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DESCRIPTION
A single-nucleotide polymorphism is a DNA series variant taking
place while a single nucleotide adenine, thymine, cytosine, or
guanine in the genome differs among individuals of a species or
paired chromosomes in an individual. For example, sequenced
DNA fragments from extraordinary individuals, AAGCCTA to
AAGCTTA, include a distinction in a single nucleotide. In this
situation, we are saying that there are two alleles: C and T.
Almost all common SNPs have only two alleles.

Within a population, SNPs may be assigned a minor allele
frequency. The bottom allele frequency at a locus is found in a
specific population. This is lesser of the two allele frequencies for
single-nucleotide polymorphisms. There are versions among
human populations, so a SNP allele that is common in one
geographical or ethnic organization can be a good deal rarer in
another.

BASIC INFORMATION ABOUT SNP

Types of SNPs

Single nucleotides can be changed, removed, or added to a
polynucleotide series. Single nucleotide polymorphisms can also
occur within gene coding sequences, non-coding areas of genes,
or intergenic areas between genes. Because of the degeneracy of
the genetic code, SNPs inside a coding series will no longer
always extrade the amino acid sequence of the protein they
produce.

A synonymous SNP is one in which each paper work produces
the same polypeptide series; nonsynonymous SNPs are those in
which each paper work produces a different polypeptide series. A
nonsynonymous extrade can also be either missense or
nonsense, in which a missense extrude affects a distinct amino
acid, even as a nonsense extrade affects an untimely premature
codon. Additionally, SNPs that aren't in protein-coding areas can
nonetheless have results for gene splicing, transcription
component binding, or the series of non-coding ribonucleic
acids.

Use and importance of SNPs

Variations in people's DNA sequences can affect how they
spread illnesses and respond to pathogens, chemicals,
medication, vaccines, and other agents. SNPs are also thought to
be key enablers in figuring out the idea of personalised
medicine. However, their greatest significance in biomedical
studies is for evaluating areas of the genome among cohorts
(along with matched cohorts with and without a disease).

Which is an example of a SNP

Single nucleotide polymorphisms, regularly called SNPs
(pronounced "snips"), are the most common sort of genetic
variant among people. For example, a SNP might also update
the nucleotide Cytosine (C) with the nucleotide Thymine (T) in
a positive stretch of DNA. SNPs arise at some stage in a person's
DNA.

How are SNPs detected?

Single Nucleotide Polymorphism (SNP) detection technology is
used to look for new polymorphisms and to determine the
allele(s) of an existing polymorphism in target sequences. Local,
target, and SNP discovery is based totally on direct DNA
sequencing or on Denaturing Excessive Overall Performance
Liquid Chromatography (DHPLC).

How do single nucleotide polymorphisms occur?

Single nucleotide polymorphisms can also occur within gene
coding sequences, non-coding areas of genes, or intergenic areas
between genes. Due to the degeneracy of the genetic code, SNPs
inside a coding collection will no longer always extrude the
amino acid collection of the protein they produce.

Why do single nucleotide polymorphisms only have
two alleles?

Almost all common SNPs have the best alleles. In most cases,
SNPs arise most customarily in areas of the DNA that do no
longer have an effect on the survival of the organism; in any
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other case, they would be weeded out with the aid of herbal
selection. Other factors, like genetic recombination and
mutation rate, can also have an effect on SNP density.

What is SNP mapping?

Single-Nucleotide Polymorphism (SNP) mapping is the perfect
and most dependable way to map genes in Caenorhabditis elegans.
SNPs are extraordinarily dense and normally don't have any
related phenotype, making them perfect markers for mapping.

What is mutation?

A mutation occurs at the same time as a DNA gene is damaged
or changed in such a way as to adjust the genetic message carried
with the useful resource of that gene. A mutagen is a substance
that can cause an infinite number of changes to the actual
creation of a DNA quality, with the end goal of changing the
hereditary message.

Difference between a SNP and a mutation

The difference lies in their frequency. The frequency of
mutation is very low, while that of SNP (as it is considered a

polymorphism) is relatively high. For example, if the frequency
of a variation at a particular locus in a population is less than
1%, it is considered a mutation, and if it is more than 1%, it is
considered an SNP.

CONCLUSION
The potential of large-scale analysis of human genome
polymorphisms is approaching as critical mass. Validation of
association-based genomic analysis is an ongoing research
process based on ongoing advances in SNP discovery
techniques. Indeed, increasingly powerful polymorphism
detection assays strive to meet the high throughput and high
sensitivity requirements of genome-wide association and tumor-
based studies. Once validated, it is hoped that the extracted data
will help elucidate currently unidentified biological pathways
involved in disease, eventually leading to practical applications
in the development of diseases, drug detection and diagnosis. If
successful, this standard shift in studying the genetic basis of
disease will accelerate our understanding of diseases that are
complex and have a profound impact on the human condition.

Zhou X

2
J Genet Syndr Gene Ther., Vol.13 Iss.1 No:100003  15


	Contents
	DNA Sequence Variation of Single Nucleotide Polymorphism (SNP)
	DESCRIPTION
	BASIC INFORMATION ABOUT SNP
	Types of SNPs
	Use and importance of SNPs
	Which is an example of a SNP
	How are SNPs detected?
	How do single nucleotide polymorphisms occur?
	Why do single nucleotide polymorphisms only have two alleles?
	What is SNP mapping?
	What is mutation?
	Difference between a SNP and a mutation

	CONCLUSION




