Phantom QA Results: 32 CH

Date:03/02/2020

Dartmouth Brain Imaging Center (DBIC)

Measurement Value Comments
Signal-to-Noise Ratio (SNR) 260.4

Signal-to-Fluctuation-Noise ratio | 257.2

(SFNR)

Radius of Decorrelation (RDC) 4.4

(fig 3)

Drift (fig 1) 0.57

Percent Fluctuation (fig 1) 0.05

Fourier analysis of the residuals <4 Noisy

(fig 2)

Ghost Mean Percentage 2.07% Better than the recommended
(fig 10) level (3% <) in ref 2:

Table 1: Key measurements
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Odd-even difference image

-271 222

image min: -271, image max: 222

Figure 11



Mean image
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0
B

image min: 0, image max: 2006.67
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Standard Deviation image

0 6.58456

image min: 0, image max: 6.6946

Figure 13



SFNR image
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