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Species

Actinobacillus actinomycetemcomitans
Aggregatibacter aphrophilus

MALDI biotyper

Actinobacillus actinomycetemcomitans
Aggregatibacter aphrophilus

No. of Matching at the Matching at the

isolates
1

No. of isolates with results

species level
1
1

genus level

Nonmatching
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Bacteroides fragilis
Bordetella parapertussis
Bordetella pertussis
Campylobacter jejuni
Corynebacterium pseudodiphtheriticum
Enterococcus faecalis
Erysipelothrix rhusiopathiae
Escherichia coli
Fusobacterium nucleatum
Haemophilus influenzae
Klebsiella pneumoniae
Lactobacillus acidophilus
Legionella pneumophila
Listeria monocytogenes
Moraxella(B.)catarrhalis
Pasteurella multocida
Plesiomonas shigelloides
Propionibacterium acnes
Proteus mirabilis
Pseudomonas aeruginosa
Salmonella sp.

Serratia marcescens
Shigella sp.

Staphylococcus aureus
Staphylococcus epidermidis
Staphylococcus haemolyticus
Staphylococcus hominis
Streptococcus parasanguinis
Streptococcus pneumoniae
Vibrio alginolyticus

Vibrio cholerae non-O1(NAG)
Vibrio fluvialis

Vibrio mimicus

Vibrio parahaemolyticus
Vibrio vulnificus

Yersinia enterocolitica
Yersinia pseudotuberculosis

Bacteroides fragilis
Bordetella bronchiseptica
Bordetella pertussis
Campylobacter jejuni
Corynebacterium pseudodiphtheriticum
Enterococcus faecalis
Erysipelothrix rhusiopathiae
Escherichia coli
Fusobacterium nucleatum
Haemophilus influenzae
Klebsiella pneumoniae
Lactobacillus gasseri
Legionella pneumophila
Listeria monocytogenes

Serratia marcescens
Escherichia coli
Staphylococcus aureus
Staphylococcus epidermidis
Staphylococcus haemolyticus
Staphylococcus hominis
Streptococcus pneumoniae
Streptococcus pneumoniae
Vibrio alginolyticus

Vibrio albensis

Vibrio furnissii

Vibrio mimicus

Vibrio parahaemolyticus
Vibrio vulnificus

Yersinia enterocolitica
Yersinia pseudotuberculosis
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O Staphylocococus haemolyticus 10024 G, 2309
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'Staphylncnccus capitiz =zp capitis D5 1.466 :
i@ Staphylococcus simulans DSM 20723 1451 o2 \ | |
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MALDI BioTyper

(+)

Analyte Organism Score Organism Score
Name (best match) Value (second best match) Value
(12—?) Mycobacterium fortuitum 2.031 Mycobacterium fortuitum 1.82
% Mycobacterium fortuitum 1.911 | Mycobacterium fortuitum 1.887
1782 . . . .

Escherichia coli 2.359 Escherichia coli 2.178

(+++)

1782 . . . .
Escherichia coli 2.4 Escherichia coli 2.237

(+++)
2073 : . e s . . e

not reliable identification not reliable identification
(-)
(ZS—ZS) Acinetobacter genomospecies| 2.084 |Acinetobacter genomospecies
% Acinetobacter genomospecies| 1.756 not reliable identification
el Acinetobacter genomospecies| 1.899 |Acinetobacter genomospecies| 1.802
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Prevotella buccae

bl

2.341

I .

2.352

Clostridium perfringens
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Citrobacter braakii

Citrobacter freundii

Eadwardsiella tarda

Enterobacter aerogenes

[co RNV N] )
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Enterobacter cloacae

Enterobacter kober 1
Enterobacter luawigii 2
Enterobacter asburiae 1

Escherichia coli

Escherichia vuineris

Klebsiella oxytoca

Raoultella ornithinolytica 1

Klebsiella pneumoniae

Morganella morganii

Pantoea agglomerans

Proteus mirabilis

Proteus vulgaris

Providencia rettgeri

Serratia marcescens

Yersinia enterocolitica

Yersinia pseudotuberculosis

Aeromonas caviae

Aeromonas hydrophila

Aeromonas hydrophila group

Vibrio cholerae non-O1(NAG)

Vibrio albensis 1

Vibrio parahaemolyticus
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Acinetobacter sp. 3|3

Alcallgenes faecalls 2 | 2

Delftia acidovorans 111

Elizabethkingia meningoseptica| 1 | 1

Myroides odoratus 4 | 4

Pseudomonas aeruginosa 38 | 37

Rothia dentocariosa 111

Sphingomonas paucimobilis 3| 2
Pseudomonas beteli 2

Stenotrophomonas maltophilia | 18 | 13 | Pseudomonas hibiscicola 2
Pseudomonas geniculata 1

71 | 64 5




MALDI BioTyper

Analyte Organism Score Organism Score
Name (best match) Value | (second best match) |Value
L Psgu.do_monas 2.22 Pseudomonas beteli |[2.008
(++) hibiscicola
H22 Psgu.do.monas 5919 Stenotrophqmonas 5 005
(++) hibiscicola = maltophilia =




H21
Rank Score
(Quality) Matched Pattern Value
( +1+ ) Pseudomonas hibiscicola LMG 980T HAM | 2.22
( +2+ ) Pseudomonas beteli LMG 978T HAM | 2.008

3 Stenotrophomonas maltophilia 058 Galv14

1.933

(+) NFI
( _A; ) Pseudomonas geniculata LMG 2195T HAM| 1.908




Staphylococcus aureus 44 44
Staphylococcus capitis 3 3
Staphylococcus caprae 1 1
Staphylococcus epidermiadis 30 30
Staphylococcus haemolyticus 7 7
Staphylococcus hominis 3 3
Staphylococcus lugaunensis 2 2
Staphylococcus saprophyticus 1 1

91 91




Enterococcus avium 2 2

Enterococcus casseliflavus | 4 0 |Enterococcus phoeniculicola 4
Enterococcus faecalls 31 | 31

Enterococcus faecium 16 | 16

Enterococcus gallinarum 1 1

Enterococcus raffinosus 3 3

Streptococcus agalactiae 2 2

Streptococcus anginosus 3 3

Streptococcus bovis 1 0 |Streptococcus pasteurianus 1
Streptococcus constellatus | 1 1

Streptococcus dysgalactiae | 3 3

Streptococcus intermedaius 1 1

Streptococcus mitis 1 0 |Streptococcus pneumoniae 1
Streptococcus parasanquinis, 2 1 |Streptococcus pneumoniae 1
Streptococcus pneumoniae 9 8

Streptococcus pyogenes 3 3

Streptococcus salivarius 1 1

Granulicatella adiacens 4 4

88 | 80 7




(QITJZTiI'EY) Matched Pattern \S/Z(I)ur: Idgrili?;iler
( +1+ ) Enterococcus phoeniculicola DSM 14726T DSM 2.071 154621
(er) Enterococcus casseliflavus DSM 7371 DSM 1.995 37734
(f) Enterococcus casseliflavus DSM 7372 DSM 1.995 37734
(i ) Enterococcus casseliflavus DSM 20382 DSM 1.948 37734
( E ) Enterococcus casseliflavus DSM 20680T DSM 1.857 37734

: Enterococcus cecorum DSM 20683 DSM 1.733 44008

(+)




Bacteroides fragilis

Bacteroides ovatus

Bacteroides thetaiotaomicron

Bacteroides fragilis 1

Bacteroides vulgatus

Clostridium bifermentans

Clostridium clostridiiforme

Clostridium difficile

Clostridium perfringens

Clostridium sporogenes

Finegoldia magna

Fusobacterium necrophorum

Fusobacterium varium

Gemella haemolysans

Parabacteroides distasonis

Parvimonas micra

Peptoniphilus asaccharolyticus

Peptoniphilus hare/ 1

Peptostreptococcus anaerobius

Prevotella buccae

Prevotella disiens

Prevotella intermedia

Prevotella nigrescens 1

Veillonella sp.
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Verllonella dispar 1
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Bacillus cereus 5 5
Bordetella parapertussis 1 0 |Bordetella bronchiseptica 1
Campylobacter jejuni 2 2
Capnocytophaga sputigena 1

Capnocytophaga sp. 2 0 Capnocytophaga canimorsus 1
Corynebacterium amycolatum 1 1
Corynebacterium striatum 4 4
Eikenella corrodens 2 2
Haemophilus influenzae 18 18
Haemophilus parahaemolyticus 5 5
Haemophilus parainfluenzae 10 9 |Haemophilus parahaemolyticus 1
Lactobacillus acidophilus 1 0 |Lactobacilus gasseri 1
Listeria monocytogenes 1 1
Moraxella(B.)catarrhallis 4 4
Neisseria gonorrhoeae 2 2
Pasteurella multocida 1 0 |Pasteurella canis 1

59 | 53 6




16S RNA

MALDI biotyper 16S rRNA
Enterobacter cloacae Enterobacter luawigii Enterobacter cloacae
Vibrio cholerae non- Y : L.
OL(NAG) Vibrio albensis Vibrio cholerae
Stenotrq,qhomonas Pseudomonas beteli Stenotrq,qhomonas
maltophilia maltophilia
Enterococcus casseliflavus |Enterococcus phoeniculicolaEnterococcus cassellflavus
Streptococcus . |Streptococcus

. Streptococcus pneumoniae o

parasanquinis arasanquinis
Lactobacillus acidophilus  |Lactobacillus gasseri Lactobacillus gasseri
Streptococcus bovis Streptococcus pasteurianus|Streptococcus pasteurianus
Capnocytophaga spp. Capnocytophaga canimorsus Capnocytophaga canimorsus

Bordetella parapertussis

Bordetella bronchiseptica

Bordetella bronchiseptica or

Bordetella parapertussis




> 479/514 93.1
501/514 97.4
» 16S RNA
» Enterobacter cloacae Stenotrophomonas maltophilia
Enterococcus casseliflavus

» o-streptococcos Streptococcus pneumoniae

> Shigella spp. Escherichia coli

» Klebsiella pneumoniae Pseudomonas aeruginosa Streptococcus

pneumoniae
>
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