-docs
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