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Abstract

Database search approaches via Mass Spectrometry (MS) are fairly accurate meth-
ods for protein identification making use of the proteins database. However, many
species, especially those within mycobacterial species are still not annotated and do
not have protein sequences in any known database sources. Although de novo peptide
sequencing approaches have been introduced to overcome that issue, their success re-
quires high quality data. Accordingly, extending proteomic database search methods
to include non-annotated mycobacteria is of great interest for a more expanded and

accurate result.

The first part of our study involves analysis of the proportion of identical in silico
tryptic peptides shared between different mycobacterial organisms relative to their
distance in phylogeny. This aims to evaluate the use of the closest annotated species’
protein database for an MS analysis of non-annotated species. The result of this
first part highlights the utility of a cross-species proteomic analysis for mycobacte-
rial species within a phylogenetic distance less than 0.3 to each other. The second
part involves the use of a six frame translation database obtained from the genome
sequence for proteogenomic annotation. This allows identification of potential novel
proteins from species with incomplete databases and may also be applied to non-
annotated species. Applied to Mycobacterium avium, this methodology allowed the
identification of 81 extra proteins not previously reported in the existing database of

M. avium.
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1. Introduction

1.1 Motivation

Mycobacterium is a genus of Actinobacteria within the order Mycobacteriales in the
family Mycobacteriaceae [1]. Tt comprises pathogens known to cause serious diseases
such as Leprosy and Tuberculosis in animals and in humans. Tuberculosis especially
remains a major world health problem [2]. Although BCG (Bacillus Calmette-Guerin)
is used as a vaccine, its effectiveness in human varies widely especially in adults
and the result has been less than desired [3]. Moreover, the increased rate of drug
resistance undermines drug efficacy towards the treatment of tuberculosis [4]. The
study of proteome complement expressed in cell is useful and may contain important
information regarding the functioning and activity of the disease pathogen since the
proteins are actually representative of the phenotype. Therefore accurate protein
identification from sample mixture is a useful step forward towards development of

new biomarkers, potential drug targets and vaccines.

Shotgun proteomics via mass spectrometry (MS) has emerged as the most com-
monly used analytical method for such proteomic analysis. In this technology, com-
putational methods such as database search approaches are used to analyse exper-
imental mass spectra by matching them against theoretical mass spectra derived
from database proteins [5-7]. These methods are fairly accurate but limited to the
identification of peptides from known genomes, excluding those from non-annotated
organisms such as Mycobacterium kansasii and Mycobacterium shottsi. De novo
peptide sequencing approaches [8,9] which extract amino acid sequences directly from
the experimental spectra have been introduced to overcome this problem but their

success requires high quality data with high signal to noise ratios, high spectral resolu-
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tion and mass accuracy. To date, de novo sequencing of peptides in complex mixtures

therefore remains challenging.

In this thesis, we investigated two approaches towards the identification of proteins
from mycobacterial species which are non-annotated or have incomplete databases.
We study the feasibility of a cross-species analysis within mycobacterial species to
evaluate the use of the closest annotated species database to carry out database
search-based analysis of spectra generated from MS analysis of non-annotated or-
ganisms. We then study the use of proteogenomic analyses both for mycobacterial
species with incomplete databases as well as sequenced but non-annotated mycobacte-
rial species by creating an automated six frame translation database from the genome

sequence.

1.2 Analytical technique

Mass spectrometry (MS) is one of the most commonly used analytical technique
for protein identification. The process of an MS analysis can be divided into three
fundamental parts comprising sample preparation, mass spectrometry phase and data
analysis. Tandem mass spectrometry or MS/MS involves multiple steps of mass
spectrometry for more accurate characterization. Figure 1.1 illustrates the workflow

of an MS/MS analysis.
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Figure 1.1: Tandem mass spectrometry [10].

During the sample preparation, complex mixtures are fractionated to reduce com-

plexity and to remove the highly abundant component of the proteome. Proteins

can be separated according to their size, hydrophobicity, charge, isoelectric point or

affinity. A number of methods can be used to fractionate sample mixture including

Isoelectric focusing [11-13] in which proteins are separated based on their isoelectric

point, Liquid Chromatography [14] or SDS-PAGE [15]. Enzymes such as trypsin are

added to digest the proteins. Tryptic digests should then be purified so that molecules

that interfere with ionisation/detection such as salts, detergents and chaotropes are

eliminated. Digested peptides are then loaded onto the mass spectrometer to be

analysed. This process is shown in Figure 1.2.
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Figure 1.2: Sample preparation.

In the mass spectrometry phase, samples are ionised and parent ions are selectively
fragmented by collision induced dissociation for an MS/MS analysis. Fragmented ions
are extracted and are separated according to their mass-to-charge ratio(m/z). The
separated ions are then detected and the signal is sent to a data system where the
m/z ratios are stored together with their relative abundance for presentation in the

format of a m/z spectrum.

Once the spectra are generated, computational methods are needed to extract the
correct amino acid sequence from the spectra: this is the post-mass spectrometry
phase and consists of interpreting the displayed spectra from the mass spectrometry
to get information about the protein present in the sample. Some existing methods

for computational analysis of MS/MS data are briefly reviewed in Chapter Two.
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1.3 Thesis outline

This report is comprised of five Chapters. In Chapter 2, we present some commonly
used methods for protein identification. Examples of database search approaches
are described in Section 2.1 and some de novo sequencing algorithms are explained in
Section 2.2. The advantages and disadvantages of these existing method are discussed
in Section 2.3. The feasibility of cross-species analysis is studied in Chapter 3. A
brief overview is presented in Section 3.1. We describe our methodology for the cross-
species analysis along with the result obtained throughout this part in Section 3.2.
Section 3.3 introduces the conclusion of how far a cross-species analysis holds true.
Chapter 4 advances the proteogenomic analysis of M. avium and M. kansasii using
six frame translation. Section 4.1 shows a brief overview of Chapter 4. We present our
methodology for the proteogenomic analysis in Section 4.2 and Section 4.3 provides
the result from the proteins identification. We summarize our work and present the

result obtained throughout the study in Chapter 5.



2. Existing methods to interpret
MS/MS data

Reliable interpretation of the MS/MS spectra is critical for providing confidence in
the protein identification. Several methods have been developed to address this task
including database searches, which make use of an in silico database to match the-
oretical MS/MS spectra with the experimental MS/MS spectra. The limitation of
database search methods for identification of peptides within an unknown genome
can be solved in principle by the use of de novo sequencing algorithms which extract
sequence information directly from the MS/MS data without the need for a sequence
database. We present in this chapter a brief review of major existing database search

and de novo sequencing approaches and discuss their advantages and limitations.

2.1 Database search methods

Database search algorithms involve the scanning of all known peptide MS/MS spectral
space to find the best match to experimentally observed MS/MS spectra. Peptides
that have mass matching with the experimental peptide mass within some tolerance
are assigned to be candidates for Peptide Spectral Matching(PSM). Their sequences
in the database are converted into hypothetical MS/MS spectra to enable the compar-
ison. The experimental spectrum is then matched with the theoretical one obtained
from the candidate peptides database and a score is assigned for each PSM. The
database search method’s workflow is illustrated in Figure 2.1. The most popular

database searches engines include Sequest [5], Mascot [6] and X! tandem [7].
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Figure 2.1: Database search method workflow.
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2.1.1 Sequest

Sequest was developed by Eng et al [5] originally in 1994 as one of the earliest database
search methods. It was developed to interpret mass spectra from experimental result
using a protein database by converting the protein sequences to a predicted MS/MS
spectra for tryptic peptides and then by comparing them with the experimental spec-
tra. Although various versions of Sequest exist currently, the basic algorithm remains

approximately the same. It can be described as comprising four steps.

The first step consists of the tandem mass spectra data reduction. The mass-to-
charge ratio of the fragment ion is rounded to the nearest integer, noise filtering is
processed by eliminating all but the 200 most abundant ions and then the remaining
ions are renormalized by 100. The abundances of fragment ion within T1 u of each

other are equalized to the higher value.

In the second step, the experimental spectra are matched to a proteolitic peptide
sequence in the database according to their molecular weight. In silico generated
tryptic peptide sequences are retrieved and scanned to find the best combination
of amino acids that closely match the mass of the experimental peptide, the amino
acid masses are summed until the in silico peptide mass falls within a defined mass
tolerance from the experimentally observed mass. The masses of the fragment ions

were obtained using Equation 2.1:

b= an+1 Yo = MW = "a, (2.1)

where a,, is the mass of amino acids, b,, is the type b —ion and vy, is the type y — ion.
Equation 2.1 equates to the mass-to-charge ratio value for fragment ions in the charge

+1 state that is considered by the Sequest scoring routine.

Step three involves the preliminary scoring method. Each in silico peptide se-
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quence is scored depending on the number of predicted fragment ions denoted by n;
that match ions observed in the experimental spectrum within a defined mass toler-
ance, their abundances 4,,, the continuity of an ion series, the presence or absence of
an ammonium ion and the total number of predicted sequence ions n;. The score is

then given in Equation 2.2:

(22 tm)ni(1+ B)(1 + p)

Uz

S, = (2.2)

where [ represents the type-b and y ions continuity and p represents the presence
or absence of an ammonium ion and their respective amino acids in the predicted
sequence. This is a preliminary score and the top 500 amino acid sequences obtained

using this score are then analysed in the 4" step using the cross correlation analysis.

The fourth step is the most important for scoring in Sequest. It entails the com-
parison of each of the 500 preliminary PSMs to the experimental spectra. Their
spectra are constructed in the following way. Values that represent mass-to-charge
ratio of type-b ion or type-y ion are assigned a magnitude of 50.0. A magnitude
of 25 is assigned to mass-to-charge ratio within T1 u of type- b ion or type- y ion.
Mass-to-charge ratio of type-a ion and mass-to-charge ratio within *1 u are assigned
a magnitude of 10. The experimental spectra represented as x and the reconstructed
spectra represented as y from the database are then compared using the cross correla-
tion formula R, (Equation 2.3) and the final score is denoted by Xcorr as calculated

in Equation 2.4 and normalized to 1:

R, = ._ x[ily[i + 7] (2.3)
XCorr = Ry — w (2.4)

151
where 7 is a displacement value. The Xcorr measure is an absolute measure of

spectral quality and closeness of fit to the model spectrum. To distinguish correct
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identification from false positives, the difference between the normalized cross corre-

lations of the first and the second best amino acid sequences are used.

2.1.2 Mascot

The Mascot search engine algorithm is based on probability MOWSE scoring. The
ions score is —10 x Log(P) where P is the probability that the match occurs randomly
[6]. The proteins score is then derived from the ion score as a non-probabilistic basis
for ranking protein hits. The Mascot method interface is shown in Figure 2.2 where
the user can choose the database to search the dataset against, and select the enzyme
to be used for digestion. The modification can also be set as 'fixed” or 'variable” as

required. It also allows the user to select peptide and MS/MS tolerance as well as

the desired peptide charge.

Mascot MS/MS lons Search

Your name |

Email |

Search title |

Database |MSDBE =

Taxonomy | All entries

Enzyme |Trypsin i

=

Allow up to |1 > | missed cleavages

woanchton [E oI E S D wontiatons (3o e S D
Acetyl (K) Acetyl (K)
Acetyl (N-term) Acetyl (N-term)
| Amide (C-term) j Amide (C-term) j
Protein mass [— kDa ICAT
Peptide tol. = [20  [Da =] Ms/MStol. + [0.8  |Da =]
Peptide charge m Monoisotopic  Average
Data file | Browse..
I Data format W Precursor I_ mfz
| Instrument [Default |
Overview [ Reporttop [20 =] hits
Reset Form
Figure 2.2: Mascot search engine interface [6].
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The report from a Mascot search result is set to represent peptides with score
higher than the significance threshold which depends on the size of the experimental
MS/MS dataset and database used. For each identified protein, information about
all of the peptides identified can be obtained by clicking on its accession number.
The protein view is also included for the top one, two or three proteins where the
percentage of the sequence coverage is given and the protein sequence is displayed

with the experimentally observed peptides identified in bold red .

2.1.3 X!Tandem

X! Tandem differs from Sequest in the way the scoring function is performed. X!
Tandem considers only b and y type ions. Only peaks that match to the hypothetical
spectra are used in this model [7]. The preliminary score used in X! Tandem is defined

in Equation 2.5:

y/bScore = (i I; x B) (2.5)

where I; represents the peaks intensities while P; takes the value 1 if the peak was

predicted and 0 otherwise.

This preliminary score is multiplied by the factorial of the number of b ions and

y ions which gives the Hyperscore as defined in Equation 2.6:
HyperScore = y/bScore x Np! x N,! (2.6)

X! tandem assumes that the amino acid sequence with the best score is the only
possible correct match and to evaluate the correctness of the first best score, it looks

at the distribution of lower scoring hits.
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2.2 De novo peptide sequencing

De novo peptide sequencing involves extracting amino acid sequence information
directly from the MS/MS without prior knowledge of any protein database. With
an idealized process of fragmentation in the mass spectrometer, a peptide would be
cleaved at random between every two consecutive amino acids and a single charge
would be retained on only the N-terminal fragment [16]. This would enable the de-
termination of the peptide sequences by simply converting the mass differences of
consecutive ions in the spectrum to the corresponding amino acids. However in prac-
tice, the fragmentation process in mass spectrometer is far from ideal [16]. Therefore,
a scoring function is used to evaluate the match between the candidate peptide and
the given experimental spectrum in a de novo sequencing approach. A typical de
novo sequencing workflow is illustrated in Figure 2.3. Here we describe the algorithm

of two de novo sequencing methods namely Pepnovo [8] and PEAKS [9)].

mh : -’@
-

Figure 2.3: De novo sequencing algorithm.
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2.2.1 Pepnovo

Like most de novo peptide sequencing approaches, Pepnovo [8] uses a spectrum graph
created from the MS/MS spectra to assign the peptide sequences. The nodes are
cleavage sites having mass m and score Score(m, S) where S represents the spectrum.
The score for each node is computed as a function of the probability PCID(?|M ,S)
of detecting an observed set of fragment intensities 7 given that mass m is a cleavage
site in the peptide that created S and the probability Pray D(?|M ,S) that the peaks
in the spectrum are caused by a random event. This score is given by the formula

2.7:
Pern(T|M, S)

Praxo(T|[M,S)

Score(m, S) = log( ) (2.7)

which means that a peak intensities ? is more likely to be caused by a cleavage event
if the score is positive and it is more likely to be caused by a random event if the

score is negative.

To compute the probability PCID(?|M ,S), Frank and Pevzner [8] used a network
diagram as shown in Figure 2.4. V{b,y,...} denote the vertexes in the network ex-
cluding the pos(m), N-aa and C-aa; 7 denotes the v’s parents in the graph; 7(1})
denotes the set of values assigned to the vertexes 7(v). Porp(l, = z|7 = 11,1z, ...)
is the probability of detecting the intensity ¢ at fragment ion v given the intensities
detected at its parents. The probability PCID(7|M ,S) can be decomposed in the
function of the Porp(1, = z|?, m, S) as shown in the relation 2.8 since each vertex
v is independent of other vertexes in the network graph given that the values of its
parents are known.

Pern(T1M, $) [ Pern(L, = il 7, m, S) (2.8)

veV

The probability of randomly observing a peak with a given intensity in the spec-
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trum is computed using the fact that each peak is distributed independently of the
—
others and Pranp(I|m,S) are the products of the probabilities of seeing the individ-

ual peaks. This is given in Equation 2.9.

K
PRAND(?lMa S) = [[ Prano(irlni,,niy, ... ni,) (2.9)

i=1

C-aa
(C-terminal

N-aa
(N-terminal
amino acid)

pos y [P(y?y,pos)
0 0 01
0 1 022

23 052

4 3 0.08

—— AMiN0 acid influence

—— lon combinations

------------------------ > Positional influence

Figure 2.4: Probabilistic network for the fragmentation model of tryptic peptides.

2.2.2 PEAKS de novo peptide sequencing

The scoring for PEAKS de novo sequencing [9] is comprised of four steps involving
preprocessing, candidate computation, refined scoring and global and positional con-

fidence scoring. The first step involves noise filtering and peak centering as well as
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deconvolution of the doubly and triply charged species to singly charged ions. The
second step consists of computing the 10000 best sequences of all possible combination
of amino acids for a given precursor ion mass. PEAKS de novo sequencing method
scoring is based on penalty /reward score computing of each possible mass value in-
stead of a spectrum graph drawing. The objective is to find a sequence such that its
y and b ions maximize the total rewards at their mass values. In the third step, each
of the 10000 sequences is re-evaluated by considering a stricter mass tolerance and
a reward for immonium ions and internal cleavage ions. A recalibration of the data
is performed to account for minor deviations in MS/MS data. In the last step, the

confidence score is computed for the top scoring peptide sequences.

2.3 Advantage and disadvantage of these methods

Both database search and de novo sequencing methods have their strengths and
weaknesses. Database search methods are very successful for identification of already
known peptides. The major drawback for any database search method is its limitation
to fully annotated organisms only. Although the number of sequenced organisms is
increasing with the advent of next generation DNA (Deoxyribonucleic acid) sequenc-
ing, there are still many species that are not annotated or only poorly annotated.
Other limitations of database search approaches include the lack of assignment of a
large portion of the MS/MS data due to the incompleteness of the database or low
quality MS/MS spectra.

Non-annotated organisms as well as species with incomplete proteomic databases
therefore need other ways such as de novo sequencing to interpret spectra from
MS/MS data. However, the use of de novo sequencing necessitates backbone cleavage

between each pair of adjacent amino acids which only occurs with very high qual-
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ity data. As a result, de novo sequencing methods are known to be accurate for
identification of single amino acids but still lack accuracy when identifying peptide

sequences.

Therefore, we discuss in the next chapter the feasibility of extending database
search methods to non-annotated species by the use of its closest sequenced and
annotated species database. In particular, we describe a methodology based on cross-

species analysis within mycobacterial species for proteomic spectrum matching.



3. Cross-species analysis

3.1 Overview

We have developed a methodology to study the feasibility of a cross-species proteomic
analysis within mycobacteria. This method aims to evaluate the use of the closest
species database to carry out database search methods to assign spectra generated
from MS/MS analysis of non-annotated organisms. The feasibility of the cross-species
analysis in our study is evaluated according to the closeness of pairs of mycobacte-
rial species in phylogeny proportionally to the number of identical tryptic peptides
shared between them. The closeness of the species is measured using the phylogenetic

distance calculated from the 16S ribosomal RNA (16S rRNA) sequences.

We show in this project that the divergence between mycobacterial species in
terms of identical peptides is directly related to their phylogenetic distance: the
farther they are in phylogeny, the lower the number of peptides they share. This
relationship enables the estimation of the number of peptides shared between non-
annotated and annotated species knowing their distance separation in phylogeny. The
result gives us insight into how far apart in phylogeny actinobacteria can be before we
lose the ability to use the proteome of a sequenced organism to interpret spectra from
a non-sequenced one. We focused our comparison on the number of tryptic peptides

because typically the protein identification is based on PSM of tryptic peptides.

17
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3.2 Methodology and Results

Two members of the Mycobacterium avium complexes (MAC) i.e M. avium (Av)
strain 104 and M. paratuberculosis (Ptb), 4 species within the Mycobacterium
tuberculosis complex (MTBC) i.e M. bovis (Bov), M. bovis BCG Pasteur (BCG),
M. tuberculosis H37TRv (HRv) and M. tuberculosis KZN (KZN) and 4 additional
mycobacterial species including M. leprae (Lep), M. ulcerans (Ulc), M. marinum
(Mar) and M. smegmatis (Smeg) were analysed as the reference annotated species.
Protein databases utilised, including the proteome files, and paralog and ortholog files
for each species were obtained from Ensembl [17]. The non-annotated species used

here to test our methodology were M. kansasii (Kans) and M. shottsii (Shot).

To evaluate the similarity between two species, the number of shared tryptic
peptides were determined taking into account that true identical peptides should be
from homologous proteins. Homologous proteins are proteins that are derived from
the same ancestor. They are referred as ”orthologs” when they are from different
species and arose from speciation and ”paralogs” if they result from duplication in
the same species. Any other shared peptides are considered to be false positive. The
closeness of two species, including non-annotated ones, was then calculated using
their 16S rRNA sequences. Thereafter, the feasibility of the cross-species analysis
of two species was measured by the proportionality of their peptides’ similarity and

their closeness in phylogeny.


http://bacteria.ensembl.org/info/data/ftp/index.html
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3.2.1 Comparison in terms of identical peptides
Peptide filtering

Proteins from each proteome fasta file were digested in silico with the enzyme Trypsin
using the software DBToolkit [18]. No miscleavages were allowed. The enzyme trypsin
cuts after every Lysine (K) or Arginine (R) unless it is followed by a Proline (P). To
make our comparison meaningful, a probability search was performed to determine in
our subsequent analyses the shortest amino acid to be considered such that a peptide
match between any two species was unlikely to be a chance event. The probability was
computed for peptides of a given length starting with monopeptides and increasing in
length until the probability of the peptide’s random occurrence in any given proteome

file is smaller than 0.05.

Given the restriction that for any tryptic peptide, the C-terminal residue must
be R or K, for monopeptides, there are only two possibilities, either it is R or K.
Therefore, the probability of having R is % and likewise for K if there was only
one monopeptide. For dipeptides, the possibilities are: X R or X K where X can be
any amino acid but R, K. So the probability of getting any one specific dipeptide is:

1 1
— X — if there was only one dipeptide. Pursuing this strategy, we have the probability

18 2
1 1 1 1 1
f getti ifi tide of i id as follows: — X — X — x — x — if
of getting one specific peptide of 5 amino acid as follows 18 X 18 X 18 X 18 x 51
there was only one peptide of length 5. If N is the number of peptides of length k
in the organism, the likelihood of finding any one specific peptide of length k in that

organism is then the following:

Pr = pr;, x (1 + Z (1— prk)n> (3.1)

n=1
where pr; denotes the previously calculated probability representing the likelihood of

finding a specific peptide of length £ if there was only one peptide of that length. Since


http://code.google.com/p/dbtoolkit/
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N is different for each organism, we used the mean of the N of all organisms used in
this study for each k& and we got, Pr(monopeptide) = 0.99, Pr(dipeptide) = 0.89,
Pr(pentapeptide) = 0.03, which means that the probability that a specific peptide
of length 5 occurs by chance is 0.03. The result from these probability computations
leads us to the conclusion that the shortest peptide that can be considered as a non

random match within any given mycobacterial proteome file is a pentapeptide.

Peptide comparison

As previously stated, the database of the organisms used in this study were collected
from Ensembl [17]. We removed redundancy of the proteins within each species i.e
proteins that have exactly the same sequence were reported only once. We then
carried out in silico tryptic digests on the non-redundant proteome files for each or-
ganism and only peptides with greater than or equal to five amino acids were counted
according to the probability search described above. We then counted the number of
all shared peptides between each pair of species and then we further computed those
shared between homologous proteins. We assumed that identical peptide between
species could either genuinely be shared by ortholog proteins or by a protein and
the paralog of its ortholog. Other shared peptides were then considered to be false

positives.

The distribution of the number of identical peptides shared between ortholog
proteins in any pairwise comparison of mycobacteria is shown in Figure 3.1 which
reveals that an average ortholog protein pair shares 9 peptides and the highest peptide
count shared between two ortholog proteins is 208. However, there are some proteins
not reported to be orthologs yet they share as many peptides as two typical ortholog

proteins. An example of one such protein is shown in Figure 3.2 for the protein


http://bacteria.ensembl.org/info/data/ftp/index.html
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”Malate synthase” from M. avium and M. bovis BCG. These two proteins share 14
identical peptides, exceeding the number of shared peptide between most of ortholog
proteins, yet are not annotated as orthologs. The alignment from CLUSTAL W [19]

of these proteins is shown in Figure 3.3.
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Figure 3.1: Distribution of peptides shared between ortholog proteins. The X-axis
shows the numbers of identical peptides shared between pair of proteins that are
ortholog. The Y-axis shows the number 7 (as mean for all pair of species) where y is

the number of ortholog protein that share z identical peptides for each species-pair.
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>EBMYCG00000012441(A0QGMS) (M. avium)
MTDRVSAGNLRVARVLYDFVNDEALPGTDIDPDSFWAGVDKVVTDLTPRNQELLRRR
DELQAQIDKWHRQRVIEPLDIDAYRDFLIEIGYLLPEPEDFTITTSGVDDEITTTAGPQLVVPY
LNARFALNAANARWGSLYDALYGTDVIPETDGAEKGSSYNKVRGDKVIAYARNFLDQAVP
LESGSWADATGLSVEDGRLQVATADGSVGLAEPEKFAGYTGQLGSPDWSVLLVNHGLHIEI
LIDPQSPVGKTDRAGIKDVVLESAVTTIMDFEDSVAAVDADDKVLGYRNWLGLNKGDLSE
EVSKDGKTFTRVLNADRTYTTPDGQGELTLPGRSLLFVRNVGHLMTNDAIVLSDGDEEKEV
FEGIMDALFTGLTAIHGLKTGEANGPLQNSRTGSIVIVKPKMHGPDEVAFTCELFSRVEDVL
GLPQGTLKIGIMDEERRTTVNLKACIKAAADRVVFINTGFLDRTGDEIHTSMEAGPMIRKG
AMKNTTWIKAYEDANVDIGLAAGFKGKAQIGKGMWAMTELMADMVEQKIGQPKAGATT
AWVPSPTAATLHAMHYHYVDVGAVQEELAGKKRTTIEQLLTIPLAKELAWAPEEIR EEVDN
WVAQGVGCSKPDINDVABMBOR AT RISSQLLANWLRHGVITEEDVRAS
LERMAPLVDAQNAKDAAYQPMAPNFDDSLAFLAAQDLILTGTQQPNGYTEPILHRRRREV
KARAAQSN*
>EBMYCG00000020988(A1KIP9)(M. bovis BCG)
MTDRVSVGNLRIARVLY DFVNNEALPGTDIDPDSFWAGVDKVVADLTPQNQALLNAR
DELQAQIDKWHRRRVIEPIDMDAYRQFLTEIGYLLPEPDDFTITTSGVDAEITTTAGPQLVVP
VLNARFALNAANARWGSLY DALYGTDVIPETDGAEKGPTYNKVRGDKVIAYARKFLDDSV
PLSSGSFGDATGFTVQDGQLVVALPDKSTGLANPGQFAGYTGAAESPTSVLLINHGLHIFILI
DPESQVGTTDRAGVKDVILESAITTIMDFEDSVAAVDAADKVLGYRNWLGENKGDLAAAV
DKDGTAFLRVLNRDRNYTAPGGGQFTLPGRSLMFVRNVGHLMTNDAIVDTDGSEVFEGIM
DALFTGLIATHGLKASDVNGPLINSREGSIVIVKPKMHGPAEVAFTCELFSRVEDVLGLPQNT
MKIGIMBEERRTTVNLKACIKAAADRYV VFINTGFLDRTGDEIHTSMEAGPMVRKGTMKSQ
PWILAYEDHNVDAGLAAGFSGRAQVGKGMWTMTELMADMVETKIAQPRAGASTAWVPS
PTAATLHALHYHQVDVAAVQQGLAGKRRATIEQLLTIPLAKELAWAPDEIR EEVDNNGQSIE
BFR W VDQGVGCSKNBDINDVANMBDR ATLRISSQLLANWLRHGVITSADVRASLERM
APLVDRQNAGDVAYRPMAPNFDDSIAFLAAQELILSGAQQPNGYTEPILHRRRREFKARAA
EKPAPSDRAGDDAAR*

Figure 3.2: Non-ortholog proteins from M. avium and M. bovis BCG respectively
sharing 14 identical peptides. Highlighted peptides indicate common peptides be-

tween the proteins.
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spJAOQGM8|MASZ_MYCAL MTDRVS AGNLRVARV LYDFVNDEALPGTDI DPDSFWAGVDK VVTDLTPR NQE LL RRRDEL
Sp|ALKIP9|MASZ_MYCBP MTDRVS VGNLRI ARVLYDFVNNEALPGTDI DPDSFWAGVDK VVADLTPQ NQA LL NARDEL
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spJAOQGM8|MASZ_MYCAL QAQI DK WHRQRVI EPLDI DAYRDFLI EI GYLLPEPEDFTI T TSGVDDEI TTT AGPQLVVP
Sp|ALKIP9|MASZ_MYCBP QAQI DK WHRRRVI EP I DMDAYRQFLTEI GYLLPEPDDFTI T TSGVDAEI TTT AGPQLVVP
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spJAOQGM8|MASZ_MYCAL VLNARF ALNAANARWGSLYDALYGTDVI PETDGAEKGSSYN KVRGDKVI AYA RNFLDQAV
Sp|ALKIP9|MASZ_MYCBP VLNARF ALNAANARWGSLYDALYGTDVI PETDGAEKGPTYN KVRGDKVI AYA RK LDDSV
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sp|AOQGMB8|MASZ_MYCAL PLESGS WADATGL SVEDGRLQVATADGSVGLAEPEKFAGYT GQLGSPDW SVL LV NHGLHI
sp|A1KJIPY9|MASZ_MYCBP PLSSGS FGDATGF TV QDGQLVVALPDKSTGLANPGQFAGYT GAAESP T SVL LI NHGLHI
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sp|AOQGMB8|MASZ_MYCAL EIl LI DP QSPVGKTDRAGI KDVVLESAVTTI MDFEDSVAAVD ADDKVLGY RNWLGLNKGDL
sp|A1KJIPY9|MASZ_MYCBP EIl LI DP ESQVGTT DR AGVKDVI LESAI TTI MDFEDSVAAVD AADKVLGY RNWLGLNKGDL
R Kok K K Kk ok ks ok ok ks K K Kk k. ko k K K Kk Kk Kk K Kk K ok K Kk R R EE
sp|AOQGMB8|MASZ_MYCAL SEEVSKDGKTFTRVL NADRTYTTPDGQGELTLPGRSLLFVR NVGHLMTN DAI VL SDGDEE
Sp|ALKIP9|MASZ_MYCBP A AAVDK DGTAFLRVL NRDRNYTAPGG GQFTLPGRSLMFVR NVGHLMTN DAI VD TDGS- -
. * T I * % ok * % * % * * * R R EEE R * %
spJAOQGMB8|MASZ_MYCAL KEVFEGI MDALFTGL TAI HGLKTGEANGPLQNSRTGSI Yl V KPKMHGPD EVA FT CELFSR
Sp|ALKIP9|MASZ_MYCBP - EVFEG| MDALFTGL I Al HGLKASDVNGPLI NSRTGSI Yl VKPKMHGPA EVA FT CELFSR
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SplAOQGM8|MASZ_MYCAL VEDVLGL PQGTLKI GI MDEERRTTVNLKACI KAAADRVVFI NTGFLDRT GDE | HTSMEAG
splALKIP9|MASZ_MYCBP VEDVLGL PQNTMKI| GI MDEERRTTVNLKACI KAAADRVVFI NTGFLDRT GDE | HTSMEAG
KoK K K KR R KA ki kK KR R K K KR K KK KK KA KK KKK KA KK KKK KK AR K KKK KA K KA KKK KKK
splAOQGMBIMASZ_MYCAL PMI RKGAMKNTTWI KAYEDANVDI GLAAGFKGKAQI GKGMWAMTELMAD MVE QK | GQPKA
Sp|A1KIP9|MASZ_MYCBP PMVRKGT MKSQPWI L AYEDHNVDAGLAAGFSGRAQV GKGMWTMTELMAD MVE TK I AQPRA
ko x s owow N
splAOQGMBIMASZ_MYCAL GATTAWV PSPTAATL HAMHYHYVDVGAVQEELAGKKRTTI E QLLTIPLA KEL AWAPEEI R
spIALKIP9|MASZ_MYCBP GASTAWV PSPTAATL HALHYHQVDVAAVQQGLAGKRRATI E QLLTIPLA KEL AWAPDEI R
splAOQGMBIMASZ_MYCAL EEVDNNCQSILGYVV RWVAQGVGCSKVPDI HDVALMEDRAT LRI SSQLL ANWLRHGVITE
spIALKIP9|MASZ_MYCBP EEVDNNCQSILGYVV RWVDQGVGCSKVPDI HDVALMEDRAT LRI SSQLL ANWLRHGVI TS
splAOQGMB|MASZ_MYCAL EDVRASLERMAPL VDAQNAKDAAYQPMAPNFDDSLAFLAAQDLILTGTQ QPN GY TEPI LH
spIALKIP9|MASZ_MYCBP ADVRAS L ERMAPL VDRQNAGDVAYRPMAPNFDDSI AFLAAQELILSGAQ QPN GY TEPI LH
MRk Kok K R R kK Kk KRk Rk kK Kk K KR KoK KK K K R KKK AR L KKk LA ok Ak K KK KoK oK K Kk
SpIAOQGM8|MASZ_MYCAL RRRREV KARAAQS N- - - - - - - - - - - -
splALKIP9|MASZ_MYCBP RRRREF KARAAEKPAPSDRAGDDAAR
x x %

* x * kK ok Kk -

Sp|A1KIP9|MASZ_MYCBP

Figure 3.3: Alignment of the two non-ortholog proteins from M. avium and M.

bovis.

Along with the fact that neither of these proteins has any other ortholog, this
high amount of peptides similarity between these two sequences suggests that they
may be missed in the orthologs classification. We consider peptides shared between
such pairs as false false positive since they are grouped with the false positives but

they should actually be true positive.
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In Table 3.1, the similarity of pairwise mycobacterial species is represented in
term of identical peptides. The table represents the name of the species (Species),
the total number of tryptic peptides (> 5 mers) in the species (Peptides), the name
of the other species compared to the species in the first column (Other Species), the
number of known ortholog proteins between the two species compared (Orth Prot),
the number of identical shared peptides between otholog proteins in these species
(Shared Pep), the false positive (FP, which is the number of peptide shared between
two non-ortholog proteins) and the false false positive (FFP, which is the number of
peptides shared between two proteins that may have been missed as being annotated

as ortholog).
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Table 3.1: Number of identical peptides shared between mycobacterial species.

Species Peptides Other Species Orth Prot Shared Pep FP FFP
M. avium 95956 M. bovis 2677 11172 942 101
M. bovis BCG 2671 11163 965 90
Mtb H37Rv 2701 11256 952 101
Mtb KZN 2709 11240 965 99
M. leprae 1381 5938 423 66
M. marinum 3354 13132 1207 102
M. smegmatis 3184 8166 1632 50
M. ulcerans 2897 10947 918 108
M. paratuberculosis 4005 67748 791 35
M. bovis 75469 M. bovis BCG 3837 73952 114 13
Mtb H37Rv 3825 72864 201 44
Mtb KZN 3776 71738 251 49
M. leprae 1419 6638 333 73
M. marinum 3127 22644 879 81
M. smegmatis 2576 6691 1375 107
M. ulcerans 2755 19873 671 113
M. bovis BCG 75307 Mtb H37Rv 3774 72547 72274 273
Mtb KZN 3750 71521 327 68
M. leprae 1413 6638 330 163
M. marinum 3103 24082 868 223
M. smegmatis 2568 6684 1373 160
M. ulcerans 2747 19877 660 199
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Species Peptides Other Species  Orth Prot Shared Pep FP  FFP
Mtb H37Rv 76514 Mtb KZN 3847 74238 62 6
M. leprae 1419 6647 345 73
M. marinum 3158 25110 887 81
M. smegmatis 2600 6728 1392 99
M. ulcerans 2771 19266 675 16
Mtb KZN 77032 M. leprae 1421 6624 342 71
M. marinum 3173 25430 908 79
M. smegmatis 2611 6714 1396 105
M. ulcerans 2783 19240 684 16
M. leprae 32431 M. marinum 1448 6369 368 28
M. smegmatis 1363 3915 563 54
M. ulcerans 1403 5915 292 28
M. marinum 108933 M. smegmatis 3331 7872 1683 99
M. ulcerans 3820 60082 171 42
M. smegmatis 123455 M. ulcerans 2789 6722 1265 79

M. ulcerans 81470

This comparison in terms of identical peptides reveals that mycobacterial species
within MTBC share about 98% identical peptides while those within MAC share 96%.
The farthest removed mycobacterial pair studied here includes M. smegmatis and M.
avium with 9% of their peptides in common. The number of false positives is higher
when the similarity is lower which may relate to a poor ability to predict ortholog
proteins between more distant species. We compute in the next section the closeness

of two species according to their phylogenetic distance including the sequenced but
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non-annotated species namely M. kansasit and M. shottsii.

3.2.2 Comparison in phylogeny
Phylogenetic distance

An accurate way of measuring the evolutionary distance between two mycobacterial
species comprises the comparison of their 16S rRNA sequences. A reason for this is
that the 16S rRNA is highly conserved in almost all bacteria [20]; it is about 1550
nucleotides in length which is large enough to provide necessary information about
the evolution [21]. Furthermore, the function of 16S rRNA has not changed over time
which suggests that the variable region can be used for measurement of the time of

evolution [21].

The phylogenetic distance between two sequences is defined as the percentage of
nucleotides in one sequence that are different from those in another taking into ac-
count the mutation that could have occurred considering the time rate. We measure
the distance between species using their aligned 16S rRNA sequences from the Riboso-
mal database project (RDP) [22]. The distance used is the Jukes Cantor distance [23],

calculated from the Formula 3.2.

3 4
K=—"log(l — =D 2
4og( 3 ) (3.2)

where D is the proportion of nucleotides which differs between the two sequences.
Table 3.2 lists the value of the distance between each mycobacterial species pair

considered in this study.


http://rdp.cme.msu.edu/
http://rdp.cme.msu.edu/
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Table 3.2: Phylogenetic distance computed using the 16S rRNA.

Smeg Ulec Lep Kans Ptb Bov HRv Shot Av BCG KZN Mar
Smeg | 0 32 33 29 30 26 26 28 29 26 2.6 2.9
Ule 0 1.7 1.1 1.3 07 07 04 11 07 0.7 0.2
Lep 0 1.2 1.2 1.1 11 1.3 1.2 1.1 1.1 1.3
Kans 0 08 0.8 08 08 05 038 0.8 0.8
Ptb 0 0.7 07 08 0.1 0.7 0.7 1.0
Bov 0 01 03 08 0.1 0.1 0.4
HRv 0 0.3 08 0.1 0.1 0.4
Shot 0 0.8 0.3 0.3 0.1
Av 0 08 0.8 0.8
BCG 0 0.1 0.4
KZN 0 0.4
Mar 0

Phylogenetic tree

Using the aligned 16S rRNA sequences from RDP, the tree of the 13 mycobacterial

species studied here was constructed to view the closeness of the species. The tree

was built using the Quicktree [24] program from the Mobyle portal web site [25] to

get the newick format and then we used biopython [26] to display the tree in Figure

3.4. The Quicktree software uses a Neighbor-joining method for the construction of

the tree.


http://mobyle.pasteur.fr/cgi-bin/portal.py#welcome
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M. smegmatis
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Figure 3.4: Phylogenetic tree of mycobacterial species using distance matrix from

Mobyle portal.

An outgroup was not included in this tree because we are inter-

ested in quantitative analysis of sequence divergence not in construction of a strict

phylogenetic tree per se.
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It can be seen from Table 3.2 and Figure 3.4 that the closest species to M.
kansasii and M. shottsit that have been sequenced are respectively M. avium and
M. marinum with phylogenetic distance 0.59 and 0.1 respectively. In order to es-
timate the number of peptides shared between these species, the result showing the
proportionality between the number of peptides shared and the phylogenetic distance
is presented in Subsection 3.2.3. This also enables us to determine the critical limit
in phylogenetic distance outside of which this proportionality fails, and therefore the
maximum phylogenetic distance between annotated and non-annotated organism be-

fore we lose the ability to use the former to assign MS/MS spectra from the latter.

3.2.3 Relationship between phylogenetic distance and pep-
tides shared

The correlation between phylogenetic distance and the number of peptides shared
identically between two annotated species is shown in Figure 3.5. This relationship
allows the estimation of the number of identical peptides that will be shared between

a sequenced and annotated species and non-annotated one given their distance in
phylogeny.

The comparison of mycobacterial species was represented starting with two highly
similar organisms, within the MTBC (Mtb H37Rv and Mtb KZN) whose distance is
almost 0 in the phylogeny and ending with two species far away from each other
(M. avium and M. smegmatis) with distance 2.9. It shows that the number of
identical peptides shared by two species and their distance in phylogeny are related
as expected, with the number of peptides shared decreasing from 98% to 8% and the

distance in phylogeny increasing from 0 to 3.0.
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Figure 3.5: Relationship between the phylogenetic distance and the percentage iden-
tical shared peptides.

To confirm the feasibility of a cross-species proteomic analysis that includes non-
annotated species, we looked at the number of false positives among the identical
peptide between each pair compared. Figure 3.6 shows the distribution of false pos-
itives found in our study. For species that are significantly similar to each other,
the number of false positives can be less than 2% of all their shared peptides. The
significant increase in apparent false positives with increasing phylogenetic distance

is interesting and may simply reflect increasingly inaccurate identification of true

orthologs between species.
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Figure 3.6: False positive rate distribution between all species-pairs compared. The

false positive rate here is the proportion of the number of identical peptides shared

between two non-ortholog proteins over all identical peptides.

3.2.4 Peptide conservation in mycobacterial species

Figure 3.5 shows expectedly that the fraction of peptides shared between two species

decreased rapidly as their phylogenetic distance ranges from 0 to 1. However, un-

expectedly this relationship tends to approach a constant value of 0.08 when the

phylogenetic distance is above 1. This suggests that there is a strong conservation

of certain peptides that are shared identically across pairwise mycobacterial species,

even when the distance in phylogeny between mycobacteria is high. This conservation

was seen to be across all mycobacterial species studied here, among them M. leprae
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which is the species with the smallest proteome of mycobacteria containing only 1600
proteins. The conserved peptides are about 2600 in number and found in approxi-
mately 700 proteins in each species. A GO (Gene Ontology) enrichment analysis of
the proteins conserved between M. avium and M. bovis are presented in Tables 3.3
and 3.4. Information about the GO enrichment of the conserved proteins was ob-
tained using the StRAnGER [27] software and the GO annotation downloaded from
integr8 [28] of each species was used as the background database. The SSRAnGER
software takes as input a group of protein IDs to be analysed and a background
database of GO annotation and gives as output information about the GO enrich-
ment of the group. It uses three choices of statistical test (hypergeometric test, Fisher
exact test or x? test) for the identification of enriched ontological terms. Here we used
a p-value cut off of 0.01 and the Fisher exact test where the probability for a term T;

to be over-represented is given by Equation 3.3.

z4+x t—z+n—=x
z t—z
P(z,n,t,x) = (3.3)
n
t

n denotes the number of genes in the microarray /reference list, x the number of
genes in the array/reference list associated with the term T, ¢ the number of genes
in the significant list and 2z the number of genes in the significant list annotated to

the term T;.

The result shows the significant enrichment of certain catalytic and binding activ-
ity for molecular function, and transport and metabolic process for biological process
as seen in Tables 3.3, 3.4. This conservation indicates an underlying basic similarity
of a subset of proteins from all mycobacteria, which represents about half of the whole

proteome of M. leprae.


http://grissom.gr/stranger/
http://www.ebi.ac.uk/integr8/EBI-Integr8-HomePage.do
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Table 3.3: GO enrichment analysis of the conserved proteins from M. avium and M.

bovis

M. avium M. bovis

Go term p-value Go term p-value

BP  GO:0045449  4.84462003847¢~% GO:0045449 3.33713057188¢~ 11
G0O:0055085 1.39227926965¢ % GO:0055085  2.3442359165e
GO:0055114 1.19112497643e 1! GO:0055114  3.84110521168¢ 1

MF  GO:0016787  2.19974938984¢ ! GO:0016787 6.74162947689¢ 1
GO:0016853  4.95378182919¢ ! GO:0016829 6.38449293433¢~ 11
GO:0016740  6.08113559508¢ 12 GO:0016740  9.1432417193¢~ 11
GO:0016747  0.00354735937991¢ !

GO:0016874  3.16768833386¢ ! GO:0016874 1.98052685363¢ 12
GO:0046872  3.77875508661¢™ 2 GO:0046872 2.57529553238¢ 11

CC  GO:0016012  5.80362775615¢~% GO0:0016012  2.36374150031e07
GO0:0030529 1.79722903226¢ 1
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Table 3.4: Description of the GO terms significantly enriched in the conserved proteins

from M. avium and M. bovis

Go term Description
BP GO:0045449 Regulation of cellular transcription
GO:0055085 Transmembrane transport
GO:0055114 Oxydation reduction
MF  GO:0016787 Hydrolase activity
GO:0016853 Isomerase activity
GO:0016829 Lyase activity
GO:0016740 Transferase activity
GO:0016747 Transferase activity, transferring acyle group other than amino-acyl groups
GO:0016874 Ligase activity
GO:0046872 Metal ion binding
CC GO:0016012 Integral to membrane
GO:0030529 Ribonucleoprotein complex

3.2.5 Validation of the cross-species analysis

The relationship between the distance in phylogeny of pairs of mycobacterium species

and the number of their common tryptic peptides enables the determination of a

phylogenetic distance limit for the use of a cross-species analysis.

Species within

the same family such as MTBC or MAC are seen to have significant similarity and

with false positive rates of less than 2% of the total number of common peptides.

The corresponding phylogenetic distance between these species are less than 0.3.
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Moreover, as the distance increases from this number, the number of tryptic peptides
shared decreases rapidly and less than 50% similarity is observed which will complicate

the cross-species proteomic comparisons, at least at the peptide level.

Application to M. avium, M. bovis BCG and Mtb H37TRv

For the validation of our analysis, we have searched M. avium, M. bovis BCG and
Mtb H37Rv MS/MS data using their respective database fasta file from Ensembl [17]
first and then re-searched each using the Mtb H37Rv database. The methodology for
protein identification used is described in Chapter 4, Subsection 4.2.2. The result is
shown in Table 3.5

Table 3.5: Result obtained from a cross-species analysis of M. avium, M. bovis BCG

and Mtb H37Rv.

# of identified # of identified % of the # of Phylogenetic
Species protein using  proteins using identified proteins distance from

Mtb H37Rv file  their own file using Mtb H37Rv ~ Mtb H37Rv

Mtb H37Rv 1100 1100 100% 0.0
M. bovis BCG 1723 1780 96.80% 0.1
M. avium 221 1500 14.73% 0.8

The result shows that 1723 proteins have been identified from M. bovis BCG using
the Mtb H37Rv database while 1780 are found using its own database. The number
of protein identified from using Mtb H37Rv database is then about 96.80% of the
number of protein identified using the M. bovis BCG fasta file which is not far from

the theoretical result of 98% similarity between these two species. From M. avium,
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the experimental result of 221 proteins using the Mtb H37Rv database represents
approximately 14.73% of the whole protein identified using its own database which
also agrees with the result from the theoretical study of 14% similarity. Interestingly,

if we take the inverse of these percentages they correlate with the genetic distances:
1

96.8
0.8.

= 0.01 and the genetic distance is 0.1, while = 0.07 and the distance is

1
14.73

Possible application to M. kansasii and M. shottsi

Knowing that the closest species to M. kansasit and M. shottsi are M. avium and M.
marinum respectively, we plotted them in the Figure 3.5 based on their phylogenetic
distance. This enabled us to estimate the percentage identical peptides between M.
marinum and M. shottsii to be 98% but only 21% for M. avium and M. kansasii.
This means that using the M. marinum database to identify spectra from M. shottsii,
we can expect 98% true positives from the result while if we use the M. avium
database for M. kansasii, we can only expect to assign % of the spectra that are
true matches to M. kansasii peptides; clearly this will be limiting for any proteomic
analysis of M. kansasii, suggesting that an alternative bioinformatic approach is
likely to be necessary. An experimental mass spectrometry protein identification was
produced for M. kansasii using the M. avium database and the result confirms

this theory, where we identified only 275 proteins in M. kansasii while about 1500

(~ 18%) proteins were identified from M. avium mass spectra.
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3.3 Summary

Data from the study of a cross-species in silico analysis reveals the relationship be-
tween the tryptic peptides shared identically between two species and the phylogenetic
distance between the species. The relationship enables the evaluation of how far apart
actinobacteria can be in phylogeny before we lose the ability to use the proteome of an
annotated organism to interpret spectra from a non-annotated one. It also shows that
there is a strong conservation of about 2600 tryptic peptides accross all mycobacterial
species; these are present in 700 proteins which represents half of all proteins in the
mycobacterium species with the smallest proteome(M. leprae), and perhaps suggests
that these 700 proteins are the core, basal, essential machinery of mycobacteria, so
further examination of these may be warranted from a drug target or vaccine target

perspective.

Our data suggests that a cross-species analysis can be applied to species within
phylogenetic distance less than 0.3 such as those within the same family, MTBC or
MAC. It also suggests that proteomic analysis of non-annotated species is possible,
providing their distance from a sequenced and annotated organism is less than 0.3.
For instance, a cross-species preotomic analysis can be applied to M. shottsii using
the M. marinum database but for M. kansasit, the use of a cross-species analysis will
not enable the identification of more than 20% of the expected identified proteins
from its sample. The next part of our study describes another way of identifying
proteins from sequenced but non-annotated species like M. kansasii as well as those
with incomplete annotation by creating an open reading frame (ORF) database from

a six frame translation of the genome.



4. Proteogenomic analyses

4.1 Overview

Interpretation of MS/MS spectra remains a big challenge in the proteome area. Gen-
erally, despite huge advancement in mass spectrometry equipment in recent years,
still typically a huge part of the whole data from MS/MS is not inferred to peptides.
One reason for such inefficiency may be the absence or incompleteness of the genome
annotation that gives rise to the protein database for the species being studied. Here
we present a proteogenomic analysis of M. avium -representing a well sequenced
species in mycobacteria- and M. kansasii representing a poorly or non-annotated
species. This analysis consists of searching the MS/MS data against the genome se-
quence database using an automated six frame translation and comparing the result

with those obtained from use of the existing protein database.

MS/MS analysis of the M. avium and M. kansasii samples were analysed using
their respective six frame translation database. In M. avium, we were able to identify
1594 proteins including 81 that had not previously been annotated in the Ensembl [17]
proteome file. Following the same experiment with M. kansasii using its six frame
translation database, we were able to identify 160 proteins from the M. kansasit
mass spectra, which is twice the number of M. kansasii proteins currently present in

the Uniprot database [29].
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4.2 Methodology

4.2.1 Six frame translation

There are six possible reading frames for a genome sequence. In any one reading
frame, open reading frames can exist between stop codons with each triplet of nu-
cleotides encoding an amino acid that can be predicted using the bacterial codon
table. Each open reading frame typically has a start codon. The possible start
codons for bacteria are: AT'G (coded as Methionine M), GT'G (coded as Valine V'),
and sometimes, TTG and CTG (coded as Leucine L). All start codons are read
as M during the translation. In bacteria, the start codon is usually preceded by a
ribosome binding site, but these remain difficult to identify in an automated scanner
due to the sequence variability of ribosome binding site. Here we therefore decided
to adopt a simpler approach, simply defining an ORF as having a start codon and a
stop codon and accepting that this will over predict the total number of ORFs in any
given bacterial genome. We wrote a python script to model the translation of the
M. avium and M. kansasii genomes requiring minimum peptide size of 20 amino
acids to conform with the shortest peptides in the Ensembl database and using AT'G,
GTG and TTG as start codons. This procedure discovered some DNA sequence am-
biguities denoted most commonly by N (which can be any of the nucleotides), and
less often D, H, R, K, Y, M and S (codes described at [30]) in the M. kansasii
genome sequences. So, each triplet with one or more ambiguities was translated as X
such that the specific tryptic peptides containing these ambiguous amino acids will
be missed during the database matching but the remainder of the pepides from that
protein could still be matched. New annotations were inferred from the translated
sequences, showing the species ID, the frame in which it was read, and the start and

end positions of the potential gene in the genome. For M. avium the Ensembl acces-
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sion number was added at the end of this annotation for previously known protein
sequences in order to differentiate them from the new ORFs. Where there were some
differences in length between newly annotated sequences and Ensembl’s, the longer
sequence was used in each case in order to get as much information as possible from
it. The resultant six frame translation ORF databases were then used for assignment

of MS/MS data for proteogenomic annotations.

4.2.2 Protein Identification

Sample preparation

In general, the mycobacterial cultures were grown until mid to late log phase OD
0.6 — 0.9 and were harvested by centrifugation. Cell lysis was carried out by boiling
the cell pellet in 3% SDS buffer for 30min. Whole cell lysates were prepared from
the strains M. avium and M. kansasii initially in Middlebrook 7H11 media, and
thereafter in Sautons media. Clarified cell lysate was obtained by centrifugation
at 10000g for 15 minutes to remove cell debris. Protein extracts from the culture
filtrate and intracellular lysate were concentrated on 3kDa Molecular weight cut off
filters. For each protein sample, 40ug was separated on a 12% SDS PAGE gel prior to
further analysis. Culture filtrate and intracellular protein preparations were analysed

separately.

Each gel lane was cut into 5 pieces resulting in 10 pieces per organism. All gel
pieces were cut into smaller cubes and washed twice with water followed by 50%
(v/v) acetonitrile for 10min. The acetonitrile was replaced with 50mM ammonium
bicarbonate and incubated for 10min, and repeated two more times. All the gel pieces
were then incubated in 100% acetonitrile until they turned white, after which the gel

pieces were dried in vacuo. Proteins were reduced with 10mM DTT for 1h at 57°C.
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This was followed by brief washing steps of ammonium bicarbonate followed by 50%

acetonitrile before proteins were alkylated with 55mM iodoacetamide for 1h in the

dark.

Following alkylation the gel pieces were washed with ammonium bicarbonate for
10 min followed by 50% acetonitrile for 20min, before being dried in vacuo. The
gel pieces were digested with 100ul of a 10ng/ul trypsin solution at 37°C overnight.
The resulting peptides were extracted twice with 70% acetonitrile in 0.1% formic
acid for 30min, and then dried and stored at —20°C. Dried peptides were dissolved
in 5% acetonitrile in 0.1% formic acid and 10ul injections were made for nano-LC

chromatography.

All mycobacterial growth, protein preparation and tryptic peptide preparation

steps were carried out by Julian Peters in this Laboratory.

Mass spectrometry

All experiments were performed on a Thermo Scientific EASY-nLC II connected
to a LTQ Orbitrap Velos mass spectrometer (Thermo Scientific, Bremen, Germany)
equipped with a nano-electrospray source. For liquid chromatography, separation was
performed on an EASY-Column (2cm, ID 100um, 5um, C18) pre-column followed by
a EASY-column (10cm, ID 75um, 3pum, C'18) column with a flow rate of 300nl/min.
The gradient used was from 5 — 15%B in 5min, 15 — 35% B in 90min, 35 — 60% B in
10min, 60 —80% B in 5min and kept at 80% B for 10min. Solvent A was 100% water
in 0.1% formic acid, and solvent B was 100% acetonitrile in 0.1% formic acid. MS/MS
data was acquired from the Orbitrap Velos in top 20 CID mode by Dr Salomie Smit
(University of Stellenbosch).
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Data analysis

Raw MS/MS data files were converted to MS2 format prior to analysis using database
search algorithms. The CRUX [31] database search engine was used as the compu-
tational program to interpret the MS/MS spectra. CRUX basically utilizes similar
algorithms as Sequest for the peptide matching scoring but has decreased peptide
candidate retrieval time and better back-end statistics to estimate the false discovery
rates. CRUX uses on-the-fly decoy databases to evaluate the statistical significance
of a Peptide Spectral Match (PSM). The decoy database is generated by shuffling the
target peptides ensuring that each decoy peptide has the same amino acid compo-
sition and total mass as the corresponding target peptide [31]. The False Discovery
Rate (FDR) is then estimated based upon the decoy PSMs and a g-value is reported
along with each PSM. The FDR is defined as the expected value of the number of
false positive features over the number of all expected features. And the g-value is
estimated by Equation 4.1 [32].
a(ps) = min FDR(1) (4.1)
The FDR was set to 1% in our experience. Carbamidomethylation was chosen
as a fixed modification whilst oxidation of methionine residues was set as a variable
modification. Three missed cleavages were allowed and initial peptide mass tolerance

was set at 10ppm whilst fragment mass tolerance was set to 0.5 Da.
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4.3 Results

4.3.1 Mycobacterium avium

Mycobacterium avium is included in the M AC group which is the most commonly
found group of non-tuberculosis mycobacterial in human samples [33]. M. avium
is a well annotated manually curated (as distinct from automated annotation-only)”
organism containing 5475491 nucleotides and 5120 predicted protein-coding genes
where 5040 are non-redundant set and 143 are known as pseudogenes. Pseudogenes
can be defined as genomic DNA sequences similar to normal genes but predicted
to be non-functional; they are regarded as defunct descendant of functional genes
[34]; in most cases the pseudogenes were annotated as such because of frameshifts in
the genes. The predicted proteome of M. avium can be found at different sources
such as Ensembl, Uniprot and Integr8 [28]. However, the proteomic studies of M.
avium often result in many un-interpreted spectra when matching them against the
M. avium proteome database. This suggests perhaps that some true proteins are
not present in the predicted proteome database. Hence, the use of the six frame
translation database may allows new PSMs and more inferred proteins as a result
of potential new ORFs. The genome sequence of M. avium used for the six frame

translation was obtained from the ENA (European Nucleotide Archive) database [35].

We were able to identify 1594 M. avium proteins in total from the MS/MS data
searched against the six frame translation database. Comparing this result with that
using the Ensembl proteome database of M. avium, 81 new proteins were identified
from the MS/MS data using the six frame translation. To verify the significance of
these proteins we did two analyses: (i) first looking at the position of the proteins in

the M. avium chromosome (Coordinate search) and then (ii) searching them against
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the Uniprot database (BLAST search).

Coordinate search

We made use of DAS (Distributed Annotation System) technology [36] in Ensembl for
the coordinate search of the 81 newly identified proteins in the M. avium Ensembl
chromosome and to locate the peptides that have been identified by the MS/MS
spectra to predict these proteins. This was performed by creating a new DAS track
for the MS peptides and the six frame translation which allows the visualisation of
the proteins and peptides (that uniquely matched these proteins) in the M. avium
chromosome in the Ensembl viewer according to their coordinates in the genome
sequence, an example is shown in Figure 4.1. These peptides are unique to these

protein


ftp://ftp.uniprot.org/pub/databases/uniprot/
http://www.ensembl.org/info/data/ensembl_das.html
http://bacteria.ensembl.org/info/data/ftp/index.html
http://bacteria.ensembl.org/info/data/ftp/index.html

Section 4.3. Results Page 46

A)

>CP000479.1_3_76239_76730
MAGDTTITVVGNLTADPELRFTPSGAAVANFTVASTPRIYDRQSGEWKDGEALFLRCNIW
REAAENVAESLTRGSRVIVTGRLKQRSFETREGEKRTVVEVEVDEIGPSLRYATAKVNKA
SRSGGGGGGFGGGSRQQSAPASSAPADDPWGSASASGSFGWRR

k 1.05 Kb
76,100 76,200 76,300 76,400 76,500 76,600 76,700 76,300 76,900
proteins -
CPODD479/1 3 76239 76730
peptides
EAAENVAESLTR_3
pseudogenes - |
FTPSGAAVANFTVASTPR 3 TVVEVEVDEIGPSLRE 3

EMA Genes | |

rpsF-1 = MAY _DO7511 = rpsR-1 =

ENA protein coding genes EMA protein coding genes ENA protein coding genes
CPO0OD4T79.] =

Contigs
HiGC

76,100 76,200 76,300 T6400 T6,500 76,600 T6,700 76,800 76,900
—=miReverse strand 1.05 Kb

There are currently 26 tracks turned off.
Ensembl Baderia My cobacterium avium (strain 104) wversion 66.4 (EEL_m_avium) Chromosome: 76,039 - 77,090

Figure 4.1: A) Sequence of an identified protein reported in Ensembl as a pseudo-
gene, with peptides identified from the MS/MS analysis highlighted. B) The protein
displayed on the Ensembl chromsome of M. avium with the identified peptides (grey)

and protein predicted from the 6-frame translation (green).

From the coordinate search in the M. avium chromosome, we found that 34 of
the 81 new proteins overlap with known pseudogenes in the M. avium chromosome.
Figure 4.1 shows an example of an identified protein previously known as a pseudogene
where 3 unique peptides have been identified from MS/MS to predict this protein.
Given the number of observed peptides, there is therefore strong evidence that the
current assignment of this chromosomal segment as a pseudogene is incorrect and is
most likely due to DNA sequencing errors, although sequence differences between the
M. avium isolates used here and in the genome sequencing cannot yet be excluded.
Some of the newly identified non-pseudogenes lie on genes read in another strand as

shown for example in Figure 4.2 where our prediction is a sequence on the forward
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strand overlapping with an annotated protein on the reverse strand. This new protein
has been identified by 3 peptides from the MS/MS analysis. Other newly identified
proteins overlap with part of two genes as shown in Figure 4.3, where the newly
identified protein and the coded proteins it overlaps are read in different frames.
Interestingly, yet other proteins were found in blank regions of the chromosome not
overlapping any existing proteins in M. avium, as illustrated in Figure 4.4.

A)

>CP000479.1_1_5024065_5024457
MALTEEDTAVNFNPSHSGPSGGAFRAPTPAAGPSGDAAPTERLTSIRQPGGPRVPSGPPANQA
GRTQRTRRTVDLPAATHRALDIWQREAADRLGVARVTGQEVLTALIDQLLVDPKLTAQITRA
IKERR

703 bp
5,023,900 5,024,000 5,024,100 5,024,200 5,024,200 5,024,400 5,024
proteins [ |
CPODD479.1 1 5024065 5024457
peptides |
APTPAAGPS GDAAPTER TVDLPAATHR VTGOEVITAUDQLLVDPK
Sequence
Contigs
Sequence
ENA Genes I
= MAV_4890-1 = MAV_4891-1
ENA prote}ﬂ_idi‘ndg_m___ ENA protein cot
FalGC
5,023,900 5,024,000 5,024,100 5,024,200 5,024,200 5,024,400 5,024
= F strand 793 bp
There are currently 25 tracks turned off.
Ensembl Baceria My cobacterium avium (strain 104) version 67.4 (ASM1498v1) Chromosome: 5,023,865 - 5,024,657

Figure 4.2: A) Sequence of an identified protein on the forward strand overlapping
with a protein on the reverse strand with 3 peptides identified from the MS/MS
spectra matching the former. B) The protein displayed on the Ensembl chromosome

of M. avium.
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A)

>CP000479.1_3_4375743_4376018

MRCAETTRTSVGTSNSASAAAASAITDQSLSLPMITATRGASVTLIDAAPVRVGPIRPSTARG
TASAPPARRAAAARPARPCRRRGSRRGS

56 bp
4375700 4,375,800 4,375 900 4,376 000 4376,
pioteins g
CPOD0479.1_3_4375743_4376018
peptides [ I
TSVGTSNSASAAMASAITDOSLSLPMITATR
Sequence
Contis
Sequence
EMA Genes |
<= pure-1
EMA protein coding genes
|
= purk-1
ENA protein coding genes
=G0
4375700 4,375,800 4,375 800 4,376 000 4,376,
—=mt Reverse si@nd SEbp
There ae cumantly 25 tracks tumed off.
Ensambl Bacteria Mycobacterium avium (strain 104) version 67 4 (ASM1498v1) Chromosome: 4.375 643 - 4 376.218

Figure 4.3: A) Sequence of an identified protein overlapping part of two proteins
with one unique peptide identified from the MS/MS spectra. B) Identified protein
displayed in the Ensembl chromosome of M. avium. The newly identified protein is

not read in the same frame as any of the two proteins it overlaps.



Section 4.3. Results Page 49

A)

>CP000479.1_6_1853344_1853598

MEDICHECGFDQSRTPPRTVAEALPPVARAIGDGIRAISDDELRRRPTPAVWSLLEYVGHLRE

SMAFHRWLVVLTTDVRYGVVW

B)
k 371 bp
1,853,300 1,853,350 1,853,400 1,853,450 1,853,500 1,853,550 1,853, 600
Contigs CPOO0AT7E] =
ENA Genes ] [
< MAW 1856-1 =N
EMA& protein coding genes EME
peptides |:|
TVAEALPPVAR &
el | CPOOD479.1 A_1853344 1853598
HGC
1,853,300 1,853,350 1,853,400 1,853,450 1,853,500 1,853,550 1.853, 600
—=miReverse strand 371 bp
There are currently 26 tracks turned off.
Ensembl Baceria My cobacterium avium {strain 104) version 66.4 (EB1 m_avium) Chromosome: 1,853,300 - 1,853,670

Figure 4.4: A) Sequence of an identified protein situated in a blank region in the chro-
mosome with one unique peptide identified from the MS/MS spectra. B) Identified

protein shown on the chromosome, lying between two known proteins.

BLAST search

BLAST (Basic Local Alignment Search Tool) [37] is a set of similarity search programs
designed to run sequences against the available sequence databases. It can be used
for DNA as well as protein sequences. We used a BLAST search here to retrieve the
possible functions of the 81 newly predicted proteins from their similarity with other
known proteins. The 81 proteins were searched against the whole Uniprot database
from the FTP server using the blastp (BLAST for proteins) tool of the BLAST version
2.2.25+. Significant matches were determined based on a similarity of at least 50%

and E-value of less than 10.

The BLAST search result revealed that 34 of the 81 identified proteins have sig-
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nificant match to another species, with 24 matching characterized proteins and 10
matching putative uncharacterised proteins. Although the whole Uniprot database
was used for the BLAST search, highest similarity matches were made with proteins
from mycobacterial species which is not surprising looking at the phylogenetic re-
latedness of mycobacterial species as shown in the previous Chapter. From the 81
proteins, 39 did not have significant match (a significant match being considered as
greater than or equal to 50% similarity) with any proteins from other organisms and
the remaining 8 did not have any hit at all, so these may all be considered as potential

novel proteins.

Combined result

The summary of the combined result from BLAST coordinate searches on the chro-

mosome is illustrated in Figure 4.5.

Interestingly, 23 of the newly identified proteins that are currently annotated as
pseudogenes in the M. avium chromosome hit characterized proteins in other species
with significant scores. The list of these 23 proteins is given in Table 4.1 with their
top BLAST hit.
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24 | 10
Characterized Uncharacterized
Proteins Proteins
34
23 6 Significant ) E <

Match ~

a7

34 1
Mon pseudogenes/

Pseudogenes

4 1 No Match /

39
Non significant
Match

8
No hit at all

Figure 4.5: Summary of the result obtained from combining BLAST and coordinate
searches. Of the 81 identified proteins, 34 overlap with known pseudogenes; 29 of these
34 match some known predicted protein in the mycobacterium databases, whilst 5
do not; these 5 are not pseudogenes because they are read in a different frame to the
overlapping pseudogene. Of the remaining 47 identified proteins that do not overlap
with pseudogenes, 42 do not show any significant matches to anything in the UniProt

database; these are therefore interesting candidates for further study.
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Table 4.1: List of proteins previously annotated as pseudogenes but which have sig-
nificant matches with characterised proteins from other species and for which we have

peptides evidence.

Protein 1D Top BLAST ID Description
C'P000479.1.1.1464733-1465263 Q73X40 : Arginine-tRNA ligase
C'P000479.1-1-953548_954963 Q742K6 : Citrate synthase
C'P000479.1.3.1023762_-1024790 FTP3VT: Mg-chelatase subunit Chll
C'P000479.1.3.76239_76730 QT744V'5 - Single-stranded DNA-binding protein
C'P000479.1-3.1463610-1464935 F7P506 : Arginine-tRNA ligase
C'P000479.1.3-2424678_2425244 FTP171: Proteasome accessory factor PafA2
C'P000479.1_4_3868953_3870401 QT3VES : AmiC

C'P000479.1_.6_3968887_3970191 Q73VI4: Glutamate-tRNA ligase
C'P000479.1.4.4330578 4333205 FTP8QS : Protein translocase subunit SecA 1
C'P000479.1_6_4350169_4350969 FT7TP8P2: Phosphomannomutase
C'P000479.1.2.1024739.1025155 QIKIII: Rv0958-like protein
C'P000479.1.5.1344512_1345201 AAKGH1 : 2-oxoglutarate dehydrogenase sucA
C'P000479.1.5_222098_224686 PT71486 : Probable arabinosyltransferase B
C'P000479.1_4 4335282 4336247 F7P8Q5 : Sporulation/spore germination protein
C'P000479.1_.5-2184665_-2186083 QT3YES: AdhE2
C'P000479.1-2_1724666-1725664 FTPCET: Small-conductance mechanosensitive channe
C'P000479.1_4.964089_964796 Q742J6 : AccD3
C'P000479.1_6_3980053_3980766 F7TP9X3: Acetolactate synthase, large subunit
C'P000479.1-5_3978899_3980185 Q73VHS : Acetolactate synthase
C'P000479.1.2_2423735_2425210 FTP171: Proteasome accessory factor PafA2
C'P000479.1 6.1344619_1348272 QT3IW X4 : 2-oxoglutarate decarboxylase
C'P000479.1-3-2802039-2802992 FTPEJY : Transcriptional regulator
C'P000479.1.4.844704_845249 Q1B5H3 : Transcriptional regulator, TetR family
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Figure 4.1 shows an example of one such newly identified protein having a signif-
icant match with proteins in other species that are involved in the ”single stranded
DNA binding” pathway, yet it is currently annotated as a pseudogene in M. avium.
From the 81 newly identified proteins, 5 overlap known pseudogenes in the M. avium
chromosome but are not read in the same reading frame and they do not have any
significant match in any other organisms. An example of such a protein is illustrated
in Figure 4.6 which is read in the reverse strand while the pseudogene is in the forward
strand.

A)

>CP000479.1_4_5339505_5340095
MASLWARRSASSSVHRAGTVIGRAASASHSADITEPMSPASGAAICWLLSNSDGSMSTWTN
LTPADHCGDSPCPRSQFSRAPTNSTASARPTASERAAATDCGCASGSSPLAIDIGRNGIPVHST
NRRISLSAWAYAAPLPSTINGRRALVSTSSARSSASGAGSWRGAGSTTRHSVPAAAEASMA
WPRTSPGMSR

B)

2.09 Kb
5.338,800 5,339,000 5,339,200 5,330,400 5,330,600 5,339,800 5,340,000 5,340,200 5.240400

ENA Genes
MAY_5192-1 =
ENA protein coding genes
Contigs CPODDAT9.] =

ENA Genes

]

= MAV_5190-1
pseudogenes Il EMA protein coding genes
peptides

(|

|SLSAWAYAAPLPSTINGR 4

proteins ™
CPODD4T9.1 4 5339505 5340095

%GC P VA I i D" WP W R Y A S VY A VA T AR T V.V Rl W et Uik STy

5,338,800 5,339,000 5,339,200 5,339.400 5,339,600 5,339,800 5,340,000 5,340,200 5,340,400
i strand 2.09 Kb

There are currently 26 tracks turned off.

Ensembl Baderia My cobacterium avium (strain 104) version 66.4 (EE1_m_avium) Chromosome: 5,338,705 - 5,340,795

Figure 4.6: A) Sequence of an identified protein on the reverse strand overlapping
with a pseudogene on the forward strand. It does not have any significant match to

proteins from other species. B) Location of the protein on the M. avium chromosome.

Figure 4.5 shows that almost all of our newly identified proteins that match

characterized proteins in a BLAST search (23 out of 24) are currently annotated
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as pseudogenes in M. avium. Only one non-pseudogene overlapping a part of an
existing gene in the chromosome matched a characterized protein, which is Q83YL6
in Mycobacterium fortuitum, functionally annotated as a "Putative transposase’.
The coordinate of this identified proteins on the M. avium chromosome is shown in
Figure 4.7.

A)

>CP000479.1_4_1443957_1444451
MGVVRSHRPQSSPCRRRPGRRCPRGRSWSHPAPQNRQHPSPAGLPSTPTHLAPTNALALGR
SLDHVVVQHHRPQSTNNRDYLTTSPNRPNRSTQEKLDRPATTSCEHAAPPTEITVEPHQPG
QSTDRGLAAAVCRAMRLLRSVQPPCNSHPIGTRQNLTDGNTV

ety
1.443 900 1.444 000 1,444 100 1.444 200 1.444 300 1,444 400
EMA Ge nes — - -
<MAV_1481
pe ptides [
LORPATTSCEHAAPFTEITVEPHOPGOSTOR
protains ]
CPO00479.1_4_1443957 _ 1444451
1.443 900 1.444 000 1444 100 1.444 200 1.444 300 1.444 400
—=mt Reverse simnd E@5bp
Ensembl Bacteria Mycobacterium avium (strain 104) version 684 (ASM1498v1) Chromosome: 1.443 857 - 1.444.551
Gene Legend I protein coding

Figure 4.7: A) Sequence of the only identified protein overlapping with a non-
pseudogene which hits a characterized protein in other species. B) Location of the
protein on the M. avium chromosome; it is read in a different frame to the overlap-

ping coded protein.

From the identified proteins overlapping non-pseudogenes, 4 matched hypothetical
(i.e uncharacterised) proteins in other organisms and one of these is shown in Figure
4.4. Notably, of the 47 proteins overlapping non pseudogenes, 35 have no significant
match (significance being greater than or equal to 50% similarity), (Figure 4.3 is one
such example) and 7 proteins of this set did not have any hit in the BLAST search

at all. An example of these 7 proteins is shown in Figure 4.8 which represents a very
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short protein, with length 26 containing only 2 tryptic peptides of length 3 and 23
respectively but where the longer peptide has been identified by the MS/MS analysis.
Only 5 non-pseudogenes overlapping proteins are present in other species of which 4

of them match hypothetical uncharacterised proteins.

A)

>CP000479.1_5_1333265_1333345
MAKRPPNCLVQSWAIAANVAPSVAVV

141 bp
1,333 260 1,333 280 1,333 300 1,333 320 1,333 340
EMA Genes .|
MAY_1374-1 =
EMA protein coding ganes
Sequance
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Figure 4.8: ) Sequence of an identified short protein with no hit from other species.
B) Location of this protein on the M. avium chromosome; it is read in different frame

to the overlapping coded protein.

Overall, we found that most of the 81 extra proteins identified experimentally from
the M. avium sample have evidence and significance to be real based on similarity
to proteins annotated in other organisms. Although M. avium is thought to be
well annotated, the result obtained here reveals that it is in fact incomplete and
some ORFs previously known as pseudogenes are real. Possible functions of these
proteins were assigned from their significant match with other known characterized
proteins. Out of the 81 newly identified proteins here, 47 likely represent potential

novel proteins because they have no significant match to any known protein in any
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organism; these therefore warrant further study.

4.3.2  Muycobacterium kansasii

After M. avium complex organisms, M. kansasii infection is the second most com-
mon non-tuberculous opportunistic mycobacterial infection associated with AIDS.
Unlike M. avium, M. kansasii has been poorly annotated as only 83 proteins are
available in Uniprot corresponding to this organism. This species was discovered in
1953 and was sequenced in 2008 by Veyrier F. et.al [38] but the 5913 annotated pro-
teins in Refseq from the Whole Genome Sequencing(WGS) [39] were obtained from
automated annotation and interestingly have not been included yet in the Uniprot
database. Other sources like Ensembl or ENA contain only the genome sequence of

this species.

Using the six frame translation database of M. kansasii to search our MS/MS
data, we identified only 160 proteins. Interestingly, we found a much higher number
(660) of proteins by searching the MS/MS data against the M. avium six frame
translation file. This observation caused us to question both the reliability of the
genome sequence for M. kansasii, as well as the identity of the M. kansasii clinical

isolate that gave rise to the experimental MS/MS data.

Comparison of the 16S rRNA sequence for the M. kansasii whole genome sequence
to other M. kansasii 165 TRNA sequences obtained from the myRDP database [22]
showed very high homology. Furthermore, searching the 83 M. kansasii proteins
present in Uniprot against the automated translation of the WGS data showed high
homology matches in all cases. Together, these lines of evidence appear to verify the

WGS M. kansasii data.

At the present time, 16S rRNA sequencing of our M. kansasii isolate suggests


ftp://ftp.uniprot.org/pub/databases/uniprot/
http://bacteria.ensembl.org/info/data/ftp/index.html
http://www.ebi.ac.uk/ena/
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that in fact our isolate may not be M. kansasii. However, further work is needed to
unravel this situation because the closest 16S rRNA match is to Peanibacillus species
and not to any mycobacteria, yet a search of the MS/MS data against the whole
Uniprot bacteria database returned more hits to M. avium than any other organism

by some considerable margin.

It is an interesting twist that the proteogenomic analysis of the MS/MS data has
demonstrated that our M. kansasii strain is in fact not M. kansasii; the discordant
results of the 16s rRNA sequencing and the MS/MS data suggest that further ex-
perimental identification of this clinical isolate is warranted. Further discussion of
the MS/MS data from our M. kansasii isolate is therefore beyond the scope of this

thesis.



5. Conclusion

Summary

Two approaches have been described in this thesis to enable database searches of
proteomic data for incomplete or non-annotated organisms. The first one consists of
the use of the closest annotated species database and the second one is a proteoge-
nomic analysis using an automated six frame translation database generated from the
genomic data. The survey of this work and a future proposed workflow can be sum-
marized in the Figure 5.1. For any species in mycobacteria, if it is annotated with a
complete database, a normal database search method can be done using the existing
database. If the species is not annotated, the feasibility of a cross-species analysis
is tested by first computing the distance of the species with its closest sequenced
organism and then by estimating the percentage of identical peptides between them.
The cross-species analysis is feasible if the estimated number of identical peptides is
high enough with an acceptable false positive rate. In the case that the cross-species
analysis becomes non-significant for non-annotated species or if the species has been

annotated but incompletely, a proteogenomic analysis can then be applied.

o8



Page 59

Figure 5.1: Workflow of this study, which can potentially be used for future analyses.

The study of the comparison of identical peptides between mycobacterial species
revealed the strong conservation of 2600 peptides across all mycobacterial species
representing around 700 proteins in each organism including about the half of the
M. leprae proteome. We have shown that the cross species analysis is applicable
for non-annotated organisms if its phylogenetic distance with a sequenced and anno-

tated organism is small enough, such as those within MTBC or MAC. This approach
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stops being viable when the phylogenetic distance to the nearest annotated organism
increases, particularly beyond 0.3; in such circumstances, the use of proteogenomic

analysis becomes the preferable approach.

The proteogenomic analysis of M. avium revealed the incompleteness of its database
even though M. avium is known as a well annotated species among mycobacteria. We
have shown that 81 proteins not included in the existing M. avium database have ex-
perimental evidence from the MS/MS spectra; 34 of these proteins were subsequently
found to have significant match with proteins in other species that are involved in
important pathways and 47 did not and so are likely to be novel proteins. There were
34 proteins previously annotated as pseudogenes in the M. avium chromosome that

are shown here to have experimental evidence.

Future work

Our study here highlighted the importance of a cross-species analysis for mycobac-
terial species with phylogenetic distance less than 0.3 to each other. If we have
non-annotated mycobacterial species having phylogenetic distance less than 0.3 with
a well annotated species, then its closest species database can be used for an M.S
analysis. Our study was limited to mycobacterial species, all analysis were made us-
ing these species, but it can obviously be extended to and tested with other species
outside the mycobacteria. Our future plan therefore consists of extending the cross-
species analysis to other organisms to see if the distance limit remains the same and

if we can generalize this pattern.
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