CHAPTER 1

INTRODUCTION

1.1 Introduction

Formal language theory was developed earliest in the year 1950. This theory
was quite related to the non-natural languages that had initiated in computer science.
Since that day, this theory has been expanded extensively and has obvious growths,
which include applications to the syntactic analysis of programming languages,
program schemes, models of biological systems, and relationships with natural
languages. In addition, basic research into the abstract properties of families of
languages has continued [1].

The theory of formal language is a branch of applied group theory that
concerns itself with sets of strings called languages and different mechanisms for
generating and recognizing them. Certain finitely process for generating these sets
are called grammar. A mathematical theory of such objects was proposed in the latter
1950’s and has been extensively developed since that time for application to natural
language.

A formal language consists of a set of symbols and some rules of formation
by which these symbols can be combined into entities called sentences. A formal
language is the set of all strings permitted by the rules of formation [2]. The theory of
formal languages has been developed extensively, and has several noticeable trends,
which include applications models of biological systems, and relationships with

natural languages. This dissertation will discuss applications of formal language



theory to the models of biological systems. The application is to establish a new
relationship between formal language theory and the study of informational
macromolecules.

For several decades it has been realized that molecules of DNA, RNA, and
proteins may be idealized as strings of symbols over finite alphabets with the
symbols chosen to denote deoxyribonucleotides, ribonucleotides and amino acids,
respectively. In considering the primary structure of a protein molecule, an RNA
molecule, or a double-stranded DNA molecule or simply abbreviate by ds-DNA it is
natural to think of the first as a string over an alphabet of twenty symbols each of
which represents an amino acid, the second as a string over an alphabet of four
symbols each of which represents a ribonucleotide, and the third as a string over an
alphabet of four symbols each of which represents a hydrogen-bonded
deoxyribonucleotide pair [3].

In 1987, T. Head [3] introduced a new formalism called splicing systems for
the generation of languages and has since received extensive theoretical
development. The splicing system concept that introduced in [3] is a formal device
for the generation of languages and as a formal model of specific forms of DNA
recombination.

Splicing systems were originally developed as a mathematical or dry model
of the generative of DNA molecules in the presence of appropriate restriction
enzymes and a ligase. According to the original model, a splicing system consists of
finite initial set of strings over an alphabet, and a finite set of rules by which the
strings can be spliced together to form new strings in addition to the initial strings.
The closure of the initial set under the splicing operation generates a splicing
language [4].

In the original work of Head [3], he posed the problem of characterizing the
splicing languages. In the same work, Head showed the equivalence of the class of
strictly locally testable languages to the class of languages, which can be generated

by splicing using a restricted, uniform set of rules.



1.2  Objectives

The objectives of this research are:

. To review some important related concepts in formal language theory.

. To study and prove some properties or theorems in formal language
theory.

. To study the relationship that exists between formal language theory

and the study of informational macromolecules.

1.3  Scope

. This research focuses on formal language theory and its applications

to the models of biological systems.

14 Introduction to Each Chapter

Chapter 1 is the introduction chapter that covers the background of the
research, objectives and scope of the research, and a little introduction to each
chapter. In Chapter 2, the basic concepts of formal language theory will be discussed.
The basic concepts include alphabet, string, language and the operation on string and
languages. In this chapter, finite automata that consists of deterministic finite
automata and nondeterministic finite automata, and the concept of regular language
will be covered.

The concepts in formal language theory will then be applied to the model of
biological systems, which will be discussed in Chapter 3. These include types of



languages that are used to model a set of DNA molecules in the absence of enzymes.
The action of sets restriction enzymes on sets of DNA molecules is then given with a
formal representation and analysis.

The splicing systems concept, which is a formal device for the generation of
languages and as a formal model of specific form of DNA recombination will be
presented and discussed in Chapter 4. It includes a discussion on restriction enzymes
and their roles in the splicing system. The language that is generated by splicing
system is called splicing language, and its regularity will also be discussed.

Splicing system can generate the class of languages that is equivalence to the
class of strictly locally testable language. This strictly locally testable language will
be presented in Chapter 5. The discussion of the problem of generating languages
with a null context splicing systems will also be included.

Lastly, Chapter 6 includes the conclusion and suggestion for this dissertation.





