Phantom QA Results: 32 CH

Date:12/16/2019

Dartmouth Brain Imaging Center (DBIC)

Measurement Value Comments

Signal-to-Noise Ratio (SNR) 253.8

Signal-to-Fluctuation-Noise ratio | 264.7

(SFNR)

Radius of Decorrelation (RDC) |5

(fig 3)

Drift (fig 1) 0.47

Percent Fluctuation (fig 1) 0.07

Fourier analysis of the residuals | <4 Low frequency mechanical
vibration present

(fig 2)

Ghost Mean Percentage 1.97% Better than the recommended

(fig 10) level (3% <) inref 2:
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Smoothness(FUHM> in mm - X: [min mean max]l = [2.1681 2.231 2.5689]
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Mean of ghost voxels as % of non-ghost [masked] mean
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Odd-even difference image
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Standard Deviation image
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