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. Spectrum Registration: ‘On’, ‘Off’, ‘On’-Average to ‘Off’-Average.

Preparation for Spectrum Fitting: ‘Off’-Average, ‘Diff’-Average, basis set.

. Spectrum Fitting: ‘Off’-Average, ‘Diff’-Average, basis set, LCModel.
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. Reports: quality, quantity. e Columbia University

 We developed an open-source toolkit, MRSMouse, designed for

N spectra as input, {55}, € [1,¥]. Model — y()= (0 +ee =t tumss ¥ = real(FTO)) Taub Institute: Imaging Pilot Grant
Sctk =0 Estimation ()= Y o DUD)s P = real(FTO) automated processing and analysis of JDE spectra and tailored ICRC Small Imaging Lab: 94/20 Bruker Scanner
l where a ~weighting coefficients Zuckerman Institute: MRI Research Seed Grant

for mouse studies at 9.4T.

k=Fk+1

Initialize template: S¥ = Median{Sk}

'

Phase and frequency correction of S¥
to optimize it as ST¥.
Sk - STk

l

Spectra registration.
Vi =FT(S3)

v (t) ---simulated individual metabolite FID (i.e., GABA, Glx)

Zuckerman Institute: Siemens Prisma 3T Scanner
Dr. Ray Lee, Siemens Protocol Set-up and Imaging Support

Ok (Y, ) = Lexp(—Rit) exp(i(2xt + ¢y))
Y= {Ri, 2, Pi} ®

With Bruker raw data (and clinical scanner raw data) supported,

then {a,y}= argmin(||real(¥) — real(?)“z)

MRSMouse is fully automated and rater-independent and is * Yale University

MRRC: Imaging Core Grant, 5R01MH109159-02
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specifically designed to deal with low S/N spectra.
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Final template: 57 5741 R T S studies in translational animal (and clinical human) researches. Dr. Gang Zhu, PV6 Pulse Sequence Programming Support

Update template: ST = Median{Sk+1}
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