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Introduction
Multilocus genotype refers to the combination of alleles, or 
variant forms of a gene, at multiple different locations, or loci, 
in an organism's DNA. This concept is important in genetics 
research, as it can provide insights into complex traits and 
diseases that are influenced by multiple genes. A genotype 
refers to an individual's genetic makeup, which is determined 
by the combination of alleles they inherit from their parents. 
A single locus genotype refers to the combination of alleles 
at a single location in the genome. For example, the ABO 
blood group system is determined by a single locus with three 
different alleles: A, B, and O [1].

In contrast, a multilocus genotype refers to the combination 
of alleles at multiple different locations in the genome. For 
example, height is a complex trait that is influenced by many 
different genes. Each individual's height is determined by 
their unique multilocus genotype, which is the combination of 
alleles at many different loci that influence height. Multilocus 
genotypes can also be used to study the genetic basis of 
complex diseases. Many common diseases, such as diabetes 
and heart disease, are influenced by multiple genes, as well as 
environmental factors. By studying the multilocus genotypes 
of individuals with these diseases, researchers can identify 
genetic variants that contribute to disease risk [2].

One method for studying multilocus genotypes is Genome-
Wide Association Studies (GWAS). These studies involve 
scanning the entire genome for genetic variations that are 
associated with a particular trait or disease. By identifying 
genetic variants that are more common in individuals with the 
trait or disease than in those without, researchers can begin 
to identify the genes and pathways that contribute to the 
condition.

Multilocus genotypes can also be used to study evolutionary 
processes, such as natural selection. For example, if a particular 
combination of alleles at multiple loci provides an advantage 
in a particular environment, individuals with that multilocus 
genotype may be more likely to survive and reproduce, 
leading to an increase in the frequency of that genotype in the 
population over time. Multilocus genotypes are important for 
understanding complex traits and diseases that are influenced 
by multiple genes. By studying the combination of alleles at 
multiple loci, researchers can identify genetic variants that 
contribute to disease risk or other traits. This knowledge can 
help improve our understanding of the genetic basis of health 

and disease, and may lead to new treatments and therapies in 
the future [3].

A multilocus genotype, also known as a polygenic genotype, 
is a term used to describe the genetic makeup of an individual 
that is determined by multiple genes located on different 
chromosomes. Unlike single-gene traits, which are controlled 
by a single gene, multilocus traits are determined by the 
interaction of multiple genes, each of which contributes a 
small amount to the overall phenotype. Multilocus genotypes 
are responsible for many of the complex traits that make 
individuals unique, such as height, weight, and intelligence. 
These traits are not simply inherited from one or both 
parents, but are instead influenced by a variety of genetic and 
environmental factors that interact in complex ways [4].

Determining an individual's multilocus genotype can be 
challenging, as it requires analyzing the genetic variation at 
multiple loci locations on the chromosome and understanding 
how those variations interact with one another. This can be 
done through various methods, including Genome-Wide 
Association Studies (GWAS) and Quantitative Trait Loci 
(QTL) mapping. GWAS involves analyzing the genetic 
variations across the entire genome of a large number of 
individuals to identify associations between specific genetic 
variations and particular traits or diseases.QTL mapping 
involves analyzing the genetic variations at specific loci 
and identifying associations between those variations and 
particular traits or diseases [5].
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