
Citation: Calderaro, A.; Chezzi, C.

MALDI-TOF MS: A Reliable Tool in the

Real Life of the Clinical Microbiology

Laboratory. Microorganisms 2024, 12,

322. https://doi.org/10.3390/

microorganisms12020322

Academic Editor: Antonella

d’Arminio Monforte

Received: 14 January 2024

Revised: 28 January 2024

Accepted: 1 February 2024

Published: 3 February 2024

Copyright: © 2024 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

microorganisms

Review

MALDI-TOF MS: A Reliable Tool in the Real Life of the Clinical
Microbiology Laboratory
Adriana Calderaro * and Carlo Chezzi

Department of Medicine and Surgery, University of Parma, Viale A. Gramsci 14, 43126 Parma, Italy;
carlo.chezzi@unipr.it
* Correspondence: adriana.calderaro@unipr.it

Abstract: Matrix-Assisted Desorption/Ionization-Time of Flight Mass Spectrometry (MALDI-TOF
MS) in the last decade has revealed itself as a valid support in the workflow in the clinical microbiology
laboratory for the identification of bacteria and fungi, demonstrating high reliability and effectiveness
in this application. Its use has reduced, by 24 h, the time to obtain a microbiological diagnosis
compared to conventional biochemical automatic systems. MALDI-TOF MS application to the
detection of pathogens directly in clinical samples was proposed but requires a deeper investigation,
whereas its application to positive blood cultures for the identification of microorganisms and the
detection of antimicrobial resistance are now the most useful applications. Thanks to its rapidity,
accuracy, and low price in reagents and consumables, MALDI-TOF MS has also been applied to
different fields of clinical microbiology, such as the detection of antibiotic susceptibility/resistance
biomarkers, the identification of aminoacidic sequences and the chemical structure of protein terminal
groups, and as an emerging method in microbial typing. Some of these applications are waiting for
an extensive evaluation before confirming a transfer to the routine. MALDI-TOF MS has not yet been
used for the routine identification of parasites; nevertheless, studies have been reported in the last
few years on its use in the identification of intestinal protozoa, Plasmodium falciparum, or ectoparasites.
Innovative applications of MALDI-TOF MS to viruses’ identification were also reported, seeking
further studies before adapting this tool to the virus’s diagnostic. This mini-review is focused on the
MALDI-TOF MS application in the real life of the diagnostic microbiology laboratory.

Keywords: MALDI-TOF MS; bacteria identification; fungi identification; laboratory automation;
laboratory workflow; antimicrobial resistance

1. Introduction

Matrix-Assisted Laser Desorption Ionization Time-Of-Flight Mass Spectrometry
(MALDI-TOF MS) is an analytical method of rapid and sensitive microbial identification
and characterization based on the fast and precise assessment of the mass of ionized sample
molecules by short laser pulses after their co-crystallization with a low-molecular-weight
organic acid commonly referred to as matrix [1,2].

MALDI-TOF MS represents the most relevant revolution introduced in the last few
years that is able to make a contribution to the clinical microbiology setting for the identifica-
tion of pathogenic bacteria and fungi and the detection of resistance to antimicrobial drugs.
MALDI-TOF MS is based on the proteomic analysis of the constitutive protein profiles of
bacteria and fungi [3,4]. It was demonstrated to have the advantages of excellent sensitivity,
high throughput, simple operation, and low cost, although the cost of the spectrometer is
relatively high.

The use of MALDI-TOF MS has improved the workflow in clinical microbiology
laboratories and reduced the time to obtain a microbiological diagnosis by 24 h compared
to conventional biochemical automatic systems. Its application to the identification of
bacteria has revolutionized the workflow in clinical microbiology laboratories and was
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successfully extended to the identification of fungi and, more recently, to the detection
of markers related to the antimicrobial resistance mechanisms, demonstrating that it is
highly throughput and very fast [3]. The application of MALDI-TOF to the identification
of antimicrobial resistance markers contributing to select the appropriate preliminary
antimicrobial drug before the results of the antimicrobial susceptibility test (AST) can be
available. The main advantage of MALDI-TOF MS is the reduced time to obtain bacterial
identification in few minutes compared to 24–48 h from the biochemical culture-based
methods. The time saved in the identification of pathogenic bacteria/fungi is particularly
critical in cases of life-threatening infections or in cases of slow-growing strains challenging
the conventional methods [5].

Thanks to its rapidity, accuracy, and moderate price, MALDI-TOF MS has also been
applied to different fields of clinical microbiology, such as the detection of antibiotic
susceptibility/resistance biomarkers, the identification of aminoacidic sequences and the
chemical structure of protein terminal groups, and as an emerging method in microbial
typing. Most of these applications require a deeper evaluation before confirming their
transfer to the routine. Due to the great advantage of its versatility, MALDI-TOF MS can be
implemented by the user and adapted to the needs of the diagnostic workflow of a specific
laboratory [6].

Studies were reported of the MALDI-TOF MS application to directly identify pathogens
in clinical samples, producing promising results using urine samples [7] or cerebrospinal
fluid [8]. The most reliable application of MALDI-TOF MS remains the smart and fast
identification of microorganisms in positive blood cultures, together with the detection
of antimicrobial resistance in the same run and the identification of bacteria and fungi in
isolated cultures [9].

Despite the fact that several studies have been reported in the last few years on
the application of MALDI-TOF MS to the identification of intestinal protozoa [10,11],
helminths [12], Plasmodium falciparum [13] or ectoparasites [12], and Trichomonas vagi-
nalis [14], MALDI-TOF MS has not yet been used for the routine identification of parasites.
Innovative applications of MALDI-TOF MS to virus identification were also reported, with
promising results [15–17].

This narrative mini-review is focused on the MALDI-TOF MS application in the real
life of the diagnostic microbiology laboratory.

2. MALDI-TOF MS: A Short History of a Big Revolution in Clinical Microbiology

Mass spectrometry (MS) was invented in the 19th century and, at the beginning, was
only used in the chemical sciences. In the 1980s, MALDI was introduced and improved the
use of MS, allowing its application to identify biological macromolecules as proteins [1].
In 2002, John Fenn and Koichi Tanaka received the Nobel Prize in Chemistry for this
application based on the development of soft desorption ionization techniques for the
analysis of biological macromolecules, including electrospray and soft laser desorption.
This technique makes the mass spectrometric analysis applicable to the large and fragile
polar molecules that play vital roles in biological systems. The distinguishing features of
electrospray spectra for large molecules are coherent sequences of peaks whose component
ions are multiply charged, with the ions of each peak differing by one charge from those
of its adjacent neighbors in the sequence. Spectra have been obtained for biopolymers
including oligonucleotides and proteins, with the latter having molecular weights up to
130,000, with as yet no evidence of an upper limit [18].

MALDI-TOF MS, as a method that combines proteome analysis with C10H7NO3 as
a matrix, was found to be beneficial for quickly identifying microorganisms and was
described in 1994 by Cain et al. [2].

Since 1975, the first experiments to identify microorganisms using MS have been con-
ducted, and although encouraging, the results were unreproducible due to the interference
of growth media and culture conditions [19]. Great improvements were brought by the
MALDI-TOF MS technique in the 1980s, allowing for the analysis of large biomolecules
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such as bacterial ribosomal proteins [20], with the advantage of poor interference by the
culture medium and growth conditions and reproducible and reliable identification at the
species level [21].

In the last 10 years, the implementation of MALDI-TOF MS in clinical microbiology
laboratories has strongly modified the diagnostic workflow for the identification of bacteria
and fungi.

In 2009, MALDI-TOF MS was widely introduced in clinical microbiology laboratories,
and since then, descriptions of improvements have been reported. The most important
change concerned the pretreatments of bacteria that were used at the early application
of MALDI-TOF MS identification. It was demonstrated that it is possible to immediately
use fresh colonies streaked on MALDI target plates with a simple preparation, and this
fact quickly contributed to the practical application of the MALDI-TOF MS technology to
microbial identification worldwide [20–22].

The milestones of the history of the MALDI-TOF MS application in the clinical micro-
biology are reported in Figure 1.
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Bacterial identification should be ideally carried out using a fast method requiring
simple and short sample preparation, automated as much as possible, producing results not
requiring data analysis, and also not expensive and easily applicable to the routine [23,24].
MALDI-TOF MS is not so far from this ideal model of diagnostic device.

3. MALDI-TOF MS: Principles of the Procedure

Mass spectrometry (MS) directly analyzes the mass-to-charge ratios (m/z) of molecular
ions, and from this, it can identify and quantify any ionized susceptible biological molecule.
The mass spectrum of different molecules present in a sample can be interpreted within the
spectrometer to identify each molecule [20–22].

MALDI requires a short pre-analytical step simply consisting of a mix prepared with
an aliquot of the sample to be tested and an aliquot of a low-molecular-weight organic
acid commonly referred to as matrix. After this, to generate the ionization of the molecules
comprising the sample, a short laser pulse is used. The matrix protects the sample from
fragmentation during the ionization. The ions generated by the actions of the laser on the
molecules present in the sample are then analyzed, measuring their mass-to-charge ratios
(m/z). From this, the spectra are generated and interpreted by comparing them with the
spectra present in the database of the spectrometer [27]. The application of MALDI-TOF
MS in clinical microbiology laboratories for the identification of bacteria and fungi uses
the analysis of microbial biomolecules, mostly the highly expressed ribosomal proteins,
based on the ionization and co-crystallization of the bacterial/fungal cells mixed with a
matrix; then, the application of short laser pulses accelerates the ions, and their time of I
confirm. flight is measured in a vacuum flight tube. The microbial molecules used for the
identification are the constitutive proteins specific of each bacterial species that are analyzed
using the m/z ratio to produce the protein spectra that are compared with those present in
the database of the MALDI-TOF MS application. The score produced automatically from
this comparative analysis allows us to assign species identification [22].
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The detection limit of the MALDI-TOF MS technique is at least 102–104 cells, depend-
ing on the bacterial species, even if a small amount of microbial mass is enough to obtain
an identification with a good score [21–23,26].

A tip of a bacterial colony is mixed with 1 µL of a suitable chemical matrix (e.g., a
solution of cinnamic acid or a solution of a benzoic acid derivate) and dispensed on the steel
target plate or on the plastic slide support to dry at room temperature. The crystallization
of the sample with the matrix on the target plate is the activity required to obtain the
ionization of the molecules present in the sample. When the target plate is inserted into the
instrument, the vacuum needs to be reproduced and maintained during the run. As the
vacuum is reproduced, the energy derived by the short laser pulses vaporizes the molecules
of bacterial origin mixed with the matrix and produces their ionization. As a consequence
of such a phenomenon the ionized bacterial proteins, mostly of ribosomal origin, run in the
tube of flight (TOF) pushed under an acceleration derived from an electromagnetic field
(about 20 kV). The time of flight is measured as the time to reach the detector situated at
the end of the tube for each ionized molecule. The TOF of each protein is determined by
both the mass and degree of ionization, and it is used to obtain a specific individual protein
spectrum. In such a way, a biotype corresponds to a specific protein spectrum for each
bacterial species, and this information is recorded to univocally identify each analyzed
sample [21,22].

The time-of-flight data are used to create a distinctive protein mass spectrum that is
matched to the library of the machine protein spectra referred to as the “Main Spectrum Pro-
file” (MSP). The MSP contains signals unique to microbial genera, is species-specific to each
strain, and is the fingerprint of each strain. The unknown pathogen is well-known at the genus
and species levels by comparing the protein spectra of unidentified bacterial isolates to those
present in the database. The range of molecular weights used for bacterial species identifica-
tion is based on the constitutive ribosomal proteins and is comprised between 2 and 20,000 Da
in a good signal-to-noise ratio with poor interference from microbial culture conditions. The
computer software of the machine comparatively analyzes, in real time, the protein spectra of
the samples tested with those present in the reference database of the machine (including spe-
cific spectra comprising over 2000 microbial species of medical interest) and produces a score
(numeric value) corresponding to the similarities found. The computer software associated
with the machine MALDI Biotyper (Bruker Daltonics GmbH, Bremen, Germany) uses this
“score”; a score value of 2.0 is considered a reliable criterion of bacterial species identification,
although the spectra obtained from a single strain are not identical in repeated runs because
of a method-inherent noise. Score values between 1.7 and 2.0 are considered reliable for genus
identification [22–25,27–32]. The machine MALDI VITEK MS (bio-Mérieux, Mercy L’Étoile,
France) produces a confidence value, which can be reported as a percentage up to 99.9%. The
return of an identification of a single taxon, regardless of the confidence value, is considered
an acceptable level of identification. If no identification is provided, the isolate is considered
unidentified. The Biotyper machine reports the identification of each organism with a numeri-
cal “score,” and, according to the manufacturer, scores of ≥2.0 and ≥1.7 represent acceptable
probable species- and genus-level identifications, respectively [22–24,27,28].

Using MALDI-TOF MS, it is also possible to conduct a deeper analysis of bacterial
proteins after a proteolytic digestion to obtain peptide mass fingerprinting (PMF). This
approach was described for single-strain profiling and is not currently used in diagnostic
practice as it requires high-resolution devices [25].

In Figure 2, the main approaches used for the applications of MALDI-TOF MS in
clinical microbiology are summarized.

The great advantage of MALDI-TOF MS is the use of a small amount of bacterial
growth to obtain an identification, and this can often be achieved without subcultures of
the strain, using only a small part of a colony from a mixed culture or from a small colony
grown after a few hours in a subculture.



Microorganisms 2024, 12, 322 5 of 26

Microorganisms 2024, 12, x FOR PEER REVIEW 5 of 26 
 

 

In Figure 2, the main approaches used for the applications of MALDI-TOF MS in 
clinical microbiology are summarized. 

 
Figure 2. MALDI-TOF MS: the main approaches used for the applications in clinical microbiology. 
The approaches used for the application of MALDI-TOF MS in clinical microbiology include the 
comparison of the protein spectra of the sample with a database/reference library and/or the 
identification of specific biomarkers in the sample. Both approaches, also in combination, allow the 
identification of microbial proteins by peptide mass fingerprinting and the analysis of nucleic acid 
sequences and amplification products. The resulting applications in clinical microbiology include 
microbial identification, taxonomy, antimicrobial resistance detection, and microbial serotyping. 
Both approaches were also described for the identification of parasites. 

The great advantage of MALDI-TOF MS is the use of a small amount of bacterial 
growth to obtain an identification, and this can often be achieved without subcultures of 
the strain, using only a small part of a colony from a mixed culture or from a small colony 
grown after a few hours in a subculture. 

The microbial colonies used for MALDI-TOF MS identification should be no more 
than 48 h old, as fresh cultures undergo less protein degradation and the ribosomal 
proteins are of better quality, ensuring a good score value for identification; on the other 
hand, old cultures, particularly in the case of yeasts, could have a stronger cell wall that is 
difficult to destroy during sample preparation, requiring a procedure of protein extraction 
before the mix with the matrix to obtain the ionization of the molecules. 

Globally, the Microflex Biotyper (Bruker Daltonics GmbH, Bremen, Germany) and 
VITEK MS (bioMérieux, Marcy l’Etoile, France) are the commercially available MALDI–
TOF MS systems currently implemented in clinical microbiology laboratories [28–32]. 
Recently, a new MALDI–TOF MS system, ASTA MicroIDSys (ASTA Inc., Suwon, Korea), 
was developed for the identification of clinically important microorganisms, producing 
discrepant results in the identification of microorganisms not frequently isolated in 
clinical laboratories, such as Paenibacillus spp. and Weissella spp. Using ASTA MicroIDSys 
software (version 1.27), the species identification cut-off score of 130.0 is comparable to 
the score of 1.7 in Biotyper, according to a report comparing the two devices [3,5,25,29–
31]. However, the ASTA MicroIDSys does not yet have the same distribution as those of 
Biotyper and VITEK MS, and its evaluation by the users is not comparable to the previous 
ones. 

MALDI Biotyper software (version number 12.0) compares each sample’s mass 
spectrum to the reference mass spectra present in the database using a pattern-matching 
approach that is based on statistical multi-variant analyses and includes peak positions 
and intensities; it calculates an arbitrary unit score value comprised between zero and 

Figure 2. MALDI-TOF MS: the main approaches used for the applications in clinical microbiology.
The approaches used for the application of MALDI-TOF MS in clinical microbiology include the
comparison of the protein spectra of the sample with a database/reference library and/or the
identification of specific biomarkers in the sample. Both approaches, also in combination, allow the
identification of microbial proteins by peptide mass fingerprinting and the analysis of nucleic acid
sequences and amplification products. The resulting applications in clinical microbiology include
microbial identification, taxonomy, antimicrobial resistance detection, and microbial serotyping. Both
approaches were also described for the identification of parasites.

The microbial colonies used for MALDI-TOF MS identification should be no more
than 48 h old, as fresh cultures undergo less protein degradation and the ribosomal proteins
are of better quality, ensuring a good score value for identification; on the other hand, old
cultures, particularly in the case of yeasts, could have a stronger cell wall that is difficult to
destroy during sample preparation, requiring a procedure of protein extraction before the
mix with the matrix to obtain the ionization of the molecules.

Globally, the Microflex Biotyper (Bruker Daltonics GmbH, Bremen, Germany) and
VITEK MS (bioMérieux, Marcy l’Etoile, France) are the commercially available MALDI–
TOF MS systems currently implemented in clinical microbiology laboratories [28–32].
Recently, a new MALDI–TOF MS system, ASTA MicroIDSys (ASTA Inc., Suwon, Korea),
was developed for the identification of clinically important microorganisms, producing
discrepant results in the identification of microorganisms not frequently isolated in clinical
laboratories, such as Paenibacillus spp. and Weissella spp. Using ASTA MicroIDSys software
(version 1.27), the species identification cut-off score of 130.0 is comparable to the score of
1.7 in Biotyper, according to a report comparing the two devices [3,5,25,29–31]. However,
the ASTA MicroIDSys does not yet have the same distribution as those of Biotyper and
VITEK MS, and its evaluation by the users is not comparable to the previous ones.

MALDI Biotyper software (version number 12.0) compares each sample’s mass spec-
trum to the reference mass spectra present in the database using a pattern-matching
approach that is based on statistical multi-variant analyses and includes peak positions and
intensities; it calculates an arbitrary unit score value comprised between zero and three,
reflecting the similarity between the sample and reference spectra, and finally displays
the top ten matching database records. As specified by the manufacturer, identification
scores ≥ 2.0 were accepted for a reliable identification at the species level and scores ≥ 1.7
and ≤2.0 for an identification at the genus level. Scores < 1.7 were considered unreliable.

The results of MALDI-TOF MS are available in less than 1 min for only one sample and
in less than 1 h if a target plate with 96 samples is used. The target plates are usually reusable
after a simple cleansing procedure or are disposable according to the manufacturer’s
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instructions (Bruker Daltonics GmbH, Bremen, Germany, or MALDI Biotyper, bioMériex,
Marcy l’Etoile, France, respectively) [28,29,31].

The microbial biotype identified by MALDI-TOF MS corresponds to a fingerprint of
each bacterial strain, and this is the reason supporting the introduction of such a technology
in clinical microbiology laboratories, replacing—in most cases completely, in a few cases
completing—the conventional method of microbial identification based on the biochemical
profile analysis of bacteria/fungi subcultures grown in specific media after their isolation
in pure culture. It was proven that MALDI-TOF MS is as reliable and specific as the
conventional methods and more accurate for some species. The remaining advantage of
the conventional methods is that they can include the AST.

4. Pretreatment of the Samples

Appropriate pretreatments of the sample before the analysis can make the identifica-
tion of microorganisms more efficient, rapid, and accurate when used in association with
the implementation of the MALDI-TOF MS database with protein spectra of different bac-
terial strains. There have been numerous studies reporting protocols for the pretreatment
of the sample to improve the identification of microorganisms by MALDI-TOF MS, but the
effect of the pretreatment on microbial identification is often neglected [23].

Protocols for sample preparation before MALDI-TOF MS analysis can influence the
results of the method, and the most widely used are known to have advantages and
disadvantages.

The most common simple and fast methods reducing the handling of the sample used
in bacteriology are the direct colony transfer method and the extraction method directly
on the target plate. The extraction method using a time-consuming treatment in a tube
was more recently developed for the microorganisms that are difficult to identify, such as
mucinous bacteria.

The selected protocol should fit with the routine diagnostic workflow, and the person-
nel involved in microbial identification should be efficient. The ideal method to prepare the
sample should be fast and simple but also ensure reliable results in microbial identification
for all the species involved in human diseases.

The direct colony transfer method suggested for Gram-negative bacteria consists
of a tip of a bacterial colony (few amounts of biomass are enough) covered with 1 µL
of an α-cyano-4-hydroxycinnamic acid (CHCA) matrix solution (a saturated solution of
α-cyano-4-hydroxycinnamic acid in in 50/50 [v/v] of acetonitrile/H2O containing 2.5%
trifluoroacetic acid).

Similarly, in the extraction method directly on the target plate, suggested as being
better for Gram-positive bacteria, a tip of the sample is covered with 1 µL of 70% formic acid,
dried at room temperature, and then overlaid with 1 µL of a CHCA matrix solution [25,33].

In both cases, after air drying at room temperature, the sample can be analyzed by
MALDI-TOF MS.

For the microorganisms that have a deep cell wall (fungi, mucinous bacteria, etc.),
to obtain a good ionization of their biomolecules and improve their identification, a time-
consuming pretreatment has been described. Briefly, microbial colonies are treated with
distilled water (300 µL) and ethanol (900 µL) in a tube and centrifuged (at 13,000× g for
2 min), the pellet is resuspended in 70% formic acid (15 µL), and the supernatant (1 µL)
is transferred into the target plate and, after being dried at room temperature, is covered
with 1 µL of a CHCA matrix solution [33]. The basic procedures of sample preparation for
MALDI-TOF MS are reported in Figure 3.

The most widely used protocol allowing for the identification of the most common
bacteria (Gram positive and negative) of medical interest is the extraction directly on the
target plate, as it is fast and simple, only requires a small amount of sample, and thus is
applicable for scarce microbial growth.
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However, while it was reported that the pretreatment protocols induce changes in the
protein profile of the strains, the consequences for their microbial identification are poorly
investigated and often neglected.

The high sensitivity of MALDI-TOF MS allows the use of different pretreatment
methods that can cause changes to the microbial protein fingerprints; consequently, the
pretreatment process may have an important effect on the results, but the selection of an
appropriate preparation method can improve the efficiency and accuracy of the MALDI-
TOF MS identification method [33].

4.1. Database Implementation

MALDI-TOF MS, applied for the identification of bacteria, has revolutionized the
workflow in clinical microbiology laboratories and was successfully extended to the iden-
tification of fungi and, more recently, to the detection of markers related to antimicrobial
resistance mechanisms, demonstrating that it is highly throughput and very fast. The main
advantage of MALDI-TOF MS is its reduced time to obtain pathogen identification in a
few minutes compared to 24–48 h from the biochemical culture-based methods. The time
saved in the identification of pathogenic bacteria/fungi is particularly critical for cases of
life-threatening infections or in cases of slow-growing strains, challenging the conventional
methods.

However, some limitations of the MALDI-TOF MS technique are not yet resolved,
such as the difficulty in distinguishing between closely related species, such as Streptococcus
pneumoniae, Streptococcus mitis/oralis, and Escherichia coli/Shigella sp. [25,30,31,34].

4.1.1. Database Implementation for Gram-Positive Bacteria

The identification of Gram-positive bacteria by using MALDTI-TOF MS is less reliable
compared to that of Gram-negative bacteria, and in some cases, it is still a challenge. Due
to the complex chemical composition of their cell walls and their high similarity in different
species and genera, the use of formic acid before protein extraction is required as an on-
plate treatment before MALDI-TOF MS analysis of such bacteria. Also, Gram-positive cocci
species that are strictly related to one another, such as Streptococcus pneumoniae, Streptococcus
mitis/oralis, and viridans streptococci, as well as those species that are not in the database,
are exceptions to the reliability and affordability of MALDI-TOF MS as a tool for microbial
identification [25].

A MALDI-TOF MS assay was recently described as an application to the bile solubility
test for the discrimination of pneumococci; this assay was reported as a practical imple-
mentation of the bile solubility test, overcoming the subjective visual interpretation of such
a test. This assay consists of an automatic reading of the conventional bile solubility test
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using MALDI-TOF MS. The absence of microbial spectra (Biotyper score < 1.7) in samples
identify pneumococci as result of their bile solubility that causes the removal of bacterial
biomass [35].

A previous application as a scientific approach of MALDI-TOF MS for typing pneu-
mococcal strains produced promising results, highlighting its usefulness for its rapid and
cost-effective routine application in clinical laboratories. Nevertheless, extensive validation
to assess the reproducibility of the results is needed and did not resolve the above-reported
limitation [36].

4.1.2. Database Implementation for Gram-Negative and Anaerobic Bacteria

A microorganism’s identification by MALDI-TOF MS systems is based on the database
where protein spectra, mostly of the highly expressed ribosomal proteins, are recorded,
and this represents an intrinsic limitation of such systems in the laboratory practice to
differentiate between closely related bacterial species, i.e., Klebsiella, Enterobacter, Citrobacter,
and Raoultella [25,31].

Due to the great advantage of its versatility, MALDI-TOF MS can be implemented
by the user and adapted to the needs of the diagnostic workflow of a specific laboratory.
This versatility stimulated studies to implement the software capacity and the database
of reference spectra with those of anaerobic bacteria and fungi to obtain their reliable
identification in diagnostic practice, as it was already proven for most of the Gram-negative
and Gram-positive bacteria.

The use of the two commercially available and widely used MALDI-TOF MS identifi-
cation systems, the Bruker MALDI Biotyper (Bruker Daltoncs GmbH, Bremen, Germany)
and the Vitek MS machine (bioMérieux, Marcy L’Etoile, France), for the identification of
anaerobes was extensively evaluated, demonstrating the high reliability and effectiveness
of MALDI-TOF MS identification of anaerobic bacteria [33,37].

Due to the limited numbers of reference spectra stored in the reference databases, early
studies on the identification of anaerobes with MALDI- TOF MS reported poor identifi-
cation levels for certain species and genera. To overcome these limitations, a consortium
of European expert laboratories collected and characterized clinical anaerobic isolates,
particularly rare and newly described species. Subsequently, additional reference protein
spectra of anaerobic bacteria were introduced into the Bruker database [33].

MALDI-TOF MS identification of anaerobic bacteria has been proven to be fast, inex-
pensive, and highly reliable, as it was for other bacteria. The implementation of the Bruker
MALDI Biotyper system increased the number of different anaerobic genera and species,
and regular updates to the MALDI-TOF MS databases are needed to keep up with the
changing taxonomy of anaerobes and their growing diversity.

It has been widely demonstrated that MALDI-TOF can identify non-fermenting Gram-
negative rods as well as Pseudomonas aeruginosa, Stenotrophomonas maltophilia, and Moraxella
catharralis, and the most prevalent species of the Enterobacteriaceae, but misidentifies Shigella
species as Escherichia coli and only partially distinguishes between Citrobacter freundii,
Enterobacter cloacae, and Salmonella enterica species [3,25,30,31,33,34].

This limitation is also present with other species, and it is due to the similarity of some
species belonging to the same genus: for example, Burkholderia cepacia and Acinetobacter
baumannii can be identified only on a wide range, while Achromobacter species, Chryseobac-
ter species, and Ralstonia species can only be identified at the genus level, although the
differentiation of such microorganisms at the species level is not crucial in the diagnostic
practice of medical microbiology.

To partially overcome the limitations related to the biological aspects of microorgan-
isms belonging to related species, some practices are recommended: update the library;
use of reference strains that are well characterized for both the genetic profile and the
accurate antimicrobial susceptibility/resistance profile; implementation of a database with
protein spectra from different strains to make the identification more reliable and accurate.
However, when the protein spectra are derived from high protein similarity, the accurate
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differentiation of highly related species requires alternative methods such as genotyping
and cannot be achieved by conventional methods for the identification of biochemical
profiles, which is also a limitation for these methods.

The advantage derived from the implementation of the MALDI-TOF MS database is
clearly represented by some examples: the successful identification of the Gram-negative
bacteria of the HACEK group, including Haemophilus, Aggregatibacter, Cardiobacterium,
Eikenella, and Kingella, the species belonging to the genus Neisseria, avoiding the misidenti-
fication of the commensal apathogenic species with N. meningitidis. However, encapsulated
strains, such as K. pneumoniae and H. influenziae, can be misidentified, and the use of
reference spectra implementation can help in such difficulties [6].

The benefits of database extensions by the users including the appropriate controls
were demonstrated to be reliable in improving the MALDI-TOF MS technique’s diagnostic
performance [32,38].

The MALDI-TOF MS technology for Clostridioides difficile typing was proven to be
useful in supporting the epidemiological investigation performed by polymerase chain
reaction (PCR) ribotyping. This was achieved by a typing MALDI-TOF MS (T-MALDI)
method for the rapid classification of the circulating C. difficile strains in comparison with
the PCR ribotyping results [39]. T-MALDI for C. difficile classification could be a valid
alternative to PCR ribotyping. The protein spectra acquisition for MALDI-TOF MS typing
in comparison with PCR ribotyping turned out to be easier (only a few manual steps
and minimum hands-on time for spectra acquisition vs. several labor-intensive steps for
nucleic acid amplification, DNA fragments separation, and PCR amplification pattern
analysis), faster (30 min vs. at least 12 h), and cheaper (€1.5 vs. €15 for the reagents and
disposable materials per strain). Moreover, T-MALDI is also suitable for a single-strain
analysis, allowing for the real-time monitoring of C. difficile-circulating strains, whereas
PCR ribotyping is optimized for the analysis of many samples in a batch.

T-MALDI also represents an alternative to PCR ribotyping in terms of its reproducibil-
ity, set up time, and costs, as well as being a useful tool in epidemiological investigations
for the detection of C. difficile clusters involved in outbreaks [40].

4.1.3. Database Implementation for Other Bacteria

Concerning pathogenic spirochetes, the MALDI-TOF MS database was implemented
and applied to the identification of these bacteria.

Supplementing the existing database, limited to the sole species B. murdochii, with
spirochaetal protein profiles, MALDI-TOF MS resulted in rapid, cheap, and reliable iden-
tification of Brachyspira strains at the species level, overcoming the problems previously
encountered in the identification of these spirochaetes when using biochemical and genetic-
based methods. MALDI-TOF MS proved to be more accurate than conventional identifica-
tion methods and a reliable alternative to genetic-based methods for the identification of
Brachyspira spp. isolates from both human and animal origins [41].

MALDI-TOF MS was demonstrated to be a powerful tool for research and diagnostics
in the field of leptospirosis, with broad applications ranging from the detection and identi-
fication of pathogenic leptospires for diagnostic purposes to the typing of pathogenic and
non-pathogenic leptospires for epidemiological purposes [42]. Also, for the identification of
Borrelia spp., both for diagnostic purposes and epidemiological surveillance, MALDI-TOF
MS was demonstrated to be useful [43].

The current limitations of microorganism identification by MALDI-TOF MS also
include Bordetella pertussis and B. bronchioseptica, Achromobacter xylosoxidans and A. ruhlandii,
Bacteroides nordii and B. salyersiae, and Enterobacter cloacae complex (composed of six very
closely related species with similar resistance patterns: E. asburiae, E. cloacae, E. hormaechei,
E. kobei, E. ludwigii, and E. nimipressuralis) [8].

In addition, Burkholderia cereus, B. cepacia, B. mallei/pseudomallei, Achromobacter sp.,
Citrobacter freundii, Enterobacter cloacae, Salmonella, Mycobacterium tuberculosis, M. abscessus,
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and M. avium are among other examples of microorganisms that are difficult to identify by
MALDI-TOF MS [8,25].

However, using MALDI-TOF MS, biologically related species are identified as a group,
complex, or genus level, and in cases where the identification down to species/strain level
is required for diagnostic reasons or clinical relevance, additional assays are required.

When the MALDI-TOF MS technique is routinely used in clinical microbiology labo-
ratories, the implementation of a database with reference spectra is a better practice, also
allowing the identification of pathogens not frequently involved in human infections. Gen-
erally, misidentification occurs not only for closely intrinsically related microbial species
but also for the lack of reference spectra; this is the case reported for fungi, mycobacteria,
and some fastidious bacteria belonging to the genera Bacteroides, Fusarium, and Lactobacillus.
The implementation of the library with reference spectra, often home-made by the users,
resolved the problem [5].

4.1.4. Database Implementation for Mycobacteria and Fungi

MALDI-TOF MS can generally identify mycobacteria but cannot differentiate the
species belonging to M. tuberculosis complex, and this limitation makes PCR-based assays
still preferred to MALDI-TOF MS for mycobacteria identification in diagnostic practice.
Bruker Daltonics GmbH (Bremen, Germany) has produced a pretreatment including crystal
particles to mechanically destroy the microbial biomass, allowing ribosomal extraction that
can provide identification at the species level for Mycobacterium avium complex, making
MALDI-TOF able to achieve an accurate identification of non-tuberculous mycobacteria
with a level of precision comparable to that of molecular assays. As for mycobacteria, Acti-
nomycetales members such as Nocardia and Streptomyces require cell wall disruption to allow
MALDI-TOF MS to correctly identify them, although due to their complex nomenclature,
differentiation between similar species is still a challenge [44,45].

MALDI-TOF MS has some limitations with the identification of some groups of
yeasts and fungi; however, the use of MALDI-TOF MS for the identification of Aspergillum
sp., Fusarium sp., Penicillium sp., and dermatophytes is still poorly investigated as their
identification requires cultivation where molds produce different forms such as mycelium
and conidia that are hard to differentiate in the protein composition, making it difficult to
obtain good protein spectra. Moreover, the in vitro cultivation of fungi is time-consuming,
particularly dermatophytes, and the use of MALDI-TOF MS does not produce a relevant
benefit in the diagnostic workflow in terms of time savings for their identification. This
requires the development of suitable protocols to implement this tool as a reliable method
for the identification of fungi [26,46].

New developments have extended the use of MALDI-TOF MS from prokaryotic
organisms to eukaryotic organisms, such as yeasts, and molds, making this technique a
straightforward, fast, and reliable identification method for bacteria, yeasts and molds in a
cost-effective way. However, the assessment of MALDI-TOF for species-level identification
of filamentous fungi is not as extensive, and studies examining the applications of this
technique specifically for dermatophyte identification are limited [4,26,46].

According to previous published data [4,26], fungal identification by MALDI-TOF MS
requires a chemical extraction of protein from a pure culture of the microorganisms. The
pellet of mycelium needs a preliminary formic acid/acetonitrile protein extraction before
adding an aliquot to the saturated α-cyano-4-hydroxy-cinnamic acid (HCCA) (2.5 mg)
matrix solution (Bruker Daltonics GmbH, Germany).

MALDI-TOF MS proved to be a useful tool suitable for both the identification of fungi
for diagnostic purposes and epidemiological surveillance [26]. The results of a recent study
demonstrate that the MALDI-TOF MS may also be used to simultaneously classify Candida
species and detect fluconazole-resistant strains [47].

A different MALDI-TOF MS instrument, Autof MS1000, from Autobio Diagnostics
(Autobio Diagnostics, Zhengzhou, China), was recently tested for a rapid and reliable
method for the identification of filamentous fungi with a new pretreatment protocol. While
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the Autof MS1000 instrument seems to be promising, it has a library that does not cover
all filamentous fungi, and a further implementation of the database is required before
validating its application to the routine [48].

A new MALDI-TOF MS ASTA MicroIDSys system (ASTA, Suwon, Republic of Korea)
was developed and evaluated by comparing with both 16S rRNA sequencing and the Bruker
Biotyper system [25]. The results were excellent with the identification of mycobacteria and
anaerobic bacteria, such as Peptostreptococcus anaerobius, C. difficile, Clostridium perfringens,
Finegoldia magna, and Parvimonas micra. The Autof MS 1000ASTA and MicroIDSys systems
use a library based on an isolate-specific reference approach and are analogous in their use
to the MALDI BioTyper system, while bioMérieux principles (e.g., Vitek MS) are based on
taxonomical group-specific principles [25,48].

Among the MALDI-TOF devices, Biotyper was the historical pioneer for microbial
identification. As a consequence of its larger field evaluation by the users, it was extensively
adapted and tailored to the laboratory needs, and numerous scientific publications are
available that also offer a complete evaluation of its performances in comparison with
the more recently developed devices. The second commercially available device was the
VITEK MS device, and for this system, the comparative studies are also towards Biotyper
rather than the newly developed ones.

The commercially proposed MALDI-TOF MS devices include Shimadzu Axima (Shi-
madzu, Kyoto, Japan) and, more recently, the EXS2600 system from Zybio (Zybio Inc.,
Chongqing, China) [49,50]. The Axima device uses a software (version year 2013) tool,
which, similar to the VITEK MS device, first compares all the mass fingerprints to the
superspectra and, in a second step, to the individual spectra of the database. The results
are expressed in percentages of similitude. Superspectra contain peaks that are common
for different strains of the same species. The individual spectra correspond to the spectra of
each strain cultured in specific conditions. The manufacturer recommends the validation of
only the superspectra identifications with percentages comprising between 75 and 99.9%.

In comparison with the Biotyper and VITEK MS devices, these two additionally
proposed devices have limited applications in laboratories worldwide and few available
comparative studies. For instance, Zybio EXS2600 is not as widespread in Europe, and
scarce evaluations of its diagnostic performance are available (limited to bacteria and fungi,
and mycobacteria are the least analyzed) [50].

However, the few available studies reported similarities in their results of microbial
identification compared to the Biotyper device, although the comparisons are limited, at
present, to some fungal species and bacteria from urine samples [49,50].

4.2. Recent Advances in the Automation of MALDI-TOF MS

Automations applied to MALDI-TOF MS were developed for the sample preparation
step to reduce the manipulation of the microorganisms. It was recently proven that automa-
tion at this level reduces the turn-around time for the microbial identification process due
to the hand manipulation of microbial cultures, limiting the manual handling of the sample
during the preparation of the target plate, which generally requires 30 min. This type of
automation has the advantage to standardize the sample preparation procedure, including
the transferring of the microorganisms from the culture plate into the target slide/plate,
and subsequently add the matrix to the organisms to prepare them for the MALDI-TOF
MS analysis. A recent study [51] evaluated, in three different laboratory sites, the use of the
Colibrí TM instrument (Copan, Brescia, Italy) that automatically picks colonies that were
previously selected by the microbiologist or by automated software and spots targets for
microbial identification using either the Bruker MALDI Biotyper® (Bruker Daltonics GmbH,
Bremen, Germany) or the VITEK® MS device (bioMérieux, Marcy l’Etoile, France). This
study demonstrated that the standardized automation of the manual process of MALDI
target spotting provides a benefit for the diagnostic workflow in microbial identification.

MALDI-TOF MS is a great contribution to the implementation of laboratory automa-
tion in clinical microbiology, facilitating organization and changes in the workflow with
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the introduction of the integrated automated device ColibríTM (Copan, Brescia, Italy). This
automated step standardizes the quality of the microbial spot on the MALDI target, which
is operator-independent, and improves the yield of identification with high reproducibility
of the results. These results demonstrate that Colibrí is a reliable system for MALDI-TOF
target preparation as well as for yeast identification, allowing increased standardization
and less hands-on time [51–53]. This automation of the MALDI preparation step reduces
human errors, avoiding manual preparation steps, and brings the advantage of a total
traceability of the identification workflow.

Recently, a comparison of the performance and impact on the laboratory organization
between the two most recent and widely used MALDI-TOF MS instruments—the Vitek
MS Prime (bio-Mérieux, Marcy l’Etoile, France) and the MALDI-Biotyper Sirius (Bruker
Daltonics GmbH, Bremen, Germany)—was published [54]. This study concluded that both
systems provided a high identification rate of 97 to 98% for routine isolates despite single-
spot measurements and confirmed that the quality of the identification highly depends
on the purity of the cultures used, the amount of bacterial biomass smeared on the target
plate, and the experience of the technicians, all of which are aspects that have been already
described for the previous versions of the compared devices [54]. This study also reported
that the Biotyper Sirius reference library includes 4194 species, while that of the VITEK MS
IVD includes 1316 species. The VITEK MS device is based on taxonomical group-specific
principles, while the MALDI Biotyper database is based on an isolate-specific reference
approach [25].

Moreover, the Biotyper Sirius requires, for the identification of mycobacteria and
filamentous fungi, specific kits to optimize sample preparation and additional modules
to provide a comprehensive library, while the VITEK MS includes those groups. The
identification rate was 97.9% for the VITEK MS Prime device and 98.9% for the Biotyper
Sirius and both systems achieved 100% agreement at the genus level and 96.2% at the species
level [54]. The additional modules depend on the use of a device strictly reserved for routine
identification or also extended to biomarker detection, such as antimicrobial resistance
biomarkers for the identification of drug-resistant microorganisms or lipid identification
or investigation of colistin-resistant strains. The preparation step of the target plate was
similar, and the hands-on time was 3–6 min shorter with Biotyper Sirius. The hands-on
time for the measurement process was shorter for VITEK MS Prime (1.5 min/target), while
the time to obtain the results was shorter for VITEK MS Prime. While both systems are
very similar in terms of their diagnostic application and identification rates, their use in
the laboratory routine differs slightly for target plate preparation, with the hands-on time
being shorter for the Biotyper, making the application of the matrix in batches easily every
30 min instead of at each spot for VITEK MS and translating this in a smart workflow. The
chemical matrix is ready to use for the VITEK MS, and it is associated with a reference
E. coli ATCC 8739 that is used for the calibration, resulting in a rigorous calibration process
that makes the hands-on time shorter for VITEK MS during the preparation, whereas the
matrix is lyophilized for Biotyper. An important situation impacting on the usability of
the VITEK MS is the position of the calibration spot every 16 spots that can be reused once;
consequently, the operator is required to give the correct information of the origin (bacterial
or fugal) of the streaked samples. If an error occurs at this level, the spot (sample and
calibrator) cannot be read a second time, and a lack of identification requires additional
testing with a higher level of retesting compared to Biotyper [51–55].

4.3. MALDI-TOF MS Application to Biological Samples

Recently, different studies have reported the application of MALDI-TOF MS on liquid
cultures and liquid samples, such as blood, urine, or complex samples like stool.

Despite studies that have reported the potential capability of MALDI-TOF MS in
identifying bacterial mixtures without requiring purification protocols, it is currently
reported that the impossibility of commercially available devices in the identification of
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mixed cultures of microorganisms (a mixture of different bacterial species or bacteria and
fungi) in biological samples directly, in liquid samples, or in stool samples [5,6].

Urine represents a suitable sample for the identification of pathogens by a direct
application of MALDI-TOF MS, as it has a good intrinsic concentration of microorganisms
and is usually collected in a high volume (up to 15 mL), facilitating sample preparation and
obtaining a good biomass by a centrifugation step. The few studies published reported the
identification of pathogens from urine samples with good concordance compared with tra-
ditional methods, although with a large range of agreement ranging from 79 to 92% limited
to monomicrobial infection. A pretreatment protocol of urine samples by centrifugation
and filtration produced disappointing results, as only 58% of identification was achieved
due to the interference of antimicrobial peptides from human origin with MALDI-TOF
MS and reaching 67% of the correct identification rate when 1 h diafiltration was used.
However, such methods, although they produce the identification of uropathogens in less
than 1 h, are laborious, not standardized, and require well-trained personnel as they are
not automated and not easily applicable for diagnostic laboratory routines [7].

On the contrary, better results on the identification of uropathogens were obtained
with the short-growth method of incubating for 5–6 h streaked urine samples on agar
plates and harvesting the grown film to obtain a biomass sufficient for MALDI-TOF MS
identification. Considering that plating urine samples is mandatory for colony counting
and the AST, this method could be implemented in the laboratory workflow. In addition,
this short-growth method could be automated using a plate inoculation robot (WASP® by
Copan, Brescia, Italy; PREVI® Isola by bio-Mérieux, Marcy l’Etoile, France, or InoqulA® by
BD Kiestra, Franklin Lakes, NJ, USA) making it feasible in high-routine laboratories [7].

Few studies have investigated the application of MALDI-TOF MS for the fast iden-
tification of microorganisms from cerebrospinal fluids (CSFs) in cases of meningitis with
a short preparation protocol: the CSF (500 µL) was mixed with 13% SDS (100 µL) and
centrifuged (at 13,000× g 2 min) to pellet the microbial biomass that was then washed in
water (1 mL) by centrifugation in the same condition and resuspended in ethanol formic
acid for protein extraction and then processed with MALDI-TOF MS. These results are
encouraging and suggest a deeper evaluation of MALDI-TOF MS in routine diagnostics to
be confirmed [8,55].

While some major problems remain, MALDI-TOF MS can be directly used for the
identification of bacteria from positive blood cultures (BCs) [9]. When positive BCs are
due to the presence of polymicrobial communities, false identification can occur, and the
limitations reported for isolated bacterial species also remain when they are present in
BCs, such as viridans streptococci and encapsulated strains of Klebsiella pneumoniae and
Haemophilus influenziae. Additional difficulties in achieving microbial identification in BCs
are caused by the presence of human blood cells that interfere with generating noise spectra
if not previously removed [3].

The benefits of an early pathogen identification directly from positive BCs include the
earlier de-escalation and/or administration of a targeted antimicrobial treatment, improv-
ing the patient outcome and supporting antimicrobial stewardship [7,28].

MALDI-TOF MS technology has been widely investigated for the direct application to
positive BCs to speed the turn around time. Starting with the positive BCs, many procedures
and protocols were developed over the years. All these strategies can be grouped into
two approaches: short subcultures based on identification after a short incubation period
(2–6 h) of a plate subculture of the BCs, and identification directly from the BCs [7]. The first
approach showed good results with fast-growing microbial species; on the contrary, they
are intrinsically not suitable for slow-growing and fastidious bacteria [7]. The second one,
despite requiring a sample pre-treatment to obtain a purified bacterial pellet, is significantly
faster than short subcultures, and it is enabled to virtually identify every microbial species
present in the MALDI-TOF MS database [7,56]. An improved diagnostic workflow for the
BCs using MALDI-TOF MS is reported in Figure 4.
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Figure 4. MALDI-TOF MS improved the diagnostic workflow for blood cultures: the first clinical
report is available a few hours (day 0) after a positive blood culture signal; the clinical report of
microbial identification after a subculture in solid medium is available after 24–48 h from the positive
blood culture signal; the final clinical report after biochemical identification with a conventional assay
and AST of an isolated strain is available after 2–3 days from the positive blood culture signal.

To achieve a purified bacterial pellet suitable for direct identification by MALDI-
TOF MS, many different reagents and protocols, home-made or commercial, have been
described [7,57]. The use of saponin or ammonium chloride have been described to facilitate
the lysis of blood cells [57]. The centrifugation–filtration approach, employed to remove
cells and cellular debris, was found to be more efficient in identifying Gram-negative
bacteria, while limited data were obtained for Gram-positive microorganisms. Additional
in-house methods requiring several centrifugation steps for the separation of blood cells
from microorganisms are proposed; they can be performed with differential centrifugation
but also with gel separator tubes by a simple and cheap method. However, to obtain a
consistent microbial pellet, some methods started with a larger blood culture volume, but
the extraction procedure does not always lead to a better accuracy.

MALDI-TOF MS is also currently used as a technique independent from culture
conditions due to its simple and concise protocols of treatment, which allow cell lysis and
immediate treatment with the chemical matrix.

Different pretreatment protocols were developed to apply MALDI-TOF MS in the lab-
oratory diagnostic practice to the identification of positive blood cultures bottles, allowing
for the lysis of the blood cells to obtain a cleaned bacterial/fungal pellet to be used for the
identification. These protocols are standardized in ready-to-use commercially available
kits. The MALDI-TOF SepsityperTM workflow (MSW), a commercial in vitro diagnostic
kit (Sepsityper) in association with the Biotyper System (MBT) for the identification of
positive BCs, can identify pathogens from positive blood cultures within 15–20 min in a
cost-effective, efficient workflow that allows us to improve patient care [7].

Several studies have demonstrated that this kit allows excellent identification for
Gram-negative and Gram-positive identification at the genus level, but it is less performant
for identification at the species level, remaining at 91.4% for Gram-negative and 67.7% for
Gram-positive species identification. Moreover, problems in the identification of anaerobic
bacteria and polymicrobial pathogens from positive BCs were reported [7,38].

The most used method for the identification of bacteria and fungi from blood cultures
is the Sepsityper® kit. It is a commercially available kit suitable for use with the Bruker
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MALDI Biotyper instrument using a simple protocol that allows us to obtain a microbial
pellet as biomass for MALDI-TOF MS identification directly from positive blood cultures
with centrifugation and washing out of blood cells [7,8,55].

Bruker offers an in vitro diagnostic use (IVD)-marked solution with the MBT Sepsi-
typer IVD Kit, while the VITEK MS Blood Culture Kit is for research use only [52].

The pretreatment to remove proteins of non-bacterial origin is required as a prerequi-
site for the successful application of MALDI-TOF MS to the identification of microorganisms
from BCs. This newly proposed protocol uses 1 mL of positive blood culture broth directly
in a 30-min sample preparation and MALDI-TOF MS identification, saving at least 24–48 h
compared with the time of conventional identification of positive blood culture samples by
MALDI-TOF MS using bacterial colonies grown on agar plates.

The evaluation of the systems ASTA MicroIDSys, Shimadzu Axima (Shimadzu, Japan),
and EXS2600 from Zybio (Zybio Inc., Chongqing, China) applied to biological samples
are not yet reported, while the kits for BCs have been reported in a comparison of the
performances between AutoMs1000 (Auobio Diagnostics, Zhengzhou, China) and EXS2600
(Zybio Inc., Chongqing, China) [50].

4.4. Limitations of MALDI-TOF MS

Some limitations in the use of MALDI-TOF MS in the clinical microbiology laboratory
are present and require further targeted developments and deeper technological improve-
ments. They can be summarized as follows: The first limitation of MALDI-TOF MS is
that, despite its high sensitivity to obtaining identification at the species level, the biomass
should be composed of between 102 and 104 cells, according to the microbial species. This
often requires a sub-cultivation for the slow-growing microbial species.

The second most important limitation is the pretreatment required for the identification
of fungi/molds and mycobacteria. This additional step in the preparation of the samples,
even if it could be automated by suitable modules completing the main device, requires
additional time and skilled personnel in the laboratory to achieve microbial identification.
This also increases the cost of the apparatus required in the diagnostic workflow and
does not allow the elimination of conventional assays to identify these microorganisms.
Moreover, the use of fresh cultures is mandatory for the identification of fungi/molds
and mycobacteria. On the other hand, the use of pretreatment protocols to improve these
limitations have not been investigated enough.

Among the most important limitations of MALDI-TOF MS is the impossibility of the
commercially available devices to identify and differentiate mixed cultures of microor-
ganisms (a mixture of different bacterial species or bacteria and fungi) either in cultures
in vitro or in biological samples. Moreover, currently, it is not yet possible to directly apply
MALDI-TOF to biological samples. In addition, isolated microorganisms in pure cultures
belonging to biologically related species cannot be discriminated against, and additional
tests are required. This is the case among the Gram-positive bacteria: for pneumococci and
oral streptococci, there are several species among the enterococci. Similarly, among the
Gram-negative bacteria, differentiation cannot be achieved between Escherichia coli/Shigella
and among Salmonella enterica strains for Citrobacter freundii and Enterobacter cloacae. The
same problem is also present for the identification of the species belonging to Mycobacterium
tuberculosis complex, M. abscessus, and M. avium.

It cannot be neglected that the cost of the device is still a limitation for the introduction
of MALDI-TOF MS in the routine of a limited resource setting, considering that the use of
conventional assays cannot be totally replaced.

4.5. Detection of Antimicrobial Resistance

The detection of the resistance mechanisms of the antimicrobial drugs using MALDI-
TOF MS represents a complementary tool to the standard AST, allowing for the prompt
identification of the isolates with a mechanism of resistance at least 24 h sooner than the AST.
The possibility of identifying the bacteria/fungi in association with the detection of bacterial
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antimicrobial resistance markers using MALDI-TOF MS makes it a fast and reliable tool
in the routine of the clinical microbiology laboratory. The application of MALDI-TOF MS
for the identification of all the possible antimicrobial resistance mechanisms was described
using different approaches mainly based on: (i) the analysis of antimicrobial molecules and
their bacterial modified products; (ii) the analysis of specific components of the bacterial
cells; (iii) the analysis of bacterial ribosomal DNA methylation; and (iiii) the detection of
mutations with mini-sequencing [58].

In these analyses, MALDI-TOF MS was proven to provide results useful for diagnostic
purposes, whereas some of these applications represent methods that are only useful in
reference centers or applicable in research laboratories [58].

The introduction of MALDI-TOF MS as a reliable tool for the fast detection of bacterial
antimicrobial resistance markers allowed us to improve a prompt governance of empiric
therapy in critical infections.

The methods of using MALDI-TOF MS in such a manner allow the detection and
identification of bacterial strain-specific markers or the detection of products derived from
bacterial drug degradations. An additional way still requiring a deeper evaluation before
transferring its application to diagnostic practice is the detection of non-radioactive (stable)
isotope-labeled amino acids.

The availability of smart and fast solutions able to detect antimicrobial resistance,
particularly in health care systems, might contribute to limiting the prevalence of multi-
drug-resistant bacterial strains.

Commercial solutions are available for detecting antimicrobial resistance from bacteria
in positive blood cultures using reagents and modules combined with the MALDI Biotyper®

MALDI-TOF MS device.
The MBT Sepsityper® workflow was demonstrated to be able to detect bacterial re-

sistance against first-line antimicrobials. The bacterial cells isolated from positive blood
cultures can be used in the MBT STAR®-BL IVD assays for beta-lactamase activity detection.
Similarly, the MBT STAR®-Carba IVD Kit, in conjunction with the MBT STAR®-BL IVD soft-
ware module, allows for the rapid identification of bacteria and detection of carbapenemase
activity in one workflow. In addition, by means of the easy-to-use MBT STAR®-Cepha IVD
Kit, cephalosporinase activity towards third-generation cephalosporins can be detected
within one hour from a positive blood culture signal.

The MBT STAR®-Carba IVD assay is specific for the rapid detection of prevalent
Class Acinetobacter spp. The assay can be used for microorganisms derived from culture
plates and from positive blood cultures using the MBT Sepsityper® IVD Kit to rapidly
identify bacteria and their carbapenemase activity on the MALDI Biotyper® IVD in the
same workflow [25,59,60].

Bacterial antimicrobial resistance mechanisms include the hydrolysis degradation
mechanism of antimicrobial drugs. The derived products show a different molecular mass
from that of a native molecule. Using a specific sample preparation protocol, MALDI-TOF
MS allows for the analysis of antimicrobial drugs and their degradation products that are
smaller than 1000 Da [25,59,60].

Several studies have shown that MALDI-TOF MS can be used to identify carbapenem
resistance and colistin resistance among Enterobacterales.

Carbapenem-resistant Enterobacteriaceae (CRE) represent a serious and growing threat
to public health. The introduction of rapid and sensitive methods for the detection of
carbapenemase-producing bacteria is of increasing importance. Carbapenemase produc-
tion can be detected using non-molecular methods (such as the modified Hodge test, the
synergy test, the Carba NP test, and the antibiotic hydrolysis assays) and DNA-based
methods. A modified version of a previously described meropenem hydrolysis assay
(MHA) by MALDI-TOF MS for phenotypic detection in 2 h of carbapenemase-producing
Enterobacteriaceae was described [61]. The MHA was successfully applied to detect car-
bapenemase activity in well-characterized Enterobacteriaceae strains, producing KPC or
VIM carbapenemases, and in carbapenem fully susceptible strains. This assay, also ap-
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plied to NDM- and OXA-48-producing strains and to CRE with resistance mechanisms
other than carbapenemase production, has been proven to be able to distinguish between
carbapenemase-producing and non-producing Enterobacteriaceae. The MHA by MALDI-
TOF MS analysis is independent from the type of carbapenemases involved, and it is faster
and easier to perform/interpret than culture-based methods [60]. On the other hand, it
cannot detect other carbapenem resistance mechanisms, such as porin alterations and efflux
mechanisms [61,62]. This form of antimicrobial resistance is mostly related to the misuse
and overuse of antimicrobials, which led to the emergence of multidrug-resistant (MDR),
extensively-drug-resistant (XDR) and pan-drug-resistant bacteria. Infections caused by
Gram-negative resistant bacteria, such as Enterobacteriaceae, Pseudomonas aeruginosa, and
Acinetobacter baumannii, are a broad matter of concern because of the ineffectiveness of
conventional treatments and the lack of new antimicrobial agents against them. There-
fore, the occurrence and spread of resistant bacterial strains prompted the re-evaluation
of polymyxins (colistin and polymyxin B), an old class of cationic, cyclic–polypeptide
antibiotics, whose clinical use was previously limited for their reported nephrotoxicity and
neurotoxicity. Colistin is considered a “last resort” antibiotic, namely a valid alternative to
the classic antimicrobial agents ineffective against MDR Gram-negative pathogens. Given
its saving role against the life-threatening MDR and XDR bacterial infections, colistin was
largely and recklessly employed in both human and veterinary medicine, resulting in the
emergence of colistin-resistant pathogens, mainly Gram-negative bacteria [62].

The MALDI-TOF MS approach for testing polymyxin resistance is based on the detec-
tion of biomarkers associated with the modified lipid A, which is the phenotypic result of
both chromosomal and plasmid-encoded resistance to colistin in Gram-negative bacteria.
Therefore, given the inherent negative charge of lipid A, several studies aimed to create
MALDI-TOF MS tests to screen colistin resistance in Gram-negative bacteria by operating
in a negative ion mode of the mass spectrometer. However, to date, the negative ion mode
is not currently and widely available on diagnostic routine mass spectrometers, since it
works in a molecular mass range different from that used for bacterial and fungal identifica-
tion. An alternative approach for the identification of colistin resistance in Gram-negative
bacteria by a MALDI-TOF MS protein peak-based assay was described. It was developed
based on spectra acquired in a positive linear mode embedded in the most widely used
MALDI-TOF MS instrument available in clinical microbiology laboratories. A classifying
algorithm model (CAM), which is simple, fast, and inexpensive, was developed to rapidly
detect and identify colistin-resistant strains in clinical practice [60,62].

Applications of users’ developed protocols to MALDI-TOF MS for antimicrobial
detection are still ongoing.

MALDI-TOF MS is now widely used in clinical microbiology for bacterial identifica-
tion, taxonomy, and strain typing. Several approaches have been proposed in MALDI-TOF
MS to detect antimicrobial resistance, such as the detection of the entire cell profile, en-
zymatic activity by antibiotic hydrolysis, or resistance proteins within the cell. Several
potential biomarkers of drug-resistant genotypes in S. aureus, A. baumannii, P. aeruginosa,
and K. pneumoniae, as well as hypervirulence in C. difficile, using a direct approach were
described [60–65].

Recently, a machine learning (ML) algorithm recently applied to MALDI-TOF was
demonstrated to be useful to detect colistin resistance in K. pneumoniae and methicillin-
resistant Staphylococcus aureus (MRSA) [60,64].

Similarly, the application of the MBT Lipid XtractTM Kit in combination with MALDI
Biotyper® Sirius dedicated software (library version 12.0) was reported to be able to
accurately identify colistin resistance in E. coli isolates [59,65].

In Table 1, the main properties and applications of the commercially available MALDI-
TOF MS devices are summarized.
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Table 1. Main properties and applications of the commercially available MALDI-TOF MS devices in clinical microbiology.

Property/Application
Biotyper Sirius

(Bruker Daltonics, Bremen,
GmbH, Germany)

VITEK MS
(bioMérieux, Mercy

Étoile, France)

ASTA MicroIDSys
(ASTA Inc., Suwon, Korea)

Autof MS1000
(Autobio Diagnostics,

Zhenhzhou, China)

Shimadzu Axima
(Shimadzu, Japan)

EXS2600 (Zybio Inc.,
Chongqing, China) Reference

Sample preparation [23,33,50–53]

Manual Yes Yes Yes Yes Yes Yes

Automatable Yes (ColibrìTM instrument) Yes (ColibrìTM instrument) No data No data No data No data

Sample pretreatment No For mycobacteria and fungi For mycobacteria and fungi For mycobacteria and fungi
(FA)

For mycobacteria and fungi
(FA) For fungi (FA) [29,50]

One step ready-to-use
matrix (type) No (CHCA matrix lyophilized)

Yes (CHCA matrix for
bacteria; FA matrix for

fungi)

No (two steps: FA, followed by
the CHCA matrix for all use)

No (two steps:
pretreatment kit, followed

by the CHCA matrix)
No data Yes [33,37,50]

Target plate [25,48,50–54]

Capacity 96 spots 48 spots 96 spots 96 spots 96 spots 96 spots

Disposable No Yes Yes Yes No No

Reusable yes No No No Yes Yes

Database for microbial
identification

and microorganisms
that have been

identified

4194 species
(BMT IVD reference library 12.0)

based on isolate-specific references
approach;

Gram-positive
Gram-negative

Anaerobes
Mycobacteria not included

Filamentous fungi not included

1316 species
(VITEK IVD 3.2 knowledge
base) based on taxonomical

group-specific principles;
Gram-positive
Gram-negative

Anaerobes
Mycobacteria included

Filamentous fungi included

3193 species (ASTA library Core
DB version 1.27-biuld001) based

on isolate-specific references
approach;

Gram-positive
Gram- negative

Anaerobes
Mycobacteria included

Filamentous fungi included

Over 5000 species (libray
v1.1.0)

Gram-positive
Gram- negative

Anaerobes
Mycobacteria included

Filamentous fungi included

About 5000 species
(database year 2013)

Gram-positive
Gram- negative

Anaerobes
Filamentous fungi

included;
for mycobacteria: no data

4051 species (V.1.0.0.0
database)

Gram-positive
Gram- negative

Anaerobes
(Mycobacteria included:

few data available)
Filamentous fungi included

[29,32,33,37,38,40,
48–50,53]

Identification criteria

Pattern matching approach based on
“Main Spectrum Profile”; similarity

expressed as “log(scoring)”
(number) to peak patterns in the data

base

Algorithm based on
machine learning

“Advanced Spectra
Classifier”;

Confidence values (%) for
the similarity to a reference

species in the database

Analogous to MALDI Biotyper Analogous to MALDI
Biotyper Analogous to VITEK MS Analogous to MALDI

Biotyper [25,49,50,53]

Users’ database
implementation Yes No No No No data No data [5,10,11,14,26,32,

41–43]

Additional modules

MTB Mycobacteria IVD module
MTB HT filamentous fungi IVD

module
MTB Subtyping IVD module

MBT HT Spsityper IVD module
MBT STAR-BL IVD module (for beta

lactamase detection)

No No No data No data No data [7,25,57–64]
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Table 1. Cont.

Property/Application
Biotyper Sirius

(Bruker Daltonics, Bremen,
GmbH, Germany)

VITEK MS
(bioMérieux, Mercy

Étoile, France)

ASTA MicroIDSys
(ASTA Inc., Suwon, Korea)

Autof MS1000
(Autobio Diagnostics,

Zhenhzhou, China)

Shimadzu Axima
(Shimadzu, Japan)

EXS2600 (Zybio Inc.,
Chongqing, China) Reference

Additional kits
MTB Sepsityper IVD kit (can be

associated with MBT STAR-BL IVD
module)

VITEK MS Blood Culture
Kit (Research Use Only)

VITEK MS Mould Kit (IVD)
VITEK MS

Mycobacteria/Nocardia Kit
(IVD)

No data AUTO MS pretreatment kit
for blood cultures No data

Manual kit for the
pretreatment of blood

cultures
[7,25,50,57–64]

Antimicrobial
detection

MTB STAR-Caba IVD assay
(associated with MBT STAR-BL IVD

module)
MTB STAR-Cepha IVD assay

No data No data No data No data No data [7,25,57–64]
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5. Innovative Applications for Parasite and Virus Identification

MALDI-TOF MS has already revolutionized the identification of bacteria and fungi;
nevertheless, it has not yet been used for the routine identification of parasites. Studies
have been performed in the last few years reporting the use of MALDI-TOF MS for the
identification of intestinal protozoa either by detecting specific biomarkers, such as in
the case of Cryptosporidium spp. [66], Giardia spp. [67], Entamoeba histolytica/Entamoeba
dispar [11], and Dientamoeba fragilis [10], or by creating a specific protein profile, such as in
the case of Blastocystis hominis [68] and Trichomonas vaginalis [14].

MALDI-TOF MS was reported as a method to potentially detect and quantify Plas-
modium falciparum in human blood in a recent published study [13]. It provided a proof-
of-concept for the MALDI-TOF-based diagnosis of human malaria; however, while it
represents an explorative attempt to use MALDI-TOF MS as a diagnostic tool for malaria,
it is far from a practical application.

MALDI-TOF MS applications for parasite identification require deeper investigations
before being extended to routine application; parasite identification using MALDI-TOF
MS has limited application as the use of complex liquid media, such as that used for the
cultivation of intestinal protozoa, interferes with the creation of a species-specific protein
profile in contrast to what is normally conducted for bacteria and fungi, which grow on
solid and axenic media.

The lack of reference protein spectra in the databases of the devices is the main obstacle
to parasite identification, including helminths [12]. In addition, MALDI-TOF MS analysis
of stool samples requires preliminary protocols for eggs/larvae purification to create stage-
specific spectra for each parasite that can be used as a reference. MALDI-TOF MS is
promising to be used for parasite identification, but its application in this field is still a
challenge; however, it has also been applied for identification of ectoparasites such as ticks,
lice, fleas, or bed bugs [12].

Pilot studies suggested the application of MALDI-TOF MS to virus identification:
polioviruses [15], poliomavirus JC virus [16], respiratory viruses [16]; the results suggest
MALDI-TOF MS as a potential alternative or complement to conventional diagnostic
methods in virology.

The ability of MALDI-TOF MS to successfully identify strain variants has been
achieved for JCV using an innovative approach applied to viruses [16]. MALDI-TOF
MS was used for the measurement of nucleic acid sequence variations. Briefly, sequences
amplified by polymerase chain reaction are subjected to in vitro transcription and base-
specific RNA cleavage. The mass of the cleavage products produces a unique fingerprint
of the sample that is compared to a calculated list of molecular weights derived from an
in-silico digest of reference sequences generated via the NCBI website. Sequenom’s Mas-
sARRAY iSEQTM software is used to identify the best-matching reference sequences based
on a confidence score and sequence variation probability [16]. This approach was derived
from the application of iSEQTM to the identification, subtyping, and mutation detection of
Mycobacterium spp. and Neisseria meningitidis [16]. The Sequenom’s MassARRAY method
was also applied for large-scale detection of all known human herpesviruses in a wide
variety of archival biological specimens [69].

Applications of MALDI-TOF MS for virus identification, in particular those with
diagnostic purposes, couple this technique with PCR, often resulting in very expensive
procedures. The development of a MALDI-TOF MS genotyping assay suitable for detecting
Hepatitis B virus (HBV) variants in a sensitive and specific manner was published. The
assay is based on PCR amplification and mass measurement of oligonucleotides containing
sites of mutation. The MALDI-TOF MS-based genotyping assay was sufficiently sensitive
to detect as few as 100 copies of the HBV genome per milliliter of serum, with superior
specificity for determining mixtures of wild-type and variant viruses. When sera from
40 patients were analyzed, the MALDI-TOF MS-based assay correctly identified known
viral variants and additional viral quasi-species not detected by previous methods, as well
as their relative abundance. The sensitivity, accuracy, and amenability to high-throughput



Microorganisms 2024, 12, 322 21 of 26

analysis make the MALDI-TOF MS-based assay suitable for mass screening of HBV-infected
patients receiving lamivudine and can help provide further understanding of disease
progression and response to therapy [70].

A recent attempt to apply MALDI-TOF MS to the identification of SARS-CoV-2 as
a model of enveloped viruses was described [71]. However, this application to current
diagnostic protocols in viral identification is quite far from reliable, as pretreatments
allowing enrichment of viral particles and innovation in bioinformatics and MALDI-TOF
MS devices need to be developed and tested.

The application of MALDI-TOF MS to virus identification and the detection of specific
viral biomarkers focused on differentiating between virus-infected and uninfected cells,
thus extending the use of this technology to a novel application. However, generally, the
analytical sensitivity of MALDI-TOF MS is not enough to detect and identify viruses before
their amplification in culture [15,16]. This is the main difficulty in applying MALDI-TOF
MS directly to biological samples.

One of the main advantages of this approach is that the identification of poliovirus
strains by MALDI-TOF MS analysis can be obtained after a 5-day procedure (starting
from the cytopathic effect observation upon sample cultivation), significantly shortening
the time needed to perform the gold standard neutralization test (about 20 days). This
confirms the ability of the MALDI-TOF MS platform to significantly shorten the times for
conventional identification methods in some specific cases (in the case of polioviruses, the
neutralization assay) and, moreover, the significant reduction of reagent costs and the need
for experienced personnel [15].

However, despite several approaches reported, such as the detection of PCR amplicons,
peptide fingerprints/proteotyping, host–response profiling, and viral protein detection, in
the field of clinical virology, MALDI-TOF remains only a promising technology for routine
diagnosis, requiring further developments.

Comparison with Conventional Biochemical and PCR-Based Assays and Future Perspectives of
MALDI-TOF MS

In comparison with other assays currently used in clinical microbiology laboratories,
such as real-time PCR (RT-PCR) and biochemical assays, MALDI-TOF MS has been a
revolution and a game-changer when used as the primary identification assay. The most re-
markable differences between MALDI-TOF MS and conventional assays used for microbial
identification are time and cost per sample. The technician’s working time is drastically
reduced in preanalytical procedures as well as the turnaround time due to automated
analytical procedures to obtain the result. This produces substantial rapidity in obtaining
a diagnosis.

The cost of the MALDI-TOF MS device is comparable to that of other equipment used
in diagnostic laboratories, such as RT-PCR devices, but the cost per sample is significantly
cheaper. Compared to conventional biochemical identification, the time with the MALDI-
TOF MS is reduced to minutes from days, and the hand manipulation by the laboratory
personnel is reduced to minutes from hours. This is a great advantage in the identification
of anaerobes and fastidious microorganisms.

When using both conventional and PCR-based assays, it is challenging to distinguish
between organisms with similar phenotypes, biochemical characteristics, and genetic
characteristics. The use of protein fingerprinting introduced with the use of MALDI-TOF
MS has also improved the accuracy of microbial identification based on the PCR method.
Although excellent results can be obtained with both approaches, MALDI-TOF MS in a
single run can provide identification down to genus, species, and strain level independently
from the occurrence of mutations in the target detected and can discriminate better than
biochemical assays, as in the case of HACEK isolates. The accuracy of the identification
achieved by the MALDI-TOF MS device depends on the quality of the database. On
the contrary, PCR-based assays fail in identification when mutations occur in the target
used or when high homology in the target sequence hinders discrimination among closely
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related strains/species requiring additional steps such as sequencing or restriction length
polymorphism analysis to achieve identification [22,25]. On the other hand, MALDI-TOF
MS does not allow the AST that can be obtained in combined assays with biochemical
identification.

Compared to the PCR-based assays, the use of MALDI-TOF MS requires less intensive
training of the laboratory personnel and does not require dedicated areas preventing
nucleic acid/amplicon contamination. These PCR-based methods are expensive and time-
consuming (requiring hours for technicians’ manipulation in the preanalytical steps and
turnaround time for automated analytical procedures to obtain the result) and suffer from
technical limitations such as contamination and the presence of inhibitory compounds.
PCR-based assays require specific reagents for a specific target in a single run and are
specific for a single species/strain. For these reasons, such assays in clinical microbiology
laboratories are nowadays reserved for the identification of a minority of isolates and are
still preferred for the identification and genetic drug resistance detection of mycobacteria.
Similar considerations can be made in comparing MALDI-TOF MS with the 16SrRNA
next-generation sequencing (NGS) technique mainly used for analyzing the microbiome.
NGS is not yet widely used in the microbial identification routine, not only for the cost,
which is very expensive, but also for the scarce evaluation in clinical microbiology practice
and the lack of standardization. Moreover, NGS competence in bioinformatic analysis is
required, together with that in clinical microbiology, and this is yet far from the routine
application in diagnostic microbiology laboratories.

The future perspectives of MALDI-TOF MS could be summarized as follows: (i) The
development of future proteomic-based techniques and bioinformatic facilities, together
with user-implemented or updated databases and libraries, could enhance MALDI-TOF MS
and resolve the disadvantages related to the low discrimination of closely related species.
(ii) The implementation of MALDI-TOF MS in bacterial lipid analysis could bring the
possibility of extending MALDI-TOF MS application to antimicrobial resistance detection
and to deeper discrimination at the strain/serotype level. The possibility of identifying
microbial lipids could allow the application directly to biological samples and body fluids,
avoiding the step of microbial growth in culture media. (iii) Progress in sample preparation
using optimized procedures could make the identification of mycobacteria and fungi easier.

A stimulation future perspective is the development of a MALDI-TOF MS–molecular-
based technique without the involvement of sequencing to retrieve genetic information
about the microbial strain identified. This innovative approach could allow the identifica-
tion of microbial clusters responsible for hospital infections or the detection of virulence
markers or bacterial typing without the need for molecular-based assays. Due to its high
throughput, speed, sensitivity, and accuracy, the future of MALDI-TOF MS implementation
in clinical microbiology laboratories can be described as being used in conjunction with
other leading-edge techniques, such as molecular ones, bringing significant impacts to
the diagnosis and therapy of human infection [5]. MALDI-TOF MS imaging is appearing
as a powerful tool for the visualization of microbial metabolites in biofilms [6]. This in-
novative MS-based metabolomic technique permits the direct visualization of the spatial
distribution of microbial metabolic signals in the sample by collecting the spectra in specific
locations [25]. This application could allow the study of the pathogen–host interaction
in vivo, including the study of small molecules such as antimicrobial drugs, and correct
taxonomic classification [25].

6. Conclusions

MALDI-TOF MS is a smart and reliable technique that has been implemented in clinical
microbiology laboratories to replace or complement conventional phenotypic identification
of bacteria and fungi. MALDI-TOF/MS allows us to reduce the turn-around times by
an average of 1.45 days in comparison with the traditional phenotypic methods used for
microbial identification. The automation of the manual process of MALDI target spotting
brings additional benefits to the diagnostic workflow in microbial identification as it reduces
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human errors by avoiding manual preparation steps and permits a total traceability of the
identification workflow. Commercially available ready-to-use reagents and their use in
combination with specific modules to implement the capability of the instrument or extend
its database for microbial identification are reliable in the diagnostic routine. Their selection
and use should depend on the volumes of activity in the specific laboratory and on the
application of the MALDI-TOF MS device, strictly reserved for routine identification or
extended to the user’s research necessity. The detection of the resistance mechanisms of the
antimicrobial drugs using MALDI-TOF MS represents a complementary tool to the standard
AST, allowing the prompt identification of the isolates with a mechanism of resistance at
least 24 h sooner than the AST. The possibility of identifying bacteria/fungi in association
with the detection of bacterial antimicrobial resistance markers using MADLI-TOF MS
makes it a fast and reliable tool in the routine of clinical microbiology laboratories.
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45. Rodriguez-Temporal, D.; Alcaide, F.; Mareković, I.; O’connor, J.A.; Gorton, R.; van Ingen, J.; Bossche, A.V.D.; Héry-Arnaud,
G.; Beauruelle, C.; Orth-Höller, D.; et al. Multicentre study on the reproducibility of MALDI-TOF MS for nontuberculous
mycobacteria identification. Sci. Rep. 2022, 12, 1237. [CrossRef]

46. Wang, H.; Fan, Y.Y.; Kudinha, T.; Xu, Z.P.; Xiao, M.; Zhang, L.; Fan, X.; Kong, F.; Xu, Y.C. A Comprehensive Evaluation of the
Bruker Biotyper MS and Vitek MS Matrix-Assisted Laser Desorption Ionization-Time of Flight Mass Spectrometry Systems for
Identification of Yeasts, Part of the National China Hospital Invasive Fungal Surveillance Net (CHIF-NET) Study, 2012 to 2013. J.
Clin. Microbiol. 2016, 54, 1376–1380. [CrossRef]

47. Maenchantrarath, C.; Khumdee, P.; Samosornsuk, S.; Mungkornkaew, N.; Samosornsu, W. Investigation of fluconazole suscepti-
bility to Candida albicans by MALDI-TOF MS and real-time PCR for CDR1, CDR2, MDR1 and ERG11. BMC Microbiol. 2022, 22, 153.
[CrossRef] [PubMed]

48. Ao, K.; Li, X.; Zhang, W.; Chen, Z.; Liu, Y.; Shu, L.; Xiao, Y.; Wu, S.; Xie, Y.; Kang, M. Evaluation of the Autof ms1000 mass
spectrometry for rapid clinical identification of filamentous fungi. BMC Microbiol. 2023, 23, 228. [CrossRef] [PubMed]

49. Sibínska, E.; Arendowski, A.; Fijałkowski, P.; Gabry´s, D.; Pomastowski, P. Comparison of the Bruker Microflex LT and Zybio
EXS2600 MALDI TOF MS systems for the identification of clinical microorganisms. Diagn. Microbiol. Infect. Dis. 2023, 108, 116150.
[CrossRef]

50. Xiong, L.; Long, X.; Ni, L.; Wang, L.; Zhang, Y.; Cui, L.; Guo, J.; Yang, C. Comparison of Autof Ms1000 and EXS3000 MALDI-TOF
MS Platforms for Routine Identification of Microorganisms. Inf. Drug Res. 2024, 16, 913–921. [CrossRef]

51. Pham, M.L.; Van Horn, K.; Zarate, E.; Pickering, E.; Murphy, C.; Bryant, K. A multicenter evaluation of Copan’s Colibrí™, an
automated instrument for MALDI TOF MS target application for bacterial identification. Diagn. Microbiol. Inf. Dis. 2024, 108,
116098. [CrossRef] [PubMed]

52. Cherkaoui, A.; Riat, A.; Renzi, G.; Fischer, A.; Schrenzel, J. Diagnostic test accuracy of an automated device for the MALDI target
preparation for microbial identification. Eur. J. Clin. Microbiol. Infect. Dis. 2023, 42, 153–159. [CrossRef] [PubMed]

53. Heestermans, R.; Herroelen, P.; Emmerechts, K.; Vandoorslaer, K.; De Geyter, D.; Demuyser, T.; Wybo, I.; Piérard, D.; Muyldermans,
A. Validation of the Colibrí Instrument for Automated Preparation of MALDI-TOF MS Targets for Yeast Identification. J. Clin.
Microbiol. 2022, 60, e0023722. [CrossRef]

54. Thelen, P.; Graeber, S.; Schmidt, E.; Hamprecht, A. A side-by-side comparison of the new VITEK MS PRIME and the MALDI
Biotyper sirius in the clinical microbiology laboratory. Eur. J. Clin. Microbiol. Infect. Dis. 2023, 42, 1355–1363. [CrossRef] [PubMed]

55. Tsuchida, S.; Umemura, H.; Nakayama, T. Current Status of Matrix-Assisted Laser Desorption/Ionization–Time-of-Flight Mass
Spectrometry (MALDI-TOF MS) in Clinical Diagnostic Microbiology. Molecules 2020, 25, 4775. [CrossRef] [PubMed]

56. Arroyo, M.A.; Denys, G.A. Parallel evaluation of the MALDI Sepsityper and Verigene BC-GN assays for rapid identification of
Gram-negative bacilli from positive blood cultures. J. Clin. Microbiol. 2017, 55, 2708–2718. [CrossRef]

57. Almuhayawi, M.S.; Wong, A.Y.W.; Kynning, M.; Luthje, P.; Ullberg, M.; Ozenci, V. Identification of microorganisms directly
from blood culture bottles with polymicrobial growth: Comparison of FilmArray and direct MALDI-TOF MS. APMIS 2021, 129,
178–185. [CrossRef] [PubMed]

58. Hrabák, J.; Chudácková, E.; Walková, R. Matrix-Assisted Laser Desorption Ionization–Time of Flight (MALDI-TOF) Mass
Spectrometry for Detection of Antibiotic Resistance Mechanisms: From Research to Routine Diagnosis. Clin. Microbiol. Rev. 2013,
26, 103–114. [CrossRef]

59. Available online: https://www.bruker.com/ (accessed on 31 December 2023).
60. Iskender, S.; Heydarovb, S.; Yalcina, M.; Faydacib, C.; Kurta, O.; Surmea, S.; Kucukbasmacia, O. Rapid determination of colistin

resistance in Klebsiella pneumoniae by MALDI-TOF peak based machine learning algorithm with MATLAB. Diagn. Microbiol. Infect.
Dis. 2023, 107, 116052. [CrossRef]

https://doi.org/10.3390/microorganisms9030661
https://www.ncbi.nlm.nih.gov/pubmed/33806749
https://doi.org/10.3390/microorganisms10071477
https://www.ncbi.nlm.nih.gov/pubmed/35889196
https://doi.org/10.1016/j.jprot.2012.09.027
https://doi.org/10.1186/1756-0500-7-330
https://www.ncbi.nlm.nih.gov/pubmed/24890024
https://doi.org/10.1371/journal.pone.0088895
https://www.ncbi.nlm.nih.gov/pubmed/24533160
https://doi.org/10.1111/1751-7915.14146
https://www.ncbi.nlm.nih.gov/pubmed/36541026
https://doi.org/10.1038/s41598-022-05315-7
https://doi.org/10.1128/JCM.00162-16
https://doi.org/10.1186/s12866-022-02564-4
https://www.ncbi.nlm.nih.gov/pubmed/35689195
https://doi.org/10.1186/s12866-023-02968-w
https://www.ncbi.nlm.nih.gov/pubmed/37608359
https://doi.org/10.1016/j.diagmicrobio.2023.116150
https://doi.org/10.2147/IDR.S352307
https://doi.org/10.1016/j.diagmicrobio.2023.116098
https://www.ncbi.nlm.nih.gov/pubmed/37890307
https://doi.org/10.1007/s10096-022-04531-3
https://www.ncbi.nlm.nih.gov/pubmed/36469165
https://doi.org/10.1128/jcm.00237-22
https://doi.org/10.1007/s10096-023-04666-x
https://www.ncbi.nlm.nih.gov/pubmed/37794128
https://doi.org/10.3390/molecules25204775
https://www.ncbi.nlm.nih.gov/pubmed/33080897
https://doi.org/10.1128/JCM.00692-17
https://doi.org/10.1111/apm.13107
https://www.ncbi.nlm.nih.gov/pubmed/33368673
https://doi.org/10.1128/CMR.00058-12
https://www.bruker.com/
https://doi.org/10.1016/j.diagmicrobio.2023.116052


Microorganisms 2024, 12, 322 26 of 26

61. Calderaro, A.; Buttrini, M.; Piergianni, M.; Montecchini, S.; Martinelli, M.; Covan, S.; Piccolo, G.; Medici, M.C.; Arcangeletti,
M.C.; Chezzi, C.; et al. Evaluation of a modified meropenem hydrolysis assay on a large cohort of KPC and VIM carbapenemase-
producing Enterobacteriaceae. PLoS ONE 2017, 6, 12. [CrossRef]

62. Calderaro, A.; Buttrini, M.; Farina, B.; Montecchini, S.; Martinelli, M.; Crocamo, F.; Arcangeletti, M.C.; Chezzi, C.; De Conto, F.
Rapid Identification of Escherichia coli Colistin-Resistant Strains by MALDI-TOF Mass Spectrometry. Microorganisms 2021, 24, 9.
[CrossRef] [PubMed]

63. Flores-Treviño, S.; Garza-González, E.; Mendoza-Olazarán, S.; Morfín-Otero, R.; Camacho-Ortiz, A.; Rodríguez-Noriega, E.;
Martínez-Meléndez, A.; Bocanegra-Ibarias, P. Screening of biomarkers of drug resistance or virulence in ESCAPE pathogens by
MALDI-TOF mass spectrometry. Sci. Rep. 2019, 9, 18945. [CrossRef]

64. Yu, J.; Tien, N.; Liu, Y.-C.; Cho, D.-Y.; Chen, J.-W.; Tsai, Y.-T.; Huang, Y.-C.; Chao, H.-J.; Chend, C.-J. Rapid Identification of
Methicillin-Resistant Staphylococcus aureus Using MALDI-TOF MS and Machine Learning from over 20,000 Clinical Isolates.
Microbiol. Spectr. 2022, 10, e0048322. [CrossRef] [PubMed]

65. Larrouy-Maumus, G.; Dortet, L.; Nix, I.D.; Maier, T.; Oberheitmann, B.; Sparbier, K.; Kostrzewa, K. Two-site study on performances
of a commercially available MALDI-TOF MS-based assay for the detection of colistin resistance in Escherichia coli. Eur. J. Clin.
Microbiol. Inf. Dis. 2023, 42, 669–679. [CrossRef]

66. Magnuson, M.L.; Owens, J.H.; Kelty, C.A. Characterization of Cryptosporidium parvum by matrix-assisted laser desorption
ionization-time of flight mass spectrometry. Appl. Environ. Microbiol. 2000, 66, 4720–4724. [CrossRef]

67. Villegas, E.N.; Glassmeyer, S.T.; Ware, M.W.; Hayes, S.L.; Schaefer, F.W. Matrix-assisted laser desorption/ionization time-of-flight
mass spectrometry-based analysis of Giardia lamblia and Giardia muris. J. Eukaryot. Microbiol. 2006, 53, S179–S181. [CrossRef]
[PubMed]

68. Martiny, D.; Bart, A.; Vandenberg, O.; Verhaar, N.; Wentink-Bonnema, E.; Moens, C.; Gool, T. Subtype determination of Blastocystis
isolates by matrix-assisted laser desorption/ionisation time-of-flight mass spectrometry (MALDI-TOF MS). Eur. J. Clin. Microbiol.
Infect. Dis. 2014, 33, 529–536. [CrossRef] [PubMed]

69. Sjöholm, M.I.L.; Dillner, J.; Carlson, J. Multiplex Detection of Human Herpesviruses from Archival Specimens by Using Matrix-
Assisted Laser Desorption Ionization-Time of Flight Mass Spectrometry. J. Clin. Microbiol. 2008, 46, 540–545. [CrossRef]

70. Hong, S.P.; Kim, N.M.; Hwang, S.G.; Chung, H.J.; Han, J.H.; Kim, H.T.; Rim, M.K.S.; Kang, M.S.; Yoo, W.; Kim, S.-O. Detection of
hepatitis B virus YMDD variants using mass spectrometric analysis of oligonucleotide fragments. J. Hepatol. 2003, 40, 837–844.
[CrossRef]

71. Iles, R.K.; Iles, J.K.; Zmuidinaite, R.; Roberts, M. A How to Guide: Clinical Population Test Development and Authorization of
MALDI-ToF Mass Spectrometry-Based Screening Tests for Viral Infections. Viruses 2022, 14, 1958. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1371/journal.pone.0174908
https://doi.org/10.3390/microorganisms9112210
https://www.ncbi.nlm.nih.gov/pubmed/34835336
https://doi.org/10.1038/s41598-019-55430-1
https://doi.org/10.1128/spectrum.00483-22
https://www.ncbi.nlm.nih.gov/pubmed/35293803
https://doi.org/10.1007/s10096-023-04587-9
https://doi.org/10.1128/AEM.66.11.4720-4724.2000
https://doi.org/10.1111/j.1550-7408.2006.00223.x
https://www.ncbi.nlm.nih.gov/pubmed/17169052
https://doi.org/10.1007/s10096-013-1980-z
https://www.ncbi.nlm.nih.gov/pubmed/24078024
https://doi.org/10.1128/JCM.01565-07
https://doi.org/10.1016/j.jhep.2004.01.006
https://doi.org/10.3390/v14091958

	Introduction 
	MALDI-TOF MS: A Short History of a Big Revolution in Clinical Microbiology 
	MALDI-TOF MS: Principles of the Procedure 
	Pretreatment of the Samples 
	Database Implementation 
	Database Implementation for Gram-Positive Bacteria 
	Database Implementation for Gram-Negative and Anaerobic Bacteria 
	Database Implementation for Other Bacteria 
	Database Implementation for Mycobacteria and Fungi 

	Recent Advances in the Automation of MALDI-TOF MS 
	MALDI-TOF MS Application to Biological Samples 
	Limitations of MALDI-TOF MS 
	Detection of Antimicrobial Resistance 

	Innovative Applications for Parasite and Virus Identification 
	Conclusions 
	References

