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Automated cancer diagnosis based on
histopathological images: a systematic survey
Cigdem Demir and Bülent Yener

Abstract
In traditional cancer diagnosis, pathologists examine biopsies to make diagnostic assessments largely based on cell
morphology and tissue distribution. However, this is subjective and often leads to considerable variability. On the other
hand, computational diagnostic tools enable objective judgments by making use of quantitative measures. This paper
presents a systematic survey of the computational steps in automated cancer diagnosis based on histopathology. These
computational steps are: 1.) image preprocessing to determine the focal areas, 2.) feature extraction to quantify the
properties of these focal areas, and 3.) classifying the focal areas as malignant or not or identifying their malignancy
levels. In Step 1, the focal area determination is usually preceded by noise reduction to improve its success. In
the case of cellular-level diagnosis, this step also comprises nucleus/cell segmentation. Step 2 defines appropriate
representations of the focal areas that provide distinctive objective measures. In Step 3, automated diagnostic systems
that operate on quantitative measures are designed. After the design, this step also estimates the accuracy of the
system. In this paper, we detail these computational steps, address their challenges, and discuss the remedies to
overcome the challenges, emphasizing the importance of constituting benchmark data sets. Such benchmark data
sets allow comparing the different features and system designs and prevent misleading accuracy estimation of the
systems. Therefore, this allows determining the subsets of distinguishing features, devise new features, and improve
the success of automated cancer diagnosis.
Index Terms
Clinical decision making, automated cancer diagnosis, biomedical image analysis, segmentation, feature extraction,
classification

I. I NTRODUCTION
Today, cancer constitutes a major health problem. In the United States, it is the second leading cause of death.
Approximately one out of every two men and one out of every three women get cancer at some point during their
lifetime. Furthermore, the risk of getting cancer has been further increasing due to the change in the habits of
people in our century such as the increase in tobacco use, deterioration of dietary habits, and lack of activity.
Fortunately, the recent advances in medicine have significantly increased the possibility of curing cancer. However,
the chance of curing cancer primarily relies on its early diagnosis and the selection of its treatment depends on its
malignancy level. Therefore, it is critical for us to detect cancer, distinguish cancerous structures from the benign
and healthy ones and identify its malignancy level.
Traditionally, pathologists use histopathological images of biopsy samples removed from patients, examine them
under a microscope, and make judgments based on their personal experience. While examining such images, a
pathologist typically assesses the deviations in the cell structures and/or the change in the distribution of the
cells across the tissue under examination. However, this judgment is subjective, and often leads to considerable
variability [1], [2]. To circumvent this problem and improve the reliability of cancer diagnosis, it is important to
develop computational tools for automated cancer diagnosis that operate on quantitative measures. Such automated
cancer diagnosis facilitates objective mathematical judgment complementary to that of a pathologist, providing a
second opinion for patients.
Over the last two decades, a tremendous amount of research work has been conducted for automated cancer
diagnosis. This is partly because automated cancer diagnosis holds great promise for large-scale use in the advanced
cancer treatment and partly because automated cancer diagnosis is not a straightforward task, with a number of
challenges to be overcome. The first challenge is the noise elimination in the task of determining the focal areas in
the image. The noise arises from staining the biopsy samples; uneven distribution of stain usually cause problems
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in processing the stained material. In the case of focusing on the properties of nuclei/cells in the image, the second
challenge is the nucleus/cell segmentation. This is challenging because of the complex nature of the image scenes
(e.g., touching and overlapping cells) and the noise (e.g., stain artifacts). The third challenge is the feature selection
to represent a cell/tissue in the task of cellular or tissue-level property quantification. The features should provide
distinguishing quantitative measures to automatically diagnose the cancer. The last important challenge is the system
evaluation in the task of diagnosis. Due to the limited amount of available data, there might be a considerable amount
of bias if the system evaluation is not conducted properly.
In this paper, we present a systematic survey on the computational steps to automatically diagnose cancer by
using histopathological images. In each step, we explain the techniques, address the challenges, and discuss the
remedies offered by these techniques to overcome the challenges.
II. OVERVIEW
In this paper, we focus on the following problem. We are given an image of a tissue sample. The goal is to
automatically decide on the existence of cancer in the tissue and/or determine the malignancy level of cancer
by examining the histopathological properties of the tissue. These properties enable to capture the deviations in
the cell structures and the changes in the cell distribution across the tissue, which are possibly caused by cancer
(thereafter, we refer these deviations and changes as “cellular-level” and “tissue-level” changes, respectively). The
automated cancer diagnosis, both at the cellular and tissue-levels, is based on (i) extracting information from the
histopathological images of stained biopsies and (ii) examining this information by using either statistical analysis
or machine learning algorithms. The sample histopathological images of brain and breast biopsies (stained using
hematoxylin-and-eosin technique) are shown in Fig.1. As illustrated in this figure, the cell distribution is completely
different for the cancerous and the healthy. Moreover, a difference in the cell structures (e.g., the cell sizes are
different) is observed especially in the case of brain cancer.
The automated cancer diagnosis consists of three main computational steps: preprocessing, feature extraction, and
diagnosis. The aim of the preprocessing step is to eliminate the background noise and improve the image quality
for the purpose of determining the focal areas in the image. This step also comprises nucleus/cell segmentation in
the case of extracting cellular-level information. The preprocessing becomes the most important yet difficult step
for a successful feature extraction and diagnosis.
After preprocessing the image, features are extracted either at the cellular or at the tissue-level. The cellular-level
feature extraction focuses on quantifying the properties of individual cells without considering spatial dependency
between them. For a single cell, the morphological, textural, fractal, and/or intensity-based features can be extracted.
The tissue-level feature extraction quantifies the distribution of the cells across the tissue; for that, it primarily makes
use of either the spatial dependency of the cells or the gray-level dependency of the pixels. For a tissue, the textural,
fractal, and/or topological features can be extracted.
The aim of the diagnosis step is (i) to distinguish benignity and malignancy or (ii) to classify different malignancy
levels by making use of extracted features. This step uses statistical analysis of the features and machine learning
algorithms to reach a decision. An overview of these three steps is given in Fig.2. In the following sections, we
will study each of these steps in detail.
There are also other diagnosis approaches that extract information from biological data at molecular and organ
levels. At the molecular level, the information is obtained either from gene expression signatures using microarrays
[3], [4], [5], [6], [7], or from protein biomarkers using mass spectrometers [8], [9], [10], [11], [12]. At the organ
level, screening techniques such as mammography [13], [14], [15], [16], [17] are employed. The automated cancer
diagnosis at these levels, however, is beyond the scope of this survey and will not be discussed further.
III. P REPROCESSING STEP
The main aim of the preprocessing step is to determine the focal areas in the image. Due to a considerable
amount of noise that arises from the staining process, it is usually necessary to reduce the noise prior to the focal
area identification. In some studies, focal area identification and noise reduction are carried out at the same time.
For instance, in the case of tissue-level feature extraction, the preprocessing step thresholds the image to identify
the focal areas by eliminating the noisy regions and those with little content [18], [19]. We will discuss the noise
reduction techniques in Section III-A.
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Fig. 1. The sample histopathological images of biopsy samples: (a) a healthy breast tissue, (b) a cancerous breast tissue, (c) a healthy brain
tissue, and (d) a cancerous brain tissue. The biopsy samples are stained using hematoxylin-and-eosin technique.

In case of cellular-level feature extraction, noise reduction is followed by the segmentation process to determine
the locations of the nuclei/cells1 in a tissue. Depending on the type of the feature extraction method to be deployed,
this may include determining the exact boundary points of cells [20] or determining their coarse locations [21].
In the former case, segmentation requires higher magnification images to resolve the exact details of cells and the
success of the next steps becomes more sensitive to the success of the segmentation. In segmentation, one difficulty
is the complex nature of image scenes; a typical tissue consists of touching and overlapping cells. Another difficulty
comes from the stain related problems including lack of dark separation lines between a nucleus and its surroundings,
inhomogeneity of the interior of a nucleus, and occurrence of non-nuclei stain artifacts in a tissue [22]. In Section
III-B, we will discuss the segmentation techniques in detail.
A. Noise reduction
The most trivial method for noise reduction is thresholding the pixels of an image, which usually follows
background correction and filtering. Background correction standardizes the images by making use of an empty
image. Thus, it lessens the effects of different image acquisition conditions such as different lighting conditions
[23]. In filtering, the value of a pixel is transformed to a new value which is computed as a function of the values
1 Thereafter, we use “cell segmentation” to refer both segmenting a nucleus and a cell. Similarly, we use “cell” to refer both a nucleus and a
cell in that context.
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Overview of the computational steps in automated cancer diagnosis

of pixels located in a selected neighborhood around this particular pixel. Filters especially reduces the random noise
and, hence, improves the results of thresholding [24], [25], [26].
In thresholding, the intensity histogram of an image is employed and the pixels under a threshold value are
considered to be noise. The threshold values can be determined automatically by using computational methods. For
example, the Otsu method determines an optimal threshold which minimizes the within-class variance [27]. For a
given image with L different gray levels, the Otsu method computes the within-class variance for a threshold T as
follows:
2
σW
(T ) = ω0 σ02 + ω1 σ12
(1)
where σ02 and σ12 are the variances of the pixels below and above the threshold, respectively. With p(i) indicating
the probability of the occurrence of gray level i in the image, ω0 and ω1 are defined as,
ω0 =

T
−1
X

p(i)

i=0

ω1 =

L
X

p(i)

i=T

(2)
It is also possible to apply a threshold function to a group of pixels instead of an individual pixel. By doing so,
the regions with little content can be eliminated. For example, Hamilton et al. eliminate a region if the sum of pixel
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values in the region falls below a threshold [19]. Similarly, Esgiar et al. consider a region only if at least 10% of
its pixels are greater than a threshold [18]. While such techniques are successful to eliminate the regions with little
content, they fail eliminating the noisy regions that consist of large stain artifacts.
Another method for noise reduction is to use mathematical morphology, which is a set-theoretic approach that
considers pixels in an image as the elements of a set [28]. The basic morphological operators are the erosion and
dilation of the set with a structuring element. Dilation of the image A by the structuring element S in 2D Euclidean
space E 2 is given by
A ⊕ S = {x ∈ E 2 : x = a + s, for a ∈ A, s ∈ S}
(3)
Erosion is the morphological dual to dilation. Erosion of A by S is given by
A ª S = {x ∈ E 2 : for every s ∈ S, ∃a ∈ A such that x = a − s}

(4)

Consecutive application of these two basic transformations gives two other transformations known as opening and
closing. Opening is the erosion of an image followed by the dilation; it breaks narrow isthmuses and eliminates
small objects and sharp peaks in the image. On the other hand, closing is the dilation of an image followed by the
erosion; it fuses narrow breaks and fills small holes and gaps in the image.
While thresholding and filtering reduce the noise by making use of the pixel intensities, mathematical morphology
reduces the noise based on the shape characteristics of the input image, which are characterized by the structuring
element. Mathematical morphology can not distinguish the cellular areas and the stain artifacts with similar shapes
but different intensity values. Thresholding the image (prior or subsequent to applying the morphological operations)
reduces the effect of such an undesired condition.
B. Cell segmentation
There are mainly two different approaches in cell segmentation: the region-based and boundary-based approaches.
The region-based approach is based on determining whether a pixel belongs to a cell or not, whereas the boundarybased approach is based on finding the boundary points of a cell. The next subsections explain these approaches
in detail.
1) The region-based approach: Thresholding is also used for the purpose of cell segmentation. Although
thresholding separates the cells from the background, it does not separate the overlapping cells from each other. The
mathematical morphology [28] and watershed algorithms [29] offer solution to this problem. Successive application
of opening and closing operators is used to find the separate centers of gravity of the cells. Watershed algorithms
are useful to detect the boundary lines between the touching cells [30], [31], [32]. An important limitation of the
watershed algorithms is over-segmentation. Applying low-pass filters prior to segmentation and letting water rise
only from the marked seeds lessens the over-segmentation problem.
After thresholding the pixels, deleting small objects and large areas and filling small holes improve the
segmentation results [31], [33]. For that, it is also possible to apply the morphological operators with different
types of structuring elements such as square [34] and octagonal [35] ones. Here, selecting the size of the structuring
element is important. The size should be smaller than the minimum size of a cell that will be determined; all the
objects smaller than the structuring element are eliminated. On the other hand, it must be large enough to eliminate
the noisy areas.
Another region-based approach is making use of a learning algorithm to determine whether a pixel belongs to
a cell or not. The learning algorithm employs the features extracted for the pixels. Such features can be based on
color information of the pixels or their textural properties. For example, Gunduz et al. automatically cluster the
pixels according to their color information using the k-means algorithm [36], where these clusters were previously
assigned to either “cell” or “non-cell” class by a human expert [21]. In [37], the textural features of pixels are
extracted using autocorrelation function [38]; subsequently, minimum distance classifier is used in learning. In such
approaches, the main difficulty is to assign a class of a training sample or a cluster, which requires human control.
2) The boundary-based approach: The trivial method to determine the boundary points is manual segmentation
[39], [40]. A number of points are taken from the user and a closed curve is approximated from these points. For
example, Einstein et al. approximate a closed curve by joining the arcs characterized by every three successive
points [41]. This approach leads to successful segmentation since it requires extensive user interaction. However,
its large scale use (for a large number of cells) is not feasible.
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Active contour models (“snakes”) are proposed to automatically determine the boundary points. A snake is a
deformable spline that seeks to minimize an energy function [42]. In cell segmentation, the contour points that
yield the minimum energy level form the boundary of a cell. The energy function can be defined to penalize the
discontinuity in the curve, discontinuity in the curvature of the snake, and gray-level discontinuity along the snake
[43], [20]. In [20], Street et al. define the energy function E over the snake points s,
Z
E = (αEcont (s) + βEcurv (s) + γEimage (s))ds
(5)
s

where Econt measures discontinuities in the curve, Ecurv measures discontinuities in the curvature of the snake,
and Eimage measures the gray-level discontinuities along the snake and the weights of α, β, and γ are empirically
derived constants.
In active contour models, the accuracy of a final boundary mainly depends on the initialization of the contour
points. However, this task is not easy and often requires user interaction. For example, Wu and Barba define an initial
curve as the composite of four quarter ellipses whose end points are specified by the user [44]. For fully-automated
segmentation, a preset shape (e.g., an elliptic shape [43]) is imposed for the initial snake.
The boundary-based and region-based approaches have their own advantages and drawbacks. The boundary-based
approaches determine more precise locations of a cell compared to the region-based approaches. On the other hand,
they necessitate resolving the boundary points and, hence, require higher magnification images. Furthermore, the
initialization of the boundary points may be crucial in the success of segmentation, and it might necessitate user
interaction.
The segmentation method should be chosen depending on the type of the features to be extracted. For example,
in the case of morphological feature extraction, determining the exact locations of cells is more important, and thus,
boundary-based approaches are more suitable than the region-based approaches. On the other hand, in the case of
topological feature extraction, it might be sufficient to determine the coarse locations of the cellular areas without
resolving the exact boundary points. In this case, the region-based approaches are more suitable.
IV. F EATURE EXTRACTION
Automated cancer diagnosis relies on capturing (i) the deviations in the cell structures (cellular-level), and (ii) the
changes in the cell distribution across the tissue (tissue-level). The features are extracted to quantify these changes in
a given tissue. To measure the deviations at the cellular-level, morphological, textural, fractal, and/or intensity-based
features can be used. In extracting such kinds of features at the cellular-level, the exact locations of the cells should
be determined beforehand. On the other hand, to measure the changes at the tissue-level, textural, fractal, and/or
topological features can be extracted. The use of these features at the tissue-level does not always necessitate cell
segmentation (e.g., textural feature extraction at the tissue level). Even if the segmentation is necessary, determining
the coarse locations of the cells is usually sufficient (e.g., topological feature extraction).
In order to extract the features, there are two different types of information available in the image: (i) the
intensity values of the pixels and (ii) their spatial interdependency. Although all feature extraction methods use
the information on the intensity values, only a few use the spatial dependency between them. Employing only the
intensity values, however, results in more sensitivity to the noise that arises from the stain artifacts and the image
acquiring conditions.
A. Morphological features
The morphological features provide information about the size and shape of a cell. The size is expressed by the
radius, area, and perimeter of the cell. On the other hand, the shape is expressed by the compactness, roundness,
smoothness, length of the major and minor axes, symmetry, concavity, and perimeter [20].
Suppose that S = {s1 , ..., sn } is a set of the boundary points of a segmented cell/nucleus and C is the centroid
of these boundary points; a sample of a nucleus with its boundary points and centroid is illustrated in Fig.3(a). The
morphological features defined on the set of the boundary points, S, are given as follows:
• Radius r is defined as the average length of the radial lines towards every boundary points. Mathematically,
Pn
|si C|
(6)
r = i=1
n
• Area is the number of pixels within the boundary.
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Fig. 3. (a) A sample of a nucleus with its boundary points and centroid, (b) line segments used in symmetry computation (adapted from [20]),
and (c) chords used in concavity computation (adapted from [20]).

•

Perimeter P is measured as the sum of the distances between every consecutive boundary points. Mathematically,
n−1
X
P = |sn s1 | +
|si si+1 |
(7)
i=1

Compactness is the ratio of the square of the perimeter to the area (compactness = perimeter2 /area).
Roundness is defined as compactness/4π [37].
• Smoothness of the boundary is the sum of the smoothness of each boundary points. For a boundary point si ,
the smoothness is defined as the difference between the radial line |si C| and the average length of the radial
lines surrounding si .
• Major axis is the longest chord that goes through the center and minor axis is the line that is perpendicular
to the major axis and that goes through the center. In Fig.3(a), the major axis |AB| and the minor axis |DE|
are illustrated.
• Symmetry is quantified by measuring the length difference between the line segments in opposite directions
that are defined to a boundary point and that are perpendicular to the major axis. A set of such line segments
is shown in Fig.3(b).
• Concavity is quantified by drawing chords between non-adjacent boundary points and checking whether or not
the boundary points lie inside these chords. A set of such chords is shown in Fig.3(c).
The quantification of these properties enables to differentiate the malignant cells from those of benign and
normal. Moreover, the statistics computed on these properties is used to detect cancer in a tissue [31], [34], [45].
For example, Thiran and Macq use the variation in the size and shape of nuclei as an indicator for the existence
of cancer [34]. Similarly, Wolberg et al. calculate the average, standard deviation, and maximum [45] while Choi
et al. calculate the median and percentile values [31] to define the morphological features.
Besides these features, the ratio of the same feature for different parts of a biological structure is used as another
feature. For example, the nuclear area/cytoplasm area ratio [34] and the luminal area/ductal area ratio [46] are such
kind of features. Obviously, to extract such features, the other types of biological structures (e.g., lumen, duct, etc.)
should be segmented.
•

B. Textural features
Texture is a connected set of pixels that occurs repeatedly in an image. It provides information about the variation
in the intensity of a surface by quantifying properties such as smoothness, coarseness, and regularity. To describe
textural features, the two most widely accepted models are those that use the co-occurrence and run-length matrices.
The co-occurrence matrix quantifies the various textural features such as correlation, contrast and angular second
moment [47] by making use of the spatial dependency between the gray-level pixel values. The co-occurrence
matrix C, computed on a gray-level image P , is defined by a distance d and an angle θ. C(i, j) is the number of
times that the gray value i co-occurs with the gray value j in a particular spatial relationship defined by d and θ;
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mathematically,
C(i, j) = |{m, n} : P (m, n) = i and P (m + d · cosθ, n + d · sinθ = j)|

(8)

The run-length matrix R measures the coarseness of a texture in a specific direction [48]. Given a direction of
θ, R(i, j) is the number of gray-level runs with a length of j and a gray value of i, where a gray-level run is
defined as a set of consecutive, collinear pixels in the direction of θ that have the same gray value of i. Among
the run-length matrix features are short run emphasis, long run emphasis and low gray-level run emphasis .
At the cellular-level, textural features extracted by using the co-occurrence matrix and/or the run-length matrix
are computed for an individual cell [37], [20], [49]. It is also possible to extract textural features from the different
regions of a cell. For instance, Albregtsen et al. extract features for the periphery and the center of a nucleus [39].
At the tissue level, textural features are computed for an entire image or its sub-images [18], [19], [50]. For a
single image/sub-image or a cell, different textural features with different sets of parameters (e.g., with different
values of d and θ in the case of the co-occurrence matrix) are first computed. Then, either a subset of features
is selected or the same type of features are combined by using statistics measures (e.g., averaging, selecting the
maximum, etc.).
For sub-image feature extraction, the feature sets of the sub-images can be combined to reach a single set for
the entire image [18]; this set is to be used in the diagnosis of the entire tissue. It is also possible to directly use
the features extracted from the sub-images; these features can be used to classify the sub-images. For example,
Wiltgen et al. divide the image into squares of sub-images and extract textural features from these squares [51].
Subsequently, they use these textural features to differentiate the squares that include malignant cells from those
that consist of their counterparts.
There are also other methods to extract textural features. One of such methods uses wavelets representation
which discriminates several spatial orientations in the image [52]. For instance, Weyn et al. compute wavelets by
passing the image through a set of iterative low/high-pass filters and use the energies of the filtered images as the
textural features [53]. Another method makes use of the complexity curve of a binary image which is obtained by
computing the number of black-to-white transitions observed in the image [24].
C. Fractal-based features
The fractal is an object with the self-similarity property, i.e., it appears the same at different magnifications,
[54]. The fractal geometry provides information on the regularity and complexity of an object by quantifying its
self-similarity level. For that, the fractal dimension of the object is computed; unlike the Euclidean geometry, this
dimension can be fractional. Fractal analysis is used to understand different phenomena in different biomedical
applications including the cancer diagnosis [55], [56].
For the fractal analysis of a cell or a tissue, the most common feature is the fractal dimension [57], [58], [59],
[60], [61]. The fractal dimension d is defined as d = log(N )/log(p), where N is the number of self similar pieces
at the magnification scale of p. The fractal dimension can be measured by using several methods including the boxcounting, perimeter-stepping, and pixel dilation methods. Among those, the most common and easy-to-implement
one is the box-counting method. This method divides the binary image (black and white) into boxes with different
sizes (r) and counts the number of black pixels in each box(N (r)). Then, it computes the fractal dimension as the
slope of 1/r vs. N (r) line in log-log scale [62].
In addition to the fractal dimension, the lacunarity is used for the purpose of fractal analysis of a cell or a tissue
[63], [40]. The lacunarity quantifies the deviation from homogeneity in the texture. It is measured by computing
the size of the holes on the fractal, i.e., counting the white pixels in the fractal image.
D. Topological features
The topological features provide information on the structure of a tissue by quantifying the spatial distribution
of its cells. For that, this approach encodes the spatial interdependency of the cells prior to the feature extraction.
The Voronoi diagrams and their Delaunay triangulations can be used to encode the dependency between adjacent
cells [31], [26], [64]. On a tissue image, the Voronoi diagram constitutes convex polygons for each cell. For a
particular cell, every point in its polygon is closer to itself than to another cell in the tissue. The dual graph of the
Voronoi diagram is the Delaunay triangulation. The Voronoi diagram of a sample tissue image and its Delaunay
triangulation are shown in Fig.4(b). Among the properties defined for Voronoi diagrams are the area and shape of
their polygons. Among the properties defined for Delaunay triangulations are the number of connections of a cell
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Fig. 4. (a) A sample image, (b) the Voronoi diagram of the image (black dotted lines) and its Delaunay triangulation (red solid lines), and (c)
a cell-graph of the image.

and the average length of these connections. It is also possible to find a minimum spanning tree of the Delaunay
triangulation and use its properties such as the total tree length to identify the topological features.
To encode the dependency between every pair of cells, Gunduz et al. propose to construct a graph for an image.
In this graph, vertices are cell clusters and edges are probabilistically assigned between the vertices; the probability
of being an edge between a pair of vertices decays with the increasing Euclidean distance between them [21]. In
[21], by making use of the Waxman model [65], the probability of being an edge between the vertices u and v is
defined as follows,
P (u, v) = α · exp(−d(u, v)/βL)
(9)
where d(u, v) is the Euclidean distance between the vertices u and v, L is the largest possible Euclidean distance
between any of the two nodes, and α and β are the Waxman model parameters that control the number of the
links and connectivity of these cell-graphs. Fig.4(c) illustrates a cell-graph of the sample image shown in Fig.4(a).
After the graph construction, local and global graph features are extracted. Among the local graph features are
the degree, clustering coefficient, and eccentricity of a vertex. In this approach, it is possible to consider the cell
clusters as sub-images that consist of a bunch of cells. Therefore, the local metrics correspond to the properties
of these sub-images. Among the global ones are the giant connected component ratio, spectral radius, and eigen
exponent. Furthermore, the distributions of the local features are used to define the global graph features such as
the average degree [66].
E. Intensity-based features
The intensity-based features are extracted from the gray-level or color histogram of the image. This type of
features does not provide any information about the spatial distribution of the pixels. The intensity histogram in a
cell is employed to define features. For example, Weyn et al. define the optical density of a pixel by making use
of its gray-level value [53]; for the background corrected images, they convert the gray value of each pixel in a
nucleus to its corresponding optical density (OD) as follows:
OD = log10 (

gray value of the background
)
gray value of the pixel

(10)

Subsequently, they compute the sum and the mean of the optical densities of the pixels located in a nucleus to
define its intensity-based features.
The features that are extracted from the color histograms are computed by making use of either the pixel values
in a single color channel or the relationship between the color values in different channels [67], [51], [68]. For
example, Schnorrenberg et al. use the Y IQ color system and compute their intensity-based features as the average
of the pixel values in each color channel (i.e., in Y , I, and Q channels) [67]. Similarly, Wiltgen et al. compute the
average, standard deviation, skewness, and kurtosis of the pixel values in each RGB color channel [51]. In [68],
in addition to the features extracted in each RGB color channel, Zhou et al. use the difference between the red
and blue components and proportion of the blue component as the intensity-based features.
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F. Feature selection
Although it is possible to extract a large set of features, only a small subset of them is used in the classification due
to the curse of dimensionality. The curse of dimensionality states that as the dimensionality increases, the amount of
required training data increases exponentially [69]. Moreover, there might be a strong correlation between different
features. Therefore, there is an incentive to reduce the size of the feature set.
The feature set reduction is typically achieved either (i) by transforming the features into a new space and
designing new features as the combinations of the original ones (e.g., by using principal component analysis [70])
or (ii) by selecting a subset of the features as to maximize an objective function. One way to define this objective
function is to use the predictive accuracy of each subset. For example, Baheerathan et al. estimate the classification
accuracy of a subset using leave-one-out method on the training set [24]. Another way of defining an objective
function for the evaluation of the subsets is to use their information content. The information content is measured
by making use of the interclass distance measures such as Euclidean and Mahalanobis measures (e.g., [39]), or the
statistical dependency of the features (e.g., [19]). In the latter case, the features that show significant differences
between different classes are selected to be included in the subset.
In feature selection, a subset of features can be selected either using exhaustive search or sequential search
algorithm. The best possible subset is determined by an exhaustive search, i.e., by trying all possible feature
subsets. However, the number of all possible subsets grows exponentially with the number of features, making such
an exhaustive search impractical for even a moderate number. To overcome this difficulty, the contents and the
size of the subsets can be restricted [63], [37]. Sequential search algorithms add or remove features sequentially.
Representative examples of this kind are sequential forward selection, sequential backward selection, plus-l minus-r
selection, and sequential floating selection. For example, to reduce the size of a feature set that is to be used in
automated cancer diagnosis, plus-2 minus-1 selection and sequential floating selection techniques are used in [35]
and [53], respectively. Sequential forward selection starts with an empty set of features and incrementally expands
the subset by adding a feature. These additional features are selected so that the subsequent subsets lead to the
best objective function. The search terminates if no additional feature yields a better objective function. Likewise,
sequential backward search starts with a complete set of features and incrementally removes the useless features
one at a time. Both of these search methods are examples of greedy algorithms and they do not guarantee the
best possible solution. Besides, both of these algorithms select the features assuming that they are independent.
However, there might be a feature(s) that does not yield a good result when it is used alone, and the objective
function gives a better result when this feature is used in conjunction with other features. Sequential forward and
backward selections cannot capture such complimentary features since they work incrementally. To circumvent this
problem, plus-l minus-r selection is proposed. This algorithm starts with an empty set and it adds l features and
removes r of them in each step. The main difficulty in this method is, however, to select the optimal values of
l and r. Rather than using fixed l and r, sequential floating selection allows using different values of l and r in
each step. All these selection algorithms have possibility to trap in local minima and, hence, to find suboptimal
solutions.
V. D IAGNOSIS
After determining an appropriate set of features, the next step is to distinguish the malignant structures from
their counterparts. In this step, a cell or a tissue is assigned to one of the classes of cancerous, benign, or healthy.
As a part of diagnosis, it is also possible to classify the malignancy level of the tissues (i.e., grading). In this case,
the classes are the possible grades of the cancer of interest.
For diagnosis, one group of studies employs a statistical test on the features [57], [63], [26], [59], [60], [61]. All
these studies examine whether or not a significant difference exists in the value of at least one feature of interest
for different classes. However, for the histopathological images, the results of statistical tests should be interpreted
with an extra caution for the following reason. Statistical tests assume independent samples and lead to conclusions
accordingly. On the other hand, the data set consists of different tissue images taken from the same patient, which
are not independent, and this may cause misleading and confusing results.
Another group of studies uses machine learning algorithms to learn (from data) how to distinguish the different
classes from each other. Among those algorithms are the neural networks, k-nearest neighborhood algorithm, logistic
regression method, fuzzy systems, linear discriminate functions, and decision trees. The list of the studies that use
these algorithms is given in Fig.5
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Neural networks:
Choi et al. (1997), Demir et al. (2004), Einstein et al. (1998), Gunduz et al. (2004)
Spyridonos et al. (2002), Tasoulis et al. (2003), Zhou et al. (2002)
K-nearest neighborhood:
Esgiar et al. (2002), Schnorrenberg et al. (1996), Weyn et al. (1999)
Logistic regression:
Einstein et al. (1998), Wolberg et al. (1995)
Fuzzy systems:
Blekas et al. (1998)
Linear discriminant analysis:
Esgiar et al. (1998), Hamilton et al. (1997), Smolle (2000)
Decision trees:
Wiltgen et al. (2003)
Fig. 5.

The list of classifiers that are used by different studies.

No separate evaluation set:
Anderson et al. (1997), Smolle (2000), Thiran and Macq (1996)
Separate training and test sets:
Blekas et al. (1998), Choi et al. (1997),Demir et al. (2004), Diamond et al. (2004)
Esgiar et al. (1998), Gunduz et al. (2004), Pena-Reyes and Sipper (1999),
Spyridonos et al. (2002), Wiltgen et al. (2003)
K-fold cross-validation:
Street et al. (1993), Tasoulis et al. (2003), Wolberg et al. (1995), Zhou et al. (2002)
Leave-one-out:
Albregtsen et al. (2000), Einstein et al. (1998), Schnorrenberg et al. (1996),
Spyridonos et al. (2001), Tasoulis et al. (2003), Weyn et al. (1999)
Fig. 6.

The list of techniques for classifier evaluation that are used by different studies.

A. Evaluation of the classification system
In general, a classification system should have two stages: (i) training the classifier to learn the system parameters
and (ii) testing the system to evaluate the success of the classifier. Since there is a limited amount of available data
in training, it is very important to test the system with extra data. However, it is an issue how to use this limited
amount of data in both training and testing. More data used in training lead to better system designs, whereas more
data used in testing lead to more reliable evaluation of the system.
Evaluating the system according to the success obtained on the training set brings the risk of memorization
of data and obtaining over-optimistic error rates. To circumvent the memorization problem, the system should be
evaluated on a separate data set that is not used in training the system. For that, one approach is to split the data
into two disjoint sets and and use these sets to train and test the system. In the case that it is not feasible to use
a significant portion of the data as the testing set, k-fold cross-validation can be used. This approach randomly
partitions the data set into k groups. Then, it uses k − 1 groups to train the system and uses the remaining group
to estimate an error rate. This procedure is repeated k times such that each group is used for testing the system.
Leave-one-out is a special case of the k-fold cross validation where k is selected to be the size of the data; therefore
only a single sample is used to estimate the error rate in each step. In Fig.6, we provide the list of the system
evaluation methods used in different studies of automated cancer diagnosis.
Since the testing stage should measure how well the system will work on unknown samples in the future, the test
set should also consist of the samples that are independent from those used in the training. However, in the case of
k-fold cross-validation, random partitioning may result in using the test sets that do not include such independent
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samples. Therefore, over-optimistic results may be obtained. An illustrative example that shows the effects of each
approach on the system success can be found in [74]. In this example, by using the same data, 95% accuracy is
achieved when the entire data is used in both training and testing; 87% testing accuracy is obtained in the case of
k-fold cross-validation; but, only 60% testing accuracy is obtained when separate training and test sets are used.
For a given sample, a diagnostic system can lead to one of the four possible categories:
• True positive (TP): the diagnostic system yields positive test result for the sample and the sample actually has
the disease,
• False positive (FP): the diagnostic system yields positive test result for the sample but the sample does not
actually have the disease,
• True negative (TN): the diagnostic system yields negative test result for the sample and the sample does not
actually have the disease,
• False negative (FN): the diagnostic system yields negative test result for the sample but the sample actually
has the disease,
By using the number of samples that fall into these categories, sensitivity and specificity are defined to assess the
success of the diagnostic system. Sensitivity is the probability of a positive diagnosis test among persons that have
the disease and it is defined as,
sensitivity =

number of T P
number of T P + number of F N

(11)

Specificity is the probability of a negative diagnosis test among persons that do not have the disease and it is defined
as,
number of T N
specif icity =
(12)
number of T N + number of F P
The aim is to design diagnostic systems that lead to both high sensitivity and high specificity. The numerical
measure in terms of both sensitivity and specificity is obtained by calculating the area under a Receiver Operating
Characteristic (ROC) curve [75]. ROC curves plot the sensitivity versus one minus the specificity; the greater the
area under these curves, the better the systems.
B. Comparison of the reliability of the studies
The previous demonstrations of the reported studies have led to very promising results. However, we believe that
it is not straightforward to evaluate and numerically compare these studies solely based on their reported results for
a number of reasons: First, these studies use different evaluation methods to estimate their system performances.
This, however, leads to different evaluation results as we discussed in Section V-A.
Second, different studies work on different types of cancer. They extract different types of features to represent
the cells and the tissues of those cancer types (Fig.7). Since the cell and tissue structures may be different for
different organs; a method that works on one cancer type may not work equally well on another. Moreover, some
of these studies focus on distinguishing these different cancerous structures from their non-cancerous counterparts
while some of them aim at classifying them into different grades.
Third, the experimental methods may vary: (i) different lightening conditions and magnifications are used and/or
(ii) different numbers of samples are collected from different numbers of patients.
Fourth, the histological grading and diagnosis are subjective due to variations in expert evaluations and may
result in poor reproducibility, i.e., may result in poor agreement among the repeated measurements. Reproducibility
is measured by using the variation in the classification of the same image by the same pathologist at different times
(intra-observer) and the variation in the classification of the same image by different pathologists (inter-observer).
For numerical comparison of the studies, it is important for us to constitute benchmark data sets. These data sets
should consist of samples that are taken from a large number of patients and examined by different pathologists.
Such an effort makes it possible to numerically compare the results obtained by different studies and, in turn, to
identify the distinguishing features.
VI. C ONCLUSION
In this review, we investigate the computational steps to automatically diagnose cancer by making use of
histopathological images. There are primarily three steps: preprocessing, feature extraction, and diagnosis.
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Morphological, textural,fractal-based, topological
Choi et al. (1997), Rajesh and Dey (2003), Spyridonos et al. (2001, 2002),
Tasoulis et al. (2003)
Textural, topological
Demir et al. (2004), Gunduz et al. (2004), Spyridonos et al. (2002)
Morphological, textural, fractal-based, intensity-based
Anderson et al (1997), Dey and Mohanty (2003), Einstein et al. (1998)
Schnorrenberg et al. (1996), Street et al. (1993), Weyn et al. (1998),
Wolberg et al. (1995)
Textural, fractal-based, topological
Sedivy et al. (1999), Keenan et al. (2000), Walker et al. (1994)
Textural, fractal-based, intensity-based
Esgiar et al. (1998, 2000), Hamilton et al. (1997)
Morphological, textural, intensity-based
Blekas et al. (1998)
Textural, fractal-based
Albregtsen et al. (2000), Baheerathan (1999), Kerenji et al. (2000),
Nielsen et al. (1999)
Morphological, intensity-based
Thiran and Macq (1996),Zhou et al. (2002)
Morphological, textural, topological, intensity-based
Weyn et al. (1999)
Textural
Diamond et al. (2004)
Textural, intensity-based
Smolle (2000), Wiltgen et al. (2003)

The type of features that are used in the diagnosis of different type of cancers

In the preprocessing step, the focal areas determined. This comprises to eliminate the noise and improve the
image quality. Although, different techniques such as filtering and mathematical transformations show different
levels of success in noise reduction, the problem of noise elimination has not been entirely solved. In the case
of diagnosis at the cellular-level, this step also includes cell segmentation. The segmentation is achieved either by
finding their boundary points or by differentiating the pixels of cells. The important challenge in segmentation is
to separate the touching cells from each other.
Next is the feature extraction step. This step quantifies the properties of the biological structures of interest,
extracting features either at the cellular-level or at the tissue-level. While cellular-level features focus on capturing
the deviations in the cell structures, tissue-level features focus on capturing the changes in the cell distribution
across the tissue. The features can be grouped into five based on the information they provide; the list of these
features are given below. The important challenge in this step is to find the most proper cell/tissue representation(s)
and select a subset of the features extracted from this representation(s).
•
•
•
•
•

The morphological features provide information about the size and the shape of a nucleus/cell.
The textural features provide information about the variation in the intensity of a surface and quantify properties
such as smoothness, coarseness, and regularity.
The fractal-based features provide information on the regularity and complexity of a cell/tissue by quantifying
its self-similarity level.
The topological features provide information on the cellular structure of a tissue by quantifying the spatial
distribution of its cells.
The intensity-based features provide information on the intensity (gray-level or color) histogram of the pixels
located in a nucleus/cell.
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After feature extraction, the next step is to distinguish benign and malignant structures as well as to classify the
malignancy level. The important challenge is to evaluate the reliability of the designed diagnostic systems because of
a limited amount of available data. This limited amount of data should be used both to learn the system parameters
and to estimate the system reliability. The improper use of an evaluation method, however, may lead to biased and
misleading results. For example, if the system performance evaluation is not done by using independent samples,
overoptimistic results might be obtained. The numerical comparison of different studies is important to identify
and avoid such biased and misleading results. For that, it is essential to form a benchmark of data sets that include
biopsy samples taken from a large number of patients and examined by different pathologists.
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