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The genus Mycobacterium consists of approximately 100 heterogeneous species of rapid- and slow-growing acid-fast bacilli
(9, 25). Most members of this genus are harmless microbes that
live in diverse soil and aqueous environments; however, there
are a number of pathogenic species that infect humans and
animals (25, 42). The number of infections caused by mycobacteria has increased over the past few decades (2, 5, 10, 16,
44). The two most well-known human pathogens are Mycobacterium tuberculosis and M. leprae. M. tuberculosis belongs to one
of two major groups within the genus called the Mycobacterium
tuberculosis complex (MTC), which includes pathogens such as
M. microti, M. africanum, and M. bovis. The MTC has become
a major cause of death in many developing countries and
continues to be a public health problem globally (8, 17). A
number of the environmental Mycobacterium species, collectively known as nontuberculosis mycobacteria (NTM), are responsible for many opportunistic infections that are increasingly common among immunocompromised individuals. For
example, the M. avium-M. intracellulare complex (MAC) is a
leading cause of secondary infections in patients infected with
human immunodeficiency virus (42). Another member of the
NTM, M. marinum, is also emerging as a pathogen in humans,
causing a variety of cutaneous and related illnesses in immunocompromised hosts (16, 24). Differentiation of the MTC and
NTM has become important due to the rise of infections and
antimicrobial resistance in this genus.
Despite their medical and environmental importance, mycobacteria have always proven difficult to identify. This is due
to a combination of factors, principal among them being their
low growth rate and fastidious growth requirements. Conven-

tional methods for phenotypic identification rely on standard
biochemical tests that may involve cultivation on specific
growth media and extensive incubation time. One of the most
commonly used identification tests for mycobacteria is analysis
of the unique mycolic acids found in their cell wall (4, 22). This
test requires harvesting cell material, followed by extracting
and derivatizing mycolic acid esters and analyzing their contents by high-pressure liquid chromatography (HPLC). This
method has proven reliable in identifying many Mycobacterium
species (42) and is commonly used in clinical laboratories.
In the past several years, molecular methods, including PCR
and hybridization assays using specific probes, have been developed for the identification of mycobacteria (6, 15, 34).
These methods provided a fast, reproducible way of identifying
specific Mycobacterium species, reducing the detection time
from 6 weeks to approximately 3 weeks. A PCR-restriction
endonuclease analysis based on hsp65, the gene encoding the
65-kilodalton heat shock protein, has been used extensively for
differentiating M. tuberculosis from other NTM members (3, 7,
27, 33). Hybridization assays require initial species identification to specify probes for the hybridization, and there are only
limited numbers of species that can be identified by these assays
(6, 34). Currently, DNA probes are available to identify M. tuberculosis complex, MAC, M. kansasii, and M. gordonae (12). Other
commercially available DNA probes have their limitations as well,
which include misidentification, inability to differentiate among
the MTC complex members, and the need to confirm results with
alternate methods (23, 32, 38, 42).
The existing molecular typing methods concentrate on MTC
strains. These include restriction fragment length polymorphism of the IS6110 repetitive sequence (36) and spacer oligotyping (spoligotyping) to look at genetic loci which contain a
variable number of tandem repeats (42). For the other mycobacterial species, restriction fragment length polymorphism
analysis and pulsed-field gel electrophoresis are the most
widely used typing techniques, providing different levels of

* Corresponding author. Present address: Mitretek Systems, 3150 Fairview Park Drive South, Falls Church, VA 22042. Phone: (703) 610-2030.
Fax: (703) 610-1561. E-mail: Jane.Tang@mitretek.org.
† Present address: Chemical-Biological Sciences Unit, Federal Bureau of Investigation, Quantico, VA 22135.
1963

Downloaded from http://jcm.asm.org/ on June 25, 2019 by guest

Classical methods for identification of Mycobacterium species rely on morphology and biochemical profiles.
Speciation of a Mycobacterium isolate using these standard methods is a lengthy process based on subjective
data interpretation. In this study, Mycobacterium species were characterized by utilizing matrix-assisted laser
desorption ionization–time-of-flight mass spectrometry (MALDI-TOF MS). This technology is designed to
provide a characteristic mass spectral fingerprint based on desorbed ions from the cell surface. Thirty-seven
strains were analyzed; these represented thirteen species and five subspecies that included the Mycobacterium
tuberculosis complex and the M. avium-M. intracellulare complex, as well as rapid- and slow-growing mycobacteria. All 37 strains were analyzed in triplicate, and a database was generated. This method produced
species-specific patterns for all but 1 of the 37 isolates and provided reliable differentiation at the strain level.
The data suggest that whole-cell MALDI-TOF MS has potential as a rapid and reproducible method for the
identification and characterization of Mycobacterium species.
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TABLE 1. Mycobacterium strains used in this study
Organisma

Group

T

ATCC no.

Isolation source

M.
M.
M.
M.
M.
M.
M.
M.
M.

avium subsp. avium
avium subsp. avium
avium subsp. avium
avium subsp. paratuberculosis
avium subsp. paratuberculosis
avium subsp. silvaticumT
intracellulareT
intracellulare
intracellulare

25291
35717
35718
43544
43545
49884
13950
700662
700664

Diseased hen’s liver
Human sputum
Human cervical lymph node
Human intestinal tissue
Human intestinal tissue
Wood pigeon’s liver and spleen
NAb
Human sputum
Derived from ATCC 700662

MTC

M.
M.
M.
M.
M.
M.

africanumT
microtiT
microti
microti
microti
tuberculosis

25420
19422
11152
35781
35782
25177

Sputum
NA
Vole
Field vole
Field vole
NA

RGM

M.
M.
M.
M.
M.
M.
M.
M.
M.
M.
M.
M.
M.
M.

abscessusT
abscessus
abscessus
chelonaeT
chelonae
chelonae
fortuitum subsp.
fortuitum subsp.
fortuitum subsp.
fortuitum subsp.
fortuitum subsp.
mucogenicumT
mucogenicum
mucogenicum

19977
23016
700869
35752
14472
35751
35931
43266
6841
49403
49935
49650
49649
49651

NA
Human
Joint aspiration
Tortoise
Sputum
Eye infection
Human sputum
Sputum
Cold abscess
Facial abscess
Leg wound
Infected thyroglossal duct cyst
Peritoneal fluid
Postinjection site abscess

M.
M.
M.
M.
M.
M.
M.
M.

doricumT
kansasiiT
kansasii
kansasii
kansasii
marinumT
marinum
tusciaeT

BAA-565
12478
25100
25101
25414
927
11566
BAA-564

Cerebrospinal fluid
From a fatal case
NA
NA
NA
Fish
Swimming pool
Lymph node

Slow growing

a
b

acetamidolyticumT
acetamidolyticum
fortuitumT
fortuitum
fortuitum

A superscript “T” signifies a type strain of the species.
NA, not available.

discrimination (10, 13, 26, 44, 45). In addition, multilocus enzyme electrophoresis has been used to subtype isolates of
MAC and rapidly growing mycobacteria (RGM) (11, 46).
With the rise of opportunistic pathogens and with several
new species being named annually (5, 28, 37, 39, 40), the need
to have a rapid and reproducible identification method for a
wider range of Mycobacterium species is evident. Recent developments in mass spectrometry (MS) have made it possible
to use whole-cell matrix-assisted laser desorption ionization–
time-of-flight MS (MALDI-TOF MS) or MALDI to aid in the
identification of microorganisms. This technology is designed
to provide a characteristic mass spectral fingerprint based on
desorbed ions from the cell surface. Cells were picked from
bacterial colonies, applied to a 96-well mass spectrometer
plate, and overlaid with a matrix solution. The instrument
software finished the process by automatically acquiring and
analyzing data and using statistical algorithms to generate a
profile (18, 29). A wide variety of prokaryotes have been characterized by using this approach, including clinically or environmentally relevant bacteria such as Escherichia coli, Staphy-

lococcus aureus, Bacillus species, and Pseudomonas species (19,
21, 30, 31, 43). Here we present an evaluation of MALDI in the
identification of Mycobacterium species and in its ability to
distinguish between multiple strains within a species. A total of
37 strains, representing 13 species and four groups of Mycobacterium, were analyzed by using MALDI-TOF MS.

MATERIALS AND METHODS
Bacteria, media, and growth conditions. The 37 Mycobacterium strains representing 13 species used in the present study were obtained from the American
Type Culture Collection (ATCC) (Table 1). The freeze-dried cultures were
revived by resuspending them in Middlebrook broth 7H9 (Becton Dickinson,
MD) with albumin-dextrose-catalase. M. avium subsp. paratuberculosis and M.
avium subsp. silvaticum were resuspended in Middlebrook 7H9 supplemented
with Tween 80 and Mycobactin J. A total of 0.1 ml of this suspension was
streaked for isolation onto Middlebrook 7H10 with oleic acid-albumin-dextrosecatalase, with the exception of M. microti, which was grown in 7H9 broth. RGM
were incubated for 3 to 5 days at 37°C in an aerobic atmosphere. Slow-growing
mycobacteria were incubated for 2 to 6 weeks at 37°C in an aerobic atmosphere,
with the exception of M. tusciae and M. doricum, which were incubated at 30°C.
Streptomyces melanosporofaciens, ATCC BAA-668, was grown in ISP medium
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CCT) were used to amplify the 439-bp region from the genomic DNA template
(35). The PCR product was run on a 1% precast SeaKem Gold Agarose gel (1⫻
Tris-borate-EDTA buffer plus ethidium bromide from Cambrex BioScience,
Maine). The specific band was excised from the gel and purified using a QIAquick
gel extraction kit (QIAGEN, Maryland). The purified DNA was sequenced by using
a CEQ 8000 genetic analyzer (Beckman Coulter, California). The results were
analyzed by the Codon Code Aligner software (CodonCode Corp., Massachusetts)
and compared against the NCBI GenBank database by BLAST analysis (1).

RESULTS

1 (ATCC medium 1877) at 30°C. It was used as an outgroup for the mycobacterial dendrogram.
Bacterial preparation for MALDI-TOF analysis. Isolated colonies from agar
were applied to a MALDI plate well (12 wells per strain) of a 96-well target plate
and allowed to dry for 1 h. Isolates growing in broth were harvested by centrifugation, washed with HPLC-grade water, and resuspended in 30 l of HPLC
water. Then, 1 l of the final suspension was spotted onto a MALDI plate well
and allowed to dry for 1 h. Next, 1 l of matrix was overlaid on each sample well
and allowed to dry for 15 min. The matrix used was a saturated solution of
␣-cyano-4-hydroxycinnamic acid (Sigma) dissolved in 1:1:1 acetonitrile, water,
and methanol with 0.1% (vol/vol) formic acid and 0.01 M 18-Crown 6. A 1-l
portion of the standard was applied to lock mass wells for mass calibration using
average molecular weights. The standard mixture consisted of 1 pmol of bradykinin/l, angiotensin I, glu-fibrinopeptide B, rennin substrate tetradecapeptide,
adrenocorticotropin (ACTH), 2 pmol of bovine insulin/l, and 10 pmol of ubiquitin (Sigma)/l.
Instrumentation and data analysis. A MALDI-linear TOF mass spectrometer
(Micromass UK, Ltd., Manchester, United Kingdom) was used (19). The instrument was operated, under high vacuum, in the positive ion mode with an acceleration voltage of 15 kV and was set to acquire mass spectral peaks with mass/
charge (m/z) ratios from 500 to 10,000 Da. The nitrogen laser output was 337 nm
with a 3-ns pulse width, and the laser fluence was set just above the threshold for
ion production. The laser fires randomly (spot size, ⬃2 m) within each well until
15 spectra of sufficient intensity are recorded. For this analysis, data from at least
eight replicate wells (i.e., a minimum of 120 spectra) were used for each organism.
The Microbelynx software included with the instrument processed the data by
comparing all collected spectra and determining a standard deviation for the
peak intensity and placement. From these data a consensus profile is created
using all spectra whose peak intensities and placements fall within threshold
values that are deemed statistically significant. This reference profile becomes
part of an instrument database. For identification, duplicate samples of each
organism were then analyzed and compared to the database. For comparisons of
samples within the database, a root mean square (RMS) value is reported for the
comparison of different profiles; the closer the value is to zero, the better the
match. Dendrograms based on the RMS value could also be used to show the
relationship of groups of organisms based on their spectral profiles.
Streptomyces melanosporofaciens (ATCC BAA-668) served as an outgroup.
16S rRNA and hsp65 species sequencing. The universal primers 27F (AGAG
TTTGATCMTGGCTCAG) and 519R (GTATTACCGCGGCTGCTG) were
used to amplify the first 500 bp of the 16S rRNA gene from the genomic DNA
template (20). For the hsp65 (heat shock protein) gene, universal primers Tb11
(ACCAACGATGGTGTGTCCAT) and Tb12 (CTTGTCGAACCGCATAC

TABLE 2. RMS values of MALDI profiles for MAC a
RMS value for strain:
Strain

1
2
3
4
5
6
7
8
9
a

1

2

3

4

5

6

7

8

9

0.42
0.87
0.92
2.57
2.53
1.12
1.21
1.23
2.07

0.34
2.43
5.37
5.87
2.76
1.46
1.1
3.53

0.35
2.67
2.59
1.04
1.58
2
2.39

0.54
0.88
1.53
2.36
1.96
1.68

0.35
1.41
2.55
2.52
2.08

0.65
2
2.04
1.56

0.44
1.38
2.76

0.28
2.79

0.29

Strains: 1, ATCC 25291 (M. avium subsp. avium); 2, ATCC 35717 (M. avium
subsp. avium); 3, ATCC 35718 (M. avium subsp. avium); 4, ATCC 43544 (M.
avium subsp. paratuberculosis); 5, ATCC 43545 (M. avium subsp. paratuberculosis); 6, ATCC 49884 (M. avium subsp. silvaticum); 7, ATCC 700662 (M. intracellulare); 8, ATCC 700664 (M. intracellulare); 9, ATCC 13950 (M. intracellulare).
Each value in boldface type represents comparison of a strain against itself (see
text for explanation).

Downloaded from http://jcm.asm.org/ on June 25, 2019 by guest

FIG. 1. Spectral profiles generated from the MTC which comprised
several slow-growing species. All except one strain (ATCC 35781)
showed similar profiles. ATCC 19422 is the type strain of M. microti.

A total of 37 strains, representing 13 species belonging to
four groups of Mycobacterium, were analyzed (Table 1). Strains
were selected to yield a representative data set of both clinical
and environmental isolates, as well as 14 type cultures. Whole
cells of each isolate were subjected to MALDI-TOF MS analysis. A unique mass spectral fingerprint was produced for each
isolate in a mass range between 500 and 4,000 Da (see Fig. 1 to
5). The majority of ions detected were less than 1,000 Da.
A database which contained the mass spectra of all 37 isolates was created at the ATCC. In addition, a separate database containing more than 400 spectra generated from many
different clinically and environmentally important species was
also utilized. Both databases were searched simultaneously as
a single library to demonstrate specificity of this technique to
identify Mycobacterium species. Comparison of all mass spectra to the search library resulted in unambiguous identification
of the isolates to the genus and species level, with the exception
of M. tusciae (ATCC BAA-564), which could not be resolved to
the species level. There were eight strains that were misidentified as a very closely related strain at times (i.e., M. kansasii
and M. marinum; see Fig. 3). In replicates where the correct
strain did not result with the highest identity, it was always
identified as the second-closest strain.
In the present study, six strains belonging to the three species of the MTC—M. tuberculosis (one strain), M. africanum
(one strain), and M. microti (four strains)—were analyzed.
Figure 1 shows that five of the six strains exhibited spectra that
were highly similar to each other. This is further demonstrated
by the dendrogram generated in Fig. 6. The exception within
this group was one strain of M. microti (ATCC 35781) that
clustered with M. marinum instead. A recently described spe-
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FIG. 2. Mass spectral profiles from the MAC. Although the patterns were very similar among the strains of M. avium and M. intracellulare, the software was able to distinguish individual isolates based
on the RMS values (Table 2). Note that the two profiles for M. avium
subsp. paratuberculosis are almost identical.

cies, M. doricum (ATCC BAA-565), in spite of its scotochromogenic property (39), clustered in the MTC clade where all
members were nonchromogenic (42) (see Fig. 6).
Nine strains from the MAC, which also included M. intracellulare species, were analyzed, and a similarity matrix of RMS
values was prepared (Table 2). RMS values are used to determine reproducibility, and a lower RMS value signifies greater
similarity. (Briefly, the RMS values were calculated by comparison of the averaged profile of a strain [based on 12 replicates] in the database with the 12 replicate profiles of a test
strain.) Consistently, the lowest RMS value was obtained when
each strain was compared against itself. These results indicated
that although the spectral patterns were often very similar (Fig.
2) the software was capable of reliably distinguishing differences in the spectral peak positions and intensities to provide
a correct identification. The spectral patterns fell into two
groups (see Fig. 6), with M. avium strains (ATCC 35718,

ATCC 49884, ATCC 43544, and ATCC 43545) and M. intracellulare (ATCC 13950) in one clade and M. avium (ATCC
35717), along with two strains of M. intracellulare (ATCC
700662 and ATCC 700664), forming the other. One exception
was M. avium ATCC 25291, which clustered with M. tusciae
(ATCC BAA-564) and was more related to the M. fortuitum
clade. Interestingly, ATCC 25291 is the type strain of M. avium
subsp. avium.
The four strains of M. kansasii and two strains of M. marinum represented the slow-growing mycobacteria in our study.
All four strains of M. kansasii yielded similar spectra (Fig. 3)
and formed a tight cluster on the dendrogram (see Fig. 6). The
M. marinum strains also showed nearly identical patterns and
clustered together, although based on the mass spectral profiles they did not belong to M. kansasii clade (see Fig. 6).
The RGM consisted of 14 strains. As was the case for the
MAC, a similarity matrix indicated each strain identified itself
as the best match (Table 3), although the spectra for a number
of strains of M. fortuitum were highly similar (Fig. 4) and they
clustered closely together (see Fig. 6). The three strains of M.
mucogenicum were a conundrum since all of these strains
ended up in different clades. ATCC 49649 grouped with M.
abscessus-M. chelonae, which was reported previously (25).
However, based on a DNA sequence comparison of the 16S
rRNA gene, it was confirmed to be most closely related to M.
mucogenium (results not shown). The type strain (ATCC
49650) ended up in the MAC, probably reflecting its earlier
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FIG. 3. The slow-growing mycobacteria comprised four species,
with M. doricum and M. tusciae as recently described new species.
The profiles for four strains of M. kansasii were almost identical,
and the two strains of M. marinum were very similar to each other.
At times the software was not able to correctly identify M. kansasii and
M. marinum at the strain level; however, the correct species was always
consistently determined.
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TABLE 3. RMS values of MALDI profiles for RGMa
RMS value for strain:
Strain
2

3

4

5

6

7

8

9

10

11

12

13

14

0.34
1.29
0.64
0.88
2.03
1.77
1.16
1.47
1.13
1.25
1.45
0.71
0.94
1.25

0.42
0.82
0.8
1.59
0.66
1.42
3.98
1.54
1.3
1.83
0.95
1.5
1.64

0.45
1.85
2.05
5
1.09
1.15
1.07
1.73
1.7
0.8
1.14
1.6

0.33
2.22
1.32
2.13
2.63
2
1.93
2.36
1.25
1.24
2.23

0.37
1.73
1.92
3.79
1.9
1.81
2.67
1.01
1.16
1.27

0.29
1.94
7.07
2.38
1.78
2.33
1.74
2.6
2.6

0.33
0.73
1.18
1.7
1.99
1.09
1.53
1.93

0.38
0.88
1.96
1.76
1.05
1.31
1.91

0.5
1.85
1.77
1.04
0.98
1.83

0.27
1.98
1.59
2.56
2.82

0.38
1.34
2.09
2.16

0.43
1.5
1.65

0.32
1.69

0.3

a

Strains: 1, ATCC 700869 (M. abscessus); 2, ATCC 19977 (M. abscessus); 3, ATCC 23016 (M. abscessus); 4, ATCC 35751 (M. chelonae); 5, ATCC 35752 (M.
chelonae); 6, ATCC 14472 (M. chelonae); 7, ATCC 6841 (M. fortuitum); 8, ATCC 35931 (M. fortuitum subsp. acetamidolyticum); 9, ATCC 43266 (M. fortuitum subsp.
acetamidolyticum); 10, ATCC 49403 (M. fortuitum subsp. fortuitum); 11, ATCC 49935 (M. fortuitum subsp. fortuitum); 12, ATCC 49649 (M. mucogenicum); 13, ATCC
49650 (M. mucogenicum); 14, ATCC 49651 (M. mucogenicum). Each value in boldface type represents comparison of a strain against itself (see text for explanation).

designation as an “M. chelonei-like” organism (45). The third
strain, ATCC 49651, clustered with the slow-growing MTC
members.
The spectral profiles for the last two members of the RGM,
M. chelonae and M. abscessus, appeared to be ambiguous (Fig.
5). They formed two clades: with M. chelonae (ATCC 14472)
clustering with two strains of M. abscessus (ATCC 19977 and
ATCC 35751) and the other M. chelonae (ATCC 35752)

FIG. 4. MALDI profiles for the RGM. Patterns for the different
strains of M. fortuitum were highly similar to each other, but each
culture could be distinguished by the RMS values. Strains for M.
mucogenicum, however, ended up in different clades (see Fig. 6).

FIG. 5. M. chelonae and M. abscessus, which belong to the RGM,
are difficult to distinguish by phenotypic and molecular testing. MALDI
analysis indicated that each strain among these species had some unique
biomarkers, although the major peaks were very similar.

Downloaded from http://jcm.asm.org/ on June 25, 2019 by guest

1
2
3
4
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7
8
9
10
11
12
13
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closely related to two different strains of M. abscessus (ATCC
700869 and ATCC 23016). The fact that ATCC 35752 is the
type strain of M. chelonae made the interpretation more complicated. Verifying the identities of these isolates by hsp65 gene
sequencing confirmed ATCC 19977, ATCC 23016, and ATCC
700869 as M. abscessus (results not shown). Interestingly,
ATCC 14472 was also identified as M. abscessus by the same
sequencing method. Needless to say, the identity of ATCC
14472 needs to be investigated further to resolve whether it is
M. chelonae as named.
DISCUSSION
The results of this study show that identification of diverse
species of Mycobacterium, and strains within those species, is
possible using whole-cell MALDI. All of the 37 strains that
were analyzed yielded reproducible, unique mass spectral profiles. In general, the identities revealed by the MALDI approach were consistent with those revealed by other methods

that have been used to identify mycobacteria, although there
were exceptions (see below).
The results in our study extend those of Hettick et al., who used
MALDI-TOF to perform proteomic profiling of mycobacteria
(14). These authors performed extensive comparisons between
single strains of each of six different Mycobacterium species and
demonstrated good reproducibility. These investigators also compared whole cells versus cells extracted with the organic solvent
trifluoroacetic acid and found that either preparation yielded
informative results, although trifluoroacetic acid-extracted cells
were used for most of their analyses. Furthermore, these authors utilized a different mass spectrometer with a laser power
capable of observing ions with mass/charge (m/z) ratios of up
to 20 kDa; therefore, direct comparison between the profiles in
that study and the ones described here is not possible.
In the present study, eight additional species of Mycobacterium were analyzed, along with multiple strains of individual
species. These constituted clinical and environmental isolates,
some with fastidious requirements and others with less-com-
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FIG. 6. A dendrogram of MALDI profiles was generated by using a separate algorithm based on the RMS value of each isolate done in
triplicate. Type strains for each species were noted. Streptomyces melanosporofaciens (ATCC BAA-668) served as an outgroup.
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plex nutrition requirements. The isolates included representatives from the four major physiological groups: the MTC, the
MAC, the RGM, and the slow-growing mycobacteria. Two
newer species, M. tusciae and M. doricum, were also included
to assess the technology, since they represented less-wellknown members of this genus (37, 39).
Relationships among mycobacteria. Compared to the members of Bacteria domain as a whole, the Mycobacterium spp.
produced spectral patterns that were relatively consistent. In
Fig. 6, Streptomyces melanosporofaciens was included as an
outgroup in the dendrogram, and it showed little similarity to
the mycobacteria. Another study (19) that utilized the same
MALDI techniques to investigate a broad group of Bacteria
and Archaea found much more variability, especially among
disparate groups of Bacteria, than is seen for the Mycobacterium species tested here. Furthermore, when the organisms
used in the present study were compared to a database of over
400 strains of bacterial species, their closest matches were all
mycobacteria (results not shown).
Among Mycobacterium spp., some species—M. kansasii,
M. fortuitum, and M. marinum—formed similar patterns and
clustered together in the dendrogram. Others form two clades
(MAC complex, M. chelonae, and abscessus). It is interesting
that members of MTC formed a unique cluster distinct from
the nontuberculosis mycobacteria. This is significant since it
suggests that MALDI has the potential to effectively identify
these important pathogens and unambiguously distinguish
them from their less-harmful relatives. However, this work will
need to be confirmed by testing many more virulent strains of
M. tuberculosis and building a robust database. This in itself is
a challenge due to biosafety concerns of vaporized molecules
from these pathogens which are transmitted by air. Hettick et
al. (14) reported that incubating the strains in acetonitriletrifluoroacetic acid solvent resulted in inactivation of the cells;
this suggests the use of cell extracts rather than whole cells as
a possible method for safely working with these highly pathogenic bacteria.
The biomarkers detected by MALDI were not distinguished
in the present study. Most of the ions detected by the system
were relatively small, between 500 and 2,000 Da. Based on
their molecular masses, it is reasonable to assume that these
biomarkers are lipid molecules including mycolic acids, as well
as small polypeptides that are constituents of the cell wall. The
phenotypic characteristics identified by MALDI are known to
vary both with culture age and with the propagation medium
upon which the cells are grown (41). By using standard mycobacterium medium, the effects of medium variability can be
kept to a minimum. We have not yet systematically investigated the effects of culture age on MALDI patterns; however,
we have not noticed significant differences between preparations of the same strain harvested within a 24-h period.
In conclusion, our findings indicate that the identification of
diverse Mycobacterium species is a tractable task by using
MALDI. We also demonstrated that it is possible to resolve
closely related strains of mycobacteria, and whole-cell MALDITOF MS can serve as an effective identification system for Mycobacterium species.
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