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Summary 

One of the main objectives of research into 
coronary heart disease at presnt is to identity 
major distinct genes that are implicated in 
excess lipid deposition in arterial walls. Study 
of DNA polymorphism atlthe apol'poprotein 
B gene indicate that regions of apolipoprotein 
B other than the LDL recep\or-bina;ng region 
may be important in determining susceptibility 
to coronary heart disease in Sri Lankans. The 
restriction site polymorphisms of the apo 
AI-C111-A1V gene cluster studied in Sri La­
nkans so far, do not appear to be functioning 
in any\vay as aetioiogical determinants of 
coronary heart disease. 

Introduction 

During the past decade the development 
of techniques for manipulation and study of 
chromosomal DNA has greatly deepened our 
insight into the molecular organization c-
genes and of the human genome as a whole. 
These developments have been extremely 
important to medicine, and they have opened 
up new possibilities for prenatal and pre-
symptomatic diagnosis of many genetic diso­
rders. Recombinant DNA techniques have 
already provided diagnostic tools for several 
monogenic diseases. They have also been 
successfully employed to define genes that 
play a major role in the aetiology of multifacto­
rial disorders such as coronary atherosclero­
sis. In view of the high incidence of multifacto-
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rial disorders and because of the therapem 
possibilities, detection of individuals at risk f o r 
these disorders may have even further rea­
ching consequences for medical care than 
presymptomatic diagnosis of Mendelian diso­
rders. 

Many genes must be involved in thede. 
pment of coronary atherosclerosis, with c 
rent defects or combinations of defects c.,. 
rring in different patients and populations. r : -
example a major environmental factor f ; r 

coronary atherosclerosis in European popula­
tions may be a high dietary intake of anirr-ai 
fats and genes involving cholesterol metab" 
lism may be of major importance fcr ; ' 
inheritance of the disease in Efopeans. 
the other hand in, Southern Asian popuiatio-
the occurrence of impaired glucose toleran; •;-
abnormalities of high density lipoprotein and 
triglyceride metabolism may be more impo­
rtant and an alternative set of genes may 
therefp re. be involved for the occurrence- .' 
coronary heart disease. 

"Candidate genes for coronary heart dis f 

se" are genes whose produts are known t 
be important in the pathogenesis of coronary 
atherosclerosis. Some of them are listed in 
table 1. 

In monogenic diseae by studying the t i ­
cking of DNA ploymorphisms on a partic 
chromosome, in affected individuals in \z 
pedigrees, linkage markers can be identifier-
Having found linkage markers techniques are 
available to identify the disease locus and thus 
directly study the mutation responsible for the 
inheritance of the disease. In the case of 
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