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The Human Genome 
Introduction
The human genome project (HGP) is s global international research project that is aimed at identifying the nucleotide base pairs that usually the DNA of a human aimed at establishing and mapping of all human genome genes from functional and physical standpoint (Green et al., 2015). The main goals of HGP are providing a sequence that accurate and complete of the three billion base pairs which make up a human genome and to establish all the human genes estimated to range from 20000 to 25000. The other goal of this project was to sequence genomes from other organisms which have relevance to medical research such as frit fly and a mouse.
 There are two main techniques used in sequencing DNA which includes the traditional classical chain-termination also known as the Sanger method, and the new one called the high throughput sequencing techniques (Green et al., 2015). Sanger technique used to rely on a primer that used to bind the molecule of a DNA that is denatured and introduce the production of a single-stranded polynucleotide in the presence of nucleotide DNA polymerase enzyme present.
According to 1000 Genomes Project Consortium (2015), the difference in DNA from one person to another is the difference in genomes from one person to another. However, DNA has been proven to be more than 99% similar between any two people picked at random. The 1 %  difference is as a result of how we feel, differences in our health and how we look. People look unique simply because their genomes are unique too (Bettegowda et al., 2014). The more people are closely related, the more their genomes are similar. Every human genome is unique from one another because of mutations which commonly confuses people in DNA sequence. When a mutation in a sex cell occurs, it can be possibly passed from one generation to another. Each generation may contain about 100 mutations that are new changes that took place when the sex cells of the parents conceived to a fetus (Green et al., 2015). The genome variations that took place becomes unique for the unborn.
The advent of new technology in scientific research has increased the accumulation of data to an extent the data is now becoming a big challenge. In human genome project, there is a generation of the enormous amount of data that is growing to handle and utilize for the scientist. Research has increased, and there is a different type of data that is being generated day. The advent of technology and increased research have produced reams of data every minute. This means that is is almost impossible for the scientists to utilize and interpret their results fully in isolation (Venter et al., 2015). It means, therefore, they need to work together which again is extensive research and hence generation of huge loads of data. To analyze and fully utilize these data volumes becomes difficult and hence confuses the scientist. Data generated from the human genome project increased and multiplies every minute due to gene mutations and hence accumulating to huge data loads which are complex to handle.
The knowledge obtained from the study of human genome sequence has greatly improved medicine and benefited research and the field of medical research. Generally, several discoveries have been made in the medical field through the application of the human genome sequence and study of DNA (Bettegowda et al., 2014). One way that medicine has improved is that the human genome sequence has led to tailored treatments with fewer side effects. Now physicians are not doing trial and error. Income situations, doctors can be able to tailor your dose and medication by who you are.and not by the population one belongs to. All regards to pharmacogenetics which studies the genes of an individual and how they affect individual’s response to drugs. This study helps in saving an individual from harmful side effects and make treatment faster and more effective.
Human genome sequence knowledge helps in creating more focus on personalized care. The human genome project covered every gene (Venter et al., 2015). However much research and a better approach to the project has also paved the way for the portraits of health for individuals for instance; there are different types of cancer and other conditions for which physicians and doctors can be able to predict the risk factors for different individuals through the help of the human genome sequence. After predicting the risk, they can help in providing counsel to help a person to do something about it (Venter et al., 2015). Knowledge of genetics has been used as one of several tools for specialized in personalized health care, along with the family health history and others.
Conclusion
Finally, the knowledge for a person’s DNA has its legal and ethical implications. It can be argued that the details of an individual’s  DNA is personal and should hence not be disclosed to the public (Bettegowda et al., 2014). Every person has different and unique from the other. It means therefore knowing someone else DNA should be confidential. If else it can lead to legal and ethical implications. Doctors are supposed not to disclose any facts regarding a DNA of a person to a third party (Bettegowda et al., 2014). It is also illegal to misuse the information of rathe the results of a DNA test by a doctor. They are likely to abuse their knowledge about the same and use it to harass a patient with the intention of material gain. This is unethical and also have legal implications.
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