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Typographical conventions

Computer related abbreviations and terms are given in PROGRAM CODE (usually uppercase) type in
order to distinguish them from wet-bench and bioclogical terms.

Residues are referred to using the standard three letter code followed directly by the residue number of
the organism in question. The organism follows directly in italics: hum: Homo sapiens, pot: Solanum
tuberosum (potato). For example Ser68hum would refer to serine 68 of the human enzyme. When no
species is given in the residue name or in the text, P. falciparum is assumed.

Amino acid substitutions and mutations are indicated using the standard three letter code for the
original residue, followed directly by it’s position, which is in turn followed by the replacement amino

acid, e.g.: Ser68Ala would indicate the replacement of serine 68 with alanine.



List of Abbreviations

AdoMetDC
CGP4884A
CPM
DFMO
DpDT
DHFR-TS
DHPS
DMF
DMSO
DNTP
DTT

EC

EDTA
Gle6PD-6PGL
kb

LB
MAOEA
MeAdoMet
MGBG
MHZPA
MW

NMR

OoDC

ORF

PCR

Pfu

PLP
PMSFE
PVL
RMSD

S-adenosylmethionine decarboxylase
4-amidinoindan-1-one-2’-amidinohydrazone

Counts per minute

a-Difluoromethy! ornithine

Dichlorodiphenyltrichloroethane

Dihydrofolate reductase-thymidylate synthase
Dihydroptercate synthase

Dimethyl formamide

Dimethy! sulphoxide

Deoxynucleotide triphosphate

Dithiothreitol

Enzyme Commission

Ethylene diamine tetra-acetic acid

Glucose-6-phosphate dehydrogenase-6-phosphogluconolactonase
Kilo base

Luria-Bertani

5'-deoxy-5"-[ N -methyl-N-[(2-aminooxy)ethyllaminojadenosine
Methy! ester of S-adenosylmethionine

Methylglyoxal bis(guanylhydrazone)

5’-deoxy-5'-[ N-methyl-N -(3-hydrazinopropyl)aminojadenosine
Relative molecular mass

Nuclear Magnetic Resonance

Ornithine decarboxylase

Open Reading Frame

Polymerase chain reaction

Pyroccocus furiosis

Pyridoxal-5-phosphate

Phenylmethylsulphony! fluoride

Pyruvoyl

Root Mean Square Deviation

ix






xi

List of Computer Related Terms

ACD Available Chemicals Directory

BLAST Basic Local Alignment Sequence Tool

CFF Consistent force field

CHARMM Chemistry at HARvard Molecular Mechanics

CLUSTALX Cluster Alignment (for X windows)

EMBL European Molecular Biology Laboratory

EMBOSS European Molecular Biology Open Source Software

FASTA Fast Alignment

GONNET Amino acid substitution matrix

GRID Program from the DOCK suite for generating scoring grids

LIGPLOT Free program for automatically plotting protein-ligand interactions
MEME “Multiple Em (Expectation maximisation) for Motif Elicitfication”
MODELLER Homology modelling based on satisfaction of spatial restraints

NCI National Cancer Institute (USA)

PAM Point accepted mutation amino acid substitution matrix

PASS Prediction of Activity Spectra for Substances

PDB Protein Data Bank

PERL Practical extraction and report language

PHRAP “phragment assembly program” for assembling overlapping DNA segments into con-

tiguous stretches

PLASMODB Plasmodium genome database
PROCHECK A useful protein structure validation program
PYMOL Molecular graphics viewer implemented in PYTHON

SWISS-MODEL Server for homology modelling

SWISS-PROT High quality annotated database of protein sequences









	FRONT
	Title Page
	Acknowledgements
	Contents
	List of figures
	List of tables
	Typographical conventions
	List of abbreviations
	List of computer related tems
	Summary
	Opsomming

	Chapter 1-2
	Chapter 3-5
	Back



