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Evaluation of three sample preparation 
methods for the direct identification of bacteria 
in positive blood cultures by MALDI‑TOF
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Abstract 

Background:  Patient mortality is significantly reduced by rapid identification of bacteria from sterile sites. MALDI-TOF 
can identify bacteria directly from positive blood cultures and multiple sample preparation methods are available. We 
evaluated three sample preparation methods and two MALDI-TOF score cut-off values. Positive blood culture bottles 
with organisms present in Gram stains were prospectively analysed by MALDI-TOF. Three lysis reagents (Saponin, SDS, 
and SepsiTyper lysis bufer) were applied to each positive culture followed by centrifugation, washing and protein 
extraction steps. Methods were compared using the McNemar test and 16S rDNA sequencing was used to assess 
discordant results.

Results:  In 144 monomicrobial cultures, using ≥2.000 as the cut-off value, species level identifications were obtained 
from 69/144 (48%) samples using Saponin, 86/144 (60%) using SDS, and 91/144 (63%) using SepsiTyper. The differ-
ence between SDS and SepsiTyper was not statistically significant (P = 0.228). Differences between Saponin and 
the other two reagents were significant (P < 0.01). Using ≥1.700 plus top three results matching as the cut-off value, 
species level identifications were obtained from 100/144 (69%) samples using Saponin, 103/144 (72%) using SDS, and 
106/144 (74%) using SepsiTyper and there was no statistical difference between the methods. No true discordances 
between culture and direct MALDI-TOF identification were observed in monomicrobial cultures. In 32 polymicrobial 
cultures, MALDI-TOF identified one organism in 34–75% of samples depending on the method.

Conclusions:  This study demonstrates two inexpensive in-house detergent lysis methods are non-inferior to a com-
mercial kit for analysis of positive blood cultures by direct MALDI-TOF in a clinical diagnostic microbiology laboratory.

Keywords:  MALDI-TOF, Blood culture, Bacteraemia, Sepsis, Identification, Microbiology, Clinical

© The Author(s) 2017. This article is distributed under the terms of the Creative Commons Attribution 4.0 International License 
(http://creativecommons.org/licenses/by/4.0/), which permits unrestricted use, distribution, and reproduction in any medium, 
provided you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, 
and indicate if changes were made. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/
publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated.

Background
Bacteraemia and sepsis have a high mortality rate and it 
is crucial to start appropriate antimicrobial treatment as 
promptly as possible [1, 2]. Conventional identification 
of organisms causing bacteraemia relies on Gram stain-
ing of a positive blood culture followed by solid media 
subculture for 18–24  h and then confirmatory tests to 
identify the causative organism. Whilst empirical antimi-
crobial treatment will have been started at the point of 
blood culture collection, earlier identification of bacteria 

in blood culture would enable the medical microbiolo-
gist to: more specifically target antimicrobial treatment 
(based on intrinsic and local patterns of antimicrobial 
susceptibilities of certain genera or species); instigate fur-
ther relevant investigations; and inform infection preven-
tion and control measures at an earlier stage which could 
potentially reduce mortality rates.

Matrix-Assisted Laser Desorption/Ionization Time-
of-Flight (MALDI-TOF) is an inexpensive method that 
can identify a broad range of bacterial species directly 
from positive blood cultures [3]. Numerous methodolo-
gies for preparation of positive blood culture samples for 
MALDI-TOF have been described with a central aim 
of producing a bacterial pellet that is free from human 
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blood cells, proteins, and culture medium. This can be 
achieved by detergent lysis of the human cells followed 
by centrifugation and washing steps of the bacterial pel-
let using a commercial kit or various other reagents (e.g. 
saponin and sodium dodecyl sulphate (SDS) solution) [3–
7]. Other methods have utilised serum separator tubes 
[8–10], differential centrifugation or sedimentation [5, 
11–14] and ammonium chloride lysis [15]. A subsequent 
protein extraction step on the pellet is usually required to 
obtain high yields and high quality results.

In this study we assessed the performance of a com-
mercial kit (Bruker SepsiTyper), two different detergent 
lysis reagents (5% saponin solution, 10% SDS solution) 
and two different MALDI-TOF score cut-off values for 
the identification of bacteria in positive blood culture 
bottles.

Methods
Study setting
The Public Health Laboratory, Birmingham, UK provides 
a diagnostic microbiology service to the Heart of England 
NHS Foundation Trust in Birmingham from whom it 
receives about 27,000 blood culture samples per year. All 
blood culture bottles are incubated and microbial growth 
is detected using the BacT/ALERT® system (bioMé-
rieux). Blood culture media used are BacT/ALERT® SA 
Standard Aerobic, BacT/ALERT® SN Standard Anaero-
bic and BacT/ALERT® FA Plus (antimicrobial neutraliza-
tion) media (bioMérieux). No charcoal containing bottles 
are used. When blood culture bottles flag positive on 
the system (indicating microbial growth), aliquots of the 
blood culture medium are used to prepare Gram stains 
and agar plate subcultures for identification of cultured 
organisms. The laboratory routinely uses MALDI-TOF 
(Bruker MALDI Biotyper system) for identification of 
bacterial isolates from agar plates. Some bacterial spe-
cies are confirmed with biochemical tests in addition to 
MALDI-TOF according to ISO 15189:2012 United King-
dom Accreditation Service accredited methods used for 
routine clinical diagnostics. Routine clinical diagnostic 
results reported by the laboratory were considered the 
definitive result with which direct MALDI-TOF results 
(see below) were compared.

Study sample collection
On weekdays, over a four week period in December 2013, 
all blood cultures from patients ≥18  years old which 
flagged positive on the BacT/ALERT® (bioMérieux) sys-
tem and had micro-organisms seen in the Gram stain 
were selected. All selected blood cultures were prepared 
for direct MALDI-TOF using three different lysis rea-
gents in parallel (as described below) in addition to rou-
tine Gram stain and sub-culture methods.

Direct identification of micro‑organisms in positive blood 
cultures by MALDI‑TOF
Two hundred microliters of each of the three lysis rea-
gents (5% Saponin solution, 10% SDS solution, Bruker 
SepsiTyper Lysis Buffer) were aliquoted into a new 
screw-capped microcentrifuge tubes and 1  ml of each 
positive blood culture was added to each tube. All 
tubes were vortex mixed for 10 s and then incubated at 
room temperature for 5 min and centrifuged for 1 min 
at 13,000g. Supernatant was removed and each pellet 
was re-suspended in either 1  ml MALDI grade water 
for Saponin or SDS or 1 ml SepsiTyper Washing Buffer 
and centrifuged for 1  min at 13,000g. Supernatant was 
again removed and each pellet re-suspended in 300  μl 
MALDI grade water and 900  μl 100% Ethanol followed 
by centrifugation for 2 min at 13,000g. The supernatant 
was then removed and each sample centrifuged again 
for 2 min at 13,000g. Residual ethanol was then removed 
and the pellets dried for 10  min at room temperature. 
Pellet size was then estimated. For small or non-visible 
pellets, 5 µl of 70% formic acid and 5 µl of 100% Acetoni-
trile was added. For medium-sized pellets, 20 µl of 70% 
formic acid and 20  µl of 100% Acetonitrile was added. 
For large pellets, 50  µl of 70% formic acid and 50  µl of 
100% Acetonitrile was added. Pellets were re-suspended 
thoroughly then each sample was centrifuged for 2 min 
at 13,000g. One microliter of each supernatant was then 
spotted onto a sample spot of a MALDI target plate and 
allowed to dry. Two spots were prepared for each sam-
ple. One microliter of α-Cyano-4-hydroxycinnamic acid 
(HCCA) matrix solution (Bruker) was then added to 
each spotted sample and allowed to dry. Genus and spe-
cies identification was then obtained using the Bruker 
MALDI Biotyper system.

MALDI‑TOF data analysis
Spectra were automatically captured and analysed by the 
Bruker MALDI Biotyper system and database (version 
2.0, IVD MALDI Biotyper database 4613). No manual 
acquisition was carried out. Two MALDI spots were 
analysed for each positive bottle and the highest scoring 
spot was selected for data analysis. Two different MALDI 
scoring methods were used: acceptable genus and species 
identification if a score ≥2.000 was obtained or accepta-
ble genus and species identification if a score ≥1.700 and 
the top three matches were concordant. Samples giving 
scores below the cut off values evaluated were recorded 
as having no identification by direct MALDI-TOF.

16S rDNA PCR and capillary electrophoresis
Samples with discordant results between direct MALDI-
TOF and the diagnostic laboratory’s reported identifica-
tion from agar plates were analysed by 16S rDNA PCR 
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and DNA sequence analysis. DNA sequences were que-
ried against NCBI BLAST [16].

Data analysis
Within the study period, the first positive aerobic and 
anaerobic blood culture bottle from each patient was 
selected for data analysis. The McNemar test was used 
to evaluate if the differences observed between the three 
different lysis methods were statistically significant.

All MALDI-TOF testing was carried out without inves-
tigators seeing the Gram stain or conventional culture 
and identification results. At the conclusion of the study 
period, reported results of culture and identification by 
the clinical diagnostic laboratory for all positive blood 
cultures were downloaded from the laboratory informa-
tion system for comparison with the direct MALDI-TOF 
results obtained.

Results
During the four week study period, a total of 199 blood 
culture bottles from 122 patients flagged positive and 
organisms were seen on the Gram stain. Of the 199 
bottles, 10 were antimicrobial neutralization, 99 were 
standard aerobic and 90 were standard anaerobic media. 
Species identified from the individual bottles by direct 
MALDI-TOF are shown in Table  1. The first positive 
aerobic and/or anaerobic bottle(s) from each patient 
was included for further study giving 181 blood cultures 
(including 63 sets of two bottles) from 122 patients.

Of the 181 positive cultures, five failed to grow on 
sub-culture. Of the 15 direct MALDI-TOF results from 
these bottles, 14 gave no identification. In one bottle, 
Corynebacterium mucifaciens was identified with a score 
of 1.729 using SDS. Gram positive bacilli had been seen 
in the Gram stain.

Thirty-two of the 181 positive blood cultures showed 
polymicrobial growth (≥2 different species) on subcul-
ture. Two or more organisms were seen on the Gram 
stain in only 3/32 (9%) bottles with at least one organ-
ism seen in all 32 bottles. In 12/32 (38%) samples both 
organisms grown would have had the same morphology 
on Gram stain. Where direct MALDI-TOF identifica-
tions were obtained for polymicrobial culture bottles, 
MALDI-TOF only ever identified one organism from 
a bottle. Using Saponin, MALDI-TOF identified a sin-
gle organism in 11/32 (34%) polymicrobial bottles using 
≥2.000 and 20/32 (63%) bottles using ≥1.700 and the 
top three matches were concordant as a cut-off score 
respectively. Using SDS, a single organism was identi-
fied in 21/32 (66%) or 24/32 (75%) bottles respectively. 
Using SepsiTyper, a single organism was identified in 
22/32 (69%) or 24/32 (75%) bottles respectively. Where 
obtained, the direct MALDI-TOF identifications were 

always concordant with the single organisms identified in 
the Gram stain and at least one of the organisms seen in 
Gram stains with two organisms seen.

One hundred and forty-four positive blood cultures 
from 100 patients had one organism identified from 
conventional subculture (monomicrobial). These were 
selected for further detailed analysis to identify the yield 
of identifications with direct MALDI-TOF and the con-
cordance of these direct identifications with conventional 
identifications from sub-cultured organisms. Direct 
MALDI-TOF identifications using both cut off strategies 
for monomicrobial bottles were compared with organism 
identifications from subcultures. Each direct MALDI-
TOF result was thus determined to be concordant with 
subculture, discordant with subculture or “No ID” where 
no reliable identification using the cut off was obtained. 
These results, broken down by bacterial groups and cut 
off score are shown in Table 2.

In the 144 monomicrobial cultures, using ≥2.000 as the 
cut-off value, the lowest yield of identification to species 
level was obtained with Saponin and the highest yield was 
obtained using SepsiTyper (Table  2). No discordances 
between the organisms identified by direct MALDI-TOF 
and the corresponding report from routine diagnostic 
culture were observed using ≥2.000 as the cut-off value.

The proportion of samples with identification to species 
level was increased by amending the MALDI-TOF cut-
off value to ≥1.700 and top three results matching. How-
ever, two discordances from two samples were observed 
(Table  2). These discordances were further investigated; 
in the first sample Corynebacterium tuberculostearicum 
was identified by MALDI-TOF using the SepsiTyper 
method only (also confirmed using PCR and sequencing 
of the 16S gene from the blood culture) but the culture 
results had been reported as “Propionibacterium sp.”. Fur-
ther examination of laboratory notes indicated that the 
identification of a Propionibacterium sp. was made on 
colony and Gram morphology only indicating that the 
reported culture result may have been imprecise and that 
there was no true discordance. In the second discrepant 
sample the three MALDI-TOF preparation methods and 
16S PCR with sequencing all consistently detected Staph-
ylococcus epidermidis in the aerobic bottle and Actinomy-
ces oris in the anaerobic bottle but the culture results had 
been reported as “S. epidermidis”. Further examination of 
laboratory notes indicated that a faint growth of another 
organism had been noted on anaerobic plates but identi-
fication was not pursued as the isolate was not thought to 
be clinically significant, again indicating that the reported 
culture result was incomplete and that there was no true 
discordance.

The difference in yield of culture concordant identifica-
tions by direct MALDI-TOF using both cut-off strategies 
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Table 1  Direct MALDI-TOF results from 199 blood culture bottles by lysis method and cut off value used

Cut off value ≥1.700 = ≥1.700 and top three results matching

Species identified Number of identifications of each species made by direct MALDI-TOF from a single blood culture 
bottle using:

Cut off value ≥ 1.700 Cut off value ≥ 2.000

Saponin SDS Sepsi-Typer Saponin SDS Sepsi-Typer

Gram positives

 Actinomyces oris 1 1 1 0 0 0

 Clostridium innocuum 1 0 0 0 0 0

 Corynebacterium amycolatum 1 1 1 0 1 0

 Corynebacterium mucifaciens 0 1 0 0 0 0

 Corynebacterium tuberculostearicum 0 0 1 0 0 0

 Enterobacter cloacae 3 3 3 2 3 3

 Enterococcus faecalis 4 4 4 0 2 3

 Enterococcus faecium 2 7 7 1 7 7

 Granulicatella adiacens 0 1 1 0 1 1

 Kocuria rhizophila 0 1 1 0 0 0

 Micrococcus luteus 2 3 3 1 2 2

 Propionibacterium acnes 0 2 3 0 1 2

 Staphylococcus aureus 18 17 17 12 16 17

 Staphylococcus capitis 13 11 13 8 7 6

 Staphylococcus cohnii 0 1 1 0 1 1

 Staphylococcus epidermidis 23 19 17 11 8 7

 Staphylococcus haemolyticus 2 2 2 0 1 2

 Staphylococcus hominis 11 10 11 8 10 10

 Streptococcus agalactiae 1 1 1 0 1 1

 Streptococcus anginosus 1 0 0 0 0 0

 Streptococcus constellatus 1 1 2 0 0 0

 Streptococcus dysgalactiae 0 1 1 0 0 0

 Streptococcus intermedius 0 1 1 0 0 0

 Streptococcus lutetiensis 0 1 1 0 0 0

 Streptococcus mutans 0 2 1 0 1 1

 Streptococcus parasanguinis 0 1 1 0 0 1

 Streptococcus pneumoniae 0 1 1 0 1 1

 Streptococcus pyogenes 0 3 3 0 2 3

 Streptococcus sanguinis 1 4 4 0 2 3

Gram negatives

 Bacteroides fragilis 2 0 0 2 0 0

 Escherichia coli 32 35 36 28 34 36

 Klebsiella oxytoca 3 3 3 3 3 3

 Klebsiella pneumoniae 5 5 5 4 5 5

 Moraxella catarrhalis 1 1 1 0 1 1

 Morganella morganii 2 2 2 2 2 2

 Proteus mirabilis 4 4 4 3 3 4

 Pseudomonas aeruginosa 3 2 3 3 2 2

 Serratia marcescens 3 2 3 1 2 3

 Serratia ureilytica 0 1 0 0 1 0

No identification 59 44 40 110 79 72

Total 199 199 199 199 199 199
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was evaluated with the McNemar test using a signifi-
cance level of P  <  0.05. None of the differences in yield 
between methods using ≥1.700 and top three results 
matching were statistically significantly different in this 
evaluation (Saponin vs. SDS P  =  0.8445; Saponin vs. 
SepsiTyper P = 0.4414; SDS vs. SepsiTyper P = 0.5465). 
Using the ≥2.000 scoring system, the difference in yield 
between SDS and SepsiTyper was not statistically sig-
nificant (P =  0.2278). Differences between Saponin ver-
sus SDS or Saponin versus SepsiTyper were significant 
(P = 0.0125 and P = 0.0015 respectively).

Discussion
This study is the first to perform a three way comparison 
of the SepsiTyper kit with two detergent lysis methods 
for preparing positive blood cultures for direct MALDI-
TOF analysis prospectively in a clinical setting.

Using a cut off score of ≥2.000 (i.e. the manufacturer’s 
recommended cut off value for identification of organ-
isms from culture plates) there was no statistical differ-
ence found between the rates of obtaining sub-culture 
concordant species level identifications using 10% SDS 
or SepsiTyper to prepare monomicrobial positive blood 
cultures for direct MALDI-TOF. Rates of identification 
were 60% and 63% respectively. The use of 5% Saponin 
with a cut off score of ≥2.000 was found to give signifi-
cantly fewer reliable species level MALDI-TOF identifi-
cations from direct blood cultures that either of the other 
methodologies.

Using a cut off score of ≥1.700 and top three results 
matching, there was no statistical difference found 
between the rates of obtaining sub-culture concordant 
species level identifications using 10% SDS, 5% saponin 
or SepsiTyper to prepare monomicrobial positive blood 
cultures for direct MALDI-TOF. The rate of identifica-
tion for all three methods ranged from 69 to 74% using 
this lower cut off. With all three lysis methods, the lower 
score cut off value of ≥1.700 and top three results match-
ing increased the proportion of species level identifica-
tions by at least 12% more when compared to the more 
stringent ≥2.000 cut off value but did however yield two 
apparent discordances between MALDI-TOF and con-
ventional culture. Both apparent discordances were sub-
sequently found to be due to incomplete identification of 
cultured organisms and the results obtained by MALDI-
TOF were correct and corroborated by 16S PCR and 
sequencing.

We have demonstrated that up to 72% of bacteria in 
monomicrobial blood cultures can be identified on day 
one by MALDI-TOF. However polymicrobial cultures 
remain problematic for MALDI-TOF directly from blood 
culture as previously reported [11, 17]. In this study, 
where a direct identification was obtained from a culture 

that was polymicrobial on sub-culture, the identification 
was always consistent with one of the cultured organ-
isms. This suggests that the direct identifications from 
polymicrobial cultures, when obtained with the methods 
described, can be considered accurate for the organism 
identified (despite not giving identification of all organ-
isms) when making empirical clinical decisions, whilst 
awaiting technical confirmation. In common with sev-
eral other studies [5, 6] we found a higher proportion of 
identification by MALDI-TOF to species level for blood 
cultures containing Gram negative bacteria than Gram 
positive bacteria and reduced rates of successful identifi-
cation for streptococci.

The performance of the SepsiTyper kit has been evalu-
ated in at least 21 reported studies as recently reviewed 
by Morgenthaler and Kostrzewa [6]. The reported per-
centage identification to species level in monomicrobial 
cultures is variable across the studies from 56 to 100% 
and probably reflects the different methodologies and 
gold standards with which it was compared as well as 
possible differences in the proportions of different bac-
teria isolated from bacteraemic patients at different sites. 
When compared with alternative methods, SepsiTyper 
has been found to be superior to gel separator tubes 
[18], differential centrifugation [5, 13, 19] and another 
commercial preparation kit [19]. In agreement with this 
study, SepsisTyper has previously been found to compa-
rable with methods using lysis with saponin [4, 20] and 
SDS [5]. There are no previous reports comparing both 
Saponin and SDS.

For a clinical diagnostic laboratory, it is attractive to 
select the convenience of a commercially available, vali-
dated kit. However, the performance of any methodology 
will always need to be locally verified and operating costs 
are an increasingly important consideration. At the time 
of this evaluation, the cost per sample of the ready-made 
SDS or saponin reagent was 100 times lower than the 
cost of the Sepsityper kit with identical consumption of 
other consumables and staff time.

Identification of bacteria in the clinical diagnostic labo-
ratory by MALDI-TOF is still a developing technology. 
As MALDI-TOF is used increasingly as a direct identi-
fication method from blood cultures the databases and 
algorithms that support the identifications are likely to 
improve. During this study, the investigators interpreted 
the MALDI-TOF results in isolation from the Gram 
results and any clinical information. If this method were 
implemented, the results would be interpreted in the 
light of laboratory expertise, the Gram stain and clinical 
information which have been shown to improve correct 
identifications and minimise misidentifications [5, 7, 21, 
22]. Results from this study also suggest that the cut off 
score value to be selected for clinical use needs to balance 
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the benefits of a greater number of identifications on day 
one against the risks of possible misidentification, espe-
cially in the case of polymicrobial cultures. A number of 
studies have demonstrated clinical benefits from earlier 
direct identification of organisms in blood cultures by 
using MALDI-TOF [17, 23, 24]. One of our aims for the 
development of direct MALDI-TOF on positive cultures 
within our laboratory is to assess the potential clinical 
impact on patient care.

Conclusions
This study has demonstrated that two relatively inexpen-
sive in-house detergent lysis methods are non-inferior 
when compared with a commercially available kit for 
preparing positive blood cultures for direct MALDI-TOF 
in a large clinical diagnostic microbiology laboratory. 
Using a MALDI-TOF score cut off value of ≥1.700 and 
top three results matching for species level identifica-
tion gave reliable organism identifications from 72% of 
monomicrobial blood cultures and identified one of the 
organisms from polymicrobial cultures in 34–75% of 
samples depending on the method. No organisms were 
identified by MALDI-TOF in any samples that were truly 
discordant with the culture results.

Abbreviations
MALDI-TOF: matrix-assisted laser desorption/ionization time-of-flight 
mass spectrometry; SDS: sodium dodecyl sulfate; HCCA: α-cyano-4-
hydroxycinnamic acid; PHE: Public Health England.

Authors’ contributions
HT: Conducted experiments, collected data and prepared manuscript. JE: 
Study design, conducted experiments, collected data, analysed data, revised 
manuscript. AH: Study conception and design and revised manuscript. SG: 
Study conception and design and revised manuscript. All authors read and 
approved the final manuscript.

Author details
1 Public Health England, Public Health Laboratory Birmingham, Heartlands 
Hospital, Bordesley Green East, Birmingham B9 5SS, UK. 2 Present Address: 
Wales Centre for Mycobacteria, Public Health Wales, University Hospital Lland-
ough, Penarth CF64 2XX, UK. 

Acknowledgements
The authors would like to thank all staff in the PHE Public Health Laboratory 
Birmingham who helped in this evaluation.

Competing interests
The authors declare that they have no competing interests.

Availability of data and material
The datasets used and/or analysed during the current study available from the 
corresponding author on reasonable request.

Ethics approval and consent to participate
This study was an evaluation of different analytical methods to establish the 
most effective method of disease diagnosis. This work was undertaken by the 
patient’s care team, and looked only at bacteria in blood samples. It did not 
involve the analysis or study of relevant material as defined by the Human 
Tissue Authority and so ethical approval was not required. This is in accord-
ance with the revised guidance in the Governance Arrangements for Research 

Ethics Committees (GAfREC) that was released in September 2011. This project 
was subject to an internal review at PHE to ensure that it was fully compliant 
the NHS Research Governance Framework for Health and Social Care (April 
2005), and with all other current regulatory requirements.

Funding
This study was internally funded by the PHE Public Health Laboratory Birming-
ham. The study was carried out as part of normal employment duties of all 
authors who were all employed by the PHE Public Health Laboratory Birming-
ham during design of the study and collection, analysis, and interpretation of 
data and writing the manuscript.

Received: 2 June 2016   Accepted: 28 December 2016

References
	1.	 Dellinger RP, Levy MM, Rhodes A, Annane D, Gerlach H, Opal SM, 

Sevransky JE, Sprung CL, Douglas IS, Jaeschke R, Osborn TM, Nunnally 
ME, Townsend SR, Reinhart K, Kleinpell RM, Angus DC, Deutschman CS, 
Machado FR, Rubenfeld GD, Webb SA, Beale RJ, Vincent JL, Moreno R. 
Surviving sepsis campaign: international guidelines for management of 
severe sepsis and septic shock: 2012. Crit Care Med. 2013;41:580–637.

	2.	 Seifert H. The clinical importance of microbiological findings in the 
diagnosis and management of bloodstream infections. Clin Infect Dis. 
2009;48(Suppl 4):S238–45. doi:10.1086/598188.:S238-S245.

	3.	 Kok J, Thomas LC, Olma T, Chen SC, Iredell JR. Identification of bac-
teria in blood culture broths using matrix-assisted laser desorption-
ionization Sepsityper and time of flight mass spectrometry. PLoS ONE. 
2011;6:e23285.

	4.	 Meex C, Neuville F, Descy J, Huynen P, Hayette MP, De MP, Melin P. Direct 
identification of bacteria from BacT/ALERT anaerobic positive blood cul-
tures by MALDI-TOF MS: MALDI Sepsityper kit versus an in-house saponin 
method for bacterial extraction. J Med Microbiol. 2012;61:1511–6.

	5.	 Saffert RT, Cunningham SA, Mandrekar J, Patel R. Comparison of three 
preparatory methods for detection of bacteremia by MALDI-TOF mass 
spectrometry. Diagn Microbiol Infect Dis. 2012;73:21–6.

	6.	 Morgenthaler NG, Kostrzewa M. Rapid identification of pathogens 
in positive blood culture of patients with sepsis: review and meta-
analysis of the performance of the sepsityper kit. Int J Microbiol. 2015;. 
doi:10.1155/2015/827416.

	7.	 Ferroni A, Suarez S, Beretti JL, Dauphin B, Bille E, Meyer J, Bougnoux 
ME, Alanio A, Berche P, Nassif X. Real-time identification of bacteria and 
Candida species in positive blood culture broths by matrix-assisted laser 
desorption ionization-time of flight mass spectrometry. J Clin Microbiol. 
2010;48:1542–8.

	8.	 Wimmer JL, Long SW, Cernoch P, Land GA, Davis JR, Musser JM, Olsen RJ. 
Strategy for rapid identification and antibiotic susceptibility testing of 
gram-negative bacteria directly recovered from positive blood cultures 
using the Bruker MALDI Biotyper and the BD Phoenix system. J Clin 
Microbiol. 2012;50:2452–4.

	9.	 Moussaoui W, Jaulhac B, Hoffmann AM, Ludes B, Kostrzewa M, Riegel P, 
Prevost G. Matrix-assisted laser desorption ionization time-of-flight mass 
spectrometry identifies 90% of bacteria directly from blood culture vials. 
Clin Microbiol Infect. 2010;16:1631–8.

	10.	 Stevenson LG, Drake SK, Murray PR. Rapid identification of bacteria in 
positive blood culture broths by matrix-assisted laser desorption ioniza-
tion-time of flight mass spectrometry. J Clin Microbiol. 2010;48:444–7.

	11.	 La Scola B, Raoult D. Direct identification of bacteria in positive blood cul-
ture bottles by matrix-assisted laser desorption ionisation time-of-flight 
mass spectrometry. PLoS ONE. 2009;4:e8041.

	12.	 Christner M, Rohde H, Wolters M, Sobottka I, Wegscheider K, Aepfel-
bacher M. Rapid identification of bacteria from positive blood culture 
bottles by use of matrix-assisted laser desorption-ionization time of flight 
mass spectrometry fingerprinting. J Clin Microbiol. 2010;48:1584–91.

	13.	 Juiz PM, Almela M, Melcion C, Campo I, Esteban C, Pitart C, Marco F, Vila 
J. A comparative study of two different methods of sample preparation 
for positive blood cultures for the rapid identification of bacteria using 
MALDI-TOF MS. Eur J Clin Microbiol Infect Dis. 2012;31:1353–8.

http://dx.doi.org/10.1086/598188.:S238-S245
http://dx.doi.org/10.1155/2015/827416


Page 8 of 8Tanner et al. BMC Res Notes  (2017) 10:48 

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

	14.	 Ferreira L, Sanchez-Juanes F, Porras-Guerra I, Garcia-Garcia MI, Garcia-
Sanchez JE, Gonzalez-Buitrago JM, Munoz-Bellido JL. Microorganisms 
direct identification from blood culture by matrix-assisted laser desorp-
tion/ionization time-of-flight mass spectrometry. Clin Microbiol Infect. 
2011;17:546–51.

	15.	 Prod’hom G, Bizzini A, Durussel C, Bille J, Greub G. Matrix-assisted laser 
desorption ionization-time of flight mass spectrometry for direct bacte-
rial identification from positive blood culture pellets. J Clin Microbiol. 
2010;48:1481–3.

	16.	 Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ. Basic local alignment 
search tool. J Mol Biol. 1990;215:403–10.

	17.	 Clerc O, Prod’hom G, Vogne C, Bizzini A, Calandra T, Greub G. Impact of 
matrix-assisted laser desorption ionization time-of-flight mass spectrom-
etry on the clinical management of patients with Gram-negative bactere-
mia: a prospective observational study. Clin Infect Dis. 2013;56:1101–7.

	18.	 Klein S, Zimmermann S, Kohler C, Mischnik A, Alle W, Bode KA. Integra-
tion of matrix-assisted laser desorption/ionization time-of-flight mass 
spectrometry in blood culture diagnostics: a fast and effective approach. 
J Med Microbiol. 2012;61:323–31.

	19.	 Loonen AJ, Jansz AR, Stalpers J, Wolffs PF, van den Brule AJ. An evaluation 
of three processing methods and the effect of reduced culture times for 
faster direct identification of pathogens from BacT/ALERT blood cultures 
by MALDI-TOF MS. Eur J Clin Microbiol Infect Dis. 2012;31:1575–83.

	20.	 Martiny D, Dediste A, Vandenberg O. Comparison of an in-house method 
and the commercial Sepsityper kit for bacterial identification directly 
from positive blood culture broths by matrix-assisted laser desorption-
ionisation time-of-flight mass spectrometry. Eur J Clin Microbiol Infect 
Dis. 2012;31:2269–81.

	21.	 Nonnemann B, Tvede M, Bjarnsholt T. Identification of pathogenic 
microorganisms directly from positive blood vials by matrix-assisted 
laser desorption/ionization time of flight mass spectrometry. APMIS. 
2013;121:871–7.

	22.	 Schieffer KM, Tan KE, Stamper PD, Somogyi A, Andrea SB, Wakefield 
T, Romagnoli M, Chapin KC, Wolk DM, Carroll KC. Multicenter evalu-
ation of the Sepsityper extraction kit and MALDI-TOF MS for direct 
identification of positive blood culture isolates using the BD BACTEC 
FX and VersaTREK® diagnostic blood culture systems. J Appl Microbiol. 
2014;116:934–41.

	23.	 Perez KK, Olsen RJ, Musick WL, Cernoch PL, Davis JR, Land GA, Peterson 
LE, Musser JM. Integrating rapid pathogen identification and antimicro-
bial stewardship significantly decreases hospital costs. Arch Pathol Lab 
Med. 2013;137:1247–54.

	24.	 Vlek AL, Bonten MJ, Boel CH. Direct matrix-assisted laser desorption 
ionization time-of-flight mass spectrometry improves appropriateness of 
antibiotic treatment of bacteremia. PLoS ONE. 2012;7:e32589.


	Evaluation of three sample preparation methods for the direct identification of bacteria in positive blood cultures by MALDI-TOF
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Methods
	Study setting
	Study sample collection
	Direct identification of micro-organisms in positive blood cultures by MALDI-TOF
	MALDI-TOF data analysis

	16S rDNA PCR and capillary electrophoresis
	Data analysis

	Results
	Discussion
	Conclusions
	Authors’ contributions
	References




