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ABSTRACT
Multi-Voxel Magnetic Resonance Spectroscopy (MV-MRS) provides an important and insightful tech-
nique for the examination of the chemical composition of brain tissue, making it an attractive medical
imaging modality for the examination of brain tumours. MRS, however, is affected by the issue of the
Partial Volume Effect (PVE), where the signals of multiple tissue types can be found within a single
voxel and provides an obstacle to the interpretation of the data. The PVE results from the low resolution
achieved in MV-MRS images relating to the signal to noise ratio (SNR). To counteract PVE, this paper
proposes a novel Pairwise Mixture Model (PMM), that extends a recently reported Signal Mixture Model
(SMM) for representing the MV-MRS signal as normal, low or high grade tissue types. Inspired by Con-
ditional Random Field (CRF) and its continuous variant the PMM incorporates the surrounding voxel
neighbourhood into an optimisation problem, the solution of which provides an estimation to a set of co-
efficients. The values of the estimated coefficients represents the amount of each tissue type (normal, low
or high) found within a voxel. These coefficients can then be visualised as a nosological rendering using
a coloured grid representing the MV-MRS image overlaid on top of a structural image, such as a Mag-
netic Resonance Image (MRI). Experimental results show an accuracy of 92.69% in classifying patient
tumours as either low or high grade compared against the histopathology for each patient. Compared to
91.96% achieved by the SMM, the proposed PMM method demonstrates the importance of incorporating
spatial coherence into the estimation as well as its potential clinical usage.

Keywords: medical image analysis, magnetic resonance spectroscopy, partial volume effect, brain tu-
mour, tissue classification, pairwise mixture model

1. INTRODUCTION
Brain tumours are the leading cause of cancer-related deaths in adolescents and young adults with there
being over 78,000 cases of primary brain tumours diagnoses within any one year alone.1 Patients diag-
nosed with brain tumours have a high probability of being given a poor prognosis, however survival rate
and time of progression can be improved with the correct treatment.2 Determining treatment, and the
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correct location within the brain to apply treatment, is dependent on factors such as tumour grade, type
and size.3 Tasks performed manually, such as the segmentation of a brain lesion, for the aid in diagnosis
of a brain tumour can be difficult and time consuming4 with most errors in diagnosis occurring when a
neuroradiologist is asked to determine the type of tumour.5 The automation of tasks involved with diag-
nosis could help to increase the accuracy and reduce the time it takes for the application of treatment to a
patient.

The World Health Organisation (WHO) guidelines classify brain tumours into four (4) grades: Grades
I-IV, with GI and GII being deemed low grade tumours and GIII and GIV said to be high grade, malignant
tumours. In accordance with The National Institute for Health and Care Excellence (NICE) guidelines6

the standard procedure for brain tumour classification is a needle biopsy. A biopsy is an invasive pro-
cedure requiring the insertion of a hole within the skull to access the brain tissue sample, this can lead
to risk of brain swelling and infection. The morbidity rate associated with a biopsy is reported to be a
permanent 5%7 and a mortality rate of between 0% and 1.7%8 making it a considerably safe procedure,
however the need for one can increase the time to diagnosis and be stressful for the patient. Medical
imaging techniques such as Multi-Voxel Magnetic Resonance Spectroscopy (MV-MRS), also known as
Chemical Shift Imaging (CSI) and Magnetic Resonance Spectroscopic Imaging (MRSI), provide a non-
invasive method for the diagnosis of brain tumours.9 However, MV-MRS produces new challenges, such
as heterogeneous tissue signals found within each voxel, as well as how best to compare and classify the
different resultant produced signals from one another.

Like Magnetic Resonance Imaging (MRI), MV-MRS is a based upon the principles of Nuclear Mag-
netic Resonance (NMR)10 but whereas MRI uses the proton signals to produce detailed structural im-
ages,11 MV-MRS uses the same proton signals to determine the quantity (in parts per million (ppm)) of
various metabolites within cells of the brain.12 MV-MRS can theoretically be applied to nearly any region
of the human body but has found to be most useful, clinically, in the imaging of the brain, this is in no
small part thanks to the homogeneity in the structure of brain tissue. When imaging the brain MV-MRS
typically uses Hydrogen (1H) protons due to the high levels found in vivo as well as the 1H protons sensi-
tivity to magnetic manipulation. From an MV-MRS scan the resultant metabolite levels measured can be
interpolated and displayed as a spectrum of varying peaks (resonances) along an x-axis labelled in ppm.
The understanding of the more prevalent metabolites e.g. N-Acetylaspartate Acid (NAA), Choline (Cho)
and Lipids, can help to determine the biochemical composition of the tissue being examined. Taking
into account that it has been shown that the grade of a tumour is directly correlated with the correspond-
ing MRS signal13 e.g. a decrease in levels of NAA indicates neuronal loss or damage, modern pattern
recognition techniques can be applied so that models may be formulated from these signals. The models
created can then be used for tissue characterisation.

Due to the heterogeneity of the tissue that can be found in any voxel from an MV-MRS image, as
well as the imprecision of the delineation of tumour tissue grade boundaries, manual interpretation of
MV-MRS imaging is difficult. The difficulty in manual MV-MRS classification is then compounded by
the time consuming nature of the diagnosis process which is worsened, still, when dealing with large
datasets. To resolve the issue of the difficulty in understanding MV-MRS imaging, and the length of time
it takes for diagnosis, automated pattern recognition methods have been applied to MV-MRS imaging for
their use in Computer Aided Diagnosis (CAD). Methods have involved the use of nosological imaging
to compile and outline the various metabolite levels of important chemicals used as markers for certain
tumours in the brain.14, 15 Other have been used to highlight the boundaries of tumours to facilitate in
the understanding of tumour growth and direction of said growth.16, 17 The appearance of an MV-MRS
image, as a digital signal, provides the opportunity to utilise modern pattern recognition methods in an
attempt to classify brain tumours from MRS images. To optimise the process, dimensionality reduction
is required to scale the high spatiality of the MV-MRS signals to that of a lower representation, with
a minimal loss of the relationship between values in a given signal. Popular dimensionality reduction



techniques prior to pattern recognition in CAD systems have been applied to MV-MRS datasets such
as Principal Component Analysis (PCA)18 and Independent Component Analysis (ICA).17 Techniques
like Laplacian Eigenmaps (LE)4, 19, 20 and Non-Negative Matrix Factorisation (NNMF)21 have also been
applied to MV-MRS datasets for CAD systems.

Pattern recognition methods for CAD of MRS images have taken the form of semi-supervised22 and
unsupervised4 approaches, most have required the creation of a set of models from the MV-MRS dataset
they are working on for accurate interpretation of a new signal. The creation of models from MV-MRS
signals requires correctly labelled prior information, therefore the previous work assumes homogeneity
within the labelled data and that of the test data. To determine, at a granular voxel level, the correct
grading of a brain tumour using MV-MRS means overcoming the critical challenge of the Partial Volume
Effect (PVE). The PVE in MV-MRS is the diminution of the differentiation between multiple tissue types
within a single voxel caused by coarse resolution in the imaging process. One way to lessen the PVE is to
reduce the slice thickness of each scan, however with MV-MRS a larger voxel size is used, thus weakening
the resolution (especially when compared to that of structural MRI), in order to boost the signal to noise
ratio (SNR) and to keep a reasonable acquisition time. This lack of contrast in the tissues results in what
appears as a mixture of multiple tissue types in each voxel observed. Within MV-MRS brain images,
possible tissues can include normal/healthy brain tissue such as Cerebral Spinal Fluid (CSF), water tissue
and fat tissue, necrotic tissue (dead tissue) and tumour tissue. Any tumour tissue observed may also be
a mixture of the various grades of tumour (GI - GIV) providing an even greater challenge to overcome
in voxel tissue classification. To resolve the PVE issue, work using estimations of the mixture of tissue
types per voxel have included using a supervised derivation of model spectra for the sub-spectral analysis
of a new input image.23 Other attempts have included spatial constraints so as to add previous knowledge
on the shape of tumour/lesion boundaries to improve the mixture estimations.14

The method proposed in18 describes a supervised Signal Mixture Model (SMM) that aims to resolve
the Partial Volume Effect (PVE) by differentiating MV-MRS images into three classification grades of
either normal, low or high grade brain tissue types (low representing infiltrative tumour tissue and high
necrotic tumour tissue). The SMM framework (Figure 1) is a two framework system, the first, the Training
framework, has the SMM learn the tissue models using a histologically labelled Single-Voxel Magnetic
Resonance Spectroscopy (SV-MRS) dataset. The histological labels achieved by directing a scan specif-
ically onto a homogeneous region of tissue determined by specialists. Principal Component Analysis
(PCA) is then applied to the dataset to produce a mean and a set of eigenvectors per tissue grade. The
second framework, the Prediction framework, solves an optimisation problem, one of the SMM against
a new input MV-MRS signal using weight coefficients, the value of each weight coefficient representing
the prevalence of a respective tumour tissue grade within the MV-MRS signal. Taking the values of the
weight coefficients, RGB probability heatmap visualisations (heatmaps) can be formulated, providing a
descriptive and intuitive manner with which to help physicians with tumour analysis. The heatmaps are
adapted from work on RGB heatmaps23 which took inspiration from nosological images,24 where, with
nosological images, every voxel from an MV-MRS image is analysed and assigned to a histopathological
class. The continuation of RGB heatmaps relates the colour to that of the type of tissue, and any possible
combinations of tissue, to represent the mixture found, per voxel.



Figure 1. Diagram of the Signal Mixture Model

Figure 2. Diagram of the Pairwise Mixture Model

The accuracy of any classification using pattern recognition methods in medical imaging, is dependant
on the precision of both, the models created for the various tissue types found within the area being as-
sessed, and the medical images themselves. Within the SMM, model accuracy is constrained by imperfect
definition of the individual tissue type signals25, 26 and the overlap in the characteristics of the different
tissues.27 MV-MRS image correctness is challenging due to the SNR,28 distortion26 and potential arte-
facts within signals.9, 29 The SMM estimates the signal mixture per voxel and makes the assumption of an
independence in tissue type signals as well as excellent SNR with little to no distortion. The estimation
per voxel, is performed in the SMM Prediction framework, the optimisation problem is solved over the
whole MV-MRS input image and thus is calculated without consideration for the information provided
by the values of surrounding voxels. Previous work25, 30 has shown there to be a considered delineation
between that of tumour tissue and other tissue within the brain. Taking the contrast into account as well
as the acceptance of the probability for distortion and artefact within an MV-MRS image, a smoothing
process over all voxels relative to position within an image can help to provide better defined boundaries
and clearer detail. Recent work including31 and32 has detailed methods that perform smoothing using



spatial awareness to an image; however the images used in the methods are binary while there are three
labels within the SMM. Work on smoothing33 describes a Conditional Random Field(s) (CRF(s)) with
alpha expansion which can be applied to images with more than two labels. By taking the SMM as a
representation, the performing of a smoothing using the spatial awareness of surrounding voxels could
help to increase the accuracy of the model.

By combining the method of the SMM with neighbourhood information inspired by a CRF, a new
spatially aware model can be constructed. By incorporating the surrounding signal information to every
voxel, this “smoothing” could assist in overcoming the issues in classification. Interpreting the SMM
model of an input signal as a unary term and incorporating a pairwise term to include the information of
the neighbouring voxels a new model can be derived. This new model (named PMM for Pairwise Mixture
Model) can take into account the knowledge of the influence that the higher the frequency of a certain
tissue in a region the more likely that there is homogeneity. The PMM then uses the information from
the surrounding neighbourhood to repress or encourage the prediction of the different tissue types at each
voxel (Figure 2).

This is the first study to put forward a model incorporating the surrounding voxel information for
tackling the issue of the PVE aimed at brain tumour characterisation, per voxel, for the use in CAD.
The results show an increase in the total classification accuracy of the proposed model over the previous
method with and the possible benefit of incorporating neighbouring information for smoothing to benefit
a CAD systems in medical imaging.

2. METHOD
Taking influence from the theory of CRFs and their continuous variant, we note that neighbouring samples
can impart influence onto each other,34 providing a model with locational context. By encoding possible
relationships between surrounding nodes and expanding on the framework from the SMM (Figure 1),
the proposed Pairwise Mixture Model, differentiates brain tissue, per voxel, as a combination of Normal
grade (n), Low (infiltrative) grade (l) and High (necrotic) grade (h). An MV-MRS signal can be defined
as x(t) with the signal modelled by the PMM as s(t) where t represents the frequency of metabolites in
parts per million (ppm). Taking a dataset of various tissue grade types, obtained from, carefully placed,
SV-MRS scans over homogeneous tissue type regions, the tissue grade models are defined (i ∈ n, l,h).
Each tissue grade model is expressed as a mean signal as well as the variation around the mean, calculated
from applying PCA to the subset of SV-MRS dataset relating to a specific grade, as defined by the model:

mi(t) = µi(t)+
K

∑
k=1

αikeik(t), (1)

where ui is the mean signal, αi and ei respectively are the alpha weight coefficients and eigenvectors which
encode the variation around the mean signal, with K representing the number of eigenvectors determined
for model i.

If a tissue type represented by a voxel within a MV-MRS image were to be homogeneous, and tak-
ing the signal models defined by PMM to be accurate representations, then it should be expected that
the voxel signal be fully modelled by the PMM. Using MV-MRS for brain tumour classification and de-
lineation requires the Partial Volume Effect (PVE) be overcome, studies such as14, 18, 23 have presented
ways with which to deal with the PVE in analysing MRS scans. Due to the PVE the expectation of tis-
sue homogeneity from every input voxel is not possible. Instead a heterogeneous mix of various tissue
type is expected to be found. To model this mixture within every voxel, an input signal is defined as a
superposition of each tissue grade model (mn(t),ml(t),mh(t)):

s(t) = wnmn(t)+wlml(t)+whmh(t), (2)



where wi are the weight coefficients representing the prevalence of the respective tissue type found within
the input signal. The weight coefficients are thus constrained by the following:

wn +wl +wh = 1 and 0≤ wn ≤ 1, 0≤ wl ≤ 1, 0≤ wh ≤ 1. (3)

Taking the mixture model created (s(t)) and given a new MV-MRS signal (x(t)) an optimisation problem
can be created to best fit s(t) to x(t) so as to calculate the weight and alpha coefficients (wn,wl ,wh,αnk,αlk,αhk)
∀k. Mathematically the optimisation described is formulated as:

E =
∫
[x(t)− s(t)]2dt. (4)

The optimisation problem in Equation (4) has no spatial context so does not take into account any in-
formation provided by the possible influence that surrounding signals may have on each other. Taking
inspiration from the energy minimisation problem of CRF, we incorporate a pairwise term describing the
difference between neighbouring voxels. This can be modelled as:

E =
∫
[x(t)− s(t)]2dt +

∫
[∑

j
s(t)− s j(t)]2dt, (5)

where j are the available surrounding model signals of s(t). (6)

Equation (5) describes the energy for minimisation of the difference between the input signal x(t) to the
attempted model s(t) and the model signal’s closeness to the surrounding voxels model signals s j(t). The
latter term of Equation (5) defining the difference between each voxel’s model and its neighbourhood by
the summed difference of itself and over its surrounding j voxels.

Taking Equation (5), gradient descent is used to optimise the energy where the values for the weight
and alpha coefficients are calculated iteratively from the initial solution by moving each value in the
direction of the negative gradient. At each iteration the weights are normalised to adhere to the constraints
of Equation (3). Taking the partial derivative of Equation (5) with relation to the weight parameters we
get:

∂ t
∂wi

=−2
∫

Ωmi(t)dt +
∫

∑
n

∂

∂wi
[s(t)− sn(t)]2dt, (7)

where Ω = x(t)−∑
i

wi

(
µi(t)+

Ki

∑
k=1

αikeik(t)

)
, (8)

and
∂

∂wi
[s(t)− sn(t)]2 =−2

∫
Φmi(t)dt, (9)

where Φ = ∑
n

sn(t)− si(t). (10)

Taking the partial derivative of Equation (5) with relation to the alpha parameters we get:

∂E
∂αik

=−2
∫

ΩwieiK(t)dt +
∫

∑
n

∂

∂αik
[s(t)− sn(t)]2dt, (11)

where Ω = x(t)−∑
i

wi

(
µi(t)+

Ki

∑
k=1

αikeik(t)

)
, (12)

and
∂

∂αik
[s(t)− sn(t)]2 =−2

∫
Φwieik(t), (13)

where Φ = ∑
n

sn(t)− si(t). (14)



At initialisation, an MV-MRS signal x(t) is projected onto the three signal models, forming a fully pro-
jected signal. The initial projection is then used as an estimate for the weight and alpha coefficients.
From this initial projection the residual ri from each tissue grade i is taken; which describes the error in
representing a signal by the PMM. Each weight coefficient is initialised with:

wi = 1− ri

r
, where r = ∑

j
r j. (15)

At the end of each iteration the weights are then normalised to adhere to the constraints of Equation (3).
Taking the fully derived PMM, the training framework uses a SV-MRS dataset to derive the base models,
before being tested on a MV-MRS dataset within the prediction framework Figure 2.

3. EXPERIMENTS AND RESULTS
The training SV-MRS and test MV-MRS datasets, applied to the PMM, were acquired using a GE Signa
Horizon 1.5T MR system with a Repetition Time (TR) and a short Echo Time (TE) of 2000ms and
30ms respectively. A Point-Resolved spectroscopic sequence protocol was used to acquire the SV-MRS
dataset with a PROBE-SI protocol for the MV-MRS data. The composition of the SV-MRS data was 137
samples, of those 79 were classified as normal tissue, 23 as GII, 10 as GIII and 25 GIV. The positioning
for every scan captured in the SV-MRS dataset was determined by expert, analytical decision according
to post-Gd contrast T1w, T2w and FLAIR structural contrast images on a homogeneous representative
tumour region alongside the relevant histopathical information. Within the training data acquired there
was a heterogeneity of MRS characteristics represented. The labels/ground truths for the SV-MRS data
were achieved via the diagnosis of a biopsy by a practised physician in which the clinical, radiological
and histopathological information of each patient was incorporated to the diagnosis as well. The MV-
MRS data was acquired from 31 patients with the ground truth (GT), histological diagnosis, determining
12 patients to be graded as GII, 7 as GIII and 12 as GIV. The GT for the MV-MRS data was acquired
through the histological examination of the core of the tumour, determined by a physician, via biopsy of
the patients.

The SV-MRS data was used to train and build the PMM, where Grade n included normal tissue sam-
ples, Grade l included GII and Grade h included GIV, which was then validated and tested using the
MV-MRS data. Due to the heterogeneous characteristics of tumours, the classification of GIII tumours
posed a challenge. The GIII challenge was due to the signal for GIII tumour tissue having close similari-
ties to, and sometimes being indistinguishable from the signal from both GII and GIV tumour tissue. The
PMM was, therefore, trained on two separate datasets, one which included the SV-MRS GIII data and
one without, with each trained model tested individually on the same test dataset. After experimentation
with different sizes (0, 2, 4 and 8, with 0 being used as a control) an 8-neighbourhood was selected for
use after providing the most accurate results. For voxels at a boundary the neighbourhood was taken for
all possible surrounding voxels available with no null values or normal tissue signals used to propagate
the neighbourhood. The results displayed in Table 1 include both sets of tests, those with the SV-MRS
GIII data included in the training of the PMM, high grade, base model and those without the SV-MRS
GIII data included.

The predicted grading for each patient from the MV-MRS dataset used by the PMM was determined
to be the highest grade tissue found, the highest tissue grade was defined as the tissue corresponding to
the coefficient w with the maximum value.

patienti = maxi∈{n,l,h}(wi), (16)

where patienti is the predicted grading for a given patient.



Table 1. Results for PMM and SMM on 31 patient dataset

Grade L Grade H
Model GII GIII + GIV GIV GIII Included Average Accuracy Balanced Error Rate

12 7 + 12 12
SMM 83.33% 84.21% 91.67% Yes 86.40% 0.1360
PMM 91.67% 89.47% 91.67% Yes 90.94% 0.0906
SMM 91.67% 84.21% 100% No 91.96% 0.0804
PMM 83.33% 94.74% 100% No 92.69% 0.0731

From the results in Table 1 the PMM can be seen to have the higher accuracy overall showing an
improvement over the SMM in successfully classifying an increased number of lower grade tumours
when not including the GIII samples in the training dataset. The PMM also shows a lower Balanced Error
Rate (BER) against that of the SMM in both including and not including the GIII training data. The case
of higher accuracy within the lower grade tumour set (GII) can be possibly attributed to the smoothing
effect from neighbouring voxels, reducing any voxels predicted to have a higher grade tissue to that of a
lower grade and thus reducing the weighting of high grade tumour and increasing the weighting of low
grade making the classification of the patient class lower. Looking at the training data for both methods,
when the GIII training data was not included both methods produced higher accuracy results with the
PMM having a higher average accuracy and lower BER. When looking at each method individually
it can be seen that there was an increase in accuracy for the PMM over the SMM in classifying the
GIII + GIV tumour grade set when including the GIII training data. Without the GIII data included in
training the PMM had difficulty classifying lower grade scans correctly, compared to the SMM, with the
GIII training data included, the PMM outperformed the SMM. It is difficult to analyse the results from
experimentation in too much detail due to the lack of a histological label per voxel. The limited amount of
data available for testing also limits the strength of any conclusions made, this makes the case for future
work acquiring and utilising larger datasets which will enable more detailed understanding of the PMMs
advantages/disadvantages and provide opportunity to make stronger conclusions.

From the fitting performed by the PMM the resultant weight coefficients from a new MV-MRS scan,
relates to the probability of classifying the input into one of the three tissue grades (normal, low or high
grade tumour, brain tissue). Using the mixture coefficients, RGB probability heatmaps can be produced
by overlaying the resultant values for each coefficient, for each tumour grade, onto the related MV-MRS
brain image. Each heatmap relates to the likelihood of the corresponding regions concentration of all
three types of brain tissue, here each colour green, blue and red corresponds to each tissue type normal,
low grade and high grade respectively in the related voxel of a MV-MRS image. In a given heatmap the
24-bit RGB representation is calculated by the values for each coefficient for each brain tissue type in
each MV-MRS voxel. The higher the mixture coefficient value the more intense the related colour. These
heatmaps can then be placed upon a structural MRI image of the patient creating heatmap graphs (see
Figures 3 - 7) that can aid in human interpretation of the data.

Comparing the resultant heatmaps from both the PMM and the SMM, using the same testing dataset,
seen in Figures 3 - 7, presents a clearer method to understand the difference between PMM and SMM.
In Figure 7 it can be seen the effect of the spatial context has on the scans with more defined areas of the
scan from the PMM (left) compared to the slightly less defined regions from the SMM (right). Looking
at Figure 5 it is easy to notice the more bounded regions, however whether the regions of low grade
tumour tissue that has become distinct are correct or not is debatable, without a per voxel histological
label available.



Figure 3. Results show a Grade III patient scan (h) which is correctly classified by PMM (left) due to the neighbour-
hood information, but misclassified by SMM (right). However there does show an increase in two voxels misclassi-
fying tumour tissue as strongly normal tissue in the PMM scan.

Figure 4. Results show the influence from surrounding voxels in the PMM (left) which helps to create more defined
boundaries (which may be helpful in determining the centre of a tumour), between structures within the scans when
compared to that of the SMM (right). Boundary definition is difficult due to the limited precision from MV-MRS
images in places such as where voxels straddle a boundary, this may mean that the tissue within the voxel, which was
smoothed, was in fact low grade tumour tissue. From manual analysis of the spectra the core of the tumour is known
to be high grade and the boundary to be a mix of high grade tumour with normal tissue making the results from the
PMM more accurate than that from the SMM.



Figure 5. Results show how the surrounding voxels signal values from the PMM (left) have not smoothed the values
assigned to each voxel with a larger region of homogeneous voxels compared to the same region of voxels in the
SMM (right). Manual analysis of the MV-MRS spectra and the related MRI scan tells of a contrast enhanced ring
around the core of the tumour and, thus, is without doubt, high grade tumour tissue and most likely necrotic in the top
voxels. Furthermore the manual analysis confirms that the results from the SMM shows a more accurate depiction,
per voxel, of the scan than the PMM.

Figure 6. Results show the PMM (left) lessening the strength of the boundaries between the normal and low grade
tumour tissue compared to that from the SMM (right), from visual inspection of the MV-MRS data the voxels along
the bottom left corner of the scan are known to be normal tissue. The PMM results do show the voxels as mostly
normal tissue but with small weighting towards low grade tumour for the same region that the SMM looks more
normal. Both maps can be considered as fairly similar.



Figure 7. Results show the PMM (left) providing clearer defined boundaries for the high grade tissue to normal tissue
found within the scan compared to that of the SMM (right). As with Figure 4 it is unknown as to whether the tissue
within the image is fully homogeneous in the regions that the models have predicted so, however having stronger
defined boundaries may be a benefit when attempting to determine the centre of a tumour.

4. CONCLUSIONS
In summary this paper presents a novel supervised, spatially aware, Pairwise Mixture Model (PMM) tech-
nique for the characterisation of brain tumour tissue into either normal, low (infiltrative) or high (necrotic)
grade, from MV-MRS signals to address the problem of the Partial Volume Effect (PVE). The results from
testing on a patient dataset showed that when incorporating the information from neighbouring voxels,
to add a spatial context, the PMM achieved a higher level of accuracy for classifying tumours into either
low grade or high grade than the previous state-of-the-art Signal Mixture Model (SMM). From the results
it can be interpreted that the use of the neighbourhood information to help smooth the predictions on
the weight coefficients helped to increase the overall classification accuracy. The increased performance
from the PMM shows the need for more research into utilising the spatial context when modelling brain
tissue. The insights provided by the weight/mixture coefficients when seen as the amount of each tissue
type found within a voxel, along with the heatmap graphs, shows the potential for CAD methods such as
PMM to be able to replace biopsies in the future.

This paper has shown the advantage of exploiting the spatial context in addressing the partial volume
effect in MRS images of brain tumours. Further research must be conducted into utilizing the spatial
context within the PMM such as comparison to other methods and more detailed evaluation of the re-
sultant nosological images. Finding the most effective neighbourhood influence size for use within the
PMM optimisation, to produce a general model, has potential for not only improving the accuracy of
the PMM but in understanding MV-MRS imaging. Future research also provides the opportunity to look
at multi-modal, medical imaging, CAD by incorporating the MRI imagery from the outputted heatmap
visualizations to the PMM. One method in which to apply this multi-modal approach is by performing a
segmentation of an MRI image and mapping the segments with the MV-MRS voxels so as to determine a
more relative neighbourhood shape and size for each voxel when applying the PMM optimisation.
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