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Abstract. Apoptosis or programmed cell death plays an important role in many 
physiological states and diseases. Detection of apoptotic cells, tracing the de-
velopment of apoptosis, drug development and regulation of apoptosis are an 
important parts of basic research in medicine. A large number of models have 
been developed that are based on the differential equations of the chemical  
kinetics, and can be expressed in a uniform notation using some XML-based 
languages, such as SBML and CellML. We describe the CellML and the simu-
lation environment OpenCell herein. These tools can display models schemati-
cally and output results in the form of graphs showing time dependencies of 
component concentrations. However, at the present time we do not have a soft-
ware that could represent the results of the modelling in a form of animations as 
well as in the form of 3-D models. Using descriptive as well as quantitative 
models we discuss approaches to visualize the biological processes described 
by the apoptosis models. The quantitative method was implemented using a 3-D 
visualization of the molecular biological processes modelled by chemical kinet-
ic equations. The quantitative parameters in our visualization scheme are  
determined based on the kinetic equations governing the participating compo-
nents, so our visualization is not only qualitative but also quantitative. To im-
plement this visualization, the C# software and a database of 3-D forms that 
model molecular complexes are developed. We present 3-D visualization of the 
molecular processes described in the mathematical model for the mitochondria-
dependent apoptosis proposed by Bagci et al. [22] as a case study.  
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1 Introduction 

Visualization of biomolecular processes is essential for understanding of the biologi-
cal mechanisms’ interaction principles. Chemical composition is not the only factor 
that determines the interactions between proteins, organelles and other biological 
molecular complexes. Their shape, i.e. the spatial configuration of the chemical com-
ponents included in the composition of the macromolecules has significant role. 
Computer visualization of such interactions will have an important role in understand-
ing the processes and will help to solve the problem of the chemicals’ synthesis in 
order to control the biological processes in the cells; this might lead to the creation of 
the new medical products. E.g, the diphtheria toxin produced by the Corynebacterium 
diphtheriae bacteria that is diphtheria pathogenic agent may create pH-dependent 
pores or channels in the cell membranes. However, the mechanism of the diphtheria 
toxin permeation through the membrane is currently unknown. In order to answer this 
question, the understanding of the spatial forms that can be shaped by diphtheria toxin 
during the interaction with the membrane is required. It is a very difficult to determine 
experimentally and no one was able to do this yet. This is the reason why the comput-
er modeling and the visualization of the given interaction may cast the light on this 
problem. The understanding of the mechanisms of the diphtheria toxin penetration 
through the cellular membrane may lead to the development of the medical products 
to cure the diphtheria. The study of the diphtheria toxin is also important because this 
molecule has the same spatial configuration as the Bcl-xL proteing, which has an 
important role in the process of apoptosis of the mammals’ cells including humans 
[1]. 

Apoptosis is the process of programmed cell death (PCD) that may occur in multi-
cellular organisms [2]. In contrast to necrosis, which is a form of traumatic cell death 
that results from acute cellular injury, in general apoptosis confers advantages during 
an organism's lifecycle. 

Despite the chemical composition of the Bcl-xL protein is significantly different 
from that of the diphtheria toxin the spatial forms of these complexes are very similar 
and their main functions come to the light during their interactions with the lipid 
membranes. Besides Bcl-xL the mammal cells’ apoptosis is controlled by some other 
proteins of the Bcl-2 super-family [3-6]. The question of their interaction with mito-
chondria membranes is opened for all of them for over 20 years as it is very difficult 
to determine experimentally. Several different hypothesis were proposed [7-9] but it 
is unknown which one is correct. Computer modelling and visualization may have an 
important role in the verification of the existing hypothesis as well as in the creation 
of the new ones and they may lead to the new ideas in conducting the experiments. 

The detailed study of the apoptosis process is important as the dysfunction of the 
apoptosis dynamics leads to the oncological diseases as well as to the neural and 
endocreanal system diseases. The studies in this field already lead to the creation of 
the new medical products [10].  

In spite of the existing progress, the problem of visualizing biochemical processes 
and models of apoptosis is not resolved completely. Therefore we propose both quali-
tative and also quantitative approaches to visualization of apoptosis models in [11].  
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In the work mentioned above, the languages and tools of computational biology 
that are used for modeling of apoptosis are considered. Then we described and  
discussed three possible ways to visualization biological processes and had  
proposed system for visualization of biomolecular models based on CellML modeling 
language. 

This work contains explanation of the system named as parser-visualizator in  
details. 

2 Basic Features of CellML and OpenCell 

There are several popular languages to describe the biological processes: SBML, 
CellML, FieldML.  

One of the popular languages is CellML. It is a compact format to describe the 
computational models and has a modular structure that facilitates the description of 
the complex interconnected cell models. Basic features of CellML were described in 
[12]. The model of the biological processes described by CellML has unique identifi-
er, which can be used to refer to the model. A CellML document can include the ele-
ments of one of the following types: units; components; connections; groups; import; 
or metadata.  

• Units are used to measure the quantities. Conversion of one unit to another would 
be done by CellML framework software.  

• Components are the parts of CellML model that are related to one another. Com-
ponent frequently includes units definitions, variable declarations, equations. 
Mathematic equations are written using MathML specification. 

• Connection establishes mapping between two components, which means that the 
variables declared in one component might be accessed from another one.  

• Groups provide mechanisms to organize components into hierarchies that support 
geometric containment and logical encapsulation.  

• Metadata or data about data can be embedded in the CellML document by using 
the Resource Description Framework. This type of the information is intended for 
later usage, for example to search models and components. 

A variety of tools exists for the CellML model creation and modification (editors) 
as well as for their debugging and verification (validators). One of the most famous 
tools is the OpenCell (Physiome). OpenCell is a framework for working with 
CellMLmodels (Fig. 1). 

It is a uniform way of working with CellML documents including all basic steps of 
simulation from the creation of new models, editing of existing models and running 
[13]. OpenCell's main features are: 

• Integration of CellML models that includes ordinary differential equations. 
• Ability to work in a variety of operating systems, Linux, Windows and Mac OS. 
• Ability to build and edit graphics. 
• Support of metadata modeling and graphics draft specifications. 
• Support of principles of Open Source. 
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• Based on this possibilities of framework we can create the models in a form 
of a set of differential equations and obtain results as a list or diagram of proteins 
concentration that are dependent on the time. By using repository of CellML models 
users can download and insert some of them into the OpenCell and obtain results 
from existing ones. 
 

 

Fig. 1. The screenshot of OpenCell framework 

3 Apoptosis Models Based on CellML 

There are about 27 papers describing apoptosis in the form of mathematical models 
constructed on the basis of CellML on the portal http://models.cellml.org/cellml. This 
repository shows the possibilities of the language to represent wide categories of mo-
lecular biological models. The models are devoted to the analysis of the impact of 
various factors on the process of apoptosis. For example, the mathematical model 
which includes TNF-initiated survival and apoptotic cascades is presented in the arti-
cle [14]. The model is capable of predicting the vitality of the cells in condition of 
DNA damage within the duration of the stimulus TNF-a. 

The mathematical model to simulate the effects of nitric oxide (NO) on apoptosis 
is proposed in [15]. Biochemical apoptosis in combination with NO-related reactions 
is described with ordinary differential equations using the mass action kinetics. In the 
absence of NO, the model predicts either cell survival or apoptosis (bistable behavior) 
with changes in the early apoptotic response times depending on the strength of the 
extracellular stimuli. 

The case study of our discussion is the model described in [16]. Authors of this 
model considered the role of Bax and Bcl-2 synthesis and degradation rates as well as 
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the number of mitochondrial permeability transition pore (MPTP) in the cell response 
to apoptotic stimuli. They simulate so-called mitochondria-dependent apoptosis as a 
bistability process. 

The models described in [16] consist of a set of ordinary differential equations 
(ODEs) and parameters adopted in the model. Part of them are shown below as  
illustrations. 

ODEs: 
d[Apaf-1] / dt = –J1 + JApaf-1 
d[cyt c * Apaf-1] / dt = J1 – 7J1b 
d[apop] / dt = J1b – J2 + J4b 
d[apop * pro9] / dt = J2 – J3 
d[apop * (pro9)2] / dt = J3 – J3f 
d[apop * (casp9)2] / dt = J3f – J4 – J5c – J6b + J6bf 
d[apop * casp9] / dt = J4 + J4b – J5b 
d[casp9] / dt = J4 – J4b – J5 – J6 + J6f + Jcasp9 
d[pro9] / dt = –J2 – J3 + Jpro9 
d[IAP] / dt = –J5 – J5b – J5c – J7 + JIAP 
d[casp9 * IAP] / dt = J5 
d[apop * casp9 * IAP] / dt = J5b 
... 
Reaction rates (or fluxes): 
J0
′ = k0

+ [casp8][Bid] – k0
– [casp8 * Bid] 

J0
f = k0

f [casp8 * Bid] 
J1 = k1

+ [cyt c][Apaf-1] – k1
– [cyt c * Apaf-1] 

J1b = k1b
+ [cyt c * Apaf-1]p – k1b

– [apop] 
J2 = k2

+ [apop][pro9] – k2
– [apop * pro9] 

J3 = k3
+ [apop * pro9][pro9] – k3 [apop * (pro9)2] 

J3
f = k3

f [apop * (pro9)2] 
J4 = k4

+ [apop * (casp9)2] – k4
– [apop * casp9][casp9] 

J4b = k4b
+ [apop * casp9] – k4b

– [apop][casp9] 
J5 = k5

+ [casp9][IAP] – k5
– [casp9 * IAP] 

J5b = k5b
+ [apop * casp9][IAP] – k5b

– [apop * casp9 * IAP] 
J5c = k5c

+ [apop * (casp9)2][IAP] – k5c
– [apop * (casp9)2 * IAP] 

... 
Production-degradation rates: 
JApaf-1 = ΩApaf-1 – µ[Apaf-1] 
JIAP = ΩIAP – µ[IAP] 
Jpro3 = Ωpro3 – µ[pro3] 
Jpro9 = Ωpro9 – µ[pro9] 
JBid = ΩBid – µ[Bid] 
... 

All equations shown above were proposed in [16]. The models were described by 
CellML (Fig. 2). 
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4 3D Visualization of the CellML Models of Apoptosis 

The changes of the modeling parameters are converted by the system into the changes 
of the visual objects. Due to the lack of the comprehensive mathematical model of the 
apoptosis and due to the complexity of the system this approach is the most difficult 
one, however it seems to be the most promising approach on the other hand. Currently 
the model can be displayed schematically using the modeling environment [17].  

The “game” showing the processes at the molecular level is the first step towards 
the 3-D visualization. The processes described within the models can also be repre-
sented as the results of the simulation. 3-D visualization of the molecular biological 
processes modeled by chemical kinetic equations is created by this method. Kinetic 
equations governing the participating components determine the quantitative parame-
ters. This approach is illustrated in Fig. 4. 
 

 

Fig. 4. The parser-visualizator scheme [11] 

.cellml file contains the description of the model, which can be opened by the 
OpenCell Framework. Simulation results are saved in the .csv file that can be ob-
tained along as with the required information from this file by the parser. The user 
using a simple interfacing form can chooses the necessary molecule. Selected mole-
cules are shown in the graphical window if they are graphically represented in the 
COLLADA format. The Brownian movement of the molecules can be observed in the 
window. The number of molecules corresponds to the concentration of proteins dur-
ing the modeling.  

The advantage of these approaches is the possibility to create visualization that cor-
responds to the modeling parameters. 
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Of course, there are some hardships in the simulation. For example, in the case of 
the model taken from [16] the .csv the file contains the concentrations of 31 mole-
cules. It will be difficult to analyze the visualization because of the number of differ-
ent molecules. Secondly, graphics card requirements will be very high due to the very 
large number of molecules. Therefore, user must select several molecules to visualize 
and the number of the selected molecules is limited to 7. Also, user can specify the 
characteristics of the molecules, if they are known. 

Another problem is that the concentrations of the different molecules vary in 1000 
and even more times. The solution is to provide logarithmic visualization. Therefore 
user must specify the type of visualization before it starts. 

The third problem is the necessity to use a huge amount of 3D-models of proteins. 
Therefore the special mechanism is required to access the protein data bank [18]. 

5 Conclusions 

A living organism is the most complex natural object for the research. In this context 
the visualization of the processes is a normal way for understanding and analysing 
them to improve the quality of their studies. 

Human and other mammal cells’ apoptosis is very important and multi-phase pro-
cess. A lot of phases contain redundant paths and components so that if one fails the 
other one succeeds. 

Despite the relative abundance of the methods and tools for the modeling that were 
discussed earlier there is no full-featured environment that provides not only the mod-
eling but also the graphical representation of two- and three-dimensional models of 
the biological processes.  

Significant efforts are required to create full 2-D and 3-D graphical models that are 
close to photographic images as well as to implement the ability to react to the chang-
es of the parameters. The first step is to create the mechanism that shows processes at 
the molecular levels. So, we propose a method for three-dimensional visualization of 
molecular biology processes modelled by chemical kinetic equations.  

To realize this method we developed parser-visualizator that reads output file from 
the simulation and creates 3D-models. The developed program works with any mo-
lecular shapes stored in COLLADA format and simulates the Brownian movement of 
the proteins and changes of their concentration.  

Note that cell apoptosis in simpler organisms is more simple with a smaller number 
of redundant paths. However, it is possible to make homologies between the corre-
sponding phases of the apoptosis in all multicellular organisms from the simplest ones 
to the most complex ones. This is the reason why the study of the apoptosis features 
in the simpler organisms if important in order to study their correspondence with the 
more complex ones. 

One of the simplest multicellular organisms that has many of its biological pro-
cesses well studied is Caenorhabditis elegans or C. elegans free-living nematode 
(roundworm), which is about 1 mm long [19-21]. 
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It has 959 cells and has the simplest neural system, which consists of 302 neurons 
only and of about 5000 connections between them [22]. During the process of the C. 
elegan evolution, 131 cell dies exposed to apoptosis. Currently C. elegan is chosen as 
the first multicellular organism that will be fully modeled using the computers. This is 
the international project called OpenWorm (http://www.openworm.org/). The partici-
pants of the project have already finished the modelling of the neural system of the 
grown-up C. elegan and the new project Devoworn (http://syntheticdaisies.blogspot. 
com/2014/06/now-announcing-devoworm-project.html) that is devoted to the C. Ele-
gan evolution and to the process of its cells division from embryo to grown-up organ-
ism was started in June 2014. 131 cell are exposed to apoptosis exactly during this 
process. Computer modelling and the visualization of the apoptosis in C. elegan are 
planned in the framework of the further studies. In order to perform not only qualita-
tive modelling but quantitative as well the model that describes the dynamics of the 
components engaged in the process is required, e.g. if this process is described but the 
system of the equations of the chemical kinetics. Such system of the equation was 
developed for the apoptosis process in mammals but this was not performed for C. 
elegans. The development, the quantitative solution and further computer modelling 
and visualization of the corresponding mathematical model are planned. Despite the 
fact that C. elegan organism is well studied there still are unsolved problems includ-
ing the process of its cells apoptosis [23]. E.g., it is unknown whether cytochrome 
participates in this process as it happens with mammals. We hope that computer mod-
elling and visualization of these processes will help in the studies of this and other 
similar problems. 
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