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Probleme des especes cryptiques ————e

A. lentulus: CMI élevée aux azolées + Amphoteéricine B

A. thermomutatus: CMI élevéee aux azoles

Polyphasic taxonomy of Aspergillus section Fumigati and its teleomorph Neosartorya

R.A.Samson!S.Hong2S.W.Peterson3J.C.Frisvad4J.Varga?®
Studies in Mycology, Volume 59, 2007, Pages 147-203
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https://www.sciencedirect.com/science/article/pii/S0166061614601822
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Fusanum anmlatum CBS258 54-CAC-) 1985
Fusanum anmianum CBS258 S4.CAC.2 1934
Fusanum annulatum CBS258 54-CAC4 1874

Fusariem oxysporum ST62CAC-) 18

Fusariam axysporum STO2CAC-) 1803

. Fasien axsponen STECAC - Comparaison a la base de références
Identlflcatlon Fusaris polyphiakdicun CBS463 91-CAC-1 _
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Pourquoi une application en ligne ?
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Validation of a New Web Application for
Identification of Fungi by Use of Matrix-
Assisted Laser Desorption lonization-
Time of Flight Mass Spectrometry

A. C. Normand,® P. Becker,” F. Gabriel,“ C. Cassagne,” |. Accoceberry,*

M. Gari-Toussaint,® L. Hasseine,® D. De Geyter,® D. Pierard,® I. Surmont,’
F. Djenad,? J. L. Donnadieu,® M. Piarroux,” S, Ranque,® M. Hendrickx,”
R. Piarroux?®

MSI EN? FR?

Welcome to MSI Platforme

MSI provides you the opportunity to experiment new ways of identifying mass spectra

This software was developped in collaboration with the BCCMAHEM collection in Brussels, follow the link for more informations n




> J Clin Microbiol. 2017 Sep;55(9):2661-2670. doi: 10.1128/JCM.00263-17. Epub 2017 Jun 21.

Validation of a New Web Application for
Identification of Fungi by Use of Matrix-Assisted
Laser Desorption Ionization-Time of Flight Mass
Spectrometry

A C Normand 1, P Becker ¢, F Gabriel 2, C Cassagne 4, | Accoceberry *, M Gari-Toussaint 2,
L Hasseine °, D De Geyter ©, D Pierard ©, | Surmont 7, F Djenad #, J L Donnadieu &, M Piarroux ?,
S Ranque 4, M Hendrickx 2, R Piarroux #

Affiliations + expand
PMID: 28637907 PMCID: PMC5648703 DOI: 10.1128/JCM.00263-17

Abstract

Matrix-assisted laser desorption ionization-time of flight (MALDI-TOF) mass spectrometry has
emerged as a reliable technique to identify molds involved in human diseases, including
dermatophytes, provided that exhaustive reference databases are available. This study assessed an
online identification application based on original algorithms and an extensive in-house reference
database comprising 11,851 spectra (938 fungal species and 246 fungal genera). Validation criteria
were established using an initial panel of 422 molds, including dermatophytes, previously identified
via DNA sequencing (126 species). The application was further assessed using a separate panel of 501
cultured clinical isolates (88 mold taxa including dermatophytes) derived from five hospital
laboratories. A total of 438 (87.35%) isolates were correctly identified at the species level, while 26

(5.22%) were assigned to the correct genus but the wrong species and 37 (7.43%) were not identified,

since the defined threshold of 20 was not reached. The use of the Bruker Daltonics database included
in the MALDI Biotyper software resulted in a much higher rate of unidentified isolates (39.76 and
74.30% using the score thresholds 1.7 and 2.0, respectively). Moreover, the identification delay of the
online application remained compatible with real-time online queries (0.15 s per spectrum), and the
application was faster than identifications using the MALDI Biotyper software. This is the first study to
assess an online identification system based on MALDI-TOF spectrum analysis. We have successfully
applied this approach to identify molds, including dermatophytes, for which diversity is insufficiently
represented in commercial databases. This free-access application is available to medical mycologists
to improve fungal identification.

Keywords: MALDI-TOF mass spectrometry; dermatophytes; filamentous fungi; fungi; mass
spectrometry; online identification.
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TABLE 3

Panel 2 identification results obtained with the five identification systems

No. (%) of strains identified

Result for panel 2 IHEM/MRS-MBT IHEM/MRS-MBT Bruker-MBT Bruker-MBT
sequenced IHEM/MRS-MSI  (threshold = (threshold = (threshold = (threshold =
strains (threshold = 20) 1.7) 2.0) 1.7) 2.0)

Correct at the 435 (87.35) 411 (82.53) 312 (62.65) 259 (52.01) 119 (23.9)
species level

Correct at the 26 (5.22) 34 (6.83) 12 (2.41) 41 (8.23) 9(1.81)
genus level

False at the genus 0 (0) 0 (0) 0 (0) 0 (0) 0 (0)

level

Identification 37 (7.43) 53 (10.64) 174 (34.94) 198 (39.76) 370 (74.3)

criteria not met

EEEEEEEEE

Open in a separate window

“For each database/software combination, the number (%) of strains is specified. Correct, concordant with the
molecular identification at either the species or the genus level. False, discordant with the molecular identification at

the genus level. Identification criteria not met, score below the defined threshold.
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MSI V2.0 Welcome, renaud_admin  Tutorial(EN) Tutoriel(FR) Mode Admin  New identification  History  Search by species  Bank Species List Studies Log out

Welcome to MSI| Platforme

MSI provides you the opportunity to experiment new ways of identifying mass spectra

This software was developped in collaboration by Assistance Publique-Hopitaux de Paris, Sorbonne
University, and the BCCM/IHEM/Sciensano collection in Brussels, follow the links for more informations:
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Databases content in 2023 310 MED- ) 2024

MSI-2

Fungi Leishmania ECC Amanita Phlebotomus Dipters
(1612 sp.; 16639 refs) (35 sp.; 706 refs) (8 sp.; 934 refs) (14 sp.; 807 refs) (33 sp.; 106 refs) (39 sp.; 261 refs)
]
Yeast Filamentous fungi Dermatophytes Dimoporphic
(242 sp.; 810 refs) (1287sp.; 10600 refs) (64 sp.; 5119 refs) (17 sp.; 102 refs)
Ascomycetes Ascomycetes Dermatophytes (64 spp.)
(169 sp.; 588 refs) (1159 sp.; 9691 refs) s 4
Yeast Basidiomycota (73 spp.) Dimorphics (17 spp.)

Yeast Ascomycota (169 spp.)

Basidiomycetes Basidiomycetes
(73 sp.; 189 refs) (66 sp.; 425 refs)
Filamentous Mucoromycot
e JEg
*
Filamentous Basidiomycot
Entomophthorales y

(1 sp.; 12 refs)

Mortierellales
(3 sp.; 16 refs)

* Filamentous Entomophthoromycota
** Filamentous Mortierellomycota

Mucorales
(58 sp.; 456 refs)




Aspergillus

Others (23sp-162ref) 63ref)
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Restricti (6sp-104ref) B
] Confidence level of the identification Bruker (2,0) MSI2 (20)
Flavipedes (6sp-42ref) 9
- ref) (n=273 Correct at the species level 27.1% 89.7%
Cremei (6sp-40ref) isolates; 39 Correct at the complex level 183 84
species in Correct at the genus level 0 0
f) 10 Incorrect at the genus level 0% 0%
complexes) | Under the defined identification threshold 54.6% 1.8%
-182ref)
4sp-190ref)
5380thers species /
F - t 227 Other genera
Other SC (7sp-43ref) usarlun? e
Neocosmospora (2sp-8ref) Acremonium
F. Concolor S
23sp-151ref)
Dematious (98 spp.)
c Confidence level of the identification Bruker (2,0) | MSI2 (20) Tricho 8 spp.)
(n=223 Correct at the species level 11.2% 77.6%
isolates; 38 Correct at the complex Tevel 16.6 21.5
) species in Correct at the genus level 0 0.4
8 Incorrect at the genus level 0% 0%
complexes) | Under the defined identification threshold 712.2% 0.4%




Dermatophytes e st

Paraphyton

* %

* Epidermophyton
** Lophophyton

DERMATOPHYTES MSI-1 MSI-2
E. floccosum (n=120) 56,7 100
M. audouinii (n=360) 57,2 96,9
M. canis (n=236) 86,0 99,6
N. fulva (n=65) 75,4 100
N. gypsea (n=198) 100 100
N. persicolor (n=76) 97,4 97,4
T. benhamiae (n=100) 81,0 97,0
T. equinum (n=258) 28,0 89,3
T. erinacei (n=258) 96,9 100
T. interdigitale (n=439) 63,6 81,8
T. kuryangei (n=96) 62,5 77,1
T. mentagrophytes (n=352) 71,6 88,1
T. rubrum (n=454) 84,1 91,6
T. soudanense (n=348) 2,6 94,3
T. tonsurans (n=442) 60,2 91,2
T. verrucosum (n=48) 0,0 50,0
T. violaceum (n=92) 19,6 80,4
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MSI-2 au quotidien
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MSI V2.0 Welcome, Tutorial(EN) Tutorie(FR) Mode Admin  New identification History  Search by species  Bank Species List  Studies Log out

Welcome to MSI Platforme
MSI provides you the opportunity to experiment new ways of identifying mass spectra

This software was developped in collaboration by Assistance Publique-Hopitaux de Paris, Sorbonne
University, and the BCCM/IHEM/Sciensano collection in Brussels, follow the links for more informations:

N BCCM
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S MsI x o+ = a X
- C (¥ @& msihappy-dev.fr/identification/new/ ® a v =0 @ :
1 / W I 37 Applications @ MSI . DendroUPGMA: De... O iITOL: Interactive Tre... E Casesinthe UK|C.. = Neuartiges-Corona... ¢ BiostaTGV - Statisti..  [3 EzBioCloudnet|Se.. MB Mycobank 3 Sci-Hub: removing... 0 KaliLab - Identificati.. L AGOSPAP 4 Google Scholar &% Eurofins »
I g MS' V20 Welcome, annececile utorial(EN utoriel(FR) New identification History Search by species Bank Species List Studies Log out
Zip file*

Cholsir un fichier | Aucun fichler cholsi

Bank*
[ — v
| | have read the disclaimer*
= = J Zip file* € Ouvrir X
2/ Loading of the projec — . S
o D/Data/Maldibiotyper RealTime Classification/ -~ © = fechecherdanspapaion.
ank*
Organiser v Nouveau dossier F=v ™ @
FKS A Nom 2 Modifié le Tpe Taille B
| 1 have read the ¢ ) maintenance erv 200427-1227-1011017221 07/09/2021 15:36 Dossier de fichiers
PPT 200512-1131-1011017163 07/09/2021 15:36 Dossier de fichiers
\dentify @ OneDrsive - Persor: 200513-1122-1011017400 07/09/2021 15:37 Dossier de fichiers
200527-1050-1011017172 07/09/2021 15:37 Dossier de fichiers
B r.Dr DB 4
Bank*
3/ Reference ;
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database
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MSI-2 et identification en ligne des agents

Look for past and standardized nomenclature on Myco Bank website :  Here

For molds and fungi, you can have taxonomic information about a genus/species name here.

Enter only one word (enter "fumigatus" for "Aspergillus fumigatus”).
You can enter partial names ("cand” will return data for "Aspergillus candidus” as well as for "Candida albicans” and other Candida species).

Write name here | Search Find

. Export results*
Project results -

*If you have an excel error message, you can accept the file.

First Second Third
Spot Plot Indice Score 1 Identified Score 2 Identified Score 3 Identified Compare Details
name (%) Species (%) Species (%) Species
10bf9baa-c685-42e2-b550-d7 Aspergillus Aspergillus Aspergillus -
4ab911be37_A01 Plot| A sydowii 28.9 jensenii 26.77 puulaauensis Compare HEEIEIS
2a6a4929-4706-48a8-b8eb-8 Aspergillus Cephalotrichum : : -
023115d9049_A04 Plot| A hiratsukae 12.28 microsporum 0 Not identified Compare iDelallS

2a0cab0b-027f-4fad-aad4-dd Aspergillus Aspergillus Aspergillus -
5d729184e2_A05 Plot [ hiratsukae /22  quadricinctus 1Y cfaureolus Compare S

22b53a4d-39ee-4879-b957-7 : . : . . . :
115c08d6757 A07 Plot C 0 Not identified 0 Not identified 0 Not identified

28bfae79-de61-4a55-af81-6b . . ) . . ) !
bb4c82d2fd A0S Plot C 0 Not identified 0 Not identified 0 Not identified

2d9cf9a0-a848-4d2c-9421-95 Aspergillus Aspergillus -
af0fe4e273_A11 Plot) A EZAER 1 ontevidensis chevalieri Compare Detalls

69ae1724-7c9b-4cb8-b609-a Aspergillus Aspergillus Aspergillus -
af02f818063_B06 Plot B ARl lentulus (ARl fumigatiafiinis [k fischeri Compare De‘a"s

4c36dab8-8c0b-4foc-a345-b0 Aspergillus : : : .
a703d610c9_B12 Plot C 16.5 e et 1417 Aspergillus niveus 13.22 Aspergillus terreus

i< : N N S AR

Aspergillus
intermedius
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MALDI-TOF Mass Spectrometry Online |dentification of Trichophyton
indotineae Using the MSI-2 Application.

Normand AC, Morenc-Sabater A Jabet A Hamane S, Cremer G, Foulet F, Blaize M, Delliére S, Bonna! C,
Imbert S, Brun S, Packeu A, Bretagne S, Piarrcux R.

J Fungi {Basel). 2022 Oct 19;8(10):1103. doi: 10.3390/jof8101103.

PMID: 36294668 Free PMC article.

Trichophyton indotineae is an emerging pathegen which recently spread from India to Europe and that is
more prone than other species of the Trichophyton mentagrophytes complex to show resistance to
terbinafine, resulting in the necessity of rapid identification. Here, we improved ...

Performance of the MSI-2 Database for Fungal Identification by Matrix-Assisted
Laser Desorption lonization-Time of Flight Mass Spectrometry from
Cleanroom Environments.

Trivitt GE, Lau AF.

J Clin Microbiol. 2023 Mar 23;61(3):e0135322. doi: 10.1128/jcm.01353-22. Epub 2023 Feb 28.

PMID: 36853008 Free PMC article.

Accurate mold identification by matrix-assisted laser desorption ionization-time of flight mass
spectrometry (MALDI-TOF MS) is dependent on rcbust organism representation in available databases.
~Here, we performed a retro ...

Identification of Molds with Matrix-Assisted Laser Desorption lonization-Time
of Flight Mass Spectrometry: Performance of the Newly Developed MSI-2
Application in Comparison with the Bruker Filamentous Fungi Database and MSI-
1.

Neormand AC, Blaize M, Imbert S, Packeu A, Becker P, Fekkar A, Stubbe D, Piarroux R.

J Clin Microbiol. 2021 Sep 20;59(10):e0129921. doi: 10.1128/JCM.01299-21. Epub 2021 Jul 28.

PMID: 34319807 Free PMC article.

Matrix-assisted laser desorption ionization-time of flight mass spectrometry (MALDI-TOF MS)
represents a promising tool for the rapid and efficient identification of molds, but improvements are still
necessary to achieve sat ...

[T ltem in Clipboard

Investigations upon the Improvement of Dermatophyte Identification Using an
Online Mass Spectrometry Application.

Jabet A Normand AC, Morenc-Sabater A, Guillot J, Risco-Castillo V, Brun S, Demar M, Blaizet R, Nabet C,
Packeu A Piarroux R.

J Fungi {Basel). 2022 Jan 11;8{1)x73. doi: 10.3390/jcf8010073.

PMID: 35050013 Free PMC article.

Online MALDI-TOF mass spectrometry applications, such as MSI-2, have been shown to help identify
dermatophytes, but recurrent emrors are still observed between phylogenetically close species.
~Nevertheless, residual confusion between dose spe ...
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TABLE 3

Identification performances of the different MALDI-TOF MS identification databases

Organisms Confidence level of the % identification (95% CI“) with:
identification
Bruker Bruker MSI-1 (20) MSI-2 (20)
(2.0) (1.7)
All isolates (n = 633 isolates; Correct at the species 21.8 38.07 63.19 83.25
124 species) level (18.64- (34.27- (59.3- (80.11-
25.22) 41.98) 66.96) 86.08)
Correct at the complex  14.22 25.12 30.17 12.95
level? (11.59- (21.78- (26.62- (10.44-
17.18) 28.69) 33.91) 15.82)
Correct at the genus 0.32 (0.04- 1.74(0.87- 3.95(2.57- 0.16(0-
level® 1.14) 3.09) 5.78) 0.88)
Incorrect at the genus 0 (0-0) 0.32 (0.04- 0.16 (0- 0 (0-0)
level® 1.14) 0.88)
Under the defined 63.67 34.76 2.53 (1.45- 3.63(2.32-
identification threshold (59.78- (31.05- 4.07) 5.4)
67.42) 38.61)
Aspergillus spp. (n=273 Correct at the species 27.11 46.89 69.23 89.74
isolates; 39 speciesin 10 level (21.92- (40.85-53) (63.39- (85.52-
complexes) 32.79) 74.65) 93.08)
Correct at the complex  18.32 24.54 30.04 8.42 (5.42-
level” (13.91- (19.56- (24.66- 12.37)
23.42) 30.09) 35.85)
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France =
120 utilisateurs = 1 008 694 spectres soumis
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© d-maps.com

Europe hors France =
177 utilisateurs = 465 394 spectres soumis

France =
120 utilisateurs = 1 008 694 spectres soumis

Belgique =
49 utilisateurs = 121 874 spectres soumis

Pays Bas =
21 utilisateurs = 56 024 spectres soumis

Allemagne =
22 utilisateurs = 22 807 spectres soumis

Suisse =
7 utilisateurs = 122 137 spectres soumis

' ©-[] Equidistant gonic |




Monde hors Europe = 96 utilisateurs = 233 063 spectres soumis
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Access to a larger number of cases

Medica! Mycolugy, 2019, 0, I-11

' |S H AM K R :-M]:;o (0i:10.1 03/ ey 208
b ‘{3;.5'!'5'. Advance Access Publication Date: 0 219
INTERMATKNAL SOCIETYFIR. 8¢ o8t .o 0 :
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Vers une surveillance épidémiologique basée sur
['utilisation de MSI-2
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Spectrométrie de masse en ligne et IA
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[] Improving the Detection of Epidemic Clones in Candida parapsilosis Outbreaks
1 by Combining MALDI-TOF Mass Spectrometry and Deep Learning Approaches.
Cite Mohammad N, Normand AC, Nabet C, Godmer A, Brossas JY, Blaize M, Bonnal C, Fekkar A, Imbert S,
Tannier X Piarroux R.
Share  icroorganisms. 2023 Apr 20:11(4)1071. doi: 10.3390/microorganisms11041071.
PMID: 37110493 Free PMC article.
Current tools based ocn DNA sequencing or microsatellite analysis require specific manipulations that are
difficult to implement in the context of routine diagnesis. Using deep leaming to classify the mass
spectra obtained during the routine identification of fungi ...
[T Item in Clipboard
[] Identification of a clonal population of Aspergillus flavus by MALDI-TOF mass
2 spectrometry using deep learning.
cite Normand AC, Chaline A, Mohammad N, Godmer A, Acherar A, Huguenin A, Ranque S, Tannier X
Piarroux R.
SNaTe i Rep. 2022 Jan 2812(1):1575. doi: 10.1038/541598-022-05647-4.
PMID: 35091651 Free PMC article.
In this experiment, the training and testing sets were totally independent, and different MALDI-TOF
devices (Microfiex) were used for the training and testing phases. ...
[T Item in Clipboard
[ ] Prediction of malaria transmission drivers in Anopheles mosquitoes using
3 artificial intelligence coupled to MALDI-TOF mass spectrometry.
cite Nabet C Chaline A Franetich JF, Brossas JY, Shahmirian N, Silvie O, Tannier X, Piarroux R.
Sci Rep. 2020 Jul 9;10(1%11379. doi: 10.1038/541598-020-68272-2
SN3r€  oMID: 32647135  Free PMC article.
To predict Anopheles drivers of malaria transmission, such as mosquito age, biood feeding and
Plasmodium infection, we evaluated artificial neural networks (ANNs) coupled tc matrix-assisted laser
desorption ionization-time of flight (MALDI-TOF) mass spectrome ...
[] Nosocomial transmission of Aspergillus flavus in a neonatal intensive care unit:
4 Long-term persistence in environment and interest of MALDI-ToF mass-
cite Spectrometry coupled with convolutional neural network for rapid clone
recognition.
Share

Mohammad N, Huguenin A Lefebvre A, Menvielle L, Toubas D, Ranque S, Villena |, Tannier X, Normand
AC, Piarroux R.

Med Mycol. 2024 Jan 9;62(1):myad136. doi: 10.1093/mmy/myad 136.

PMID: 38142226

Our objective was to evaluate the ability of matrix-assisted laser desorption/ionisation time of flight
(MALDI-TOF) coupled to convolutional neural network (CNN) for clone recognition in a context where
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FIGURE 3.1 — Visualisation de quatre spectres pré-traités de Clones et de Non-Clones de
Candida parapsilosis. Le rouge et le vert correspondent respectivement aux spectres des isolats
appartenant ou non a ’ensemble clonal. Les isolats ont été cultivés dans les mémes conditions et les
spectres ont été acquis dans la méme machine.




BIOMED-) 2024

POUR L'AVENIR DE & LA BIOLOGIE MEDICALE

Tree scale: 10 +————
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FIGURE 3.5 — Dendrogramme des 96 isolats de Candida parapsilosis sélectionnés pour
cette étude et typés par une approche microsatellite.
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Selection of 96 hospital
isolates of C. parapsilosis

4

Microsatellite

l genotyping 1

39 clones 57 non clones

\ /

Clone/Non clone identification with CNN

| Evaluation of the effect of various parameters on learning phase
+ Training on 3 machines
— !VIAl-Dl ToF Cross Validation + Test on the 4th
instrument effect « all culture media included
— Contribution of cross validation - Same as above but with an
the alignment alignment step of all spectra
—> Culture medium Cross Validation « Same as above taking culture
effect media separately
> Age of growth Cross Validation « Single culture medium
effect « Training and test on 2 machines
varying the age of growth

FIGURE 3.4 — Organigramme de la conception de I’étude.
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Input
Shape = [n, 18000, 1]
Convolution
[n, 17995, 3]
Pooling
Flatten
[n, 537]
‘ Dense
[n, 512]
0 Dense
' N\ + Layer Normalization
[n, 1024]
2] oo o

Clone : 0.90 Others:0.10

FicURE 3.3 — Architecture du modéle CNN créé et entrainé avec un ensemble de données.
La forme de la couche de sortie a été ajoutée avec une taille de lot n fixée a 1 pour simplifier I'illustration.
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Accuracy Score F1 Rappel Spécificité

Machine Testée ; Performances Sans Alignement

MYCO-PSL 0.89 0.87 0.90 0.86
0.87,0.92] [0.84,0.90] [0.86,0.94]  [0.83,0.90]
BACT-PSL 0.70 0.44 0.30 0.95
0.66,0.73]  [0.37,0.51] [0.24,0.37]  [0.93,0.97]
SAINT-ANTOINE 0.83 0.74 0.65 0.90
0.80,0.86]  [0.71,0.80] [0.59,0.71]  [0.87,0.93]
BICHAT 0.68 0.42 0.29 0.88

0.65,0.72]  [0.36,0.50] [0.24,0.35]  [0.84,0.91]

Machine Testée ; Performances Avec Alignement

MY CO-PSL 0.91 0.89 0.92 0.88
0.88,0.93]  [0.86,0.92] [0.88,0.95]  [0.84,0.91]
BACT-PSL 0.81 0.74 0.64 0.92
0.78,0.85]  [0.68,0.78] [0.57,0.70]  [0.89,0.95]
SAINT-ANTOINE 0.91 0.89 0.92 0.87
0.89,0.93] [0.86,0.92] [0.88,0.95]  [0.83,0.90]
BICHAT 0.84 0.79 0.75 0.87

0.81,0.87]  [0.75,0.83] [0.68,0.80]  [0.84,0.91]

TABLEAU 3.1 — Impact de la machine et de l'alignement avec MSIWarp. Performance de
identification des isolats appartenant a I’ensemble des clones par le modéele CNN (validation croisée
sur 5 plis). Moyenne des ensembles d’entrainement de 1355 spectres obtenus sur trois machines et
moyenne des ensembles de test de 113 spectres obtenus sur la quatriéme machine.




Accuracy Score F1

Rappel

Spécificité

Machine Testée Avec Alignement; Performances sur Chromagar

MYCO-PSL 0.91 0.89 0.88 0.83
0.86,0.94]  [0.83,0.94] ]0.80,0.95 0.75,0.90
BACT-PSL 0.77 0.62 0.47 0.96
0.71,0.83]  [0.55,0.75] ]0.37,0.59 0.92,0.99
SAINT-ANTOINE 0.88 0.84 0.80 0.90
0.83,0.92] 10.78,0.90] [0.71,0.88 0.84,0.95
BICHAT 0.81 0.72 0.61 0.96
0.75,0.86] 10.64,0.82] [0.50,0.71 0.91,0.99
Machine Testée Avec Alignement; Performances sur Sabouraud-CG
MY CO-PSL 0.88 0.86 0.84 0.89
0.84,0.93] ]0.80,0.92] [0.75,0.91 0.83,0.94
BACT-PSL 0.93 0.92 0.95 0.88
0.89,0.96] ]0.87,0.96] ]0.89,0.99 0.82,0.94
SAINT-ANTOINE 0.89 0.89 0.95 0.84
0.84,0.93] [0.83,0.93] ]0.89,0.99 0.76,0.90
BICHAT 0.89 0.88 0.89 0.92
0.85,0.94]  [0.82,0.92] ]0.81,0.95 0.87,0.97
Machine Testée Avec Alignement; Performances sur gélose Sang
MYCO-PSL 0.92 0.89 0.87 0.95
0.88,0.96] 10.86,0.96] [0.79,0.94 0.90,0.98
BACT-PSL 0.86 0.81 0.73 0.97
0.81,0.90] [0.74,0.88] ]0.63,0.83 0.94,1.00
SAINT-ANTOINE 0.93 0.92 0.96 0.87
0.89,0.96] [0.87,0.96] ]0.91,1.00 0.81,0.93
BICHAT 0.96 0.95 0.93 0.87
0.94,0.99] 10.91,0.99] [0.87,0.99 0.81,0.93
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TABLEAU 3.2 — Impact du milieu de culture par machine. Performance de l'identification des
isolats appartenant a I’ensemble des clones par le modéle CNN (validation croisée sur 5 plis).
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Projet MaldiBank : architecture générale 310 MED- / 2024
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- Data mining tools

Figure 2: MALDIBANK Infrastructure interface for implemented services
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Figure 3: Workflow for the creation of the MALDIBANK datasets
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Conclusion
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La spectrométrie de masse : l'avenir de la mycologie ?  siomMep-) 2024

* Pour beaucoup c'est déja le présent

* Offre de belles perspectives d'avenir
* (Capacité a affiner le diagnostic d'espéece
* Possibilité de travailler en ligne
* Développement IA possibles

* Mise en commun des savoirs




