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     Mendel's exploration of hereditary scales today is so clear and simple that we often 
wonder why it took thirty years to serve as a solid point around which new science 
disciplines - genetics. It is forgetting that the idea of a stable, discrete entity that is 
unchanged is passed on to offspring actually counteract everyday obscenities which 
corresponds more to the theory of "overlap" of hereditary properties. Namely, by 
crushing different animal breeds or human race, apparently, they lose "cystic" parental 
characteristics, the morphology of offspring is "somewhere in between" in the 
morphologies of their parents. This is why Mendel's results confirm the development of 
other, simpler, experimental systems in which some properties depend on only one 
gene. The particular momentum of genetic research has led to the introduction of 
microorganisms (dairy, fungal, bacteria and bacterial viruses) as models in which it is 
easy to isolate mutant with some property (phenotype) which can easily be oxidized. 
Discovery from the fifties and ten years allowed to be determined as a nucleotide 
sequence in the deoxyribonucleotide acid (DNA) carrying information for functional 
protein or ribonucleic acid (RNK). Genes are meaningful, or informative, parts of 
hereditary material, and are round nucleotide sequences that do not have an immediate 
coding role. In viruses and in simple prokaryotic organisms such as bacteria, genes are 
mildly distributed one can do the other so that they can be overcome, while at larger 
organizations they are at a greater distance and with the cracked non-coding DNA. In 
such eukaryotic organisms genes are found on linear chromosomes located within the 
cell nucleus. The increase in the complexity of the genome organization as well as 
whole cells, from prokaryotic and unidirectional eukaryotes to multiple organisms, is 
followed by an increase in the number but also of the "quality" of the gene (Miklos & 
Rubin, 1996).  
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     The development of molecular genetics in the seventies and eighties has shown that 
for normal functioning of the gene in cell metabolism is extremely important and non- 
coding DNA, located in the immediate vicinity or inside the gene, because it depends on 
it whether and when it comes to transcripts information, how much primary 
transcripts will occur and will it be possible for him to produce a final message for 
protein synthesis. It has been found that the important and contextual gene in which 
the gene is found is that its displacement (along with adjacent non-coding regions) 
within the genome can lead to significant changes in expression. Such investigations 
revealed the need for a more complete approach to genetic material, an approach that 
will not be limited to the information contained in the gene we have isolated on the 
basis of a more or less obvious phenotype. Of course, complete information about the 
genome of an organism could only be the only DNA sequencing of that organism, but 
the technological and financial limitations for fifteen years ago made this idea very 
controversial. Opponents have argued that the separation of funds for sequencing 
genome projects will slow down research in other areas, which is already happening 
with AIDS research, and that the ultimate scientific range is still very limited. Why we 
sequencer non-coding DNA (and that is more than 95% in higher organisms) and even 
DNA encoding proteins for which there has been no interest so far when there are so 
clearly defined and important scientific problems? In addition, the transition from 
sequencing of continuous DNA fragments of about 10,000 nucleotides to about 108 
nucleotides fragments is, on the one hand, technically uncertain and, on the other hand, 
meaningless if no appropriate informational support is developed. It is all about 
sequencing the whole the genome claimed that non-selective sequencing would yield a 
whole host of new information on genes and proteins, but also about chromosome 
grains, especially in complex, eukaryotic organisms. In addition to the structural 
elements with a distinct role (centromere, telomere, replication origin), it will be able to 
penetrate into secret non-coding sequences scattered throughout the genome or short 
motifs repeated in one place several hundred thousand times. Ultimately, he pointed 
out, this is the way to unknown and most important knowledge cannot be predicted - 
they will only come with a careful analysis of the entire sequence. 
     Although the last argument is best suited to the research force of science (or perhaps 
precisely because of it), it was not crucial to provide funding for the first genomic 
project. The success of the initiative was to include scientific, commercial and political 
interest, which occurred in the sequencing project of the yeast genome Saccharomyces 
cerevisiae. Yeast has, since the mid-fifties, become an unavoidable organism in a 
number of fundamental genetic researches and in the seventies it has become the first 
eukaryote in which recombinant DNA technology has been successfully applied. The 
basic cellular processes are the same for each eukaryotic cell, so it is better to 
investigate them in a simpler model, in this case a microorganism that can be bargained 
and can be grown quickly in laboratory conditions. Additionally, yeast is the most 
important microorganism in the industry (beer, wine, alcohol, bakery industry) behind 
which there is a huge market, so that at least the improvement of the production  
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characteristics quickly restores the inputs. Ultimately, the aim of showing how an 
united Europe can cope with top technology and fund projects that would be too 
expensive for individual member states, the European Union has sought major science 
projects that would enhance but the collaboration of some laboratories, while at the 
same time reconciling the commercial interest with an interest in fundamental 
biological research. Although the organization and co-ordination of the project run 
under the auspices of the EU, only a little more than half of the overall sequence was 
developed by the Commission for Biotechnology of the European Union and the rest 
was financed by the National Institute of Health (USA), McGill University Canada) and 
two private companies, Wellcome Trust (UK) and RIKEN (Japan). The sequencing 
project lasted from October 1989 to April 1996, and the EU consortium encompassed a 
total of 621 scientists from 92 laboratories with a total of $ 25 million spent. These data 
refer to the sequencing of 55% of the genome, which is about 200 times smaller and 
much simpler than the human genome! A total of about 300,000 gels is estimated, and it 
is estimated that the magnitude of error in the published sequence is about 0.03% 
(Dujon, 1996; Goffeau, 1997). The first complete chromosome sequence was published in 
1991, and 147 authors from 37 institutions (Oliver et al., 1992) were signed. Each 
investigative group was hired for a particular part of chromosome III using one of two 
common sequencing techniques. It soon became apparent that such an approach was 
not effective, and at later stages of the project the sequencing is increasingly being 
carried out in specialized centers. Today, similar robots are now fully used in robotics 
in sample preparation, enzymatic reactions, electrophoresis, reading and storage, 
although the same method as in the sequencing of the first genome, X174 virus genome 
(5). As a result, the price of base sequencing dropped by about $ 6 in 1991 to about 10 
cents as much as today in specialized centers. 
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