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Chapter  7

INTRODUCTION

To date, little research has been conducted on de-
veloping library collections in bioinformatics. The 
author aspires to fill this gap by offering a broad 
summary of collection development principles and 
practices as seen from the perspective of a liaison 

librarian for whom collection development is just 
one component of her job. The uniqueness of such 
a perspective lies in the fact that liaison librarians 
bring to collection development decisions not only 
their subject expertise but also their knowledge 
of the specialized needs of faculty and students 
within their assigned departments. Liaison librar-
ians are also in a good position to involve faculty 
with collection development decisions to ensure 
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that the needs of all faculty and students are be-
ing met. Because of their direct experience with 
library patrons, liaison librarians are also able 
to provide insight into the information seeking 
patterns of the users that will assist in building a 
more balanced and meaningful collection.

The first section of this chapter describes 
current trends in bioinformatics study, teach-
ing, and research that span several disciplines 
and are largely driven by new technologies and 
innovative research methods. It also examines 
how these trends affect the information seeking 
patterns of bioinformaticians who rely on timely 
access to current research findings. Understanding 
of these patterns allows a librarian to formulate 
the best approaches for building a collection in 
bionformatics.

The next section describes the characteristics 
of a bioinformatics library collection, identifies 
the types of resources used most frequently by 
bioinformatics faculty and students, and suggests 
selection criteria of various library materials. 
Alternative scholarly communication models, 
such as open access, are discussed. Skills and 
competencies and educational and training op-
portunities that will help a bioinformatics librarian 
achieve greater success are described. The final 
section emphasizes that collection development 
in bioinformatics is a challenging but exciting 
task that is mainly learned on the job where true 
mastery comes with the experience of learning 
and doing. Specific resources are suggested in a 
Key Resources section at the end of this chapter.

BACKGROUND

Definition of Bioinformatics

There is no unified or comprehensive definition of 
bioinformatics in the existing journal and reference 
literature (Altman & Mooney, 2006; Buehler & 
Rashidi, 2005; Fenstermacher, 2005; Hancock & 
Zvelebil, 2004; Rédei, 2008; Tramontano, 2009) 

and the perception of what bioinformatics means 
is still evolving. The challenge of defining bioin-
formatics is due to the constantly changing scope 
of the discipline, which encompasses many areas 
of study such as DNA sequence alignment and 
the analysis of protein structure and function, as 
well as to the blurring boundaries between bio-
informatics and emerging research fields such as 
neuroinformatics and ecoinformatics. Although 
the definition of bioinformatics is still the mat-
ter of some debate, the underlying idea in these 
various definitions of this term is the overlapping 
of two main fields—biology (the study of life) 
and informatics (the science of processing data 
for storage and retrieval), hence giving rise to 
the name bioinformatics. For the purpose of this 
chapter, bioinformatics is defined in general terms 
as the application of computers and computational 
techniques for the interpretation of biological data.

Overview of the Field

Bioinformatics, sometimes referred to as compu-
tational biology or biological information science, 
is a rapidly growing research and academic field 
that draws on a range of disciplines, including 
biology, computer science, information technol-
ogy, and mathematics (whether bioinformatics 
and computational biology are the same or distinct 
is still a matter of debate). Bioinformatics also 
utilizes computational techniques borrowed from 
the fields of artificial intelligence, statistics, and 
biochemistry. The combined strength of scien-
tific collaboration among several disciplines has 
brought bioinformaticians closer to an understand-
ing of living systems across multiple levels of 
biological organization and has improved their 
ability to understand the root causes of human, 
animal and plant diseases and to find new cures 
for them.

Though it dates back to the 1960s following 
the discovery of the DNA double helix, bioinfor-
matics has emerged and gained recognition as a 
separate research field during the 1990s when 
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