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Abstract:-In this review provide an introduction and overview of the trend of bioinformatics field. Information plays a vital role in 

Bioinformatics to achieve the existing Bioinformatics, The tools, algorithms needed to handle large and complex biological information. 

"Bioinformatics is the field of science in which biology, computer science, and information technology  merge into a single discipline” handle 

the large amount of information by Internet. Application of computational and analysis tools to the capture and interpretation of  biological data  

Bioinformatics is redefining rules and scientific approaches, resulting in the „new biology‟.  

information technologies, Bioinformatics, the application of computational techniques to analyze the information associated with 

bioinformatics on a large-scale, pattern recognition and data mining to handle complex problems of Bioinformatics, Computational Biology, 
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1. INTRODUCTION 

Information plays a important role in Bioinformatics to 

achieve the existing Bioinformatics information 

technologies. Librarians have to identify the information 

needs, uses and problems faced to meet the needs and 

requirements of the Bioinformatics users. A large of data 

means that many of the challenges in biology are now 

challenges in computing. Bioinformatics, the application of 

computational techniques to analyze the information 

associated with bioinformatics on a large-scale. 

In this review we provide an introduction and 

overview of the current trend, future trend. The aims of 

bioinformatics are three fold. First, at its simplest 

bioinformatics organizes data in a way that allows 

researchers to access existing information and to submit new 

entries as they are produced,  The second aim is to develop 

tools and resources that aid in the analysis of data.The third 

aim is to use these tools to analyze the data and interpret the 

results in a biologically meaningful manner.      

Traditionally, biological studies examined 

individual systems in detail, and frequently compared those 

with a few that are related. In bioinformatics, we can now 

conduct global analyses of all the available data with the 

aim of uncovering common principles that apply across 

many systems and highlight novel features.  

The data processing involves several steps ranging 

from image acquisition, image processing, filtering and 

normalization of raw data to tasks such as data analysis and 

visualization. In many techniques for filtering are in use, the 

most common being multiplication with a normalization 

factor, intensity averaging, ratio averaging, lowness 

normalization and the use of control genes.  

2. FUTURE TREND 

Predicting the future of any scientific discipline is almost 

impossible, especially for one as young as bioinformatics, 

but in my view the future of biology will increasingly be 

shaped by the interplay of bioinformatics and „classical‟ 

biology. Currently, the field is undergoing an enormous 

expansion, as witnessed by the astonishing increase in the 

number of advertisements for bioinformatics personnel 

during the past year. To date, most jobs are in the 

commercial sector, either in large pharmaceutical 

companies, who can afford to establish internal 

bioinformatics groups, or in small start-up companies. In 

academia, most posts are located in large institutes, which 

provide either sequence data or bioinformatics services. 

Relatively few positions have been seen in conventional 

university departments, although recently, at least in the UK, 

the discipline is becoming increasingly recognized, with 

several academic lectureship appointments. One current 

problem is a lack of trained personnel in this 

interdisciplinary field, which bridges biology, medicine, 

mathematics, statistics 

and computer science. As noted by Mark Boguski, most 

practitioners are currently selftaught, having migrated either 

from wet biology into computing or from the more physical 

or mathematical sciences into biology, attracted by the 
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explosion in data and the intrinsic value and importance of 

the data. It is crucial to improve the training provided at all 

levels, from the casual user to the specialist. For a biologist, 

bioinformatics expertise is no longer an „optional extra‟ but 

a core skill. If biology is to benefit fully from the genome 

data, establishing adequate training programs in 

bioinformatics, from undergraduate level upwards, is 

essential. However, the more important question is, „How 

will bioinformatics develop and what will it add to classical 

in vitro/in vivo biology?‟There is no doubt that its immense 

power and attraction in the future lies in the ability to bring 

together disparate data from different organisms and 

different disciplines to unify „biology‟ as we know it today. 

Biologists are continually surprised by the similarities 

observed between species and across the kingdoms of life. 

In addition, 

the complexity and sophistication of biological pathways 

and molecular interactions are astounding. The dissection 

and interpretation of these data, using tools provided by 

bioinformatics, will be the 

crucial „clearing house‟ from which a modern understanding 

of the evolution of life will emerge. 

3. DATA EXPLOSION 

In the immediate future, we are faced with a data explosion 

– not only in primary sequences, which will be the tip of the 

iceberg, but increasingly with the improvement of 

proteomics technology, as expression profiles, time 

correlations, tissue specific proteins (normal and abnormal), 

disease-related proteins and „personal‟ genomes. Such 

studies will provide challenges in data organization, 

accessibility and, most importantly, interpretation. The 

importance of the Internet for accessibility to data cannot be 

overstated; its fortuitous parallel development, just as 

bioinformatics emerged, has radically affected the way data 

are provided, handled and analyzed. This powerful 

combination of data and tools, which allow easy  access and 

analysis, has changed and will continue to change our 

approach to the design and practice of biological research. 

4. CONCLUSIONS 

In this review, I provided an introduction and overview of 

the current ,future trend of field. 

These approaches are reflected in the main aims to study the 

current and future trend of the field, which are to understand 

and organize the information associated with bioinformatics. 

Researchers required immense sources of 

information inside and outside of their study zone. Yet this 

is no easy task, and would require more resources for 

processing and improvement. Therefore, we can conclude 

bioinformatics information and services from various 

sources the more satisfied is the users. 
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