
Part I
Getting Started in

Bioinformatics

04_089857 pp01.qxp  11/14/06  12:10 PM  Page 7



In this part . . .

Bioinformatics is a new discipline, which means that
nobody should feel ashamed if he or she doesn’t have

a clue what the excitement’s all about. Don’t worry; after
finishing this book, you’ll be speaking bioinformaticsspeak
with the best of them.

We start you off in Part I with a quick reminder of what
you need to know about DNA and proteins to make sense
of this book. We also give you an overview of the main
bioinformatics tools available on the Internet.

We don’t give too many details here, but if all you need to
know is which Internet page to open and which button to
press, come on in, ’cuz we’ve got just what you need!
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Chapter 1

Finding Out What Bioinformatics
Can Do for You

In This Chapter
� Defining bioinformatics

� Understanding the links between modern biology, genomics, and bioinformatics

� Determining which biological questions bioinformatics can help you answer quickly

Organic chemistry is the chemistry of carbon compounds. Biochemistry is
the study of carbon compounds that crawl.

— Mike Adam

It looks like biologists are colonizing the dictionary with all these bio-
words: we have bio-chemistry, bio-metrics, bio-physics, bio-technology,

bio-hazards, and even bio-terrorism. Now what’s up with the new entry in 
the bio-sweepstakes, bio-informatics?

What Is Bioinformatics?
In today’s world, computers are as likely to be used by biologists as by any
other highly trained professionals — bankers or flight controllers, for example.
Many of the tasks performed by such professionals are common to most of us:
We all tend to write lots of memos and send lots of e-mails; many of us use
spreadsheets, and we all store immense amounts of never-to-be-seen-again
data in complicated file systems.

However, besides these general tasks, biologists also use computers to
address problems that are very specific to biologists, which are of no interest
to bankers or flight controllers. These specialized tasks, taken together, make
up the field of bioinformatics. More specifically, we can define bioinformatics
as the computational branch of molecular biology.
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Time for a little bit of history. Before the era of bioinformatics, only two ways 
of performing biological experiments were available: within a living organism
(so-called in vivo) or in an artificial environment (so-called in vitro, from the
Latin in glass). Taking the analogy further, we can say that bioinformatics is in
fact in silico biology, from the silicon chips on which microprocessors are built.

This new way of doing biology has certainly become very trendy, but 
don’t think that “trendy” translates into “lightweight” or “flash-in-the-pan.”
Bioinformatics goes way beyond trendy — it’s at the center of the most
recent developments in biology, such as the deciphering of the human
genome (another buzzword), “system biology” (trying to look at the global
picture), new biotechnologies, new legal and forensic techniques, as well as
the personalized medicine of the future.

Because of the centrality of bioinformatics to cutting-edge developments in
molecular biology, people from many different fields have been stumbling
across the term in a variety of different contexts. If you’re a biology, medical,
or computer science student, a professional in the pharmaceutical industry, 
a lawyer or a policeman worrying about DNA testing, a consumer concerned
about GMOs (Genetically Modified Organisms), or even a NASDAQ investor
interested in start-up companies, you’ll already have come across the word
bioinformatics. If you’re good at what you do, you’ll want to know what all the
fuss is about. This chapter, then, is for you.

Instead of a formal definition that would take hours to cover all the ins and
outs of the topic, the best way to get a quick feel for what bioinformatics —
or swimming, for that matter — is all about is to jump right into the water;
that’s what we do next. Go ahead and get your feet wet with some basic mole-
cular biology concepts — and the relevant questions intimately connected
with such concepts — that all together define bioinformatics.

Analyzing Protein Sequences
If you eat steak, you’re intimately acquainted with proteins. (Your taste buds
know them intimately anyway, even if your rational mind was too busy with
dinner to master the concept.) For you non-steak lovers out there, you’ll be
pleased to know that proteins abound in fish and vegetables, too. Moreover,
all these proteins are made up of the same basic building blocks, called
amino acids. Amino acids are already quite complex organic molecules, made
of carbon, hydrogen, oxygen, nitrogen, and sulfur atoms. So the overall recipe
for a protein (the one your rational mind will appreciate, even if your taste
buds won’t) is something like C1200H2400O600N300S100.

10 Part I: Getting Started in Bioinformatics 
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The early days of biochemistry were devoted to finding out a better way 
to represent proteins — preferably in terms of a formula that would explain
their biological (or even nutritional) properties. Biochemists realized over
time that proteins were huge molecules (macromolecules) made up of large
numbers of amino acids (typically from 100 to 500), picked out from a selec-
tion of 20 “flavors” with names such as alanine, glycine, tyrosine, glutamine,
and so on. Table 1-1 gives you the list of these 20 building blocks, with their
full names, three-letter codes, and one-letter codes (the IUPAC code, after the
International Union of Pure and Applied Chemistry committee that designed it).

Table 1-1 The 20 Amino Acids and Their Official Codes
# 1-Letter Code 3-Letter Code Name

1 A Ala Alanine

2 R Arg Arginine

3 N Asn Asparagine

4 D Asp Aspartic acid

5 C Cys Cysteine

6 Q Gln Glutamine

7 E Glu Glutamic acid

8 G Gly Glycine

9 H His Histidine

10 I Ile Isoleucine

11 L Leu Leucine

12 K Lys Lysine

13 M Met Methionine

14 F Phe Phenylalanine

15 P Pro Proline

16 S Ser Serine

17 T Thr Threonine

18 W Trp Tryptophan

19 Y Tyr Tyrosine

20 V Val Valine

11Chapter 1: Finding Out What Bioinformatics Can Do for You
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Biochemists then recognized that a given type of protein (such as insulin or
myoglobin) always contains precisely the same number of total amino acids
(generically called residues) — in the same proportion. Thus, a better formula
for a protein looks like this:

insulin = (30 glycines + 44 alanines + 5 tyrosines + 14 glutamines + . . .)

Finally, biochemists discovered that these amino acids are linked together as
a chain — and that the true identity of a protein is derived not only from its
composition, but also from the precise order of its constituent amino acids.
The first amino-acid sequence of a protein — insulin — was determined in
1951. The actual recipe for human insulin, from which all its biological prop-
erties derive, is the following chain of 110 residues:

insulin = MALWMRLLPLLALLALWGPDPAAAFVNQHLCGSHLVEALYLVCGERG
FFYTPKTRREAEDLQVGQVELGGGPGAGSLQPLALEGSLQKRGIVEQCCTSICSLY
QLENYCN

Now, more than 50 years later, analyzing protein sequences like these
remains a central topic of bioinformatics in all laboratories throughout the
world. (Check out Chapters 2, 4, and 6 through 11 to quickly figure out how to
analyze your protein sequence and become a member of the club!)

A brief history of sequence analysis
Besides earning Alfred Sanger his first Nobel Prize, the sequencing of 
insulin inaugurated the modern era of molecular and structural biology.
Traditionally a soft science (that is, more tolerant of fuzzy reasoning and
hand-waving ambiguity than chemistry or physics), biology got a taste of its
first fundamental dataset: molecular sequences. In the early 1960s, known
protein sequences accumulated slowly — perhaps a blessing in disguise,
given that the computers capable of analyzing them hadn’t been developed!
In this pre-computer era (from our present perspective, anyway), sequences
were assembled, analyzed, and compared by (manually) writing them on
pieces of paper, taping them side by side on laboratory walls, and/or moving
them around for optimal alignment (now called pattern matching).

As soon as the early computers became available (as big as locomotives and
just as fast, and with 8K of RAM!), the first computational biologists started
to enter these manual algorithms into the memory banks. This practice was
brand new — nobody before them had to manipulate and analyze molecular
sequences as texts. Most methods had to be invented from scratch, and in the
process, a new area of research — the analysis of protein sequences using
computers — was generated. This was the genesis of bioinformatics.

12 Part I: Getting Started in Bioinformatics 
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Reading protein sequences from N to C
The twenty amino-acid molecules found in proteins have different bodies
(their characteristic residues, listed in Table 1-1) — but all have the same
pair of hooks — NH2 and COOH. These groups of atoms are used to form the
so-called peptidic bonds between the successive residues in the sequence.
Figure 1-1 shows free individual amino acids floating about, displaying their
hooks for all to see.

13Chapter 1: Finding Out What Bioinformatics Can Do for You

Seven additional amino acid codes
When you work with databases or analysis pro-
grams, you’re likely to have some unusual let-
ters popping up now and then in your protein
sequences. These letters are either used to
designate exotic amino acids, or are used to

denote various levels of ambiguity — that is, a
total lack of information — about certain posi-
tions in the sequence. We’ve listed these par-
ticular letters in the following table.

The B and Z codes (which are now becoming
obsolete) indicated how hard it was to distin-
guish between Asp and Asn (or Glu and Gln) in
the early days of protein sequence determina-
tion. In contrast, the J code shows how difficult
it is to distinguish between Ile and Leu using
mass spectrometry, the latest sequencing tech-
nique. The Pyl and Sec exotic amino acids are

specified by the UAG (Pyl) and UGA (Sec) stop
codons read in a specific context. The X code is
still very much used as a placeholder letter
when you don’t know the amino acid at a given
position in the sequence. Alignment programs
use “-” to denote positions apparently missing
from the sequence.

Seven Codes for Ambiguity or Exceptional Amino Acids
1-Letter Code 3-Letter Code Meaning

B Asn or Asp Asparagine or aspartic acid 

J Xle Isoleucine or leucine

O (letter) Pyl Pyrrolysine

U Sec Selenocysteine

Z Gln or Glu Glutamine or glutamic acid 

X Xaa Any residue

-- ----- No corresponding residue (gap)
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The protein molecule itself is made when a free NH2 group links chemically
with a COOH group, forming the peptide bond CO-NH. Figure 1-2 shows a
schematic picture of the resulting chain.

As a result of this chaining process, your protein molecule is going to be left
with an unused NH2 at one end and an unused COOH at the other end. These
extremities are called (respectively) the N-terminus and C-terminus of the 
protein chain. This is important to know because scientific convention (in
books, databases, and so on) defines the sequence of a protein — or of a 
protein fragment — as the succession of its constituent amino acids, listed 
in order from the N-terminus to the C-terminus. The sequence of our (short!)
demo protein is then

MAVLD= Met-Ala-Val-Leu-Asp= Methionine–Alanine-
Valine–Leucine-Aspartic

Working with protein 3-D structures
The precise succession of a protein’s constituent amino acids is what defines
a given protein molecule. This ribbon of amino acids, however, is not what 
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gives the protein its biological properties (for instance, its ability to digest
sugar or to become part of a muscle fiber); those come from the three-
dimensional (3-D) shape that the ribbon adopts in its environment. A protein
molecule, once made, is not a chainlike, highly flexible object (think like a
section of chain-link fence); rather, it’s more like a compact, well-bundled ball
of string. The final 3-D shape of the protein molecule is uniquely dictated by
its sequence because some amino-acid types (for instance, hydrophobic
residues L, V, I) have no desire whatsoever to be at the surface interacting
with the surrounding water — while others (for instance, hydrophilic residues
D, S, K) are actively looking for such an opportunity. The protein chain is also
affected by other influences, such as the electric charges carried by some of
the amino acids, or their capacity to fit with their immediate neighbors.

The first 3-D structure of a protein was determined in 1958 by Drs. Kendrew
and Perutz, using the complicated technique of X-ray crystallography. (Not 
for the faint of heart. Don’t grapple with how it works unless you want to turn
professional!) Besides winning one more Nobel Prize for the nascent field of
molecular biology, this feat made the doctors realize that proteins have precise
and specific shapes, encoded in the sequence of amino acids. Hence, they pre-
dicted that proteins with similar sequences would fold into similar shapes —
and, conversely, that proteins with similar structures would be encoded by
similar sequences of amino acids. The function of a protein turned out to be a
direct consequence of its 3-D structure (shape). The resulting logical linkage

SEQUENCE➪STRUCTURE➪FUNCTION

was established, and is now a central concept of molecular biology and 
bioinformatics.

Playing with protein structure models on a computer screen is, of course,
much easier than carrying around a thousand-piece, 3-D plastic puzzle. As 
a consequence, an increasing proportion of the bioinformatics pie is now
devoted to the development of cyber-tools to navigate between sequences
and 3-D structures. (This specialized area is called structural bioinformatics.)
Thanks to many free resources on the Internet, it is not difficult to display
some beautiful protein pictures on your own computer — and start playing
with them as in video games. (We show you how to do that in Chapter 11.)

Before you get a chance to read that chapter, Figure 1-3 gives you an idea of
what a 400-amino-acid typical protein 3-D (schematic) structure looks like —
when you don’t have a color monitor and can’t make it move and turn!

Don’t forget: Protein molecules, even in their wonderful complexity, are 
still pretty small. The one in Figure 1-3 would fit in a box whose sides mea-
sure 70/1,000,000 millimeters. There are thousands of different proteins in a
single bacterium, each of them in thousands of copies — more than enough
evidence that Life Is Not Simple!

15Chapter 1: Finding Out What Bioinformatics Can Do for You
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Protein bioinformatics covered in this book
The study of protein sequences can get pretty complicated — so compli-
cated, in fact, that it would take a pretty thick book to cover all aspects of 
the field. We’d like to take a more selective approach by focusing on those
aspects of protein sequences where bioinformatic analyses can be most
useful. The following list gives you a look at some topics where such an
analysis is particularly relevant to protein sequences — and also tells 
which chapters of this book cover those topics in greater detail:

� Retrieving protein sequences from databases (Chapters 2, 3, and 4)

� Computing amino-acid composition, molecular weight, isoelectric point,
and other parameters (Chapter 6)

� Computing how hydrophobic or hydrophilic a protein is, predicting anti-
genic sites, locating membrane-spanning segments (Chapter 6)

� Predicting elements of secondary structure (Chapters 6 and 11)

� Predicting the domain organization of proteins (Chapters 6, 7, 9, and 11)

� Visualizing protein structures in 3-D (Chapter 11)

� Predicting a protein’s 3-D structure from its sequence (Chapter 11)

Figure 1-3:
Example of
protein 3-D

structure
(schematic).

16 Part I: Getting Started in Bioinformatics 

05_089857 ch01.qxp  11/6/06  3:52 PM  Page 16



� Finding all proteins that share a similar sequence (Chapter 7)

� Classifying proteins into families (Chapters 7, 8, and 9)

� Finding the best alignment between two or more proteins (Chapters 8
and 9)

� Finding evolutionary relationships between proteins, drawing proteins’
family trees (Chapters 7, 9, 11, and 13)

Analyzing DNA Sequences
During the 1950s, while scientists such as Kendrew and Perutz were still 
struggling to determine the first 3-D structures of proteins, other biologists
had already acquired a lot of indirect evidence (via extremely clever genetics
experiments) that deoxyribonucleic acid (DNA) — the stuff that makes up our
genes — was also a large macromolecule. It was a long, chainlike molecule
twisted into a double helix, and each link in the chain was a pairing of two out
of four constituents called nucleotides. (A nucleotide is made up of one phos-
phate group linked to a pentose sugar, which is itself linked to one of 4 types
of nitrogenous organic bases symbolized by the four letters A, C, G, and T.)

However, molecular biologists had to wait until much later — the 1970s, to be
more precise — before they could determine the sequence of DNA molecules
and get direct access to the sequences of gene nucleotides.

This was a revolution (earning A. Sanger his second Nobel Prize!) because the
small DNA sequence alphabet (4 nucleotides, as compared to 20 amino acids)
allowed a much simpler and faster reading — and quickly lent itself to complete
automation. Currently, the worldwide rate of determining DNA sequences is
faster (by orders of magnitude) than the rate of protein sequencing.

Reading DNA sequences the right way
As was the case for the 20 amino acids found in proteins, the 4 nucleotides
making DNA have different bodies but all have the same pair of hooks: 
5' phosphoryl and 3' hydroxyl (pronounced five prime and three prime) by
reference to their positions in the deoxyribose sugar molecule, which is 
part of the nucleotide chaining device. Figure 1-4 shows what free individual
nucleotides look like.

Forming a bond between the 5' and 3' positions of the constituent nucleotides
then makes the DNA molecule. Figure 1-5 shows a schematic representation
of the resulting DNA strand.

17Chapter 1: Finding Out What Bioinformatics Can Do for You
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After the nucleotides are linked, the resulting DNA strand exhibits an unused
phosphoryl group (PO4) at the 5' end, and an unused hydroxyl group (OH) at
the 3' end. These extremities are respectively called the 5'-terminus and the 
3'-terminus of the DNA strand.

A DNA sequence is always defined (in books, databases, articles, and pro-
grams) as the succession of its constituent nucleotides listed from the 5'- to 
3'- terminus (that is, end). The sequence of the (short!) DNA strand shown in
Figure 1-5 is then

TGACT = Thymine-Guanine-Adenine-Cytosine-Thymine

The two sides of a DNA sequence
In the same laboratory where Kendrew and Perutz were trying to figure out
the first 3-D structure of a protein, Watson and Crick elucidated — in 1953 —
the famous double-helical structure of the DNA molecule. These days every-
body has a mental picture of this famous spiral-staircase molecule; the ele-
gance of the DNA double helix probably helped make it the most popular
notion to come out of molecular biology. But what made this discovery so
important — earning one more Nobel Prize for molecular biology — was not
the helical shape, but the discovery that the DNA molecule consists of two
complementary strands, shown in Figure 1-6.

T G A C

5' P 3'- 5' 3'- 5' 3'- 5' 3'- 5' 3' OH

T

Figure 1-5:
Chained

nucleotides
constituting
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By complementarity, we mean that a thymine (T) on one strand is always
facing an adenine (A) (and vice versa) — and guanine (G) is always facing a
cytosine (C). These couples, A-T and G-C, although not linked by a chemical
bond, have a strict one-to-one reciprocal relationship. When you know the
sequence of nucleotides along one strand, you can automatically deduce the
sequence on the other one. This amazing property — and not the stylish 
helical structure — is the Rosetta Stone that explains everything about DNA

T G

5' 3'

3' 5'

A C T

A C T G A

Figure 1-6:
The two
comple-
mentary

strands of 
a complete

DNA
molecule.
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The IUPAC code for DNA sequences
The following table lists the one-letter codes
(IUPAC codes) used to work with DNA sequences.
Official IUPAC codes, from the International Union

of Pure and Applied Chemistry, are defined for all
possible two- and three-way ambiguities. The
table shows only the ones most frequently used.

Most Common Letters Used for DNA Nucleotide Sequences
1-Letter Code Nucleotide Name Category 

A Adenine Purine

C Cytosine Pyrimidine

G Guanine Purine

T Thymine Pyrimidine

N Any nucleotide (any base) (n/a)

R A or G Purine

Y C or T Pyrimidine

-- ----- None (gap)
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sequences. For instance, when living organisms reproduce, each of their
genes must be duplicated. In order to do this, nature doesn’t go about it the
way a photocopier would — by making an exact copy. Rather, nature sepa-
rates the DNA strands and makes two complementary ones, thanks to the
magical two-sided structure of DNA molecules.

This double strand structure of DNA makes the definition of a DNA sequence
ambiguous: Even with our convention of reading the nucleotides from the 5’
end toward the 3’ end, you may decide to write down the bottom or the top
sequence. Convince yourself that they’re both equally valid sequences by
turning this book upside down! Thus, at each location, a DNA molecule corre-
sponds to two — totally different — sequences, related by this reverse-and-
complement operation. This isn’t complicated; simply keep it in mind every
time you work with DNA sequences.

Fortunately, most database mining programs, such as BLAST, know about this
property, and take both strands into account when reporting their results. But
some programs don’t bother — and only analyze the sequence you gave them.
In cases where both strands matter, always make sure that a complete analysis
has been performed. (We discuss these details further in Chapters 3, 5, and 7.)

Palindromes in DNA sequences
Newcomers to DNA sequence analysis are usually confused by the notion of
reverse complementary sequences. However, in due time you’ll be able to
recognize right away that the two sequences

ATGCTGATCTTGGCCATCAATG and CATTGATGGCCAAGATCAGCAT

correspond to facing strands of the same DNA molecule.

One fascinating property of DNA complementarity is the fact that regions of
DNA may correspond to sequences that are identical when read from the two
complementary strands. Figure 1-7 helps illustrate this magic trick.

T G

5' 3'

3' 5'
A C

TA C T G

AT

AFigure 1-7:
How two
comple-
mentary

strands can
be read the
same way.
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Such sequences are called palindromes, after the term for a phrase or sen-
tence that reads the same in both directions (such as “Madam, I’m Adam” or
“A man, a plan, a canal: Panama.”) Palindromic sequences aren’t merely a
curiosity; they play important biological roles. For instance, most DNA cut-
ting enzymes (so-called restriction enzymes) have palindromic target
sequences. Other palindromic sequences serve as binding sites, where regula-
tory proteins stick so they can turn genes on and off. Palindromic sequences
also have a strong influence on the 3-D structure of DNA molecules. (And not
just DNA. See the next section for more on palindromic sequences in RNA.)
Looking for exact or approximate palindromes in DNA sequences is a classic
bioinformatic exercise.

Analyzing RNA Sequences
DNA (deoxyribonucleic acid) is the most dignified member of the nucleic acid
family of macromolecules. Its sole and only task is to ensure — forever — the
conservation of the genetic information for its organism. It is thus very stable
and resistant, and lies well-protected in the nucleus of each cell. Ribonucleic
acid (RNA) is a much more active member of the nucleic acid family; it’s syn-
thesized and degraded constantly as it makes copies of genes available to the
cell factory.

In the context of bioinformatics, there are only two important differences
between RNA and DNA:

� RNA differs from DNA by one nucleotide.

� RNA comes as a single strand, not a helix.

The one-letter IUPAC codes for RNA sequences are shown in Table 1-2.

Table 1-2 Most Common Letters Used for
RNA Nucleotide Sequences

1-Letter Code Nucleotide Base Name Category 

A Adenine Purine

C Cytosine Pyrimidine

G Guanine Purine

U Uracil Pyrimidine

N Any nucleotide Purine or Pyrimidine

(continued)
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Table 1-2 (continued)
1-Letter Code Nucleotide Base Name Category 

R A or G Purine

Y C or U Pyrimidine

-- ------- None (gap)

Some programs automatically handle the U-instead-of-T conversion — and
many don’t even distinguish between the two classes of nucleic acids. So
don’t be surprised if a database entry displays RNA sequences (such as mes-
senger RNA) with a T instead of a U. In fact, like proteins, RNA sequences are
encoded in the DNA. For this reason, people have adopted the habit of work-
ing with the sequences of the RNA genes (written in DNA) rather than with
RNA sequences.

RNA structures: Playing with sticky strands
Even though RNA molecules consist of single strands of nucleotides, their
natural urge for pairing with complementary sequences is still there. Think of
each such single strand as a free-floating piece of Scotch tape: You know that
it won’t take long for that tape to become a messy ball, until no sticky part
remains exposed. This is exactly what happens to the single-stranded RNA
molecule — more or less (for the sake of poetic license) — although Figure
1-8 shows more precisely how the stickiness works.

Now you understand why we insisted on the notion of strand complementarity
(refer to Figure 1-6). Single-stranded RNA molecules pair different regions of
their sequences to form stable double-helical structures — admittedly less
regular than (but quite similar to) the double-helical structure of DNA. Once
synthesized, each RNA molecule quickly adopts a compact fold — trying to
pair as many nucleotides as possible, while keeping the chain not only flexi-
ble but true to its own geometry. Hairpin shapes, as shown in Figure 1-8, are
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A

UFigure 1-8:
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the basic elements of RNA secondary structure; they’re made up of loops (the
unpaired C-U in Figure 1-8) and stems (the paired regions).

Just for fun, verify for yourself that a palindromic RNA sequence results in a
perfect hairpin, with no loop. While attempting to pair as many nucleotides
as possible, the RNA chain folds in space, resulting in a specific 3-D structure
that’s dictated by its sequences. As with proteins, the linear sequence of the
building blocks dictates the final 3-D shape. The biological function of RNA
molecules derives from their 3-D shapes or from their sequence complemen-
tarity with specific genes.

Computing (predicting) the final fold of an RNA molecule from its sequence is
a challenging problem that drove many historical developments in bioinfor-
matics. The recent discovery that small RNA molecules can switch off the
activity of a number of genes is what triggered a renewed interest in these
sticky sequences. (Go directly to Chapter 12 if your main interest is in RNA
bioinformatics.)

More on nucleic acid nomenclature
Don’t panic if you get the impression that books, courses, and the technical 
literature all use many different words and abbreviations to designate the
building blocks of nucleic acids: That’s actually true — for example, you’ll find
“base,” “base pair,” “nucleoside,” and “nucleotide” — but note: These different
names designate slightly different chemical entities, and those differences are
irrelevant for us just now. So far we’ve used the term nucleotide — abbreviated
nt (as in “a 400-nt-long sequence”). This way of labeling a sequence refers to
the length of the DNA (or RNA) molecules in terms of the number of positions
they have available for nucleotides. For instance, the sequence in Figure 1-5 is
5 nt long.

Notice that we say number of positions rather than number of nucleotides. A
400-nt long DNA molecule has 400 positions for nucleotides, but it actually
contains twice that many (800) because every position contains a pair of
nucleotides. To make this clearer, DNA sequence sizes are often given in 
base pairs, abbreviated bp. Thus the DNA sequence in Figure 1-5 is 5 bp 
long. Larger units, such as kb (1000 bp) or Mb (mega-bp) are also used.

DNA Coding Regions: Pretending 
to Work with Protein Sequences

Of the hundreds of thousands of protein sequences found in current data-
bases, only a small percentage correspond to molecules that have actually
been isolated by somebody or experimented upon. That’s because determining

23Chapter 1: Finding Out What Bioinformatics Can Do for You
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the sequence of a protein is much more difficult than sequencing DNA — 
but all the proteins that a given organism (whether microbe or human being)
can synthesize are encoded in the DNA sequence of its genome. Thus, the
smart shortcut that molecular biologists have been using is to read protein
sequences directly at the information source: in the DNA sequence! This way,
we can pretend to know the amino-acid sequence of a protein that has never
been isolated in a test tube.

Turning DNA into proteins: The genetic code
When you know a DNA sequence, you can translate it into the corresponding
protein sequence by using the genetic code, the very same way the cell itself
generates a protein sequence. The genetic code is universal (with some
exceptions — otherwise life would be too simple!), and it is nature’s solution
to the problem of how one uniquely relates a 4-nucleotide sequence (A, T, G,
C) to a suite of 20 amino acids; we’re using symbols (rather than actual chem-
icals) to do the same. Understanding how the cell does this was one of the
most brilliant achievements of the biologists of the 1960s. Yet the final
answer can be contained in a (miraculously small) table — as shown in
Figure 1-9. Have a look, but feel free to indulge in awed silence as you enter
the most sacred monument of modern biology.

Here’s how to use the table shown in Figure 1-9: From a given starting point in
your DNA sequence, start reading the sequence 3 nucleotides (one triplet) at
a time. Then consult the genetic code table to read which amino acid corre-
sponds to the current triplet (technically referred to as codons). For instance,
the following DNA (or messenger RNA) sequence is decoded as follows:

1. Read the DNA sequence:

ATGGAAGTATTTAAAGCGCCACCTATTGGGATATAAG

2. Decompose it into successive triplets:

ATG GAA GTA TTT AAA GCG CCA CCT ATT GGG ATA TAA G . . .

3. Translate each triplet into the corresponding amino acid:

M E V F K A P P I G I STOP

If your DNA sequence is correctly listed in the 5' to 3' orientation, you gener-
ate the protein sequence in the conventional N- to C-terminus as well. This
approach has an advantage: You don’t have to think about these orientation
details ever again.

Thus, if you know where a protein-coding region starts in a DNA sequence,
your computer can pretend to be a cell and generate the corresponding
amino-acid sequence! This simple computer translation exercise is at the
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origin of most of the so-called protein sequences that you can find in data-
bases. Many sequence analysis programs acknowledge this fact by offering
on-the-fly translation, so you can process DNA sequences as virtual protein
sequences with a simple mouse click.

More with coding DNA sequences
Using the example in the first paragraphs of the section “DNA Coding
Regions: Pretending to Work with Protein Sequences,” you can see that the
resulting protein sequence depends entirely on the way you converted your
DNA sequence into triplets before using the genetic code. For instance, using
the second position as starting point leads to

1- ATGGAAGTATTTAAAGCGCCACCTATTGGGATATAAG

2- A TGG AAG TAT TTA AAG CGC CAC CTA TTG GGA TAT AAG

3-  W K Y L K R H L L G Y K

Beginning with the third position (GGA-AGT- . . .) again leads to an entirely
different translation.

Figure 1-9:
The

universal
genetic

code.

25Chapter 1: Finding Out What Bioinformatics Can Do for You

05_089857 ch01.qxp  11/6/06  3:52 PM  Page 25



Because of the triplet-based genetic code, a given DNA interval, on a given
strand, can theoretically be translated in three different ways — basically three
perspectives that are known in the field as reading frames. Because the DNA
can be used from both strands, a total of six possible reading frames are possi-
ble for translating a DNA sequence into proteins. With very few exceptions
(found in exotic viruses), only one of these six frames is used for any given
DNA coding region. An interval of DNA sequence that remains free of STOP 
(the translation of TAA, TGA, or TAG) is called an open reading frame (ORF).

Additional complications arise from the fact that some DNA sequences are
not encoding proteins at all — and that higher organisms have large pieces 
of noncoding DNA inserted within their genes. A large part of bioinformatics
is devoted to the development of methods to locate protein-coding regions 
in DNA sequences, to delineate precisely where genes start and end, or where
they are interrupted by the noncoding intervals (called introns).

DNA/RNA bioinformatics 
covered in this book
Need a road map to the bioinformatic analyses that are relevant to DNA/RNA
sequences covered in this book? Here it is:

� Retrieving DNA sequences from databases (Chapters 2 and 3)

� Computing nucleotide compositions (Chapter 5)

� Identifying restriction sites (Chapter 5)

� Designing polymerase chain-reaction (PCR) primers (Chapter 5)

� Identifying open reading frames (ORFs) (Chapter 5)

� Predicting elements of DNA/RNA secondary structure (Chapter 12)

� Finding repeats (Chapter 5)

� Computing the optimal alignment between two or more DNA sequences
(Chapters 7, 8, and 9)

� Finding polymorphic sites in genes (single nucleotide polymorphisms,
SNPs) (Chapter 3)

� Assembling sequence fragments (Chapter 5)

Working with Entire Genomes
The first truly efficient technique to sequence DNA was discovered in 
1977. In 1995, the first sequence of an entire genome (from the microbe
Hemophilus influenzae) was determined. Between these two dates, DNA-
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sequencing technologies improved steadily, but such technologies still
tended to concentrate on mining individual genes for information. During this
period, biologists were mostly sequencing DNA fragments that were a few
thousand nucleotides in length, simply because they were interested in spe-
cific genes that they had started working on years before. Most of the bioin-
formatics tools available today were created during that period. They include

� All basic sequence-alignment programs

� Phylogenetic and classification methods

� Various display tools adapted to relatively small-sequence objects (such
as protein sequences no more than a few thousand characters long)

Genomics: Getting all the genes at once
The determination of the first complete genome sequence terminated the
gene-by-gene routine and initiated the era of genomics, the genetic mapping,
physical mapping, and sequencing of entire genomes. As a consequence, the
DNA sequences we have to work with now are much longer — close to a 
million-bp in length for microbes and up to several billion-bp in length for 
animals and humans. This revolution called for the design of new bioinformatic
tools and databases capable to store, query, analyze, and display these huge
objects in a user-friendly manner. Chapters 3, 5, and 7 present some of the
questions that biologists address at the genome scale, and show the relevant
bioinformatic tools in action.

In contrast to the early days of the gene-by-gene approach, DNA sequences
are now often obtained (along with the presumed protein sequences derived
from those DNA sequences) without any prior knowledge of what is actually
there. In essence, genes are both sequenced and discovered at the same time.
This development prompted the emergence of an entirely new branch of
bioinformatics devoted to the parsing of large DNA sequences into their 
components (genes, transcription units, protein-coding regions, regulatory
elements, and so forth). This first pass is then followed by a longer phase of
genome annotation, where the biological functions of these various elements
are (more or less tentatively) predicted. Part IV of this book presents you
with some of these most advanced techniques.

Figure 1-10, representing the whole genome of the bacterium Rickettsia
conorii, illustrates this new level of complexity. This circular DNA molecule is
1.3 million bp long, on the small side for a bacterium. Each little rectangle in
the two most external circles of features (one circle per strand) corresponds
to a protein-coding gene in the circular genome. Each rectangle corresponds
to approximately 1000 bp. Nobody knew which genes — or which proteins —
were in that bacterium before the sequencing started. Almost everything we
know now about this bacterium (and many others we can describe as fairly
inaccessible, such as those thriving on the ocean floor near volcanic vents at
100°C) has been derived from bioinformatic analyses.
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Genome bioinformatics covered in this book
The following list lets you know where in this book you’ll find more in-depth
coverage of specific topics (some of them bristling with scary, mouth-filling
terms) related to genome bioinformatics:

� Finding which genomes are available (Chapter 3)

� Analyzing sequences in relation to specific genomes (Chapters 3 and 7)

� Displaying genomes (Chapter 3)

� Parsing a microbial genome sequence: ORFing (Chapter 5)

� Parsing a eukaryotic genome sequence: GenScan (Chapter 5)

� Finding orthologous and paralogous genes (Chapter 3)

� Finding repeats (Chapter 5)
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Figure 1-10:
Represen-
tation of a
bacterial
genome.
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Chapter 2

How Most People Use
Bioinformatics

In This Chapter
� Using PubMed to become quickly knowledgeable on any biological subject

� Retrieving protein and DNA sequences relevant to your work

� Running your first sequence/database comparison with BLAST

� Performing your first multiple sequence alignment with ClustalW

Personally, I’m always ready to learn, although I do not always like 
being taught.

— Sir Winston Churchill

In this chapter, we show you enough bioinformatics to perform the routine
— but nonetheless incredibly useful — tasks that experienced molecular

biologists once spent months mastering by wandering helplessly on the Net.
Chances are that you can fulfill 90 percent of your professional needs without
knowing more than the content of this chapter. If you’ve already got a pretty
good chunk of bioinformatics under your belt — enough to qualify as a power
user — you may still find useful reminders and tricks here. If your back-
ground is in computer science, we show you the kinds of tools that biologists
demand. So get on your favorite PC, follow the guide, and enjoy the ride!

Becoming an Instant Expert 
with PubMed/Medline

Think about the following situation: You just got the sequence of the gene
you’ve been working on for years, and you gave it to the grumpy local specialist
in bioinformatics to analyze it for you. (This is, of course, before you had an
opportunity to read this book!) The specialist’s diagnosis comes back, and here
it is: “Jim, your sequence looks pretty much like a dUTPase.”
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Finding out about a protein by its name
The good news is, your gene actually resembles something, and you may have
the beginning of a story. The bad news is that you’ve never heard the term
“dUTPase” in your entire life. Where do you go from here? How do you find
out more about this seemingly obscure term with the strange spelling? How
do you quickly decide whether this story makes any sense in the context of
what you already know about your gene?

Searching PubMed
The answer is to stay in your chair and go to PubMed! To do so, follow 
these steps:

1. Using your favorite Internet browser, navigate to
www.ncbi.nlm.nih.gov/entrez/ on the World Wide Web.

Your screen now looks like Figure 2-1, with a Search window already
preset to PubMed and a For text box next to it, ready for you to type 
in a few words relevant to your question.

2. Type in dUTPase in the For window, and click the Go button.

Soon after, a Results list like the one in Figure 2-2 appears on-screen.

For our dUTPase example, we now have more than 200 references at 
our fingertips, more than enough to start unraveling the mysteries of
dUTPase — including its relevance to your gene. But don’t feel you have
to rush to the library with your printed list of references before it closes:
You may not even have to go.

3. For any entry in the Results list, click the associated author names.

Author names stand out because they appear in a blue font, underlined —
two signs of a clickable hyperlink.

Figure 2-1:
The initial

PubMed
search

window.
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Clicking the link calls up a page containing a rather detailed summary 
of the paper you chose. If you have a reasonable background in biology
and a little academic flair, reading a few of these abstracts should be
enough for you to get an idea of what dUTPase is all about.

4. Save what you like to your hard drive by choosing your browser’s
File➪Save As option.

Alternatively, you can transform the display into a simpler (more printer-
friendly) format by selecting Text from the Send To drop-down menu
and then choosing File➪Save As.

Saving multiple summaries
When your search yields many references, the best move is to start scanning
a few pages — and select the most promising papers for future use by check-
ing the corresponding boxes. To move through the Results pages, just use the
Next link (top right).

When you think you have selected enough references, just do the following:

1. Choose Abstract from the Display drop-down menu.

The abstracts of all the papers you selected in the various pages appear
for you to read.

2. If you want to print this display as is, choose File➪Print from your
browser menu.

Click here for printer-friendly format.

Figure 2-2:
The initial
result of a
standard
PubMed

search for
dUTPase.
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3. If you want to print this display in a more printer-friendly format, first
select Text from the scroll-down menu on the far right of the menu bar
(refer to Figure 2-2) to display this information in a non-HTML format,
and then choose File➪Print from your browser menu.

4. If you’d like to save the file in the format of your choice, choose
File➪Save As from your browser menu, enter a new filename for the
file, and then choose the file format you want to save to.

Although this particular drop-down menu — the one you see fully extended
back in Figure 2-2 — provides a File option, it sometimes conflicts with secu-
rity settings. We advise you to stay away from it and use the standard
File➪Save As command on your browser menu.

Searching PubMed using author’s names
Although you can certainly search PubMed by using topic keywords (such as
protein names), you do have other search options available to you. For exam-
ple, we’re sure you’ve found yourself in the situation where one of your col-
leagues (or perhaps your advisor) has told you something like the following:
“I read a paper by so and so, published not too long ago, and I think it was on
dUTPase; you should check it out.” In the old-style academic world of card
catalogs and stacks of periodicals, this isn’t much of a lead. But on the World
Wide Web, with PubMed at your side, you’re almost home free. Suppose you
only remember one of these author’s names, such as Abergel. Using PubMed,
take the following steps to track down the elusive reference:

1. Point your browser to www.ncbi.nlm.nih.gov/entrez/.

2. Type Abergel — the name of your prospective author — in the For
window, and then click the Go button.

The Results list appears, as shown in Figure 2-3.

We now have a list of many papers, all of them with “Abergel” as an author.
Again, you can browse through this list, select some of them, and bring out
their abstracts. However, the bad news is that none of them appear to have
anything to do with dUTPase. To solve this problem, you simply combine
the protein name and the author information in your query — and you
don’t even need to memorize a complicated syntax or Boolean symbols.

3. Type dUTPase next to Abergel in the For window — don’t forget to put
a single space between the search terms — and click Go.

By default, PubMed assumes that you want to use both search terms —
Abergel AND dUTPase — when looking for the appropriate research
papers. By default, PubMed also assumes that you want to look for these
words in the titles OR in the abstracts of the papers. Figure 2-4 shows
the results of your first combined search.
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Because only one paper corresponds to your query, PubMed automati-
cally switches from the “summary” to the “abstract” mode, and you can
now read what this unique paper is all about.

This must be the paper your boss was talking about. Congratulations!
You’ve just accomplished your first bibliographic search with PubMed!

Click here for full text.

Figure 2-4:
The result of

a standard
combined
search for

Abergel and
dUTPase.

Figure 2-3:
The results

of a
standard
PubMed

search for
Abergel.
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When a search returns more than a single reference, simply choose the
Abstract option manually from the Display drop-down menu.

But wait! There’s more! In fact, this is your lucky day: You’ve hit upon a
paper from a journal that offers free access to the full text (as indicated
by the large colored rectangles that appear above the title).

4. Click the blue rectangle on the left.

This brings you directly to the publisher’s site, where you read an interac-
tive online copy (HTML) or download a reprint in .PDF format, among
other choices (Figure 2-5). An increasing number of scientific journals —
including some leading journals in their respective fields — are offering
full-text access to articles. However, most of them will still ask you to pay
a fee, to be a registered client (for instance, through your university), or to
hold a personal subscription. For some journals (such as the one in Figure
2-5), full-text access becomes free six months after print publication.

By the way, clicking on the rectangle next to the blue one gives you
access to the same article, this time extracted from the public, open-
access bibliographic repository PubMed Central.

Thus, if you’re lucky, you can go through the entire bibliographic
process in a flash — and find out all you need about some mysterious
biological subject — without having to leave the comfort of your chair,
thanks to PubMed and the cooperating publishers.

Click here for a PDF reprint.

Figure 2-5:
The Journal

of Virology
grants free

full-text
access.
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PubMed searches are case-insensitive; the results of the searches that appear
in Figures 2-1 through 2-4 do not depend on the capitalization of query terms
when you type them. Thus typing DUTPASE, dUTPase, or dutpase would pro-
duce the same output (as would typing Abergel or aBERGEL). Be aware, how-
ever, that this is NOT the case with all databases and search programs used
in bioinformatics. Watching for case sensitivity is always a good idea.

Searching PubMed using fields
In addition to searching by author and topic, PubMed offers you many more
ways to narrow down your bibliographic searches to more specific topics. To
get a handle on these different ways, however, we need to know more about
the internal structure of Medline entries — the pool of entries from which
PubMed gathers its search results.

To gain some insight into this internal structure, refer to Figure 2-4. We had
just used the PubMed site (www.ncbi.nlm.nih.gov/entrez/) to track
down a single article after inputting Abergel and dUTPase as a query. With
that Results list on your computer screen, you can now do the following:

1. Click the small arrow to the right of the Display drop-down menu.

The contents of the drop-down menu appear: These options are different
ways to display information related to the current article, or are links to
related information.

2. Select the MEDLINE option (Figure 2-6).

The Medline page appears, as shown in Figure 2-7.

In Figure 2-7 you can see the internal structure of a Medline database record.
The information is spread out over separate sections, called fields, each one
preceded by a specific abbreviation — TI for title fields, AB for abstracts, AD
for the laboratory address, AU for the authors, SO for the journal abbrevia-
tion, and so forth. This structure applies to all Medline records.

Putting fields to good use
Unfortunately, not all PubMed searches are as easy and productive as the one
we used in the dUTPase example. You can get flooded with an overwhelming
number of hits (the standard term for search results) if you formulate queries
that contain common names (such as Smith or Cohen) or use search terms
(such as Down) that can occur in different contexts — such as titles (for
example, Down Syndrome), abstracts, author names, or even addresses 
(955 Down Street).
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To alleviate this problem, you can query PubMed by restricting the search 
for each word of your query to a given field. Thus papers containing the 
word at the wrong place are not selected. To do so, you simply have to 
follow each term with the code (in brackets) that identifies the field in 
which you want to find the search term. Changing the field can totally 
modify the result of the searches. For instance, try entering three different
queries — Down [AU], Down [TI], and Down [AD] into the For text box 
at the PubMed site.

When we ran those queries, we got (respectively) 275, 16,318, and 1,213
totally unrelated references. At least that narrowed the search a bit.

Using fields to find experts near you
Field-restricted queries are great for dealing with author’s names or subject
terms that can be found in different fields (which would otherwise inflate 
and confuse the search results). But field-restricted queries have many other
applications, as well — they’re especially useful for locating experts in partic-
ular research fields in given locations.

Select MEDLINE format here.

Figure 2-6:
Changing

the default
abstract

format to
MEDLINE.
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PMID
OWN
STAT
DA
DCOM
LR
PUBM
IS
VI
IP
DP
TI
PG
AB

- 9847382
- NLM
- MEDLINE
- 19990128
- 19990128
- 20041117
- Print
- 0022-538X (Print)
- 73
- 1
- 1999 Jan

AD

FAU
AU
FAU
AU
FAU
AU
LA
PT

- Laboratory of Structural and Genetic Information, CNRS EP-91, Marseille
  F-12302, France. chantal@igs.cnrs-mrs.fr
- Abergel, C
- Abergel C
- Robertson, D L
- Robertson DL
- Claverie, J M
- Claverie JM
- eng
- Journal Article

PL
TA
JT
JID
RN
RN
RN

- UNITED STATES
- J Virol
- Journal of virology.
- 0113724
- 0 (HIV Envelope Protein gp120)
- EC 3.6.1. - (Pyrophosphatases)
- EC 3.6.1.23 (dUTP pyrophosphatase)

SB
SB
MH
MH
MH
MH

- IM
- X
- Amino Acid Sequence
- HIV Envelope Protein gp120/*chemistry
- HIV-1/* chemistry
- Humans

MH
MH
MH

- Molecular Sequence Data
- Pyrophosphatases/*chemistry/genetics
- Research Support, Non-U.S. Gov’t

EDAT
MHDA
PST
SO

- 1998/12/16
- 1998/12/16 00:01
- ppublish
- J Virol. 1999 Jan;73(1):751-3.

- "Hidden" dUTPase sequence in human immunodeficiency virus type 1 gp120.
- 751-3
- A coding region homologous to the sequence for essential eukaryotic enzyme
  dUTPase has been identified in different genomic regions of several viral
  lineages. -----------------------------------------------------------------------------
  -----, our results strongly suggest that an ancestral dUTPase
  gene has evolved into the present primate lentivirus CD4 and cytokine
  receptor interacting region of gp120. 

Figure 2-7:
The internal
structure of

a Medline
record.
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Suppose (for example) you just landed in Chicago and you’d like to know if
there’s anybody around who can give you some insight into the mysteries of
dUTPase. To get your personalized list of resident experts, just do the following:

1. Point your browser to the PubMed site
(www.ncbi.nlm.nih.gov/entrez/).

2. In the For window, enter dUTPase [TIAB] Chicago [AD], and click Go.

By specifying the [TIAB] field, you’ll be scanning the titles and
abstracts of potential articles; the [AD] field specifies the address of the
main laboratory associated with these articles.

A couple of papers show up (Figure 2-8).

3. Click the list of authors (in blue, underlined).

You get the abstract of the corresponding article, together with the main
laboratory address. Alternatively, to get all the abstracts at once, follow
Steps 4 and 5.

4. Go back to the previous URL (after Step 2) using the Go Back button of
your browser.

5. In the Display drop-down menu, change the display option from
Summary to Abstract.

A list of abstracts appears. At the top of each abstract, you get the name
of the relevant laboratory in Chicago.

With the information contained in the Medline records, you have names,
street addresses, and sometimes e-mail addresses. If necessary, you can
use a telephone book (or a Web search engine) to supplement this infor-
mation and find out how to contact these experts — the same day. (But
please don’t call these people on our behalf!)

Searching PubMed using limits
PubMed offers yet another way of fine-tuning your queries: You can pre-define
ranges for different attributes in different fields before you run your search.
Said like this, the process sounds awfully technical and complex — but here’s
where we show you how to do it (again using our dUTPase example).

When you want to quickly find out the basics about a subject you know noth-
ing about, it’s best not to read any single highly specialized article. A better
bet is to stick with review articles, where one expert summarizes the state of
the art for you. Unless you’re an historian, you won’t have much need to know
about the state of the art as it was 20 years ago (which seems more like three
centuries ago in the field of molecular biology). Thus, we want to limit our
PubMed search to recent review articles about dUTPase. Here’s how it’s done:
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1. Point your browser to the PubMed site at

www.ncbi.nlm.nih.gov/entrez/

2. Type dUTPase in the For text box.

If you clicked the Go button at this point, you’d get a list of more than 320
articles — a bit too much reading for a nonspecialist! Restricting this list
to the most recent review articles written in English would be practical.

3. Click the Limits tab, located just beneath the little arrow for the pull-
down menu of the Search window.

The Limits screen appears, as shown in Figure 2-9. Here, below the
Limited To line, you now have plenty of fields and attributes you can use
for setting limits. You can go back later to this page and explore these
various options.

4. Check the English box in the Language section.

Unless you’re fluent in French, bien sûr.

5. Check the Review box in the Type of Article section.

Change from Summary to abstract here.

Restricted fields

Check these boxes to select papers.

Figure 2-8:
Searching
for experts

on dUTPase
in Chicago.
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6. Choose Title from the Default Tag drop-down menu.

Choosing Title restricts the search to articles for which the topic of
dUTPase is central.

7. Finally, click the Go button.

Your (new and more concise) Results page appears.

In our hands, searching for dUTPase using these limits resulted in five 
articles — much better than the 200 hits we would have gotten without the
limits. More important, we’ve limited the search to review articles, which
hopefully contain — in concise form — all we’d ever want to know about this
subject.

A common use of the Limit menu is also to restrict the search for papers 
published within a given date range (such as the most recent).

Language

Restricted field title

Type of article

Figure 2-9:
Limiting a

search for
dUTPase to
the titles of

review
articles in

English.
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A few more tips about PubMed
Finding out how to use PubMed to its full extent is certainly worth your time
because PubMed can be useful in many different ways. Remember that you
cannot break anything, and you risk nothing by exploring what all these 
buttons — especially the ones we haven’t talked about — might do. Here 
are a few last-minute tips:

� How to get the most out of your query:

• Quoted queries (for example, “down syndrome”) behave as a single
word, and are a great way to improve the relevance of your search.

• Impress your colleagues by starting using logical connectors (AND,
OR, NOT) in your queries, as in

dUTPase[TI] OR pyrophosphatase[TI] NOT Smith[AU]

• Adding initials to proper names (for example, “Abergel C”) can
greatly reduce the number of hits.

• Write down the PubMed Identifier (the number in the PMID field)
of that interesting paper you just found. It can be very useful in any
subsequent searches for related items, such as associated gene
and protein sequences.

• Don’t forget to deselect the Limit box when starting a new search.

• Don’t put too much initial faith in a search that produces no
results. Spelling mistakes, wrong field restrictions, or improper
limits settings can all throw off an effective search.

• As a beginner researching a new subject, read through a couple of
abstracts to enlarge your initial “jargon” vocabulary — and look for
synonyms. For example, if you don’t know that some papers on
dUTPase might use the term “dUTP pyrophosphatase” instead, you
may miss out on some interesting papers.

• Try the Related Articles link — the one to the extreme right of the
PubMed output — to enlarge a search that isn’t giving you enough
references.

� Things you (unfortunately) won’t find in PubMed:

• Names ranking beyond the 10th place in the author’s list for
older papers (before 1995). This is a significant problem for many
pioneering articles in genomics.

• Papers recorded before 1965. PubMed doesn’t have any. Don’t
rely on PubMed as a primary source if you’re writing an historical
article in your field.

• Abstracts for most references recorded before 1976. Don’t expect
great results from PubMed searches involving these.

41Chapter 2: How Most People Use Bioinformatics

06_089857 ch02.qxp  11/6/06  3:52 PM  Page 41



Retrieving Protein Sequences
If putting PubMed to use for bibliographic searches is the most common
bioinformatics thing biologists want to do, then the next most popular thing
is to retrieve relevant protein sequences from the Web to find out more about
the subject at the molecular level. Although PubMed provides you with a
direct link to the protein world, we find that it’s sometimes confusing to use.
So here we introduce you to another site, where finding protein sequences is
really easy.

ExPASy: A prime Internet site 
for protein information
Created and managed by one of the pioneers of protein bioinformatics, Prof.
Amos Bairoch, the ExPASy server is a world-leading resource for protein
information. In addition to the Swiss-Prot protein sequence database, the
ExPASy site provides numerous analysis tools that we use throughout this
book. It also provides a wealth of outside links for more specialized analyses
on other servers.

After using PubMed to acquire some preliminary information about a particu-
lar function that you’re interested in — dUTPase, for example — go ahead
and find out more about it by retrieving a few examples of protein sequences
that perform this function. (Don’t worry — we show you how.) Because
Escherichia coli (abbreviated E. coli) is one of the most studied organisms, 
we use it in our example to show you how to retrieve the sequence of the
protein performing the dUTPase function in this bacterium.

1. Point your browser to www.expasy.org/sprot/, the Swiss-Prot data-
base home page (Figure 2-10).

2. Type dUTPase coli in the Search window, and then click the Search
button.

A list of three relevant protein sequences (as shown in Figure 2-11)
appears.

Now, when you click the last DUT_ECOLI (P06968) link, a full page of
information about this dUTPase protein of E. coli appears on-screen, as
shown in Figures 2-12 and 2-13. (No single browser window can hold
such a wealth of information, so we’ve broken up the Results page into
two figures.)
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3 relevant dUTPase entries found.

Figure 2-11:
Three

dUTPase
sequences

from the
Escherichia

coli
bacterium.

Search window

Click here for Advanced Search.

Figure 2-10:
The Search
window at
the top of

the Swiss-
Prot home

page.
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A typical Swiss-Prot entry is made up of four parts. Here’s how that
looks for our example of dUTPase:

• The top of the entry contains the entry name DUT_ECOLI on the
first line and the unique identifier P06968 (called a primary acces-
sion number) on the second line. As with PubMed identifiers, these
codes are worth writing down; they’re used to cross-reference
related entries in other databases.

• The top section offers a biochemical description of the protein,
including its standard name, its international Enzyme Committee
number (“E.C.” does not mean “E. coli”), as well as a couple of syn-
onyms. These synonyms can be very useful to broaden your
search for relevant articles in Medline. Then comes a list of biblio-
graphic references relevant to the sequencing of the protein or
some functional studies. Note that the PubMed ID is given for all
cited articles to allow for easy cross-referencing.

• The middle section offers a whole series of links to various func-
tional classification schemes — including relevant protein
domains, 3-D structures, and functional signatures. (We describe
this section in more detail in Chapter 4.)

• The bottom section — the sequence section — provides you with
the actual amino-acid sequence of the protein. In Figure 2-14, you
can see that the E. coli dUTPase is made up of 151 amino acids,
corresponding to a predicted molecular weight of 16,155 Da. (The
sequence shown in Figure 2-14 uses the one-letter code format for
describing amino acids. For more on the different formats used,
see Chapter 1.)

For further studies, you need this amino-acid sequence in the FASTA
format — a much simpler format that doesn’t bother with punctuation.
See the sidebar “The FASTA (and RAW) format,” elsewhere in this chap-
ter, for more information.

3. To get the FASTA format, click the FASTA Format link, on the extreme
right of the very bottom of the entry.

The FASTA format for your sequence is shown in Figure 2-15.

In just three easy steps, you’ve gone all the way from an informal definition
such as dUTPase to the complete description of the protein that performs
this function in everybody’s “favorite” bacterium. (And you thought bioinfor-
matics was complicated?)
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More advanced ways to retrieve 
protein sequences
Identifying the right protein in Swiss-Prot isn’t always so easy because the
information you start with may not be specific enough. For instance, the
Search feature we outline in the previous section may not work particularly
well if the same term is found in different sections of the Swiss-Prot entry. To
get better results, you have to use some field restriction (which we describe
in the context of PubMed searches).

This type of restricted search always depends on the organization of each
particular database, as well as on the idiosyncrasies of search software. For
Swiss-Prot, the steps are as follows:

1. Point your browser to www.expasy.org/sprot/.

You’ll see the by-now-familiar Swiss-Prot database home page (refer to
Figure 2-10).

Synonyms Swiss-Prot name

Accession number

Bibliography

Figure 2-12:
Swiss-Prot

entry for the
E. coli

dUTPase
protein
(upper

section).
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2. Click the Advanced Search in the UniProt Knowledgebase link (located
near the bottom of the opening screen, below the Access 
to the UniProt Knowledgebase banner).

The Advanced Search page appears (Figure 2-16). Using this electronic
form, you can retrieve protein sequences by using keywords associated
with three specific fields: Description, Gene name, and Organism.

3. For the purposes of our example, type dUTPase in the Description
field, choose baker’s yeast from the Organism drop-down menu, and
click the Submit Query button. (Refer to Figure 2-16.)

Your results appear on a new page. If you use the dUTPase example,
you’ll successfully retrieve the yeast dUTPase protein, no ifs, ands, or
buts — that’s to say, exactly the protein you were looking for. Its Swiss-
Prot entry name is DUT_YEAST, and its accession number is P33317.

Links to relevant entries in other databases (structure, biochemistry, signatures, . . . , etc.)

Figure 2-13:
Swiss-Prot

entry for the
E. coli

dUTPase
protein
(middle

section).
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Protein description

Organism

Figure 2-16:
Using

Swiss-Prot
Advanced

search.

>sp | P06968 | DUT_ECOLI Deoxyuridine 5’ -triphosphate nucleotidohydrolase (EC 3.6.1.23)  (dUTPase)
MKKIDVKILDPRVGKEFPLPTYATSGSAGLDLRACLNDAVELAPGDTTLVPTGLAIHIAD
PSLAAMMLPRSGLGHKHGIVLGNLVGLIDSDYQGQLMISVWNRGQDSFTIQPGERIAQMI
FVPVVQAEFNLVEDFDATDRGEGGFGHSGRQ

Figure 2-15:
E. coli

dUTPase
protein

sequence 
in FASTA

format.

Sequence

Fasta

Figure 2-14:
Amino-acid

sequence of
the E. coli
dUTPase

protein
(bottom

section).
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Retrieving a list of related 
protein sequences
Many questions in molecular biology (your dissertation topic, your own
research, or your personal interests) require downloading a large collection
of similar protein sequences, all related to the same function, rather than just
one sequence. These biological questions typically include the detection of
conserved functional motifs (segments of sequences that look the same in
proteins with the same function), the simultaneous alignment of multiple
sequences, the assessment of their variability, or phylogenetic studies — how
sequences relate to each other through evolution.
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The FASTA (and RAW) format
FASTA is the name of a popular sequence-
alignment-and-database-scanning program cre-
ated by W.R. Pearson and D.J. Lipman in 1988
(you can use your brand new PubMed skills to
find the original article). The sequences used by
FASTA have to obey the following format:

>My_Sequence_Name

ARCGTCRGCKINTANDRGCKINTAND

CKINTANDARCGTCRGCKINTANDRG

CKINTAND

The line starting with > (the definition line) con-
tains a unique identifier followed by an optional
short definition. The lines that follow it contain
the DNA or protein sequence (in one-letter
code) until the next > character in the file indi-
cates the beginning of a new sequence.

Because FASTA is easy to parse, this format has
become hugely popular — and is now the
default input format for much sequence analy-
sis software, including BLAST and CLUSTALW.

Be aware, though, that programs using FASTA-
formatted sequences as input are sometimes
case-sensitive. Here are some pointers:

� Always use CAPITAL letters for the one-
letter codes. 

� When using FASTA-formatted sequences
on a PC, always use the TEXT option of your
preferred word-processing software (that
is, skip the formatting and use nothing but
ASCII characters).

� When displaying these sequences as 
a word-processing document, use the
Courier font for easy alignment.

Some programs analyzing one sequence at a
time work with the RAW format. This is simply
the sequence part of the FASTA format, without
the definition line — but machines can be
finicky. Using the FASTA format when the RAW
format is required may cause an error — or
some of the definition line may end up included
in the protein or DNA sequence (!).
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Building your own specialized sequence data file, right on your PC is easy
and enables you to use it with other analysis programs accessible from other
bioinformatic sites. To continue with our previous example, we now show
you how to build a file containing all well-documented dUTPase protein
sequences. To make it usable by other programs, you generate this file in
FASTA format. Here’s the procedure:

First, go back to the Advanced Search page of the ExPASy server:

1. Point your browser to www.expasy.org/sprot/ and click the
Advanced Search in the UniProt Knowledgebase link.

2. In the Search line — directly above the Description window — keep
the Swiss-Prot box checked but deselect the TrEMBL box.

TrEMBL is a database made up of unsupervised computer translations
of new DNA sequences, Swiss-Prot only includes entries validated by
expert curators. Restricting the search to Swiss-Prot thus ensures — to
the best of our knowledge — that all returned proteins are actual
dUTPases.

3. Type dUTPase in the Description window.

Be sure that you don’t type in anything else. In particular, don’t put 
anything in the Organism window.

4. Click the Submit Query button.

A Results page appears, as shown in Figure 2-17. This particular search
(at the time of writing) yielded 211 Swiss-Prot entries. (You may get
more entries when you get around to doing your own search.) Scrolling
down the list, you can see that all the entries look like fine and upstand-
ing dUTPase protein sequences. At this point, you can click each of the
individual names (such as DUT_ADEG1) to access a complete ID card.
(For a sense of what you can find on such an ID card, refer to Figures
2-12, 2-13 and 2-14.)

But to complete your assignment on dUTPases, for instance, you now have to
gather all these sequences into a single file. This is easy; just do the following:

1. Perform Steps 1 through 4 in the preceding list, and then click the Select
All button at the top-right of the Results screen (refer to Figure 2-17) or
check the boxes for some specific sequences you are interested in.

2. Don’t waste any time here and don’t change anything; simply click the
Send query button (that’s soumettre la requête in French).

The Download page appears, as shown in Figure 2-18. Your sequences
are ready to be saved to your hard drive.
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You can save the content of this page in various ways, depending on the
Internet browser version you’re using. We recommend the following proce-
dure because it always works — and it doesn’t add mysterious extra charac-
ters to the resulting file!

1. Choose the Select All feature from your browser menu (in Internet
Explorer, choose Edit➪Select All) and then choose Copy. (Again, in
Internet Explorer you choose Edit➪Copy.)

2. Open a new document in your word-processing program (Microsoft
Word, for example).

3. Choose Paste from the Edit menu of your word-processing program.

4. Reformat the whole document with a Courier font (8 or 10 point) to
realign the sequences.

5. Finally, save your document as dUTPaseDB.txt, using the Save As
type option text only (*.txt).

You now have, on your own personal computer, all the well-characterized
dUTPase protein sequences known to man. Keep this file on your hard drive;
you need it later in this chapter.

Retrieve selected entries.

Click here to select all entries.

Figure 2-17:
Top of the

list of all
dUTPase
proteins
found in

Swiss-Prot.
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Retrieving DNA Sequences
Protein sequences are simple objects with a relatively narrow range of sizes
(they’re about 300 amino acids long, plus or minus 200, except for a few 
giant ones), clearly defined boundaries, and specific functional attributes.
Furthermore, proteins of microbes or higher eukaryotes (animal and plants)
have roughly the same properties.

As you might expect, the corresponding gene (DNA) sequences get more
varied and complex in higher animals. Gene sizes in humans may vary from
microbe-like lengths (a few thousand bp) to several hundred thousand bp.

Not all DNA is coding for protein
Various types of DNA sequences are involved in defining a gene:

� Regulatory regions (usually preceding the coding region)

� Untranslated regions that precede and follow the coding regions 

� The protein-coding region

In eukaryotes (yeast, plants, animals), the protein-coding region is divided
into a variable number of exons — gene segments that contribute to the final
protein — interspersed with introns — gene segments that do not.

As a consequence, working with DNA sequences is always trickier than work-
ing with protein sequences. Go to Chapters 3 and 5 to find out more about
the architecture of genes.

Figure 2-18:
FASTA

sequences
ready to be

saved to
your hard

drive.
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Going from protein sequences 
to DNA sequences
In databases, the correspondence between protein and DNA sequences is not
one-to-one. Many different — even non-overlapping — DNA sequences can be
linked to the same protein or gene name, as the following list makes clear
(flip ahead to Figures 3-1 and 3-2):
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Beware of parasite characters 
in downloaded sequence files

In the dUTPAse example, we didn’t use the
File➪Save As command on the Internet browser
main menu to download the content of the
window because files saved using the File➪
Save As command have some problems:

� They may contain some hidden para-
site characters — Control/Alt/Shift + 
something — often displayed as <PRE> at
the beginning of the file — which corrupts
the FASTA format.

� They’re trickier to reopen by your PC word-
processing software, because they don’t
have the right extension (for instance .doc),
or ask you to choose an obscure encoding
scheme (about which we know nothing, so
we can’t advise you) to load the file.

It is our experience that using a browser’s
File➪Save As option produces unpredictable
results, depending on the browser type, version,
or implementation. In general, it’s a good and
wise practice to inspect the sequence data files
that you download from the Internet for un-
expected leading or trailing signs. For most
sequence-analysis programs, FASTA-formatted
sequence files must begin with a definition line,
such as

>P0343456
My_Sequence_definition

and nothing else! Any leading character (even
blank ones) that differs from > may produce an
error. (For instance, the definition line might be
considered part of the protein sequence.)
Sequence-data files also have to end with a
final <New Line> character (showing as a
blank line).

The good news is that usually no constraints
restrict the length of the definition and sequence
lines (but use reasonable numbers, no more
than about 60 to 100 characters long, to be safe).
Except for the constraint of having > as the first
character of any definition line, you can freely
use blank characters, such as <Space>,
<Tab>, and line delimiters without interfering
with the parsing of the sequences.

Finally, do not use characters that are not
among the standard amino-acid codes such as
<-> or <*>. They aren’t treated in a consistent
way by different analysis programs. They’re
skipped (deleting a position), replaced by X, or
may simply cause an error. (For more on stan-
dard amino-acid codes, see Chapter 1.)
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� The primary transcript — that is generated by copying the DNA sequence
of a gene from beginning to end, (including exons + introns)

� The mature transcript — the mRNA, generated from the primary tran-
script by discarding the introns)

� The strict protein-coding region — the open reading frame or ORF

� Numerous types of partial sequences

Life is a lot simpler if you can stick to working with just protein sequences,
but we realize that situations will arise that will require you to go back to the
DNA sequence. The most common situation of this kind is when you want to
amplify a gene to transfer it to another organism — using a technique called
Polymerase Chain Reaction or PCR — and then either synthesize the corre-
sponding protein or induce specific mutations. Your problem, succinctly
stated, is this: Given a protein sequence, how can I retrieve the DNA sequence
encompassing its coding region?

Retrieving the DNA sequence relevant 
to my protein
Imagine that you want to retrieve enough DNA sequence to clone the
dUTPase gene of E. coli. Sounds tricky, right? We show you how it’s done in
the following steps:

1. Point your browser to www.expasy.org/sprot/.

2. To access the E. coli dUTPase entry quickly, simply enter the accession
number (P06968) in the Search window at the top of the page and then
click the Search button.

Again, we have the information page devoted to protein P06968 at hand
(refer to Figure 2-12.).

3. Click the Cross-References link near the top of the form.

Your browser jumps to the relevant section, as shown in Figure 2-19. The
Cross-References section consists of successive groups of lines intro-
duced by keywords such as EMBL, PIR, PDB, and so on. All these key-
words correspond to databases of various kinds that can give you
additional information about your protein sequence. By clicking the dif-
ferent underlined words, you jump right to the corresponding entry in
those different databases. This web of links between different sites that
concern the same object is, in fact, a web of cross-references. Take the
EMBL group of lines, for instance: There are four of them, starting with
obscure numbers and followed by a set of four underlined links to EMBL,
GenBank, DDBJ (those are databases), and CoDingSequence (the precise
DNA segment coding for the protein). Let’s see what happens when we
use them.

53Chapter 2: How Most People Use Bioinformatics

06_089857 ch02.qxp  11/6/06  3:52 PM  Page 53



4. Click the GenBank link in the EMBL row’s first line.

The GenBank record (Accession # X01714) corresponding to protein
P06968 appears, as shown in Figure 2-20. It is several pages long.

Accession number

GenBank name Bibliography

Features

Figure 2-20:
Top of

GenBank
entry

ECDUT/
X01714.

Click here to get the DNA sequence.

Figure 2-19:
Cross-

References
section of

the P06968
information

page.
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Roughly speaking, a GenBank entry consists of four parts. Here’s how
they look for our dUTPase example:

• The locus name (ECDUT) — an arbitrary identifier — is followed by
a short definition line and a unique accession number (X01714).
This number is the most stable identifier for the entry; we recom-
mend that you write it down because it’s used to cross-reference
related entries in other databases (which is what we did with
Swiss-Prot). A few lines below, the SOURCE and ORGANISM fields
describe the biological origin of the DNA sequence.

• The Reference section lists article(s) relevant to the sequence
determination. This list can be quite long for large sequences.

• The Features section lists the definitions and exact ranges of multi-
ple types of elements that have been recognized in the sequence.
Our example — the X01714 entry — includes promoter elements,
ribosome binding sites (RBS), and protein coding segments (CDS).
Figure 2-21 shows — right next to the keyword CDS — the limits of
the dUTPase ORF as 343..798. The CDS range is followed by the
name and the amino-acid translation of the corresponding protein.

• The Sequence section rounds out the GenBank entry, where the
nucleotides are listed between the Origin keyword and the final //
that signals the very end of the entry. Numbering is provided to
help relate the location of the dUTPase ORF (343-798) to the actual
nucleotide sequence. (See Figure 2-22.)

When you’ve read through the entry, you can save the whole thing to your
hard drive by using the steps we defined in the preceding list for saving
Swiss-Prot sequences.

Range of dUTPase ORF (CDS).

ORF translation

Figure 2-21:
The

Features
section of
GenBank

entry
ECDUT/
X01714.
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However, to use the nucleotide sequence as input for other programs (for
instance, to design primers), you may need to isolate it from the text part 
of the entry and convert it in FASTA format. Here’s how that’s done:

1. Scroll back to the top of the page for the ECDUT/X01714 entry.

Refer to Figure 2-20 for what your screen should look like.

2. Choose FASTA from the Display drop-down menu, as shown in 
Figure 2-23.

3. Transform the content of this window into plain text by choosing 
Text from the drop-down menu located on the far right of the 
menu bar.

4. Save the FASTA sequence by using the following protocol:

a. In the Edit menu of your Web browser, click Select All and then
click Copy.

b. Open a default Word document and, in the Edit menu of Word, click
Paste. Then select a Courier font (8 or 10).

c. Finally, save your document as dUTPaseDNA.txt by choosing the
Save as type option text only (*.txt).

End of the dUTPase ORF Start of the dUTPase ORF

End of the X01714 entry

Figure 2-22:
The

Sequence
section of
GenBank

entry
ECDUT/X017

14.
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Using BLAST to Compare My Protein
Sequence to Other Protein Sequences

After you know the basics of retrieving a protein sequence from a database
(see the earlier, aptly named “Retrieving Protein Sequences” section), you’re
ready to perform your first analysis with it. For most people, the next step is
to perform a BLAST search.

BLAST (short for Basic Local Alignment Search Tool — with a name like 
that, no wonder they shortened it to BLAST) is a great sequence-comparison
tool that quickly tells you which of the other known proteins out there has a
sequence similar to yours. You can then use this information for a variety of
purposes — including the prediction of protein function, 3-D structure and
domain organization, or the identification of homologues (similar proteins) 
in other organisms. (In Chapter 7, we show you how to use BLAST in great
detail. At this point, we only want to get you started and show you how easy
it is to use.)

Select FASTA format.

Send to TEXT for printer-friendly display.

Figure 2-23:
Nucleotide

sequence of
GenBank

entry
ECDUT/X017
14 in FASTA

format.
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BLAST comes to us under the auspices of the National Center for
Biotechnology Information (NCBI), already familiar to us as the hosts for the
PubMed bibliographic database we cover at the beginning of this chapter.
You’ll soon discover that using BLAST is just as easy as using PubMed. To
start off, follow these steps:

1. Point your favorite Internet browser to

www.ncbi.nlm.nih.gov/BLAST/

The BLAST home page — probably the most frequented bioinformatic
Web page in the world — appears, as shown in Figure 2-24. Because this
is your first time here, keeping things simple is best. 

2. Click the Protein-Protein BLAST (blastp) link in the top right.

A Query screen appears, as shown in Figure 2-25. At this point, you need
a FASTA-formatted protein sequence.

3. Open the file that contains your dUTPase FASTA-formatted protein
sequence.

This is the file that you (hopefully) created on your PC by using the
steps shown earlier in the “Retrieving a list of related protein
sequences” section of this chapter.

Standard protein BLAST

Figure 2-24:
NCBI

BLAST entry
page.
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4. Using your browser’s Edit menu, copy and paste ONE of the protein
sequences (with its definition line) into the BLAST Search window.

We used DUT_ADEG1. If you don’t have the protein sequence ready, open
a new navigation window and go get this sequence on the ExPASy server.
Here’s the quick detour:

a. Point your browser to www.expasy.org/sprot/.

b. Enter DUT_ADEG1 in the Search window at the top, and then click
Search.

d. Copy the protein sequence with its header line.

e. Close that navigator window, and paste the sequence in the BLAST
Search window.

5. Deselect the Do CD-Search box, but don’t change the Choose 
Database setting.

The nr (for nonredundant) default database includes all protein
sequences known to man — so you don’t have to bother about 
selecting a specific organism or subset.

6. Click the BLAST! button.

You just launched your first BLAST search. Welcome to the club!

Paste your query sequence in here.

Uncheck the CD search box.

Click here to run the search.

Figure 2-25:
NCBI

BLAST
query form.
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The next form that appears (titled “Formatting BLAST”) allows you to
change a number of output features. (See Figure 2-26.) For now, keep the
defaults as they are.

7. Click the Format! button.

BLAST now gives you an estimated running time for your query. If the
time of the day is right, this shouldn’t take more than a few seconds.

8. When the Results page appears, scroll down the page until you reach
a long list of sequences (Figure 2-27).

What you have here are all the sequences that have a significant similar-
ity with your query sequence, ranked by decreasing score values. If you
used DUT_ADEG1 or another protein sequence taken from a database, the
best matching protein is probably the one you started with. (This is what
happened in Figure 2-27, with the Fowl adenovirus dUTPase.) Here the
highest similarity score is 361. The score value depends on the length of
the most-similar segments that occur between two sequences — as well
as on the quality of the match. It is not normalized to 100 percent. (See
Chapter 7 to find out more about the significance of BLAST scores.)

In this list of sequences, you would simply click an underlined identifier
to link to the corresponding nr (nonredundant) database entry.

9. Click one of the underlined scores in the second column from the right.

This brings you further down in the page (Figure 2-28), to see the align-
ment between your query sequence and the matching nr sequence of
the protein that corresponds to this score.

In our example, the best match is (not surprisingly) an identical one. By going
down the list, you can see less-than-perfect matches, slowly degrading as the
corresponding score decreases and the E-value increases. The E-value is an

Click here once and wait.

Figure 2-26:
NCBI

BLAST
“format-

while-you-
wait” form.
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assessment of the statistical significance of the score. E-values close to 1 are
a warning that the conclusion you might draw from the alignments is not reli-
able. (Go to Chapter 7 to find out more about these issues.)

Query sequence

Database sequence

Matching sequence

Figure 2-28:
NCBI

BLAST
output form:

local
sequence

alignments.

Click here to see the nr entry.

Click here to see the corresponding alignment.

Figure 2-27:
NCBI

BLAST
output form:
best match

listing.
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Making a Multiple Protein Sequence
Alignment with ClustalW

Besides running database searches to identify similar proteins pair by pair,
the second most common bioinformatic task that biologists like to perform
with protein sequences is a multiple alignment. Multiple alignments consist in
lining up many similar proteins side by side for the sake of comparison.
Multiple alignments are used to

� Identify sequence positions where specific amino acids really matter for
the structural integrity or the function of a given protein

� Define specific sequence signatures for protein families

� Classify sequences and build evolutionary trees

We detail all the intricacies of making good multiple alignments in Chapter 
9. At this point, however, we simply want to show you that performing a 
multiple alignment is really easy — especially when you have the pleasure 
of using some nice Internet server, such as the one maintained by the Protein
Information Resource (PIR) people at Washington, D.C.’s Georgetown
University.

The PIR actually originated from the Atlas of Protein Sequences, the first pro-
tein-sequence collection (which was built by the late Prof. M. Dayhoff in the
late 1970s). The PIR site offers some useful protein analysis tools and data-
bases that we invite you to explore by yourself. Among these tools, it offers a
multiple-alignment server (running the standard ClustalW program) that is
really easy to use for beginners.

Do the following to get your feet wet using ClustalW:

1. Point your browser to pir.georgetown.edu.

The PIR home page appears, as shown in Figure 2-29.

2. Under the Search/Analysis heading, choose Multiple Alignment from
the drop-down menu to display the input form.

The input form appears. At this point, you need a few FASTA-formatted
protein sequences.

3. Open the dUTPase FASTA-formatted sequence file that you created on
your PC in the previous section of this chapter.
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Alternatively, you can go to the Swiss-Prot home page at

www.expasy.org/sprot/

and grab a few dUTPase sequences (such as DUT_AQUAE, DUT_BRAJA,
DUT_BPT5, DUT_CANAL, and DUT_BUCAI), as we spell out in the section
“ExPASy: A prime Internet site for protein information,” earlier in this
chapter.

4. Copy/paste five of these sequences (all at once) into the input window,
as shown in Figure 2-30.

Be careful to copy the definition line and the entire amino-acid sequence
for each of them.

5. Click the Submit button.

Within a few seconds, your screen (Figure 2-31) is proudly displaying its
first successful multiple-sequence alignment — and a tree-like represen-
tation of the pair-wise similarity of these sequences.

Select Multiple Alignment.

Figure 2-29:
Another

useful
protein

analysis
center: PIR.
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This output (if you used the same sequences as we did here) illustrates the
power of multiple alignments:

� It clearly delineates a region of high-versus-low sequence similarity in
these related proteins.

Positions 100 percent identical (highlighted by <*>) or occupied by
chemically similar amino-acids (highlighted by <:> or <.>) tend to occur
in a clustered fashion along the sequence, defining regions that are prob-
ably directly involved in shaping the catalytic site or performing the
pyrophosphatase biochemical reaction.

� Various types of functional signatures (small sequence segments 
associated to a given biochemical function) can be extracted from 
such a multiple alignment.

� Evolutionary relationships between proteins are inferred from 
phylogenetic trees.

In Chapters 9, 11, and 13, we tell you more about these key applications of
bioinformatics.

Paste your sequences here.

Click here to start the multiple alignment.

Figure 2-30:
Filling up 

the multiple
alignment

input
window 

at PIR.
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Invariant regions

Figure 2-31:
Multiple

alignment of
five bacterial

dUTPase
sequences

and the
correspond-
ing tree built

from their
pair-wise
similarity.
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