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Abstract. Trabecular bone structure has been shown to impact bone strength and
fracture risk. In vitro, this structure can be measured by micro-computed tomog-
raphy (micro-CT). For clinical use, it would be valuable if multi-slice computed
tomography (MSCT) could be used to analyse trabecular bone structure. One
important step in the analysis is image volume segmentation. Previous segmen-
tation techniques have either been computer resource intensive or produced sub-
optimal results when used onMSCT data. This paper proposes a new segmentation
method that tries to balance good results against computational complexity.
Material. Fourteen human radius specimens where scanned with MSCT and

segmented using the proposed method as well as two segmentation methods
previously used to segment trabecular bone (Otsu and Automated Region
Growing (ARG)). The proposed method (named FCH) uses a combination of
feature space clustering, edge detection and hysteresis thresholding. For eval-
uation, we computed correlations with the reference method micro-CT for 7
structure parameters and measured segmentation time.
Results. Correlationswithmicro-CTwere highest for FCH in 3 cases, highest for

ARG in 3 cases, and in general lower for Otsu. Both FCHandARGhad correlations
higher than 0.80 for all parameters, except for trabecular thickness and trabecular
termini. FCH was 60 times slower than Otsu, but 5 times faster than ARG.
Discussion. The high correlations with micro-CT suggest that with a suitable

segmentation method it might be possible to analyse trabecular bone structure
using MSCT-machines. The proposed segmentation method may represent a
useful balance between speed and accuracy.

Keywords: Feature-space � Clustering � Segmentation � Trabecular bone

1 Introduction

Besides overall bone mass, the structure of the trabecular bone network has been shown
to greatly influence bone strength and the risk of fractures [1–3]. Skeletal structures that
mainly consist of trabecular bone are the vertebrae and they are also commonly affected
by fractures among the elderly [4].
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In vitro, trabecular bone structure can be measured by micro-computed tomography
(micro-CT) and by histomorphometry of bone biopsies and these two methods show
good agreement [5]. In vivo, trabecular bone structure can be measured by
high-resolution peripheral quantitative CT (HR-pQCT) [6]. Another clinically available
device that shows promise for trabecular structure analysis is cone-beam computed
tomography (CBCT), for which in vitro studies show good agreement to micro-CT data
[7]. The method for imaging the vertebrae in clinical practise is multi-slice computed
tomography (MSCT). Previous studies on MSCT have shown good agreement with
micro-CT regarding parameters like bone volume over total volume (BV/TV), while
other parameters like trabecular nodes (Tb.Nd) and trabecular separation (Tb.Sp) have
not been as strongly correlated [8, 9]. Due to its clinical use for imaging the vertebrae,
it would be interesting if data from MSCT machines could be used to measure tra-
becular bone structures parameters.

One important step in calculating trabecular bone structure parameters is the seg-
mentation algorithm used to separate bone from other tissues in the imaged volume
[10]. Segmentation can be performed in different ways. For example, an automatic or
manual intensity threshold can be effective for high resolution images. Segmenting
images acquired with HR-pQCT, CBCT and MSCT is more challenging. Our group
has previously shown good results for segmenting CBCT data by using the automated
region growing method (ARG) proposed in [11]. There are also segmentation methods
using clustering-algorithms [12], but, to the best of our knowledge, they have not been
applied for segmenting trabecular bone so far.

The aim of this paper is to suggest a new way of segmenting trabecular bone
images using a combination of edge-detection, clustering and thresholding as well as to
investigate the possibility of using MSCT data to measure trabecular bone structure
parameters.

2 Materials and Methods

2.1 Material

Fourteen human radius specimens from cadavers were used for the analysis. The radius
specimens were donated for medical research in accordance with the ethical guidelines
regulating such donations at the University of California, San Francisco. The speci-
mens have been used in previous studies from our group [13–16]. The specimens are
almost cubic with a side of 12–15 mm and they all include a slab of cortical bone,
facilitating orientation.

2.2 Image Acquisition

The images were acquired using two machines:

• One Multi-Slice Computed Tomography, the Somatom Force (Siemens AG,
Erlangen Germany). The acquisition was performed using the protocol for imaging
the middle ear bones with a tube voltage of 120 kVp and a tube current 230 mAs.
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The slice thickness was 400 µm, the increment between slices 200 µm, the pitch
0.8 and the FOV 50 mm, resulting in an intra-slice-resolution of 98 � 98 µm. This
machine will be referred to as MSCT.

• One Micro-Computed Tomography, the Skyscan 1176 (Bruker micro-CT, Kontich
Belgium). The images were acquired using a tube voltage of 65 kV and a tube
current of 385 µA. The total exposure time was approximately 2 h. The resulting
volumes had an isotropic resolution of 8.67 µm. This machine will be referred to as
micro-CT.

The comparisons were made with the micro-CT data segmented using Otsu-
thresholding as a gold standard [17]. The MSCT data were interpolated to an isotropic
resolution of 98 µm using spline-interpolation in MATLAB (Mathworks).

2.3 Specimen Preparation and Imaging

Before imaging, the bone samples were de-fatted and then placed in test tubes filled
with water. During imaging with the MSCT the test tubes were then placed in the
centre of a paraffin cylinder with a diameter of 100 mm. To simulate measurements
in vivo, a paraffin cylinder was used to simulate soft tissue.

2.4 Image Pre-processing

After imaging and interpolation, the MSCT-volumes were manually registered using
the micro-CT volumes as references to ensure as close a match as possible between the
processed Volumes of Interests (VOI:s). This registration was performed in two steps
using the manual registration tools in MeVisLab (MeVis Medical Solutions AG). This
resulted in digitally extracted cubes consisting only of trabecular bones with sides of
approximately 8 mm.

2.5 Image Segmentation Using Feature-Space Clustering

The proposed segmentation uses a combination of feature-space clustering with
k-means and hysteresis thresholding [18, 19].

This algorithm starts with a pre-filtering step to reduce noise in the data and
produce a smoother final segmentation. First with a median filter with a kernel size of
approximately twice the mean thickness of trabecular bone, which has been determined
from the micro-CT-data, and then with a Gaussian filter with a standard deviation equal
to the thickness of trabecular bone.

To facilitate later calculations, the grayscale is then normalized to be centred at 0
with a fixed standard deviation. For this algorithm the standard deviation was set to 500
as previous testing from our group has found that it approximately equals the average
for multiple different types of CT-machines (CBCT, HR-pQCT and MSCT). However,
the exact value chosen has limited impact on the final segmentation. The intensity
values after this pre-processing will be referred to as a.
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The next step in the algorithm is to use a combination of Canny and Sobel edge
detection in 3D to find the edges of the trabecular structure as well as the direction and
magnitude of those edges [20, 21]. The information on the edges was then used to give
each voxel a value based on whether it was inside or outside of the edges as well as the
magnitude of the edges around it, voxels inside of a strong edge were assigned a large
positive value and voxels outside of a strong edge were instead assigned a large
negative value. Voxels inside or outside of weak edges were instead assigned a smaller
positive or negative value and the values assigned by this function were stored in a
matrix. These values will later be referred to as b. Notice that this idea is somehow
similar to level sets where a signed distance transform is defined and the edges are
defined as zero crossings of such a function. The main advantage of using Canny and
Sobel is that the computational complexity is largely reduced compared to level sets.

The next part of the algorithm performs a local normalization of a and b. The
average of the six-neighbours and their six-neighbours of every voxel is subtracted
from its original intensity value a and b independently. The normalized images are
referred to as d and c, respectively for a and b. This normalization procedure is
performed in order to improve the performance of the method on regions with locally
varying grayscales, which is typical in trabecular bone.

At this stage a four-dimensional feature space is created, where each voxel gets its
position based on the a-, b-, d- and c-values assigned to it. After this, k-means is used
in order to split that feature space into two clusters, which should correspond to bone
and background. The centre of these two clusters is then used to calculate the Euclidian
distance d of each voxel p from those centres in the feature-space:

dðP;CÞ ¼
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi

ðap � acÞ2 þðbp � bcÞ2 þðdp � dcÞ2 þðcp � ccÞ22
q

ð1Þ

where c is the centre of the cluster.
The cluster whose centre has the lower a value is assumed to represent the back-

ground (in our case water) and the one with the higher a value the foreground (which
should be trabecular bone). Each voxel is then assigned the value of the quotient k(p)
between the distance from the centre of the background cluster and the distance from
the centre of the bone cluster:

kðpÞ ¼
dðp;cbackgroundÞ
dðp;cboneÞ

ð2Þ

where cbackground and, cbone are the two cluster centres.
After k has been calculated, hysteresis thresholding is applied to k in 3D. First, an

upper threshold is used to segment the image, and the voxels exceeding this threshold
are assigned a value of 1 while zero is assigned to the remaining voxel. The voxel is
also segmented using a lower threshold. The segmentation using the upper threshold is
then iteratively expanded into its six-neighbourhood. Voxels not belonging to the
lowest segmentation are filtered out. This procedure is then repeated with the resulting
matrix until the result no longer changes between two iterations. Figure 1 shows the
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pseudo-code of the hysteresis procedure. In the experiments, we fixed the two
thresholds to 5 and 0.9, respectively, based on some preliminary tests.

The resulting image after the last iteration is considered the final segmentation and is
the output of the algorithm. This segmentation method that uses a combination of feature-
space clustering and a hysteresis threshold will from now on be referred to as FCH.

2.6 Parameter Calculation

The final segmentations are used to calculate the following 7 different bone structure
parameters:

1. Trabecular nodes (Tb.Nd) which is defined as the number of trabecular intersections
per mm3

2. Trabecular termini (Tb.Tm) which is defined as the number of free ends of tra-
beculae per mm3

3. Trabecular separation (Tb.Sp) which is defined as the thickness of the spaces
between the trabeculae in mm

4. Trabecular spacing (Tb.Sc) which is defined as the distance between the midlines of
the trabeculae in mm

5. Trabecular number (Tb.N) which is defined as the number of trabeculae per mm
6. Trabecular thickness (Tb.Th) which is defined as the thickness of trabecular

structures in mm
7. Bone volume over total volume (BV/TV) which is calculated by dividing the

number of voxels defined as bone with the total number of voxels in the analysed
volume.

All of the above parameters were calculated in 3D. Four parameters (Tb.Nd, Tb.
Tm, Tb.Sc and Tb.N) were calculated after skeletonizing the binary image to
one-voxel-wide lines using the method described in [22] without any pruning of the
resulting skeleton.

Fig. 1. Pseudo-algorithm for the hysteresis procedure
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Besides the above-mentioned structural parameters, the contrast to noise ratio
(CNR) of the resulting segmentations were calculated and the time each segmentation
method took to run was measured. In order to describe the agreement between different
segmentation methods, the Dice coefficient was calculated, which is given by:

DiceðS1;S2Þ ¼ 2 � jS1 \ S2j
jS1j þ jS2j ð3Þ

where S1 and S2 are two segmentations and |.| is the number of voxels defined as bone
by the segmentation.

The segmentation and calculation of the parameters were performed on a personal
computer (PC) with an Intel Core i5-4460 (Intel Santa Clara, CA) at 3.2 GHz, 16 GB
of random access memory (RAM) and a 64-bit system and was implemented in
MATLAB.

2.7 Statistical Methods

Results from the calculation of the parameters are presented as mean values with
standard deviations. The correlation coefficients that are presented are Pearson corre-
lations with 95% confidence intervals. Statistics were calculated using MS Excel, the
Dice coefficient was calculated in MATLAB, and all graphs and tables were created in
MS Excel. Images were created in MATLAB and MeVisLab.

3 Experimental Results

The MSCT volumes were segmented using Otsu thresholding, our implementation of
the ARG algorithm [11] and FCH. Our implementation of ARG has previously been
used to segment HR-pQCT and CBCT trabecular volumes [7, 9, 13]. Micro-CT data
were segmented using Otsu’s threshold and used as a gold standard. Figure 2 shows the
result of different segmentation for MSCT as well as raw-image slices for both MSCT
and micro-CT.

Table 1 shows the mean and standard deviation of different histomorphometry
parameters computed on the segmented images of both micro-CT and MSCT. As
shown, all three segmentation methods used on the MSCT resulted in an underesti-
mation of Tb.Nd and Tb.Tm by a factor of 65 to 140 and Tb.N was underestimated by a
factor of about 2. Tb.Th and BV/TV were instead overestimated by a factor of about 4
and Tb.Sc was overestimated by a factor of approximately 2. Tb.Sp produced similar
results for the micro-CT and MSCT data. Overall the three different segmentation
methods used for the MSCT data produced results of similar magnitude.

Table 2 shows Pearson correlation coefficients for the different parameters using
micro-CT as reference. All segmentation methods showed correlation coefficients of
0.70 or higher for all structure parameters except for Tb.Th where Otsu and FCH showed
correlations approximately equal to 0 and ARG had a correlation coefficient of 0.61.
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Fig. 2. Raw-image slices (left) for the micro-CT and the MSCT as well images from the MSCT
segmented with the three different segmentation methods (right)

Table 1. Mean values of structural parameters, CNR and segmentation time in seconds ±
standard deviations. Tb.Nd [mm−3], Tb.Tm [mm−3], Tb.Sp [mm], Tb.Sc [mm], Tb.N [mm−1], Tb.
Th [mm] and BV/TV [%]

Mean values ± SD

Tb.Nd Tb.Tm Tb.Sp Tb.Sc Tb.N Tb.Th BV/TV CNR Time

MSCT Otsu 0.80 ± 0.22 0.67 ± 0.17 0.72 ± 0.09 1.23 ± 0.09 0.81 ± 0.06 0.46 ± 0.02 0.30 ± 0.08 5.15 ± 1.14 0.08 ± 0.02

FCH 0.69 ± 0.16 0.61 ± 0.18 0.76 ± 0.10 1.40 ± 0.11 0.72 ± 0.06 0.58 ± 0.03 0.41 ± 0.10 4.74 ± 0.91 5.14 ± 1.36

ARG 0.89 ± 0.16 0.75 ± 0.11 0.67 ± 0.06 1.20 ± 0.08 0.83 ± 0.05 0.48 ± 0.02 0.36 ± 0.07 5.68 ± 1.18 26.7 ± 8.16

micro-CT Otsu 58.5 ± 15.6 86.3 ± 22.0 0.68 ± 0.10 0.74 ± 0.10 1.37 ± 0.18 0.13 ± 0.01 0.10 ± 0.03 29.4 ± 6.48

Table 2. Correlation with micro-CT (reference method)

Pearson correlations coefficients (95% confidence interval)

Tb.Nd Tb.Tm Tb.Sp Tb.Sc Tb.N Tb.Th BV/TV

MSCT Otsu 0.85
(0.58; 0.95)

0.80
(0.47; 0.93)

0.70
(0.27; 0.90)

0.76
(0.38; 0.92)

0.79
(0.45; 0.93)

−0.04
(−0.56; 0.50)

0.85
(0.58; 0.95)

FCH 0.92
(0.76; 0.97)

0.87
(0.63; 0.96)

0.80
(0.47; 0.93)

0.90
(0.71; 0.97)

0.88
(0.66; 0.96)

−0.02
(−0.54; 0.52)

0.87
(0.63; 0.96)

ARG 0.85
(0.58; 0.95)

0.77
(0.40; 0.92)

0.80
(0.47; 0.93)

0.89
(0.68; 0.96)

0.90
(0.71; 0.97)

0.61
(0.12; 0.86)

0.96
(0.88; 0.99)
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FCH showed higher correlations than Otsu on all measured structural parameters
with increases in correlation coefficients ranging from 0.02 for BV/TV to 0.14 for Tb.
Sc. FCH also showed higher correlation than ARG when measuring Tb.Nd and Tb.Tm
while having lower correlation when measuring BV/TV and Tb.Th. The average
correlation for ARG was 0.08 higher than that of FCH when including Tb.Th whereas
FCH was 0.01 higher when Tb.Th was excluded from the comparison.

The average segmentation times (Table 1) show that Otsu was about 64 times faster
than FCH, which in turn was about 5 times faster than ARG.

The Dice coefficients for the segmentations on the MSCT data were 0.93 between
ARG and Otsu, 0.82 between ARG and FCH and 0.80 between Otsu and FCH. These
results show that ARG and Otsu produces more similar results compared to each than
either compared to the proposed method.

4 Discussion

In this study we have investigated the potential use of MSCT data for measuring
trabecular bone structure parameters as well as proposing a new method for segmenting
trabecular bone.

The fact that a simple global threshold (like Otsu) might not work so well with
clinical machines like the MSCT used in this study may be related to the low CNR,
compared to micro-CT images, when imaging trabecular bone. One reason for the
lower CNR and another possible reason why a global threshold performs poorly could
be the partial volume effect where the large image voxels of the MSCT, and other
clinical machines, only partly contains bone. This causes a lot of voxels with inter-
mediary intensity values that are both bone and background.

The MSCT data showed relatively high correlation with the micro-CT data with
correlations above 0.80 for all structure parameters except Tb.Tm and Tb.Th when
using either the ARG or FCH algorithm. This suggest that it might be possible to use
MSCT:s for measuring and monitoring trabecular bone structure.

Otsu was by far the quickest segmentation method with an average
segmentation-time of 0.08 s, but it also had the lowest average correlation with
micro-CT data. In contrast, the ARG algorithm had the highest average correlation
coefficient and was the slowest algorithm with an average segmentation-time of 26.7 s.
FCH showed higher correlations with micro-CT than Otsu for all parameters and,
except for Tb.Th, it showed correlations similar to ARG while at the same time being
significantly faster with an average segmentation time of 5.14 s.

As in previous studies from our group on clinical machines, the MSCT data
underestimated Tb.Nd and Tb.N while overestimating Tb.Th and BV/TV [7, 9]. As an
over- or underestimation in absolute values can be corrected if the correlation is high, a
higher correlation is more relevant for detecting true differences between individuals.

The finding that the Otsu algorithm is the fastest of the three compared algorithms
was expected, due to the simple calculations that are performed on the histogram of the
data. As the ARG algorithm is an iterative algorithm and our implementation performs
50 iterations of the region growing with different homogeneity thresholds, it is rea-
sonable for it to take longer than Otsu to segment the image. It is also reasonable that
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FCH takes longer to segment the image than Otsu as it uses more computer-intensive
calculations to segment the image. Clinical workflows are often time-pressed which
means that if a new algorithm is to be widely accepted it needs to not only give accurate
and valid results, it has to do so in as short a time as possible. This makes FCH an
interesting contribution to the arsenal for analysing trabecular bone as it results in
correlations similar to ARG while taking approximately one fifth as long to compute.

The low correlation for Tb.Th for both Otsu and FCH when compared to ARG is
interesting and would be interesting to investigate further. There could be multiple
reasons for this result, but so far no satisfactory explanation has been found. As a
previous study from our group [7] has shown that Tb.Th has little to no impact on the
overall strength of the trabecular network, as measured by FEM, a lower performance
on this parameter might be acceptable although better performance of course is
preferred.

One interesting result is the fact that the Dice coefficient for ARG-FCH (0.82) and
Otsu-FCH (0.80) is so much lower than the Dice coefficient for ARG-Otsu (0.93). One
explanation for this could be the fact that while they use different types of thresholds
(homogeneity vs. intensity) and a different process for segmenting the image (region
growing vs. a global threshold), both ARG and Otsu only use intensity data. FCH, on
the other hand, also processes information based on edge detection, which could
introduce another dimension to base the segmentation on and result in less similar
segmentations. If one looks at the segmented slices in Fig. 2, both ARG and FCH
seems to be preserving more of the structure of the trabecular bone, which could
explain their higher correlations with the micro-CT data regarding trabecular bone
structure parameters. The visual similarity, but low Dice coefficient, between ARG and
FCH is something that warrants further investigation as it might help with further
development of the algorithms

One of the weaknesses of this study is the fact that it only used 14 bones, which
means that the statistical power is relatively low. One of the ongoing projects for our
team is to include more bone specimens to verify our results in a bigger sample. It
would also have been of interest to study the agreement of each of the segmentation
methods applied to MSCT data to the micro-CT segmentation results using the Dice
coefficient. However, registration problems between the modalities made this com-
parison impractical. Another of our ongoing projects is to test other clinical protocols
with varying scanning parameters on the MSCT and a clinical trial to evaluate the
performance of the CBCT used in [13] when measuring trabecular bone structure
parameters in osteoporotic individuals.

In conclusion, the proposed segmentation method shows a reasonable balance
between performance and computational intensity while the MSCT shows potential for
analysing trabecular bone structure if the correct segmentation method is used.
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