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Introduction

2D spectroscopy has great potential to unambiguously distinguish the metabolites [1,2] . This work investigates irregular sampling strategies
of the indirect dimension. A statistical study employing a novel 2D quantification algorithm was carried out to compare optimized and regular
sampling strategies, in terms of reliability, bias and standard deviation. In vivo and simulated 2D quantification results are presented for
localized 2D MRS signals in mouse brain .

Method

A two-dimensional global fitting procedure has been developed, allowing quantification of J-resolved magnetic resonance spectroscopic data.
Quantification stage uses strong prior-knowledge, consisting in a set of M 2D metabolite signals x, 1 calculated numerically using the GAMMA
library [3,4] and a macromolecule signal modelled from in vivo acquisitions. A non-linear optimization procedure (MATLAB 7) fits a 2D time
domain model function consisting in a linear combination of metabolite signals:
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A Monte Carlo study was carried out. It
consisted of 200 repetitions of the
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The in vivo quantification results show a
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