
��������	
����������������	
��

��������	�
�

�������	
�����������������������
����������
����
�����������������

���
�
�����



 
 
Tampereen teknillinen yliopisto. Julkaisu 642  
Tampere University of Technology. Publication 642 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Matti Nykter 
 
Signal Processing Methods and Information Approach to 
Systems Biology 
 
Thesis for the degree of Doctor of Technology to be presented with due permission for 
public examination and criticism in Tietotalo Building, Auditorium TB109, at Tampere 
University of Technology, on the 9th of December 2006, at 12 noon.  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Tampereen teknillinen yliopisto - Tampere University of Technology 
Tampere 2006 



 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
ISBN 952-15-1690-9 (printed) 
ISBN 952-15-1750-6 (PDF) 
ISSN 1459-2045 
 
 



Abstract

Recent technological advances have made it possible to observe the behavior
of biological systems at the genetic level in a high-throughput manner. The
ability to do measurements at the system level has made it possible to move
from a traditional reductionistic approach to a more global system level
approach. Thus, instead of looking at the behavior of the individual compo-
nents, the goal of this new approach, the systems biology, is to understand
the structural and dynamical properties of the system as a whole.

Living systems differ from non-living systems, for example, by their abil-
ity to process information from their environment and to propagate infor-
mation over time through the mechanism of evolution. As information pro-
cessing is a fundamental property of all living systems, we can gain insight
into the system level properties by studying the information processing and
flow. For example, how information is propagated through the evolution or
how the system responses to a perturbation.

The content of this thesis is two-fold. In the first part we introduce new
signal processing methods for the computational analysis of the biological
data. The purpose of the proposed methods is to improve the reliability and
the quality of the microarray data. We introduce an unsupervised approach
that can be used to verify the clinically determined class labels for the sam-
ples. Next we discuss the identification and quantification of the microarray
noise sources. We introduce a simulation model that can be used to simu-
late microarray data with realistic biological and statistical characteristics
by utilizing the noise properties of real data. Finally, we discuss how supple-
mental measurement data can be used to improve the quality of microarray
data. As a case study, we show how the cell population distribution can be
estimated using fluorescent activated cell sorter data.

The second part of the thesis introduces an information-based approach
for studying the complex systems. By using the Kolmogorov complexity
based information measure we show how the information processing and
flow in biological systems can be used to characterize their structure and
behavior at the system level. We show that through the information flow,
we can discover evolutionary relationships between organisms. In addition
we study the information processing of an innate immunity cell macrophage
and show that the dynamics of its information processing exhibit criticality.

iii





Preface

I want to thank my supervisor Professor Olli Yli-Harja for all the support
and guidance to my research work. Olli has created an excellent work envi-
ronment and his continuous encouragement has motivated me along the way.
I would also like to thank my friends and colleagues in our Computational
Systems Biology group.

I am highly grateful to Professor Ilya Shmulevich for his guidance and
deep interest to my research work. Ilya has without a doubt had a major
influence to my work and his role in this dissertation can not be overem-
phasized. I am also indebted to Professor Wei Zhang for his guidance on
cancer research. I also which to thank all my co-authors for truly pleasant
and insightful collaboration.

This work has been carried out in the Institute of Signal Processing at
Tampere University of Technology and partly in the Cancer Genomics Lab-
oratory at The University of Texas M. D. Anderson Cancer Center and at
the Institute for Systems Biology. Special thanks goes to all friends and
colleagues in these institutes. The financial support of the Tampere Uni-
versity of Technology Graduate School, the Tampere Graduate School in
Information Science and Engineering (TISE), the Jenny and Antti Wihuri
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Ahdesmäki, M., Ruusuvuori, P., Tiainen, M., Linne, M.-L., and Yli-
Harja, O. (2004) Distribution estimation of synchronized budding yeast
population. In Winter International Symposium on Information and
Communication Technologies, Cancun, Mexico.
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Chapter 1

Introduction

Advances in biological research have often followed technological break-
throughs. More advanced technologies have made it possible to study biolog-
ical organisms in more detail and to obtain more knowledge about their prop-
erties. For example, the development of new imaging technologies played an
important role in the discovery of the double helix structure of DNA (Wat-
son and Crick, 1953). In the last ten years we have seen major advances in
both the technology and knowledge. Microarray technologies have made it
possible to measure the behavior of biological systems at the genetic level
in a highly parallel manner by measuring the expression of all the genes
simultaneously (Schena et al., 1995). At the same time the genome se-
quencing projects have provided large amounts of information about the
DNA sequences (The Genome International Sequencing Consortium, 2001;
Venter et al., 2001). Increase in knowledge and the availability of the high-
throughput measurement technologies have made it possible to move from
a reductionistic approach, where only a few components of the system are
studied, to a more global system level approach (Kitano, 2002; Ideker et al.,
2001). In the system level approach, instead of looking at individual genes
or proteins, the goal is to understand the structure and dynamics of a system
as a whole.

There are two main types of information that are embedded in biological
systems (Hood and Galas, 2003). All the genetic information about the
building blocks of life, that is the genes, is stored in the genome. Thanks to
the genome sequencing projects, this library of building blocks is available for
several organisms. While the genes contain information about the molecules
that appear within an organism, they do not tell us much about the system.
Equivalently, a catalog of the individual components used in an airplane tells
us very little about how to assemble a plane or how an airplane behaves in
the air under different weather conditions (Kitano, 2002; Csete and Doyle,
2002). Thus, the other type of information, the regulatory network is in a
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2 CHAPTER 1. INTRODUCTION

key role in understanding the behavior of the system. In a biological system
a regulatory network determines which molecules interact with each other
and how the system responds to different stimuli or perturbations.

Using microarray technology we can study how a biological system be-
haves at the genetic level. The system under study can be stimulated using
specific drugs that make the system divert from its original behavior (Ideker
et al., 2001). The response of the system can then be measured by perform-
ing the microarray experiments at several time instants after the stimulus.
This type of analysis can give insight into which genes are responsible for
generating the response and thus makes it possible to uncover parts of the
genetic regulatory network. However, this approach is not sufficient for the
full characterization of the behavior of the system. Many important cellular
functions happen through, for example, protein interactions. Thus, there
are several regulatory networks that operate at the different levels. To gain
more information, measurements should be made simultaneously at several
different cellular levels (Kitano, 2002).

In addition to multiple cellular levels, networks can operate in different
time scales. Some operations, like the response to a change in the environ-
mental conditions happens quickly, typically in a few minutes, while some
operations like a cell or a life cycle can take from hours to years. In addition,
the genetic information also operates through the evolution in a time scale
of tens to millions of years. Because of the different levels of operation and
the different time scales, the problem of uncovering the regulatory structure
of biological systems is extremely difficult.

Instead of trying to uncover the genetic regulatory network in detail we
can look at the emergent properties of the complex networks (Kauffman,
1993, 2004). It is assumed that the properties that are observed in many
large networks, such as robustness and adaptability are key elements in
sustaining life (Csete and Doyle, 2002). Understanding this kind of system
level properties helps us to gain insight into the living systems.

Living systems differ from non-living systems by their ability to process
information from their environment and to propagate information over time
through the mechanism of evolution. As the information processing is a
fundamental property of all living systems, it makes it extremely attractive
to analyze the systems by studying their information flow (Yockey, 2005).
That is, how the information is propagated through the evolution or how a
system responds to a perturbation.

While microarray and other high-throughput measurement technologies
have already helped us to gain significant insight into biological systems,
there are still several fundamental problems for the applicability of the mea-
surement technologies. A major problem is the lack of the biological ground
truth information. Thus, it is not possible to objectively evaluate the ob-
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tained results or the algorithms that have been developed for the analysis.
In addition, as microarray measurements can usually be done only by using a
population of cells, the response of the individual cells can not be measured.

We will introduce the basic concepts of molecular biology in Chapter 2
and the fundamentals of microarray technology and the analysis of biological
data in Chapter 3. In Chapter 4 we will discuss how signal processing
methods can be used to improve the reliability of the microarray data and
to verify the performance of the analysis algorithms. We will first discuss
how the reliability of clinically assigned class labels can be evaluated, and
we will show that there is a fair chance that the original labeling of samples
done by several pathologists may not be reliable. Next, we will discuss how
microarray data with realistic biological and statistical characteristics can
be simulated and how the obtained data can be used for example in the
experimental design or in the verification of data analysis methods. Finally,
we will show how the complementary data, measured along the microarray
experiment can be used to improve the quality of the microarray data.

The last part of the thesis in Chapter 5 focuses on analyzing complex
systems at the system level. We will introduce an information-based ap-
proach that can be used to study the information processing and flow in
the biological systems. We will show how the structure and dynamics of a
system can be characterized through the information processing. We will
also show that our information based approach can directly be applied to
real measurement data. As an example, by using the data from a microarray
experiment we will study and quantify the dynamics of an innate immunity
cell macrophage.





Chapter 2

Biological Background

It is the current understanding that the thousands of genes and their prod-
ucts are the building blocks of living systems. Information about the orga-
nization and the function of molecular components are embedded into our
genome. However, it has become clear that the dynamical behavior of liv-
ing systems can not be determined solely based on the genetic information.
Functional forms of the molecules, like proteins that are constructed based
on the genetic information, play an important role in the dynamical behav-
ior of systems. Thus, to understand life, the biological systems need to be
studied at different cellular levels.

2.1 The Genome

Life is specified by genomes. The genome includes all the genetic information
about the organism. In practice, the genetic information is stored in a
deoxyribonucleic acid (DNA) sequence. DNA has a double helix structure
which is constructed of individual nucleotides each containing a different
base adenine (A), guanine (G), cytosine (C), or thymine (T) (Lodish et al.,
2001).

The size of the genome varies significantly between different organisms,
ranging from only a few thousand base pairs in the single cell organisms up
to billions of base pairs in the eukaryotes. The size of the human genome is
about 3× 109 base pairs (Venter et al., 2001).

The genome sequence can be divided into genes and non-coding regions.
A gene is considered to be a region of the DNA that codes for a protein or
some other molecules, together with the promoter region that controls when
the gene product is produced (Figure 2.1). Genes contains regions known as
introns and exons. Exons are the part of the gene sequence that is used to
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6 CHAPTER 2. BIOLOGICAL BACKGROUND

Figure 2.1: Illustration of a gene and the DNA double helix structure in a
chromosome (Access Excellence at the National Health Museum, 2006).

code a gene product. Intron regions are spliced out from the sequence before
gene product is coded (Lodish et al., 2001). Thus, introns are a type of non-
coding region that is located within genes. Only about 1% of the human
genome is covered by the genes, remaining 99% being the non-coding region.
According to current knowledge, the human genome includes about 25 000
genes (The Genome International Sequencing Consortium, 2004).

2.2 The Cell

Cells are the basic structural and functional units of life. Each cell contains
information and the structures that are needed to sustain life (Lodish et al.,
2001). Genetic information, that is the DNA sequence, is stored in the
chromosomes (Figure 2.1). In the eukaryotic organisms the chromosomes
are located inside the nucleus of the cell1 (Figure 2.2).

DNA sequence contains instructions of how different molecules, involved
in cellular functions, are built. Before the sequence can be read the chro-
mosome structure needs to unfold. Reading a gene from the DNA sequence
is initiated by ribonucleic acid (RNA) polymerase. Once the RNA poly-
merase has bound to the promoter region of the gene, DNA unwinds and
becomes single-stranded. A copy of one strand of the DNA is synthesized
of nucleotides, containing a base adenine (A), guanine (G), cytosine (C),
or uracil (U). As a result a messenger RNA (mRNA) molecule is obtained.
This process is known as transcription (Lodish et al., 2001).

1In addition, some genetic information is stored in the mitochondrial genome.
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Figure 2.2: Structure of a eukaryotic cell. Different cellular components are
shown, including the nucleus, ribosomes and mitochondria (Science Primer,
2006).

The mRNA then moves to another cellular organelle, the ribosome, for
protein synthesis. At the ribosomes mRNA is decoded to make proteins.
A specialized RNA molecule known as transfer RNA (tRNA) binds to the
mRNA. Binding tRNA molecules deliver amino acids that bind together
forming a long polypeptide chain. This process is known as translation
(Lodish et al., 2001).

Once the entire mRNA sequence has been decoded at the ribosome,
the mRNA has been translated into a protein. Right after and already
during the translation the protein starts to acquire its functional form by
folding into its secondary and tertiary structures. In the process, post-
translational modifications, including attachment of functional groups or
structural changes, may occur (Figure 2.3) (Lodish et al., 2001).

This process where a gene is first transcribed to form a mRNA molecule
which in turn is then translated to form a protein is called the central dogma
of molecular biology (Crick, 1970). While it would be convenient to assume
that there is direct connection that one gene makes one protein, this is not
the case. Many genes are known to have several protein products (Lodish
et al., 2001).

In addition to the protein synthesis, there are several other tasks that
cells need to perform. For example, cells need to produce descendents by
division. Cell division is performed through the cell cycle. The cell cycle
can be divided in distinctive phases (Figure 2.4). Before entering the cell
cycle, cells can operate in a quiescent state, usually denoted as G0. Once
the cell cycle is initiated the cell enters the first growth phase G1. Next, the
cell enters the synthesis phase S where the DNA is replicated, resulting in a
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Figure 2.3: An overview of protein synthesis. The DNA sequence of a gene
is first transcribed into a mRNA which is then translated into a protein
(Science Primer, 2006).

copy of all genetic information. After replication the cell enters the second
growth phase G2, where the cell further grows as it prepares for division.
The final phase in the cell cycle is mitosis M , the actual division of the cell.

During the cell division several control mechanisms monitor the cell for
DNA damage (Lodish et al., 2001). There are several“checkpoints”along the
cell division process that will prevent the division if certain conditions are
not met. If something goes wrong, programmed cell death called apoptosis is
initiated. This is a vital control mechanism to prevent the damaged cell from
dividing further. A failure to enter apoptosis has been found to be related
to the emergence of several types of cancers (Vaux et al., 1988; Lockshin
and Zakeri, 2001).

While all cells share the same genetic material, DNA, there are several
different morphological and functional forms of cells, known as cell types.
Different cell types emerge from stem cells through differentiation. There
are more than 200 different types of cells present in the human body, each
capable to perform very different tasks (Lodish et al., 2001).

2.3 Cellular Networks

As the cell is able to control which proteins are produced and to perform
operations like differentiation, cell division or apoptosis, there needs to be a
control mechanism for these processes (Sonenberg et al., 2000). This kind of
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G1

S
G2

M

Figure 2.4: Illustration of the cell cycle of an eukaryotic cell. During the G1

phase the cell grows. During the S phase the genetic material is replicated.
Then the cell enters the second growth phase G2 and finally the cell divides
at the M phase.

control occurs through interactions between different molecules. The com-
plexity of these interactions is a key issue when determining the complexity
of an organism. A current estimate of the number of genes in the human
genome is about 25 000 (The Genome International Sequencing Consortium,
2004). Several other organisms, like plants have about the same number or
even more genes. Thus, the number of genes does not correlate with the
observed complexity of an organism. Therefore, the complexity has to be
due to the underlying regulatory mechanism that controls the amounts of
gene products and their interactions (Levine and Tjian, 2003). This kind of
control appears at different levels. For example, a mRNA is produced when
a gene product is needed. The control signal, an indication that the mRNA
needs to be produced can originate from the protein level through a protein
that is coded by a different gene (Sonenberg et al., 2000).

As a cell is a highly complex system there are numerous control mecha-
nisms that operate independently of each other in a highly parallel manner.
Several different subnetworks that control, for example, metabolism and
transcription have been identified (Sonenberg et al., 2000). Still, these in-
dependent subnetworks are dependent and closely connected to each other
through the gene products that are needed in the reactions.

Regulatory mechanisms can be studied as a genetic regulatory network.
Genes can be considered to be the nodes of the regulatory network and their
states, or the expression levels, are regulated by the other genes or proteins
(Kauffman, 1969). Control mechanisms and interactions can be studied at
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different cellular levels and at different levels of detail (Bolouri and Davidson,
2002). For example, we can study the behavior of the cell at gene, protein or
metabolite level, yielding genetic regulatory, protein-protein interaction or
metabolic networks, respectively. Inputs of the network can be taken from
different cellular levels, or the network can be modeled, for example, at the
genetic level using only gene to gene interactions.

Different types of models can be used to model the behavior in different
levels of detail, ranging from a simple binary model (Kauffman, 1993) to
continuous differential equation models (de Jong, 2002; Bolouri and David-
son, 2002; Chen et al., 2004). The selection of the model class depends on
the level of detail required and the goal of the modeling. For example, if
we are interested in understanding the general properties that emerge in a
large complex network, Boolean networks, where each gene has the state
on or off, can be sufficient models (Kauffman, 1993; Aldana et al., 2003).
If we want to predict how different interactions between the gene products
occur, then obviously more detailed models are needed (Chen et al., 2004;
Lee et al., 2002).



Chapter 3

Microarray Technology

Traditionally, research in molecular biology has focused on studying indi-
vidual genes or proteins and their behavior under different conditions. A lot
of information has been obtained using this approach. However, this tradi-
tional approach is not sufficient for understanding the system as a whole.
The introduction of microarray technology has allowed us to study biologi-
cal systems at the system level by looking at the expression of thousands of
genes simultaneously.

A microarray is a microscopic slide containing numerous probes, that is
binding sites for genetic material, in predetermined locations (Schena et al.,
1995). Several different types of gene expression microarrays, based on differ-
ent manufacturing technologies, have been introduced (Schena et al., 1995;
Chee et al., 1996; Hughes et al., 2001). The most common type of microar-
ray is the cDNA microarray, where complementary DNA is hybridized to the
slide. Microarrays where instead of genetic material other types of samples
are hybridized have also been introduced. These include, for example, tis-
sue, lysate, and protein microarrays (Kononen et al., 1998; Paweletz et al.,
2001; Haab et al., 2001; Knezevic et al., 2001). In addition, several different
types of microarray chips that have been designed to find a specific type of
biological information from the samples, are available (Buck and Lieb, 2004;
Snijders et al., 2001; Ohnishi et al., 2001). For example, the ChIP-chip mi-
croarrays can be used to find transcription factors that bind to a specific
gene (Ren et al., 2000; Lee et al., 2002). In this chapter, we focus solely on
the cDNA microarray technology.

Performing a microarray experiment is a highly complex process that in-
volves several consecutive steps (Figure 3.1). These steps include extraction
and isolation of the biological sample, reverse transcription and labeling of
the RNA, preparation of the microarray slide by printing the probes, hy-
bridization of the labeled sample to the slide, reading the slide by a laser
scanner, extraction of the information from the scanned image using image

11



12 CHAPTER 3. MICROARRAY TECHNOLOGY

Figure 3.1: Outline of a microarray experiment (Duggan et al., 1999).

processing, and finally performing computational analysis using the obtained
data (Duggan et al., 1999; Zhang et al., 2004). Many of these steps are sen-
sitive to different types of errors. Thus, there are several potential sources
of noise and systemic bias in a microarray experiment. (Dror et al. 2003;
Cho and Lee 2004; Publication II).

3.1 Sample Preparation

Before we can perform a microarray experiment, a biological sample needs
to be obtained. Typical samples may include, for example, cancer tumors
of different types (Zhang et al., 2004). In addition, normal tissues can be
used as reference samples. A requirement for the biological sample is that
it contains enough genetic material so that a sufficient amount of RNA
can be isolated (Brownstein and Khodursky, 2003). There are several well
established protocols available that can be used for the RNA extraction
(Coombs et al., 1999).

To obtain good quality data, a very small homogeneous population of
cells, or even a single cell, needs to be obtained. Recently, sophisticated
technologies, such as the laser capture micro-dissection, have been devel-
oped. These technologies can be used to obtain pure samples (Emmert-Buck
et al., 1996). The isolated RNA sample is reverse transcribed to complemen-
tary DNA (cDNA). In many cases the amount of available cDNA from the
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sample is not enough to perform a microarray experiment. In these cases, a
polymerase chain reaction (PCR) amplification can be used to amplify the
genetic material and obtain more cDNA (Duggan et al., 1999). In the next
step, the cDNA is labeled using a fluorescent dye, typically Cy3 (green) or
Cy5 (red). If the purpose is to hybridize two samples to the same slide, then
different samples are labelled with different dyes (Churchill, 2002).

3.2 Array Fabrication

Microarrays can be fabricated using different technologies and materials
(Brownstein and Khodursky, 2003). They can be printed, for example, on
a glass, plastic, or silicon slide using printing with fine pointed pins, photo
lithography, or ink-jet printing (Schena et al., 1995; Lipshutz et al., 1999;
Hughes et al., 2001; Heller, 2002).

Gene expression microarrays that are based on the hybridization of the
expression product can be divided into two groups depending on the type
of the hybridization setup. The first type of microarrays are the spotted or
two channel microarrays (Figure 3.2). In these arrays two samples, labeled
with different dye colors, are hybridized to one slide. To prepare the slide,
small fragments of the PCR products or DNA clones are printed to the slide
using a robotic printing machine with fine pointed print pins (Duggan et al.,
1999). Recently, two channel microarrays have been prepared using ink-jet
printing of the oligonucleotides (Hughes et al., 2001). With this approach,
a sequence corresponding to the mRNA of a specific gene is printed to the
spot. With two channel microarrays we assume that a specific gene product
will only bind to one spot.

The second type of arrays are the oligonucleotide or single channel mi-
croarrays (Figure 3.2). These are usually constructed by printing short
oligonucleotide sequences to the slide using photo lithography (Lipshutz
et al., 1999). In photo lithography, specific areas on the chip are lighted.
This causes chemical coupling to occur at the illuminated sites allowing the
nucleotides to bind. This process is repeated several times to build up piles
of nucleotides, as illustrated in Figure 3.3 (Lipshutz et al., 1999).

Numerous microarrays with different types of probes are commercially
available. These include, for example, the whole genome chips for several
different organisms including the human. The whole genome chips contain
corresponding probes for all the known genes present in a genome. In ad-
dition to readily available arrays, custom microarrays can be prepared in
well equipped laboratories or ordered from commercial manufacturing com-
panies. Thus, special array layouts can be designed for specific research
problems.
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Figure 3.2: Two types of microarrays. On the left is a typical two channel
microarray printed on a glass slide (Agilent Technologies, 2006). On the
right, a single channel array is shown (Affymetrix, 2006). In two channel
microarrays the spots are typically arranged in several subarrays whereas in
single channel arrays they are in one subarray.

Figure 3.3: Illustration of a single channel microarray. Piles of nucleotides
can be built using photo lithography. Each pile is a probe with a specific
nucleotide sequence. Typically, one probe includes 25 nucleotides. The
expression products of several genes can bind to the same probe sequence.
The intensity level for the individual genes is obtained by computationally
combining the intensity levels of a set of probes (Affymetrix, 2006).
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3.3 Microarray Experiment

Once the cDNA sample has been labeled with a fluorescent dye and the
microarray chips have been acquired, the sample can be hybridized to the
microarray slide. In the hybridization, the microarray slide is covered with
the sample and the cDNA sequences bind to the corresponding probes. As
the hybridization is a highly sensitive process, specific hybridization cham-
bers are usually used. These chambers are used to keep the temperature
constant and to prevent the hybridization solution from evaporating. Mi-
croarray slides are kept in the hybridization chamber typically overnight.
Once the hybridization process is completed, the microarray slide is washed
to remove any unbound material from the slide. Once the slide has dried, it
is ready to be analyzed.

Fluorescent dyes that have bound to the cDNA can be read from the
slide using a laser excited microscope, known as microarray scanner. As
the dyes have bound to each fragment of the cDNA in the sample, the
amount of emitted light is proportional to the amount of cDNA present
in the sample. In the case of the two channel microarray, each slide is
scanned twice using lasers with different wavelengths. Thus, the intensity
information for the Cy3 and Cy5 dyes can be read independently, resulting
in intensity measurements of both samples.

3.4 Data Preprocessing

Even though there are significant differences between different microarray
technologies, for example how the slides are fabricated and how the experi-
ment is conducted, all technologies produce a similar outcome. As a result a
digital image is obtained. To be able to do computational analysis with the
microarray data, intensity information needs to be extracted from the image
(Speed, 2003; Zhang et al., 2004). Subsequently, information from different
probes can be combined and different kinds of quality control methods can
be applied to make sure the obtained data is of good quality.

While different array technologies require very different algorithms for
the data preprocessing, the workflow is still the same (Leung and Cavalieri,
2003). In the following we discuss the required analysis steps in the context
of two channel microarrays.

3.4.1 Image Processing

To be able to extract intensity information from the scanned microarray
slides, spot areas need to be identified from the slide image. This can be
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Figure 3.4: An example of a grid alignment over a microarray slide. The
grid alignment for one subarray from a cDNA microarray image is shown
(Tuimala and Laine, 2005).

done with a two step process. First, a rectangular grid is aligned over the
slide such that each spot is assigned into a block of its own (Figure 3.4).
Next, a segmentation algorithm is applied to each block. As a result a
boundary between the spot area and the background is obtained (Figure
3.5). There are several different algorithms available that can be used for
these tasks (Yang et al., 2002a; Speed, 2003).

Once the spots are segmented using an automatic or interactive segmen-
tation algorithm, different statistics can be computed from the spot. Usually,
at least the spot area and spot surrounding, that is the background, inten-
sity values are computed (Speed, 2003). In addition, several parameters
that characterize the quality of the spot can be computed. For example, the
number of pixels in the spot area or spot roundness can be quantified. If the
spot area is small compared to other spots, it may indicate that information
from the spot is not reliable. This kind of quality parameters are important
when the reliability of the individual data points are evaluated.

Most microarray scanners come bundled with an analysis software. Thus,
the extraction of information from the microarray slide can be done in a very
straightforward manner. However, the algorithms that are used to extract
information have an impact on the obtained data (Lehmussola et al., 2006).
This issue is briefly discussed in Publication II.

3.4.2 Quality Control

After the image processing, spot intensity values are available. The first
step in the analysis is to compensate for technological limitations and to
transform the data in a form suitable for the analysis (Speed, 2003; Quack-
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Figure 3.5: Examples of spot segmentation using different algorithms. There
is a clear difference in the segmentation accuracy (Tuimala and Laine, 2005).

enbush, 2002). During the hybridization the genetic material and thus the
fluorescent dyes can attach to areas other than the spots. When the microar-
ray slide is scanned background area will yield non-zero intensity reading.
Thus, it is assumed that there is an additive hybridization bias that can be
observed from the background area. Therefore, before any further analysis
the background intensity is subtracted from the spot intensity

Îi = Is
i − Ib

i . (3.1)

Here Is
i is the spot and Ib

i is the background intensity. Index i ∈ {3, 5}
corresponds to the dye color red or green. The background intensity can be
estimated globally for the entire slide or independently for each spot. While
the background subtraction is a common practice in the microarray analysis,
there are counter arguments why it should not be done (Gottardo et al.,
2003). For example, the binding properties of the spot and the background
area are different. Thus, the assumption about an additive noise model may
not hold.

Binding efficiencies of all the probes are not similar. Some probes bind
extremely well and will be observed at high intensity levels while others
have significantly lower binding efficiency (Hein et al., 2005; Dror et al.,
2003; Weng et al., 2006). In addition, the variation within large intensity
values is much larger than within small intensity values. To compensate this
a log transform can be applied

I = log2(Î), (3.2)

where Î is the background subtracted intensity value. This transformation
has the property that it makes the variation of intensities more independent
of the absolute magnitude of the intensity values (Durbin et al., 2002).

When a reference sample is available, instead of using log intensity values
directly, log ratios can be used. With a two channel microarray, reference
sample is usually readily available in the other dye channel. With a single
channel microarray, reference sample can be from other microarray chip. A
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Figure 3.6: An intensity scatter plot and a MA-plot are shown. Intensity
plot (a) shows that there is a clear linear relationship between different dyes.
However, there is an observable dye bias on both scatter plots. Scatter plots
also show the saturation of intensity values. In addition, a group of erroneous
measurements can be identified from the MA-plot. A cluster of points at
the lower left corner includes bad quality data.

log ratio is obtained from the intensity values as

R = log2(
It

Ir
) = log2(I

t)− log2(I
r), (3.3)

where It is the test and Ir reference sample intensity and R is the obtained
log ratio. Conveniently, log transformed cDNA intensity ratio data is usually
approximately Gaussian distributed (Zhang et al., 2004).

Once the data is presented in the desired form, the next step in the
analysis is to remove all bad quality data (Speed, 2003). This data can
be identified using spot quality statistics that were extracted by the image
processing algorithms. Typically, spots that have a very low intensity value
or spots that could not be segmented at all are candidates for the removal.
In addition, saturated spots can be removed. Saturation may indicate that
several genes have bind to the same spot or that there is some other kind of
hybridization error.

The quality of the data can be assessed using different types of scatter
plots (Figure 3.6). The most commonly used scatter plot is the MA-plot
(Chambers et al., 1983; Bolstad et al., 2003), where the product of intensities
from two channels is plotter against the ratio of intensities. These kinds of
plots can be used to identify the bad quality data points, as illustrated in
Figure 3.6.

If replicated microarray experiments are available, it is not necessary to
remove bad quality data directly. Instead, replicated values can be used to
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Figure 3.7: Original MA-plot after quality filtering and a lowess fit to the
data is shown on the left (a). On the right (b) MA-plot of the lowess
normalized data is shown. Clearly, the systematic bias has been removed.

compute a combined expression statistic for the gene expression (Quacken-
bush, 2002; Tseng et al., 2001). Most straightforward way to combine the
replicates is to compute a mean or median over all the replicates. Also more
advanced replicate combining methods have been proposed (Ideker et al.,
2000). There are several different ways to perform the replication of mi-
croarray data (Churchill, 2002). One slide can include more than one probe
for an individual gene or several similar arrays can be hybridized using the
same sample yielding technical replicates. Alternatively, the whole biological
experiment can be repeated resulting in biological replicates.

3.4.3 Normalization

After the data extraction and quality filtering, intensity values are not yet
directly comparable. Due to various sources of systemic bias, for exam-
ple, different dyes have different incorporation efficiencies, the data needs to
be compensated for biases before further analysis are made. This process
is called normalization (Quackenbush, 2002). There are two different nor-
malization steps, within slide and between slide normalization (Yang et al.,
2002b). The goal of the normalization process is to remove variation from
the data that is not from a biological origin.

Within slide normalization is particularly important with the two chan-
nel microarray data, because of the above mentioned fluorescent dye bias.
This kind of bias can be addressed using a robust local regression. The most
commonly used method is to fit a curve to the log ratio data using locally
weighted scatter plot smooth (lowess) algorithm (Figure 3.7) (Cleveland,
1979).



20 CHAPTER 3. MICROARRAY TECHNOLOGY

This normalization approach is based on the assumption that the genes
that are not differentially expressed should have the same expression value
with both dye colors (Speed, 2003). Examples of this kind of genes are the
control spots and house keeping genes whose expression should be the same
under all conditions. However, it has proven to be more robust to do the
normalization using all the genes. If the number of under-expressed and
over-expressed genes is approximately the same, then on the average there
should not be any significant bias due to the differential expression of genes.
This assumption has proven to hold under most conditions and thus, lowess
normalization can be done using all the genes. Another type of error that
can be addressed by within slide normalization is uneven hybridization. Dif-
ferent areas of the slide might have different hybridization efficiencies. This
problem can be solved by doing the above described lowess normalization
separately for each subarray of spots (Speed, 2003).

After the within slide normalization the intensity values within the slide
are comparable. If a microarray experiment includes several slides, further
between slide normalization might be needed to compensate the systematic
differences between the slides. If the lowess normalization has already been
applied, the data distribution should have a zero mean. Thus, if the variation
of data is the same at different slides, further between slide normalization is
not needed. This is the case with some high quality microarray technologies
(Yang et al., 2002b).

If the data from different arrays have different statistical characteristics,
such as the mean or variance, between slide normalization is needed. Several
different approaches have been proposed including a median and quantile
normalization (Shmulevich and Zhang, 2002; Huang and Pan, 2002; Bolstad
et al., 2003). With this kind of approach each slide is normalized to have
the same median or quantile values.

Normalization schemes that are based on global statistics of the dataset
are sufficient for most large scale analyzes. However, a much more detailed
model based normalization algorithms have been proposed. These models
try to identity and compensate errors from different sources (Ideker et al.,
2000; Hartemink et al., 2001). The model based approach makes it possible
to asses the reliability of individual intensity values through the p-values
yielding a more reliable analysis of the data. The model based approach
and different sources of error will be discussed in more detail in Chapter 4.

3.5 Data Analysis

After the normalization, microarray data is ready to be used in the sub-
sequent data analysis (Quackenbush, 2001). The goal of the data analysis
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is to extract biologically interesting information from a large dataset using
computational methods. Data analysis can be done in unsupervised fashion
without using any additional knowledge or alternatively in supervised fash-
ion, where additional information, for example, clinically determined class
labels for the samples is used. A special characteristic of the microarray
data analysis is that the number of observations (samples) m is typically
much smaller than the number of variables (genes) n. Thus, a dataset is
Rn×m dimensional, where n À m. Here, we will briefly discuss some of the
most common analysis tasks and introduce standard computational meth-
ods for the analysis. These methods have been applied to real biologically
motivated data analysis tasks in Publication I and Publication IV.

3.5.1 Unsupervised Analysis

In the unsupervised analysis microarray data is analyzed without utilizing
any additional information. A goal of this kind of analysis is to extract
information about the underlying structure of the dataset. Thus, common
unsupervised tasks include the clustering of data, for example, to find func-
tional modules, or the projection of the data in a lower dimensional space
for illustration.

Unsupervised analysis can be applied to a dataset in gene-wise or sample-
wise. That is, we may want to study the similarities between the individual
genes or samples. When the sample-wise analysis is performed it is of interest
to exclude uninformative genes from the analysis. Thus, the genes that do
not change their expression between the samples can be removed as they
do not contribute any information to the analysis. To remove uninformative
genes, a fold change can by used to measure information (Cui and Churchill,
2003). For example, a 5 percentile and 95 percentile can be compared. The
pth percentile is obtained from m ordered values by computing the rank
k = p(m + 1)/100, rounding k to the nearest integer, and selecting the
kth value. For example, if the fold change between the 5 percentile and
95 percentile is less that two-fold the gene is deemed to be uninformative
and can be removed. In addition, the genes can be removed if the maximum
intensity over all the samples does not exceed a given threshold. This kind of
filtering of uninformative genes can significantly improve the results obtained
with the unsupervised analysis as we remove the characteristics that can not
be reliably detected from the data.

If the analysis is done gene-wise, additional standardization of the gene
expression profiles over all the samples can be applied. This is needed to
bring the variation between the genes into the same scale, and thus to make
the expression profiles comparable. The most common gene-wise standard-
ization method is to make the expression profile to have zero mean and unit
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variance
x̂i =

xi − µxi

σxi

, (3.4)

where xi is the expression profile of gene i and µxi and σxi are the mean
and standard deviation of xi, respectively. An alternative standardization
method is to apply a fixed norm standardization

x̂i =
xi − µxi

|xi| , (3.5)

where |xi| is the norm of xi. This method is more appropriate especially if
the variance of the data is expected to change in time during the experiment
due to biological reasons.

Clustering algorithms can be used to find co-regulated genes or to mea-
sure the similarity between samples. Hierarchical clustering is an often used
tool for gene expression analysis (Eisen et al., 1998; Quackenbush, 2001).
First, the distances between the genes or the samples are computed using
a distance metric. Possible choices of the metric include the Euclidean dis-
tance

d(x, y) = |x− y| =
√√√√

n∑

i=1

|xi − yi|2, (3.6)

or correlation

d(x,y) = 1−
∑n

i=1(xi − µx)(yi − µy)
(n− 1)σxσy

, (3.7)

where x and y are two expression profiles of length n, µx and µy are the
means and σx and σy are the standard deviations of x and y, respectively.

Based on the selected distance metric, the expression profiles are linked
using a linkage method. Again, there are several options for the linkage
method including, for example, the single linkage

l(r, s) = min(d(xri, xsj)), i ∈ 1, . . ., nr, j ∈ 1, . . ., ns, (3.8)

complete linkage

l(r, s) = max(d(xri, xsj)), i ∈ 1, . . ., nr, j ∈ 1, . . ., ns, (3.9)

and average linkage

l(r, s) =
1

nrns

nr∑

i=1

ns∑

j=1

d(xri, xsj), (3.10)

where nr is the number of objects in the cluster r and ns is the number of
objects in the cluster s. Based on the linkage, a tree that represents the
distances between different samples is obtained.
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In addition to hierarchical clustering, several other more advanced clus-
tering methods are available. These include, for example, the k-means clus-
tering (Hastie et al., 2001), fuzzy c-means clustering (Dembélé and Kast-
ner, 1999), and self-organizing maps (Tamayo et al., 1999; Kohonen, 2001).
These methods find the cluster structure using more advanced measures
for cluster similarity than the hierarchical clustering. Typically, this means
that a fixed number of clusters is specified and then the algorithm finds a
cluster structure that minimizes the given cost function. For example, the k-
means algorithm clusters n data points x1, x2, . . ., xn into k disjoint clusters
U1, U2, . . ., Uk. The clustering is carried out in such a way that the sum

k∑

m=1

∑

xn∈Um

(xn − µm)2, (3.11)

where µm is the centroid of the cluster Um, is minimized. The minimum
of the expression in Equation 3.11 can be found by iterating two steps:
(i) Assign each data point to the cluster that has the closest centroid, (ii)
Recalculate the positions of the centroids. The algorithm minimizes the sum
of point-to-centroid distances for all clusters. The method is guaranteed to
converge to a local optimum (Hastie et al., 2001).

Recent research has also focused on so called biclustering methods, where
both the samples and the genes are clustered simultaneously (Tanay et al.,
2004; Prelić et al., 2006). Obtained biclusters are allowed to overlap with
each other. Thus, the difference to the traditional clustering methods is that
the same genes and samples are allowed to appear in several clusters.

Dimensionality reduction techniques can be used to visualize or to find
similarities in the data. Multidimensional scaling (MDS) is a commonly used
method for this purpose (Borg and Groenen, 2005). The basic form of the
MDS is known as a classical or metric multidimensional scaling. MDS takes
a general distance matrix Dn×n as an input and the goal of the algorithm
is to find a configuration of points xk = (x1

k, . . ., x
p
k)

T , k ∈ 1, . . ., n that
produce the given distance structure in the p-dimensional Euclidean space.
That is, d∗i,j the distance between xi and xj in the configuration space
approximates di,j the distance between i and j in D for all pairs of i, j. The
only requirements for the input matrix D are the symmetry dij = dji, non-
degeneracy dii = 0, and triangular inequality dij + djk ≥ dik, ∀i, j, k. Thus,
D can include distances computed by any metric that fulfills these criteria
(Borg and Groenen, 2005).

When dissimilarities between di,j and d∗i,j are treated as Euclidean dis-
tances, the solution is obtained by minimizing the cost function

E =
∑

i,j

(di,j − d∗i,j)
2. (3.12)
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The result obtained with this approach is analogous to the principal com-
ponent analysis (PCA) (Johnson and Wichern, 1998).

In modern multidimensional scaling more complex dissimilarity measures
can be used to measure the difference between di,j and d∗i,j (Borg and Groe-
nen, 2005). Instead of trying to approximate the dissimilarities themselves,
as done in classical MDS, non-metric scaling can be used to approximate a
nonlinear, but monotonic, transformation of dissimilarities (Kruskal, 1964a).
This will make the MDS more general by allowing only the rank of the dis-
tances to be preserved. Non-metric scaling can be done by minimizing the
stress function

S =

∑
i,j(δi,j − d∗i,j)

2

∑
i,j(d

∗
i,j)2

, (3.13)

where δi,j = f(di,j) is a monotonic transformation of di,j . Several different
methods have been proposed to minimize the stress function. Typically, this
includes two iterative steps, searching the optimal coordinates and the op-
timal monotonic transformation (Borg and Groenen, 2005; Kruskal, 1964b).

3.5.2 Supervised Analysis

In the supervised analysis, in addition to the expression data, some other bi-
ological knowledge is utilized. This kind of biological knowledge may include
the clinical class labels for the samples or the functional categories of genes
(Eisen et al., 1998; Golub et al., 1999; Alon et al., 1999; Ashburner et al.,
2000). Several unsupervised clustering methods can easily be extended to
take advantage of, for example, the functional categories of genes.

A typical supervised analysis task is to find the differentially expressed
genes between two types of samples, for example, between two different types
of cancers. This can be done by using a statistical test to test the similarity
of samples in two groups (Cui and Churchill, 2003). Commonly used tests
include two-sample t-test and Mann-Whitney test.

Parametric two sample t-test assumes that the testable data is normally
distributed. Then the null hypothesis “means µ1 and µ2 of two populations
are equal” is tested against the alternative “means are not equal” hypothesis
with a predetermined significance level α. The test statistic is given as

t =
µ1 − µ2√

σ2
1

n1
+ σ2

2
n2

, (3.14)

where µ1 and µ2 are the means, σ1 and σ2 are the standard deviations of
the two corresponding populations, and n1 and n2 denote the number of
samples in the populations. By using the value of the test statistic a p-
value for the significance can be obtained. If the p-value is smaller than the
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significance level α, the null hypothesis should be rejected. Non-parametric
version of the t-test can also be defined. In this case, the p-value is obtained
by randomly permuting the labels of the samples and computing the p-value
from the obtained empirical distribution.

Unlike t-test, the Mann-Whitney test is non-parametric and does not
make the normal distribution assumption. It does, however, assume that
both samples are from the same distribution. The test statistic is given by

U = n1n2 +
n1(n1 + 1)

2
−R1, (3.15)

where R1 is the sum of ranks in the first population. Terms n1 and n2 denote
the number of samples in the populations.

In addition to these basic statistical tests, numerous methods specially
designed to detect differentially expressed genes from microarray data have
been proposed (Golub et al., 1999; Tusher et al., 2001; Subramanian et al.,
2005). For example, the weighted voting algorithm is based on correlating
the expression profiles with ideal class labels (Golub et al., 1999). Higher the
degree of correlation, more significant the gene is deemed to be. With this
kind of methods a p-value can be obtained from an empirical distribution
estimated by permuting the class labels.

A problem in finding the differentially expressed genes by testing individ-
ual genes is that the number of tests is equal to the number of genes. Thus,
if we are testing 10 000 genes with significance level α = 0.05 we will find
500 false positives, that is differentially expressed genes, by chance. This is
known as the multiple testing problem. The experiment wide significance
level αe is dependent on the number of tests n

αe = 1− (1− α)n. (3.16)

To compensate the increase in αe, several computational approaches have
been proposed. The most straightforward approach is to use the Bonferroni
correction (Johnson and Wichern, 1998). This method controls the family-
wise error rate (FWER) which is the number of false positives. This is done
by adjusting the significance level α so that the experiment wide significance
level will be, for example, αe = 0.05. This can be done by dividing the
desired significance level by the number of tests α = αe/n.

An alternative approach is to use the false discovery rate (FDR) correc-
tion (Benjamini and Hochberg, 1995). In this approach, a predetermined
rate of false positives is allowed. The false discovery rate is defined as

Q =
V

V + S
, (3.17)

where V is the number of false positives and S is the number of true positives.
One wants to keep the value of Q under the threshold q. As V and S are



26 CHAPTER 3. MICROARRAY TECHNOLOGY

random variables the value of Q can not be computed directly. However,
there are algorithms to ensure that the expected value of Q is less than q.
Let p1, . . ., pn be the p-values from n independent tests. We can order these
in the increasing order of magnitude, denoted by p(1), . . ., p(n). Then, given
q we can find the largest k, the number of significant tests, by

∀i ≤ k : p(i) ≤
i

n
q. (3.18)

Instead of just finding the differentially expressed genes, the goal of the
supervised analysis can be the classification or class discovery of the samples.
That is, given a set of samples with the known class labels assign a new
sample to the class whose members are the most similar.

Because the number of genes n is a significantly larger than the number
of samples m, we need to take care not to overfit the classifier. Thus, a key
issue in the microarray data classification is the selection of the features that
are used in the classification. A large number of papers have been published
proposing how the features should be selected. These include statistical
methods based on t-test (Jaeger et al., 2003), different kinds of clustering
methods (Getz et al., 2000), methods based on information theoretic criteria
(Tabus et al., 2003; Ding and Peng, 2003), and many more. A problem
is that methods for feature subset selection make assumptions about the
properties of data. Thus, different algorithms will select different sets of
features and the classification accuracy will depend on the feature selection
algorithm. Ideally, the classification should be done without any feature
selection, utilizing all available features. However, this is usually not possible
without significantly overfitting the classifier. In addition, most of the genes
do not contain any information about the class separation and thus, to
reduce noise, they should not be included as features.

Feature subset selection can be done before the classification is consid-
ered. This kind of a filter approach typically selects a list of genes that give
the best separation between the classes of samples in terms of the feature
selection criteria (Jaeger et al., 2003). Alternatively, feature selection can
be done using a wrapper approach where the features are selected along the
classifier design (Krishnapuram et al., 2004).

In addition to feature subset selection, selection of the classification algo-
rithm needs to be considered. Numerous different classification algorithms
have been used with microarray data, including the nearest neighborhood,
support vector machine, Bayesian, and linear discriminant classifiers (Hastie
et al., 2001). The nearest neighborhood classifier is often used as it is in-
tuitive and simple. It is based on a distance metric, like the correlation or
Euclidean distance, between samples. Sample can be classifier using the k
nearest neighborhood classifier as follows. Find k nearest samples in terms
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of the distance metric. Perform a majority vote and assign the sample the
the class that has the majority of k nearest neighbors (Hastie et al., 2001).





Chapter 4

Microarray Data Quality

As discussed in the previous chapter, a microarray experiment includes sev-
eral steps that may contribute stochastic variation or systemic bias to the
data. To obtain a good quality data, these sources of error should be con-
trolled during the experiment and systemic biases should be removed from
the data by the preprocessing and normalization.

In addition to the microarray experiment process, error sources may lead
back to the sample preparation. Identification of a right type of high quality
samples is not always straightforward. In the case of cancer research the
samples of interest are usually different types of tumors (Golub et al., 1999;
Alon et al., 1999; Alizadeh et al., 2000). It is a challenging task to dissect
a tumor in such a way that only cancer cells are present in the sample.
This may lead to sample heterogeneity (Lähdesmäki et al., 2005). Further-
more, identification of the cancer tumor type is not always unambiguous and
the classification of cancer types is constantly changing to incorporate new
knowledge (Harris et al., 1994). This may lead to revision and introduction
of new cancer types.

If the sample is, for example, from a cell culture, sample heterogeneity or
unambiguous of the sample origin are not issues. However, even with a cell
culture there are issues that need to be taken into account in the experiment
design. As numerous cells live in the culture they are at the different phase of
their live span. Thus, they may have a different response to a given stimulus.
This will lead to a problem since with microarray technology we are only
able to observe the average behavior of the entire population1. To observe
the behavior in more detail, the cell population should be synchronized or
individual cells should be observed (Lähdesmäki et al., 2003).

In this chapter, signal processing methods that can be used to improve
the quality and reliability of microarray data are discussed. The presented

1Unless a single cell experiment is conducted.

29
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methods can be used to address the problems that have been raised above.

4.1 Class Label Verification

Classification algorithms can be used to find the class labels for new samples.
Once we have samples with a known ground truth, a classifier can be trained.
By using the obtained classifier, a class label can be assigned for new samples
according to the classification outcome. This class discovery problem has
been studied in several publications (Golub et al., 1999; Alon et al., 1999).
However, to be able to address this problem one need to have the training
samples with the known ground truth.

It is not always obvious how to obtain a biological ground truth of sam-
ples unambiguously. In the field of cancer research it is common to look
for available tumor samples from an institutional database. Based on the
information at the database the samples that are relevant for the experiment
at hand can be obtained. This kind of approach possesses several dangers.
Normally pathologists use several different types of information including
topological properties and histopathological diagnosis of the tumor to deter-
mine the type of the tumor. With these features the tumor is assigned to a
class which is then used as a basis for the treatment. It is not uncommon
that different pathologists make a different diagnosis as all the characteris-
tics of the cancer tumors are not always clear (Trotter and Bruecks, 2003;
Xavier et al., 2005).

Another source of error may be the information stored in the institu-
tional database. Even though the initial diagnosis of a pathologist would be
correct, the classification criteria may have chanced over time (Harris et al.,
1994). This has happened, for example, with the leiomyosarcomas (LMS).
Recently, a new class of sarcoma tumors known as the gastrointestinal stro-
mal tumors (GIST) has emerged (Antonescu et al., 2004; de Schipper et al.,
2004). Thus, if one looks for LMS tumors from the institutional database,
one will obtain a number of tumors that in the light of current knowledge
are GIST (Publication I).

Computational methods can be used to help in the verification of class la-
bels. In the verification we can not rely on the available class labels, and thus
supervised analysis techniques are not directly applicable. We could study
the prediction error of a classifier and identify the samples that are not clas-
sified correctly. By repeating this analysis using several different classifiers,
we could conclude that those samples that are constantly classified wrong
have potentially wrong class label. However, it is more straightforward to
evaluate the reliability of class labels using an unsupervised approach.

Multidimensional scaling (MDS) can be used to illustrate a microarray
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Figure 4.1: Two dimensional MDS representation with (a) labels from the
institutional clinical database and (b) after pathological re-review and vali-
dation. Samples from patients with GIST are denoted by squares and those
from patients with LMS by circles. The spread of the populations is demon-
strated by ellipses whose size corresponds to the variance of the class spread.
Dashed and dotted ellipses correspond to LMS and GIST, respectively. In
(a) the ellipses are overlapping, thus there is no visible separation between
LMS and GIST. In (b) with the corrected class labels GIST and LMS appear
as a distinct clusters.

dataset in a lower dimensional space. In Figure 4.1(a) two dimensional
MDS presentation of the microarray data from 60 samples is shown. From
60 samples 30 are from GIST and 30 from LMS according to the institutional
database. As these are distinct types of tumors, we should expect to see a
clear separation between them in the MDS space (Antonescu et al., 2004).
However, all the samples appeared mixed together in a one big cluster of
points. This observation raises a doubt about the reliability of class labels.
In subsequent pathological re-analysis of the tumors it prove out that 11 of
the samples that were originally labeled as LMS were in fact GIST. With
the corrected class labels there were more evident separation of classes in
the MDS presentation of the data (Figure 4.1(b)).

If the unsupervised analysis of microarray data is successful, we should
see as many clusters as there are different classes of data. If the assigned
class labels are consistent with the obtained clusters, that is, each cluster
includes samples of different type, we can trust that the class labels are
correct. Then, the supervised analysis, for example, the identification of
differentially expressed genes can be done with confidence. If the result is
not what is expected, then in addition to erroneous class labels we should
considered whether there are some other type of biological variation between
the samples that could explain the observed behavior. For example, sample
heterogeneity or different experiment conditions may cause variation that
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can be more prominent than the differences between cancer types.

It should be noted that different types of samples are not always separa-
ble by unsupervised analysis. Thus, unsupervised analysis can only be used
to estimate the quality of biological ground truth if distinct clusters can be
observed in the first place.

4.2 Errors and Noise in Microarray Data

As discussed earlier, numerous steps in a microarray experiment contribute
to the quality of data (Zhang et al., 2004). Thus, there are several sources
that may cause errors in the form of stochastic fluctuation or systemic bias.
Some of the sources are due to human interaction in the process and some are
due to the properties of the materials involved in the experiment. Errors
that originate from the human interaction can be controlled with a good
experimental design and detailed laboratory work (Zhang et al., 2004). Still,
there remains a large number of error sources that can not be controlled
directly. As microarray technology has matured, better protocols and array
manufacturing techniques have been introduced (Hughes et al., 2001). This
has improved the quality of data significantly. It should be noted that this is
the reason why the data from different technologies have different statistical
characteristics. The technology in use determines what kind of sources of
error are present in the obtained data.

One source of error, present in all measurements, is stochastic fluctua-
tions within the cell. Several studies have tried to characterize the structure
of this type of intrinsic noise (Blake et al., 2003; Fraser et al., 2004). How-
ever, as a microarray experiment typically is a measurement from a cell
population, this kind of variation is averaged out and thus, is not a signifi-
cant source of error in the microarray studies.

More important error sources are those related to the sample preparation
and experimental setup, for example, the sample heterogeneity. Further-
more, the amplification of cDNA with a PCR may cause errors in replicated
cDNA fragments. A microarray experiment itself also contains several po-
tential error sources. There may be quality problems within the slide. Some
probes may have a sequence other than expected due to printing errors or
there might be a difference in binding efficiency of the surface within or be-
tween different slides. Further problems may arise from uneven hybridization
or from a change in conditions during the hybridization (Balagurunathan
et al., 2002).

There have been several studies focusing on characterizing the proper-
ties of microarray noise (Nykter et al., 2003; Hartemink et al., 2001; Ideker
et al., 2000; Hein et al., 2005; Tu et al., 2002; Dror et al., 2003; Rocke and
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Durbin, 2001; Cho and Lee, 2004; Weng et al., 2006). These include both
global approaches where all the sources of error are modeled together and
more detailed approaches where error sources have been identified and mod-
eled separately. An example of a detailed model is the hierarchical error
model that has been proposed to model the noise in cDNA microarray data
(Cho and Lee, 2004). This model includes different terms for different error
sources. The error model is defined at the log scale in two stages as

y = X + ε (4.1)
X = µ + gi + cj + rij + bijk, (4.2)

where µ is the ground truth intensity, gi is the noise specific to the gene
i, cj is the noise specific to the chip j, rij is the noise specific to the chip
j and gene i, bijk is the noise specific to the gene i, chip j, and biological
sample k, and ε is the random noise independent of the gene i, chip j,
and biological sample k. It should be noted that this kind of separation of
variances is a common technique in analysis of variance (ANOVA). Thus,
the model parameters could be estimated using the proposed Bayesian or
more traditional ANOVA approach (Cho and Lee, 2004).

This model is one example of the characterization of microarray noise.
To estimate the model parameters, assumptions about different noise terms
need to be made. In the case of hierarchical error model all sources of error
are assumed to be from a zero mean Gaussian distribution with the standard
deviation dependent of the noise type (Cho and Lee, 2004). As the model is
formulated at the log scale, this means that the noise is multiplicative and,
thus, nonlinear in nature.

When compared to traditional methods, the model based analysis has
proven to improve the results when applied to normalization and analysis
of microarray data (Hartemink et al., 2001; Dror et al., 2003; Ideker et al.,
2000). However, a problem is that each microarray technology requires a
model of its own. As the noise characteristics and the underlying technology
are very different, the formulation and assumptions about the noise need to
be different as well (Dror et al., 2003; Hein et al., 2005; Weng et al., 2006). In
addition, it is difficult to estimate whether the proposed noise model really
works well as there is no ground truth about the data available. Thus, the
validation has been done based on the statistical properties of the data or
by comparing the scatter plots. Here less scatter would indicate a better
performance. To be able to utilize the model based analysis effectively, an
additional control data that can be used to tune the model parameters needs
to be generated (Dror et al., 2003). This kind of data can be obtained by
performing the experiment with replicates. Then, the statistical properties
of the data can be reliably estimated (Ideker et al., 2000).

Even though there are practical problems that limit the applicability
of the model based approach to data analysis, the characterization of the



34 CHAPTER 4. MICROARRAY DATA QUALITY

statistical properties of microarray data has other uses as well. Error models
can be used to simulate microarray data with realistic characteristic.

The simulation of microarray data is of interest as it provides a way
to obtain a realistic ground truth data. A major problem in developing
algorithms for biological applications is that the ground truth of the data
is not known. This makes it difficult to estimate the performance of the
algorithms. Having a realistic simulated data available, the performance of
the algorithms can be evaluated and compared objectively (Quackenbush,
2001). It should be pointed out that a problem with this approach is that
a model based evaluation of algorithms always favors the one that makes
the same assumptions about the data as the model does. Thus, to get an
objective estimate of the algorithms performance, the algorithms should be
tested using data generated with several different models.

In addition to data analysis algorithm evaluation, there are also other
applications where simulated microarray data can be used. By changing the
noise parameters, the effect of different error sources can be studied. This
information can be used to refine the microarray experiment protocols. If
we have an accurate enough computational model about the system we are
studying, it would be possible to model the entire microarray experiment.
This would help to find potential problems in the experimental design, and
make it possible to redesign the experiment such that a hypothesis can
reliable be tested when real data is generated.

Simulation of realistic microarray data is a challenging task as there are
several steps that effect the outcome as discussed earlier. First, simulated
ground truth data from biological system under study needs to be obtained.
Depending on the usage of simulated data, there are several options how
this can be done. In the ideal case a kinetic model for the system could be
used. However, in practice this kind of models are rarely available. Instead,
a random network model with realistic reaction kinetics can be used to
simulate the behavior of a mock system (Mendes, 1993; Pettinen et al., 2005).
This kind of data, simulated using a network with random connections,
should still have the essential characteristics of real system (Mendes et al.,
2003). If we are only interested in simulating realistic data, not to model the
system, the ground truth data can be generated directly from a distribution
that corresponds to the properties of real data.

As a next step, there is a need to model biological and stochastic vari-
ation due to different error sources. We have implemented several noise
models that have been proposed earlier (Nykter et al., 2003; Dror et al.,
2003; Rocke and Durbin, 2001; Cho and Lee, 2004; Hein et al., 2005). Along
with the models, methods for estimating the model parameters from a real
measurement data have been proposed (Dror et al., 2003; Cho and Lee,
2004). These methods can be used to estimate realistic parameters for the



4.3. SUPPLEMENTAL MEASUREMENT DATA 35

(a) (b)

0 20 40 60 80 100 120 140 160 180 200
0

20

40

0 20 40 60 80 100 120 140 160 180 200
0

5

10

0 20 40 60 80 100 120 140 160 180 200
0

20

40

E
xp

re
ss

io
n

0 20 40 60 80 100 120 140 160 180 200
0

20

40

0 20 40 60 80 100 120 140 160 180 200
0

5

Time / minutes

0 20 40 60 80 100 120 140 160 180 200
0

20

40

0 20 40 60 80 100 120 140 160 180 200
0

10

20

0 20 40 60 80 100 120 140 160 180 200
0

50

E
xp

re
ss

io
n

0 20 40 60 80 100 120 140 160 180 200
0

50

100

0 20 40 60 80 100 120 140 160 180 200
0

5

10

Time / minutes

Figure 4.2: Gene expression profiles of the selected genes, simulated as ex-
plained in Publication II. Selected noise free expression profiles (a) and the
same expression profiles after the hierarchical error model has been applied
(b) are shown.

simulation. Selected gene expression profiles, simulated using a random net-
work model as explained in Publication II, are shown in Figure 4.2(a). The
same expression profiles after the hierarchical error model has been applied
are shown for comparison in Figure 4.2(b).

Finally, a microarray experiment including the slide manufacturing pro-
cess needs to be simulated. We have developed a simulation model that
includes all the error sources that are commonly observed in microarray
images. These error sources can be used to test the robustness of image pro-
cessing algorithms and also to test, for example, how different normalization
methods perform when spatial errors are introduced into microarray slides.
Examples of simulated slides are shown in Publication II.

We have proposed a modular framework that can be used to model re-
alistic microarray data. Our approach uses noise models that have been
developed earlier. A ground truth data generation can be done using avail-
able network simulation programs (Mendes, 1993; Pettinen et al., 2005).
For the microarray slide manufacturing and hybridization we have devel-
oped a model that takes into account several possible sources of error. Our
simulation approach is discussed in detail in Publication II.

4.3 Supplemental Measurement Data

Along a microarray experiment, other measurement technologies can be used
to obtain a supplemental data. For example, we can measure the concen-
trations of cell populations, the amount of cell mass, or the phase of cell
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cycle (Spellman et al., 1998; Pitkänen et al., 2004; Bar-Joseph et al., 2004).
We can use this kind of data to verify that the experiment is performed
as planned. In addition, we can also use it to improve the quality of the
obtained microarray data.

An example of an application where a microarray experiment can benefit
from a supplemental measurement data is the cell cycle studies. To be
able to study the cell cycle behavior with microarrays, we need to obtain a
synchronized cell population2. There are several methods that can be used
to obtain an approximately synchronous population of cells (Spellman et al.,
1998; Shedden and Cooper, 2002a,b). Once a synchronized population is let
to grow freely, it will start to lose the synchrony. This significantly limits the
time frame when we can study the behavior of a synchronized population.
As a solution, computational methods that can be used to invert the effect
of the loss of synchrony have been proposed (Lähdesmäki et al., 2003; Bar-
Joseph et al., 2004). These methods are based on modeling the loss of
synchrony by convolution. Thus, by deconvolving time series expression
data, we can obtain data that corresponds to a measurement from an ideal
synchronized population. For this purpose, we need to obtain an estimate
of the cell population distribution.

A fluorescence activated cell sorter (FACS) is a device that can be used
to measure the amount of DNA within a cell (Lodish et al., 2001). This
process is based on fluorescent dyes that bind to the genetic material within
a cell. As the cells are run through a measurement point and the fluorescent
is illuminated with a laser, the amount of emitted light can be measured.
The amount of light is relative to the amount of genetic material. This
process can be done for tens of thousands of cells in a high-throughput
manner (Figure 4.3). As the amount of DNA within the cell is dependent
on the phase of the cell cycle, this kind of data can be used to estimate the
distribution of a cell population.

When we are conducting a time series experiment to measure the cell
cycle behavior we can perform a FACS analysis along microarray measure-
ments. As a FACS experiment is significantly simpler and cheaper to per-
form than a microarray experiment, the data can easily be generated in a
more dense intervals. Thus, we can assume that we have obtained K FACS
measurements from the time instants T1, . . ., TK .

Let us assume that the wild type asynchronous cell population is dis-
tributed as p(t) = 2(1−t), t ∈ [0, 1] (Cooper, 2004). Here, t denotes the cell

2By a synchronous cell population we mean that all the cells in the population are at
the same phase of the cell cycle and thus, by definition have the same amount of DNA.
More strict definition of synchrony would require that in addition to the same amount of
DNA, all the cells should be at the same state of their life cycle, that is to be of the same
age.
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Figure 4.3: Example of the histogram that is obtained with FACS. The
amount of DNA, corresponding to different phases of the cell cycle, is marked
to the figure. There is about the same number of cells in all the phases of
the cell cycle.

cycle phase normalized to the interval t ∈ [0, 1]3. As we know N , the total
number of cells used in the FACS measurement, we can compute the num-
ber of cells at each small time interval [t0, t1] as c(t) = N(2(1−t0) − 2(1−t1)),
where t1 > t0. Furthermore, the cumulative number of cells at time t is
C(t) =

∑t
i=0 c(i) = N(2− 2(1−t)). That is, for a given t, C(t) is the total

number of cells at the earlier phases of the cell cycle.

By using a measured asynchronous FACS histogram ha and the cumula-
tive number of cells C(t), we can estimate a mapping that we call the DNA
replication function f(t). This function maps the number of cells - cell cycle
phase -space to number of cells - amount of DNA -space as

f(t) = arg min
K

(∣∣∣∣∣
K∑

i=0

ha(i)− C(t)

∣∣∣∣∣

)
, (4.3)

where ha(i) is the value of FACS histogram of the asynchronous population
at the point i, and K ∈ N making f(t) to be a discrete approximation of
the DNA replication function.

The function f(t) presents the amount of DNA that is present at each
time instant of the cell cycle. Having this information, we can use a FACS
histogram of a synchronous population to evaluate the number of cells that
this amount of DNA corresponds to. Thus, the distribution of the cell

3As the observed FACS data is discrete, for convenience the cell cycle phase variable t
needs to be a discrete variable as well.
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population is obtained by

x(t) =
f(t)∑

i=0

hs(i)−
t−1∑

i=0

x(i), (4.4)

where f(t) is the value of the DNA replication function and hs(i) is the
value from a FACS histogram of a synchronous population at the point
i. The obtained distribution is obviously discrete. By using the obtained
estimate of f(t), this population estimation process can be repeated for all
FACS measurements from the time instants T1, . . ., TK . Thus, for each time
instant Tk, we can obtain a separate estimate of the population distribution
over the cell cycle phase t (Publication III).

Traditionally, a population estimate is obtained by estimating the num-
ber of cells in each phase of the cell cycle by hand, as demonstrated in Figure
4.3 (Bar-Joseph et al., 2004). These cell counts are then used to draw the cell
population distribution. As the proposed estimation method is automatic
and non-parametric, it provides a more objective estimate of the population
distribution.



Chapter 5

Information in Biology

A reductionistic approach to molecular biology, where the effects of a sin-
gle gene or a group of connected genes have been studied, has helped us to
understand how different parts of the organism interact and what the under-
lying control mechanisms are. This reductionistic approach, however, has
its limitations. Focusing on studying individual genes in isolation from the
rest of the system offers only a limited view to the behavior of the system.
Thus, a system level approach to biology has recently become a major field
of research (Ideker et al., 2001).

In the system level approach computational models have an essential
role. We can model the behavior of the system and make predictions on the
effects of different stimuli. Building these kinds of models requires a lot of
biological knowledge and extensive measurements of the system. While there
have been several successful attempts to model the behavior of biological
systems, these have focused only on a fraction of the system (Chen et al.,
2004; Gilchrist et al., 2006). There is still not enough knowledge and data
that would make it possible to model real biological systems in detail at the
system level.

Instead of trying to model a system in detail we can use qualitative
modeling (Bornholdt, 2005). In this approach the focus is on understand-
ing general emergent properties of large networks. With this approach we
can address several fundamental questions of biology. For example, why is
an organism able to robustly process information from a variable environ-
ment while maintaining adaptability. This kind of a behavior is observed
with several biological systems, for example with an innate immunity cell
macrophage (Kitano and Oda, 2006).

To understand the behavior of real organisms at the system level, we
can look at how information is propagated within and between organisms.
It can be argued that studying information processing is a key factor in un-
derstanding life (Hood and Galas, 2003; Yockey, 2005). Living systems differ

39
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from non-living systems, for example, in their ability to process information
from their environment and to propagate information over time through the
mechanism of evolution. This difference between living and non-living sys-
tems motivates to study biology as an information science (Yockey, 2005).

Information theory has successfully been applied in biological research
to quantify the information in genetic sequences or proteins (Yockey, 2005;
Krasnogor and Pelta, 2004; Kocsor et al., 2005). Using genome sequences,
evolutionary relationships between different organisms have been shown (Li
et al., 2004). Here we will show how the information-based approach can be
applied to study the information processing of biological systems. We will
show that the information-based approach can be used to uncover informa-
tion flow at different levels. We can study how information is propagated
through evolution in the structure of a regulatory network or how a system
responds to a perturbation. Thus, the information-based approach can be
used to study both the structural and dynamical properties of the system.
We will demonstrate the applicability of our approach by using a simple
computational model class, Boolean networks. In addition, we will show
how the proposed approach can be applied to real data by studying the evo-
lutionary relationships through metabolic networks of different organisms
and characterizing the dynamical behavior of macrophage using time series
microarray data.

5.1 Information Theory

Here some fundamental results of information theory and interesting new
developments are discussed. The presented results will form basic tools that
allow us to study biological systems through the concepts of information
content and processing.

There are two commonly used definitions for information, Shannon in-
formation (Shannon, 1948) and Kolmogorov complexity (Kolmogorov, 1965;
Solomonoff, 1964; Chaitin, 1969). Both theories provide a measure of infor-
mation using the same unit: a bit. A natural interpretation of information
is the length of the description of an object in bits. Here we discuss the
fundamental differences between these two theories and give definitions for
information. In addition, we discuss how information can be used to measure
the similarity of two objects.

5.1.1 Shannon Information

In Shannon information theory the amount of information is measured by
entropy. For a discrete random event x with k possible outcomes, the entropy
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H is given as

H =
k∑

i=1

piIi = −
k∑

i=1

pi log pi, (5.1)

where pi is the probability of an event xi to occur (Cover and Thomas, 1991).
Quantity Ii = − log pi is the information content of an event xi. Natural
interpretation for entropy is that it is the expected number of bits that are
needed to encode the outcomes of a random event x. It can be observed that
entropy is maximized when the probabilities of all events are equal, that is
pi = p̂,∀i ∈ 1, . . ., k (Cover and Thomas, 1991).

As indicated earlier, Shannon information measures information of a
distribution. Thus, it is based on the underlying distribution of the observed
random variable realizations. The distribution can be obtained based on
assumptions about the data generation process or it can be estimated from
the data. This distribution based definition has some obvious drawbacks.
For example, consider the bit strings

11111111111111110000000000000000

and
01000101010011010110010011101101.

If we assume that both strings are from a random variable X with alphabet
{0, 1} they have exactly the same information content, empirical entropy
H = 1, even though the first one obviously shows a simpler bit pattern.

5.1.2 Kolmogorov Complexity

Unlike Shannon information, Kolmogorov complexity1 or algorithmic infor-
mation is not based on statistical properties, but on the information content
of the object itself (Li and Vitanyi, 1997). Thus, Kolmogorov complexity
does not consider the origin of an object. The Kolmogorov complexity K(x)
of a finite object x is defined as the length of the shortest binary program
that with no input outputs x on a universal computer. Thus, it is the min-
imum amount of information that is needed to generate x. Unfortunately,
in practice this quantity is not computable (Li and Vitanyi, 1997).

While the computation of Kolmogorov complexity is not possible, an
upper bound can be estimated using lossless compression (Li and Vitanyi,
1997). Several real-life compression algorithms, like the Huffman (Huffman,
1952), Lempel-Ziv (Ziv and Lempel, 1977), and arithmetic coding (Rissa-
nen and Langdon, 1979) have proven to give useful approximations of Kol-
mogorov complexity in practical applications (Li and Vitanyi, 1997).

1Algorithmic information theory was independently introduced by R.J. Solomonoff
(Solomonoff, 1964), A.N. Kolmogorov (Kolmogorov, 1965) and G. Chaitin (Chaitin, 1969).
However, this theory is commonly known as Kolmogorov complexity.
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5.1.3 Information Distance

As information is an absolute measure, related to a single object or a dis-
tribution, it is not directly suitable for comparing the similarities of two
objects. Small or large information alone does not tell much about the simi-
larity of objects. Thus, measures to jointly compare the information content
of two objects have been proposed.

With Shannon information a joint entropy between two discrete random
variables X and Y is defined as

H(X, Y ) = −
∑
x,y

p(x, y) log p(x, y), (5.2)

where p(x, y) is the probability of observing a pair of events x and y and the
sum is computed over all the pairs of x and y (Cover and Thomas, 1991).
In a similar manner we can define conditional entropy, that is the entropy
of X given Y

H(X|Y ) = −
∑
x,y

p(x, y) log
p(x, y)
p(y)

= H(X,Y )−H(Y ). (5.3)

Mutual information is one of the best known information-based mea-
sures of similarity (Cover and Thomas, 1991). It is a measure of how much
information can be obtained about random variable X by observing Y . The
mutual information of X relative to Y is defined as

I(X; Y ) =
∑
x,y

p(x, y) log
p(x, y)

p(x)p(y)
(5.4)

and by using the notations of joint and conditional entropy it can be written
as

I(X; Y ) = H(X)−H(X|Y ) = H(X) + H(Y )−H(X,Y ). (5.5)

Thus, mutual information is simply the sum of entropies of X and Y minus
the joint entropy (Cover and Thomas, 1991).

Information-based similarity measures can also be defined based on Kol-
mogorov complexity. This topic has been studied in recent years with the
goal of finding an information measure than can be approximated computa-
tionally (Bennett et al., 1998; Li et al., 2004).

We denote as K(x, y) the length of the shortest binary program that
outputs x and y, and a description how to tell them apart. Analogously to
Shannon information, we can define a conditional Kolmogorov complexity
K(x|y) as the length of the shortest binary program that with a given input
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y outputs x (Li and Vitanyi, 1997). Thus, information about y, contained
in x can be defined as (Li et al., 2004)

I(x; y) = K(y)−K(y|x). (5.6)

It can be shown that the relation

K(x, y) = K(x) + K(y|x) = K(y) + K(x|y) (5.7)

holds up to an additive precision2 (Li and Vitanyi, 1997). Therefore, there
exists a symmetry property I(y; x) = I(x; y), up to an additive precision.

Kolmogorov complexity based similarity measure, or information dis-
tance, between two objects is the shortest binary program that computes x
from y, or vice versa. Thus, information distance can be defined as (Bennett
et al., 1998)

dID(x, y) = max(K(y|x),K(x|y)). (5.8)

This is a measure of absolute information distance between two objects.
As the size of an object has a direct impact to the Kolmogorov complexity of
the object, we should define a normalized version of the information distance
that takes the size of an object into account. A normalized information
distance can be defined as (Li et al., 2004)

dNID(x, y) =
max(K(x|y),K(y|x))

max(K(x),K(y))
. (5.9)

While normalized information distance can be motivated solely from the
information theory point of view, it has some general properties that make
it interesting in other ways. The normalized information distance has been
shown to incorporate all effective computable distance metrics including,
for example, the Euclidean and Hamming distances. Thus, the normalized
information distance can be argued to be a universal measure of similarity.

5.1.4 Normalized Compression Distance

While normalized information distance, like Kolmogorov complexity itself,
is not computable, it has been shown that this metric can be approximated
by any real-life compression algorithm that fulfills several natural criteria of
a normal compressor (Cilibrasi and Vitanyi, 2005).

Let us denote compressed length of a string x by C(x). Similarly,
compressed length of the concatenation of strings x and y is denoted by

2There is a constant c > 0, independent of x and y such that equalities in Equation
5.7 holds up to c additive precision.
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C(xy). A compressor C is considered to be normal if it asymptotically
fulfills the following criteria (Cilibrasi and Vitanyi, 2005): 1) Monotonic-
ity C (xy) ≥ C (x); 2) Idempotency C(xx) = C(x), and C (λ) = 0 where
λ is the empty string; 3) Symmetry C(xy) = C(yx); and 4) Distributivity
C(xy)+C(z) ≤ C(xz)+C(yz). Details about these properties can be found
in (Cilibrasi and Vitanyi, 2005). Earlier work has demonstrated that sev-
eral real-life compression algorithms approximate a normal compressor in
sufficient detail (Cilibrasi and Vitanyi, 2005).

By using a compressor C instead of the Kolmogorov complexity K, we
can write Equation 5.9 in a computable form. After we apply Equation
5.7, to the the numerator of Equation 5.9, the numerator can be written
as max{K(x, y)−K(y),K(x, y)−K(x)} (Li et al., 2004). For compres-
sion convenience we can approximate K(x, y) by the concatenation of these
strings K(x, y) = K(xy) = K(yx)3. Using these properties the normalized
compression distance (NCD) can be defined as

dNCD(x, y) =
C(xy)−min(C(x), C(y))

max(C(x), C(y))
. (5.10)

It can be shown that this approximation has the same metric properties as
the normalized information distance, up to an additive constant (Li et al.,
2004; Cilibrasi and Vitanyi, 2005). However, it is important to understand
the limitations that are faced when a normal compressor is approximated
with a real-life compression algorithm in real-life applications.

When we estimate NCD we are inherently limited to the metrics that are
covered by the compression algorithm. Thus, even though NCD is shown
to be quasi-universal (Cilibrasi and Vitanyi, 2005), this does not hold in
applications where real compression algorithms are used. However, if the
compression algorithm is able to uncover the similarities that are of interest
in the underlying analysis task, NCD will be an effective analysis tool as has
been shown in several applications (Cilibrasi and Vitanyi, 2005; Krasnogor
and Pelta, 2004). Furthermore, it has been observed that the performance
of the NCD is not dependent of the compression algorithm, but several
very different algorithms will yield consistent results (Cilibrasi and Vitanyi,
2005).

As NCD is an asymptotic approximation of the normalized information
distance it only holds only up to an additive precision. In addition, as
Kolmogorov complexity is not computable, we can not directly determine
how good our approximation is. These problems are observed in practice
in the dynamic range of NCD. In theory, NCD should cover the range [0, 1]
of distances. In practice, the observed distances does not cover this full

3This holds up to an additive precision. In addition to objects x and y we need to
encode the separator between these objects in the term K(x, y).
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range and in some cases the distances may even exceed one. The range of
observable distances is related to how accurately the normalized information
distance is approximated (Cilibrasi and Vitanyi, 2005). Thus, the range is
dependent of the amount of data and the compression algorithm. Even
though the range of distances is more limited when a small amount of data
is used, NCD is still able to uncover the differences between different objects
remarkably well.

Additional problems are caused by the limitations in the implementa-
tions of the compression algorithms. For example, the popular gzip com-
pression program is implemented using a block size of 32 kilobits. This
means that if the length of a bit string is, for example, 100 kilobits simi-
larities between x and y in the estimation of the term C(xy) in Equation
5.10 are not found. This is because the codebook that is used in compres-
sion is cleared always after 32 kilobit block of data. Thus, if the amount of
data is less than 32 kilobits the assumption about stream-basedness of the
gzip compressor does not hold. Other limitation comes from the fact that
Lempel-Ziv algorithm only looks for repetitions in a bit string. Thus, the es-
timated NCD between bit strings x and x̄, where x̄ is x with all bits flipped,
is approximately one even though these strings are obviously similar. Even
with these limitations, gzip is a powerful compression tool and it has been
shown to perform well in real applications (Cilibrasi and Vitanyi, 2005).

5.2 Discrete Networks

Discrete network models are commonly used to model genetic regulatory
networks at the system level (Aldana et al., 2003; Bolouri and Davidson,
2002; Shmulevich et al., 2003). Even though these models introduce numer-
ous assumptions and simplifications, significant insights about the behavior
and structure of biological systems have been obtained (Bornholdt, 2005;
Barabási and Albert, 1999).

When discrete computational models are used to model biological sys-
tems one needs to understand the limitations of the model and thus, use the
model only to address the questions that can be answered reliably at the
selected level of abstraction. For example, the model class may operate in
synchronous fashion. This is clearly not true in real biological systems and
the significance of this assumption depends on whether it is an important
characteristic in our modeling task. Similarly, the model can be simplified
by using abstract regulators so that genes and proteins can not be distin-
guished. In the model, the regulators are only considered as nodes in the
network. Furthermore, we may choose not to consider the quantities of re-
action products. It may be enough to know whether the product is present
or absent. When we are working with discrete systems, the data we are
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processing is inevitably discrete. This can be a useful property as the quan-
tization reduces noise in the data, or it may be a problem as the dynamic
range of the data can be very limited.

Here we will focus on the Boolean network model (Kauffman, 1993; Erdös
and Rényi, 1959). This is a simple dynamical system model where each
node can have only two possible states, on or off. Despite the apparent
simplicity, this model class is able to produce highly complex behavior, for
example, in the form of a phase transition. Furthermore, as this model
has been studied extensively, several of its properties are well understood
(Kauffman, 1993; Aldana et al., 2003; Kesseli et al., 2005, 2006). Thus, as
there are several earlier results which our approach can be compared, this
model is an excellent choice for the illustration of our information-based
analysis approach.

Boolean network model class can be defined as follows. Let si(t) ∈ {0, 1},
i = 1, . . . , N , where N is the number of nodes in the network, be the state
of i:th node in a Boolean network at time t. The state of this node at time
t + 1 is determined by the states of nodes j1, j2, . . ., jki at time t as

si(t + 1) = fi(sj1(t), sj2(t), . . ., sjki
(t)), (5.11)

where fi : {0, 1}ki → {0, 1} is a Boolean function of ki variables. A binary
vector s (t) = (s1 (t) , . . . , sN (t)) is the state of the network at time t. In the
classical model, all nodes are updated synchronously as the system transi-
tions from state s (t) to state s (t + 1) (Kauffman, 1993). It should be noted
that this model can directly be generalized to a larger alphabet by defining
si(t) ∈ {0, . . ., L − 1} and fi : {0, . . ., L − 1}ki → {0, . . ., L − 1}, where L is
the size of the alphabet.

To construct a Boolean network, the inputs j1, j2, . . ., jki for each node i
needs to be determined. This can be done by selecting the inputs randomly
among all N nodes or by selecting the inputs using some systematic pattern.
The number of inputs ki can be endowed with a probability distribution, such
as the power-law (Barabási and Albert, 1999; Aldana and Cluzel, 2003) or
Poisson distribution, with a mean K = E [ki]. The mean K is known as the
average connectivity of the network.

Once the connections have been set, we can choose a Boolean function
fi for each node. Functions can be parameterized by the bias b = E [fi],
the probability that the function outputs one on an arbitrary input vec-
tor. If b = 0.5, then the function is said to be unbiased. The functions can
be selected randomly among all 22ki Boolean functions or they can be se-
lected from some class of functions (Stauffer, 1987; Shmulevich et al., 2003;
Kauffman, 2000; Harris et al., 2002). If both the functions and connections
are selected randomly, then the obtained network is called random Boolean
network (RBN) (Kauffman, 1993).
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As a Boolean network is a discrete system, it has a finite state space.
A boolean network with N nodes has 2N different states. Thus, the state
space is S = {0, 1}N . We can define a transition from state si as F (si) where
F = (f1, . . ., fN ) and fi is the Boolean function of node i with predetermined
connections from the nodes j1, j2, . . ., jki . As the state space is finite, at some
point any trajectory, that is a path from any initial state, will return to one
of the previously visited states. This kind of a state cycle where the same
states are repeated infinitely is known as an attractor cycle and the states
within the cycle are called attractor states. A set of states that leads to the
same attractor is called the basin of attraction (Wuensche, 1999).

5.2.1 Quantization of Microarray Data

Measurement data that can be obtained with microarray technology is con-
tinuous in nature4. To utilize measurement data in the context of discrete
models, the data needs to be quantized into elements of a discrete alphabet.

In quantization some information contained in the data is lost. However,
quantization can be seen as a noise removal process. Reducing the precision
of data representation removes noise from the data and makes it possible to
emphasize meaningful trends in the data. Thus, the quantization algorithm
needs to make a trade-off between data presentation accuracy and noise
reduction. If the modeling approach is qualitative, then it may be of interest
to quantize to a small number of levels, even to a binary domain. Even in
the binary domain the most important characteristic of gene expression,
whether the gene is regulated or not, is captured.

Standard approach for data quantization is to cluster the samples in k
classes using the k-means clustering algorithm (Shmulevich et al., 2005). To
take the noise into account in the quantization, a noise floor can be applied
before the k-means clustering. Purpose of the noise floor is to remove all
variation, that can be assumed to be due to the noise and are not of biological
origin. This can be done by setting all the intensity values below a threshold
to a constant value.

After the quantization, the information content of microarray data can
be estimated in a more straightforward manner. Estimation of Kolmogorov
complexity from the quantized data can be considered as a lossy compression
of the original data or alternatively the compression of essential features of
the data. As the unquantized microarray data is extremely noisy, informa-
tion can not be estimated reliably by using a general purpose compression

4Microarray data is actually discrete with the dynamic range depending on the scanner.
However, after prepossessing the obtained intensity values are floating point numbers and
thus effectively continuous.
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algorithm. Thus, the compression of microarray data would require a spe-
cially designed compression algorithm. So far this has not been seen as an
important research problem and only very little work has been done in order
to compress microarray expression data effectively (Jörnsten, 2001).

If we estimate information, or Kolmogorov complexity, from the quan-
tized microarray data we can compare the samples in terms of their infor-
mation content. By using normalized information distance instead of a more
specific distance measure like correlation, we can potentially uncover more
detailed similarities between the samples. In addition, by estimating the
information content we avoid the problem of feature subset selection. In
practice, to reliably separate different classes of samples using a traditional
distance measure, a subset of informative features needs to be identified.
Thus, the class separation accuracy is dependent on the selected features.
With information distance, we can obtain a reliable separation even with all
the features (Publication V).

5.3 Structure

Properties of a network are related to its structure. Traditionally, networks
have been analyzed assuming that the connections between different nodes
are selected randomly (Erdös and Rényi, 1959; Kauffman, 1969, 1993). Re-
cent discoveries have shown that this assumption does not hold for most
real world networks (Albert and Barabási, 2002; Barabási, 2002; Babu et al.,
2004; Guelzim et al., 2002). Instead, several networks, including gene regu-
latory networks show a scale free structure (Barabási, 2002). Characteristic
property of a scale free network is the existence of hubs, that is, the nodes
that have a very high number of connections. In a random topology all the
nodes have approximately the same number of connections.

Network structure determines the robustness of the network to structural
perturbations. If the nodes are knocked out randomly from the network,
then a network with a scale free structure is highly robust to structural
perturbations (Albert and Barabási, 2002). Knockouts have a significant
effect to a scale free network only if a knockout hits a hub. However, if the
number of nodes is high compared with the number of hubs, probability for
a hub knockout is very small.

Structure of the network can be characterized using summary statistics,
that can be computed for any given network (Watts and Strogatz, 1998;
Aldana et al., 2003). Input and output degrees are defined as a distribution
of the number of inputs and outputs for each node. Input and output degree
distributions characterize the connectivity of a network. For example, if a
network has a scale free input degree distribution, then there must exist
highly connected nodes, that is, the hubs.
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Clustering coefficient is a measure for the connectivity of a network
(Watts and Strogatz, 1998). It is defined for a given node as the num-
ber of neighboring nodes that are connected to each other. That is, for a
set of nodes N = n1, . . ., nk we have a set of connections (edges) E = {eij},
where i, j ∈ 1, . . ., k. Thus eij is an edge between the nodes ni and nj . We
can define a neighborhood B for the node ni as its immediately connected
neighbors Bi = {nj} : eij ∈ E. The connectivity ki of the node ni is the
size of the neighborhood |Bi|. The clustering coefficient Ci for the node ni

is the proportion of links between the neighborhood nodes divided by the
number of links that could possibly exist. For each neighborhood the maxi-
mum number of links is ki(ki − 1). Thus, the clustering coefficient is given
as

Ci =
|{elm}|

ki(ki − 1)
: nl, nm ∈ Bi, elm ∈ E. (5.12)

The clustering coefficient for the whole network is the average of the clus-
tering coefficients of all the nodes

Ĉi =
1
n

k∑

i=1

Ci. (5.13)

Another measure of network topology is characteristic path length (Watts
and Strogatz, 1998). First, the path length Lij , that is the minimum number
of edges that are needed to get from the node ni to the node nj , is computed.
The characteristic path length L is then Lij averaged over all pairs of nodes.

Topological statistics like clustering coefficient and characteristic path
length can be used to determine the type of network and to compare different
network topologies (Watts and Strogatz, 1998). For a network with regular
wiring the clustering coefficient and characteristic path length are both high,
whereas in a random network both statistics have a small value. Other
network topologies can have a high clustering coefficient and still a low
average path length. Networks with this kind of topology are known as small
world networks and they have the property that L > Lr but C À Cr, where
Lr and Cr denotes the characteristic path length and clustering coefficient
of a random network, respectively. Usually this kind of a network also has
a scale free topology (Watts and Strogatz, 1998).

While these topological statistics can successfully be used to compare and
classify different types of networks, it is not obvious what measures are able
the uncover all the interesting characteristics of a network. Furthermore,
measures like the characteristic path length and clustering coefficient are
most useful in the comparison of different topologies. They are not that
informative when, for example, two scale free networks are compared. This
is a problem if we want to compare networks that have the same topological
properties.
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Instead of computing individual statistics from networks, we should com-
pare the entire networks directly. While there are several aspects that make
this comparison difficult, for example a difference in the number of nodes,
we can do the comparison using the information-based approach. Thus, we
can compare the networks by their information content (Publication VI).

To demonstrate the benefits of the information-based network analysis,
we downloaded metabolic network structures for 107 different organisms
from the KEGG database (Kanehisa and Goto, 2000; Ma and Zeng, 2003).
The information content of these networks has been formed through millions
of years of evolution. Thus, it is expected that the information distance
between the species will be a function of their evolutionary history. The
information distance is a powerful tool for reconstructing phylogenies, as
has been shown by applying the NCD to mitochondrial genomes (Li et al.,
2004).

It has been shown that the choice of distance metric such as the Jaccard
index, the Simpson index, and the Korbel distance, all of which are defined
in terms of the number of enzymes within the organisms and shared between
the organisms, produce different phylogenies from the metabolic networks
(Zhu and Qin, 2005; Podani et al., 2001). By using the information-based
approach this issue can be avoided. A phylogenetic tree, computed using
the NCD to measure information between the metabolic networks and using
the complete linkage method to construct a tree from the obtained distances
is shown in Figure 5.1. It should be noted that to compress networks effec-
tively we need to present the network structure in a form from which the
compression algorithm can find similarities effectively. Details about the
network presentation are discussed in Publication VI.

This result shows that the organisms are clearly grouped into the three
domains of life. The bacteria form three distinct clades, with parasitic bac-
teria, encoding more limited metabolic networks, separating from the others
as has been observed previously (Podani et al., 2001). The fact that the
phylogenetic tree reproduces the known evolutionary relationships between
species suggests that closely related organisms are also close in terms of the
information content of their networks.

5.4 Dynamical Behavior

While the structural analysis of a system can uncover important insight into
the robustness and connections between different components, it does not
consider the behavior of the system. To understand the behavior we need
to look at the dynamics of the system, for example by studying its response
to perturbations. Most dynamical systems can operate in the ordered or
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Figure 5.1: A phylogenetic tree generated using NCD applied to all pairs
of metabolic network structures from 107 organisms in the KEGG. Bacteria
are shown in red, archaea in blue, and eukaryotes in green. Subclasses are
labeled on the right.
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chaotic regime or at the phase transition boundary between the two regimes
(Aldana et al., 2003). This phase transition area can also be referred to as
the edge of chaos (Kauffman, 1993).

When a network is operating in the ordered regime, it is intrinsically ro-
bust while its dynamical behavior is simple. The robustness can be observed
through both the structural and transient perturbations. Perturbations of
any size have a small effect to the behavior of the network. Networks in
the chaotic regime, on the other hand, are extremely sensitive to perturba-
tions. Even a small perturbation will quickly propagate through the entire
network. Thus, networks in the chaotic regime are not robust and will fail
under perturbations. A phase transition between the ordered and chaotic
regimes represents a tradeoff between the need for stability and the need to
have a wide range of dynamical behavior to respond to variable perturba-
tions (Kauffman, 1993).

By varying the parameters K and b in the random Boolean network
model, dynamical phase transition can take place. The parameter

σ = 2b(1− b)K (5.14)

determines the dynamical regime. If σ > 1 then the system is chaotic and
for σ < 1 the system is ordered. (Derrida and Pommeau, 1986; Luque and
Sole, 1997, 2000; Shmulevich and Kauffman, 2004). It is easy to see that for
unbiased random Boolean networks the critical connectivity is Kc = 2.

Dynamical behavior of a system can be characterized using an order
parameter. For random Boolean networks one order parameter is the slope
of the Derrida curve (Derrida and Pommeau, 1986). This order parameter
is based on the annealed approximation of a Boolean network. That is, the
state of a node in a network is determined based on a distribution of all
possible states of the node (Derrida and Pommeau, 1986).

The Derrida curve is defined as follows. Let s(1)(t) and s(2)(t) be two
states of the system at time t. A normalized Hamming distance between
the states is d(t) = 1

n

∑N
i=1(s

(1)
i (t)⊕ s

(2)
i (t)), where ⊕ is XOR operator and

N is the number of nodes. The Derrida curve can be drawn by plotting
the expected distance d(t + ∆t) versus the distance d(t). The expectation
here is relative to the distribution over the state space of a particular sys-
tem or over some ensemble of systems, or both (Shmulevich and Kauffman,
2004). In practice, the state space of a dynamical system can be sampled
for constructing an empirical Derrida curve (Figure 5.2). If the slope of the
Derrida curve at the origin is greater than 1, then the system can be said to
be chaotic; if less than 1, ordered; and if equal to 1, critical.

In addition to the Derrida curve several other order parameters have
been proposed for Boolean networks. In the case of random Boolean net-
works these are all equivalent in terms of the phase transition (Shmulevich
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Figure 5.2: Derrida curve for Boolean networks from ensembles K = 1, 2, 3, 4
with b = 0.5. The slope of the Derrida curve at the origin determines the
dynamical regime.

and Kauffman, 2004; Flyvbjerg, 1988; Luque and Sole, 2000). Order pa-
rameters are usually defined in the context of a specific model class. Thus,
the definition is dependent on the selected distance metric, in the case of
Derrida curve, the Hamming distance. Making the definition of an order
parameter dependent of a model class poses limitations for measuring the
behavior. For example, the order parameter can only be used with one type
of a model class and thus, the properties of different model classes can not
be compared. Furthermore, the purpose of an order parameter is to study
the propagation of information through the system. Thus, instead of look-
ing at the propagation of individual bits, it is more justified to study the
propagation of information.

We propose a new information-based order parameter for measuring the
information propagation through a system. This measure is based on the
normalized information distance and thus it can directly be applied to any
model class as it makes no assumptions about the model or the alphabet
the model is using. We have defined our order parameter analogously to
the Derrida curve. Instead of using the Hamming distance as the mea-
sure of similarity, we are using the normalized information distance. In
computational applications normalized compression distance can be used
as an approximation. Thus, the information-based Derrida curve is ob-
tained by computing the distances between the states s(1)(t) and s(2)(t)
using d(t) = dNCD(s(1)(t), s(2)(t)) (Figure 5.3).

When compared with the traditional Derrida curve for random Boolean
networks, our information based version has an interesting property. For
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Figure 5.3: Information-based Derrida curve for Boolean networks from en-
sembles K = 1, 2, 3, 4 with b = 0.5. The dynamical regime can be observed
throughout the curve.

a critical network the curve stays at the diagonal for all the distances, not
just close to the origin. With the traditional approach that is based on the
Hamming distance the dynamical regime can be characterized only by using
very small perturbations, as the order parameter is defined by the slope at
the origin. Our information-based version allows us to use perturbations of
any size as the same dynamical behavior is observed throughout the curve.
For example, when a stimulus is given to a biological system, it is usually
not known what the exact response is. Thus, our measure allows the usage
of biological data even though the size of the response, or the perturbation,
is not known.

We have applied our information-based order parameter to real microar-
ray data, measured from a mouse macrophage, with the aim to characterize
the dynamical behavior of a living system. The macrophage is an innate im-
mune cell responsible for initiating the host defense against an infection. The
macrophage is able to recognize a broad variety of pathogens and rapidly
mount appropriate responses to each (Aderem, 2001). Thus, to perform
these functions the macrophage needs to be both robust and adaptable (Ki-
tano and Oda, 2006).

To characterize the dynamical behavior we need measurement data that
shows responses to perturbations. For the macrophage several ligands that
are known to cause a different response are available (Aderem, 2001). Thus,
as we measure the response for each stimulus at times t and t + 1 we can
construct the information-based Derrida curve that shows how the pertur-
bations propagate in the system.
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Figure 5.4: Information-based Derrida curve computed using the time-course
microarray data from the murine bone marrow-derived macrophages treated
with various toll-like receptor stimuli. The red line shows the least-squares
fit of the data points with residual distances being orthogonal to the main
diagonal.

We have generated a microarray dataset that includes time series mea-
surements from six different stimuli (Gilchrist et al., 2006). To reduce the
amount of noise in the data we choose to binarize the measurement data
using the k-means approach. After computing the distances between all the
pairs of stimuli at times t and t + 1, an information-based Derrida curve
can be constructed. The result is shown in Figure 5.4 (Nykter et al., 2006).
Based on our order parameter, dynamics of the macrophage seems to oper-
ate at the phase transition boundary between order and chaos. Thus, this
observation supports the hypothesis that living systems operate at the edge
of chaos (Kauffman, 1993).

5.5 Correlation of Structure and Dynamics

Information-based analysis allows us to use the same approach for comparing
both the dynamical and structural similarities between networks. In addition
to the order parameters, the dynamical behavior between different networks
can be compared by measuring the similarity of time series data. Similar
networks should produce dynamics of similar complexity. The structural
comparison of networks can be done as discussed in Section 5.3. As the
same approach can be used for both structural and dynamical comparisons,
this allows us to study whether there is a correlation between dynamical and
structural complexity.
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Figure 5.5: The normalized compression distance (NCD) applied to net-
work structure and dynamics. Six ensembles of random Boolean networks
(K = 1, 2, 3 each with random or regular topology; N = 1000) were used to
generate 150 networks from each ensemble.

We draw several networks from different network ensembles. As an ex-
ample we used Boolean networks with the connectivity K = 1, 2, 3 and with
regular and random wiring. After computing the distances between differ-
ent networks within the ensembles, the results can be illustrated as shown
in Figure 5.5.

This result shows that there is a clear correlation between the dynamical
and structural complexity. A complex structure will yield more complex
dynamics. It is interesting to observe that the networks at the critical regime
show the most variation in dynamical behavior, ranging in dynamics from
ordered to chaotic. This observation further supports the hypothesis that
networks at the critical regime are the most evolvable. Even though we
have demonstrated the applicability with Boolean networks, this approach
is directly applicable to any model class.

5.6 Basin Structure

So far we have applied the information-based approach to compare the net-
work structure and dynamics and to define an order parameter for the dy-
namical behavior. As the analysis of dynamics is based on sampling the
state space of a network, it can be argued that analyzing the entire state
space as a whole would give a more global view to the properties of the
system. As the size of the state space grows exponentially with the number
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Figure 5.6: Basin of attraction illustration for K = 1 (top left), K = 2 (top
right), K = 3 (bottom left), and K = 4 (bottom right) random Boolean
networks with N = 16 nodes.

of nodes in the network, it is evident that this kind of an analysis can not
be done for very large networks (Wuensche, 1999).

By extracting features from the state space, networks from different en-
sembles can be distinguished. Useful state space properties that can suc-
cessfully be used as features include the total number of attractor states,
number of Garden of Eden states and transient lengths (Publication VII).

In addition, networks from different ensembles can be compared in terms
of their basin structure. A basin includes all the states of the state space that
lead to the same attractor cycle. Basins can be illustrated as a tree, where
each node is a state and each edge is a state transition (Wuensche, 1999).
Alternatively, the basin structure can be illustrated as a two dimensional
grid, where each point is a state (Publication VII). This grid can be obtained
by using 2bN/2c least significant bits as indices at the vertical axis and 2dN/2e

most significant bits as indices at the horizontal axis; analogously to the
construction of the Karnaugh map (Karnaugh, 1953). By assigning all the
states in a given basin the same color, we have a color image presentation
of the basin structure. This kind of an illustration shows a clear separation
between the networks from different dynamical regimes (Figure 5.6).

Instead of visually comparing the images, information-based approach
can be used to compare the information content of the basins. Using the
same coding for the basin structure, that is, a different symbol for the states
in each basin, we can compute the information distance between the basins.
An example of the basin comparison is shown in Figure 5.7. It can be seen
that while there are a number of outliers, different dynamical regimes can
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Figure 5.7: MDS presentation of the NCD matrix computed from the state
space presentations. Ensembles from different dynamical regimes are clearly
separable.

still be observed. As we are working with small networks, N = 16 in this
example, it is not surprising to see outliers. Again, we observe that the
networks at the critical regime show the most variation, while the networks
in the ordered and chaotic regimes are more compactly clustered. This is
consistent with the observation that was made when structure and dynamics
were compared.

5.7 General Laws of Biology

Since systems biology is a relatively new field of research, general laws for the
system behavior have not yet been formulated. However, there are several
properties that are observed over and over again with different organisms
and in different contexts.

The most well known general property of biological systems is the scale
free structure of the regulatory networks (Albert and Barabási, 2002; Babu
et al., 2004; Guelzim et al., 2002). Scale free networks are common in the real
world appearing, for example, in the world wide web, social networks, power
grids, phone lines, and in biological systems (Barabási, 2002). Most of the
identified biological networks show a scale free structure (Babu et al., 2004;
Guelzim et al., 2002). For example, the gene regulatory network of E. coli
which has a scale free output and Poisson input degree connectivity (Salgado
et al., 2006). In addition, metabolic networks that have been identified for
hundreds of organisms show a scale free structure (Jeong et al., 2000; Zhu
and Qin, 2005), although this property is inherently dependent on how the
network structure is presented (Arita, 2004). The observation that scale free
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topology is a fundamental property of many biological systems has helped
to form hypotheses and to understand the properties of biological systems.

Another hypothesized general property of biological systems is that the
dynamics of the system operate at the critical regime, at the edge of chaos
(Kauffman, 1995). While the evidence for this hypothesis is not yet as
convincing as the evidence for the scale free property, several independent
pieces of evidence that support critical or slightly ordered dynamics do exist
(Shmulevich et al., 2005; Serra et al., 2004; Rämö et al., 2006; Nykter et al.,
2006);

We believe that in the future the information-based approach will prove
to be an important tool in uncovering general laws for biology. Information
processing is a key property of all living systems. Thus, information is a
powerful tool that can be used to understand how systems behave, evolve
and interact. In this chapter we have presented some basic approaches that
can be used to address these questions. However, there is still a need to
further develop the methodology before the full power of the information-
based approach can be utilized.





Chapter 6

Conclusions

We have introduced signal processing methods that can be used to estimate
and improve the quality and reliability of microarray data and data analysis
algorithms. First, we discussed the basic methodology of microarray data
analysis and applied the methods to real biologically motivated data analy-
sis tasks. Next, we discussed the reliability of clinically defined class labels
for cancer tumors. We showed that as the classification of different cancer
types evolves over time, clinical databases do not provide a reliable source
for the ground truth information of class labels. Thus, to obtain reliable
class labels, all the samples should be re-classified by a single pathologist.
We demonstrated how the unsupervised learning approach can be used to
gain confidence about the class labels. Our case study showed that multi-
dimensional scaling can be used to verify the reliability of class labels. This
is an important sanity check, since if the supervised analysis would be done
using incorrect class labels, the conclusions would be erroneous.

As the second computational approach we discussed the identification
and quantification of microarray experiment error sources. As we do not
have the ground truth information about microarray data available, we pro-
posed using knowledge about microarray noise characteristics to simulate
data with realistic biological and statistical characteristics. Simulated mi-
croarray data can then be used to validate data analysis algorithms or to
improve the experimental setup. As we have a detailed simulation model
available, we can study the effects of each error source and focus on im-
proving those steps that have the largest effect to the quality of obtained
data.

The third computational method involves using supplemental measure-
ment data in addition to microarray measurements. As a case study, we
introduced a computational method that can be used to estimate the dis-
tribution of a synchronous cell population. Our approach is based on using
a fluorescent activated cell sorter to measure the number of cells at each
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phase of the cell cycle. The obtained cell count histograms are then used to
estimate the distribution of the cell population. The obtained distribution
estimates can then be used to improve the quality of microarray data, for
example, by inverting the effects of cell population asynchrony by deconvo-
lution.

Next we showed how an information-based approach can be used to
analyze biological systems at the system level. We used a Kolmogorov com-
plexity based measure of similarity to compare different network structures
and to quantify the dynamical behavior. This analysis showed that by ana-
lyzing information processing and flow in a system, we can uncover impor-
tant insight into the properties of the system. By studying the structure of
metabolic networks we showed that a phylogenetic tree can be built solely
on the basis of how information has been propagated from one organism to
another in evolution. In addition, we used microarray data to quantify the
dynamical behavior of an innate immunity cell macrophage. We showed that
the robustness and adaptability that have experimentally been observed in
the macrophage can be explained by the fact that information propagation
of the macrophage has the characteristics of the critical regime.
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