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{ Olanlar }

Klinisyen gozunden..
Immunsuprese hasta

Bize yeni gelenler
Gelecekler

SUNUMDA...

Sendromik testler

CMV Tanisal Yenilikler
Uzun suredir kullanimda olan

tetkiklerin yeni uygulamalari
(IFD’da PET CT)
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Kaltar

Genomik

teknolojiler
(NGS vb)

Avantajlar

4 )
Yaygin olarak erisilebilir

Ucuz
Temel ekipman yeterli

AN

4-8 saat icinde hizli sonug
Nadir organizmalarin saptanmasi
Tek ornekten birden ¢cok hedefe yonelik test
Kultir testlerinden daha duyarl

J

/ Kultur ve izolasyon gerektirmeden \
patojen tanimlama
Yavas buyuyen patojenlerin tani ve
tiplendirme suresi azalir
Salgin kimelerinin daha hizli
tanimlanmasi

Yuksek duyarlilik ve ozgulluk

\_ /

Dezavantajlar

' @ Zor ureyen bakteriler )

Her mikroorganizma igin 6zel
ortam gerekebilir
Uzun sure

J

Kultar testlerinden daha pahali
Spesifik primer tasarimi ve hedef
organizma listesi gerekir

MIC olculemez

- J

Kultar testlerinden daha pahali
Gelismis ekipman ve egitimli
personelihtiyaci
MIC o6lculemez
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Bianconi |l et al. Current Uses and Future Perspectives of

Genomic Technologies in Clinical Microbiology. Antibiotics

(Basel). 2023
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The ‘Omics’ World

Since the advent of genomic sequencing technologies and subsequent release of
reference genome sequences, the broader biological commaunity has realized that this will be
an organizing science for decades to come. Those other areas have now adopted the suffix
‘omics’ to many of their genomic related activities, Here are examples.

Traditional Terms

| Term Definition: “the st__gffy of .. ”ﬂ
Genomics All of the genes in the genome; a general term

for all studies involving many genes and their
products

Transcriptomics

The expressed mRNAs

Proteomics

The proteins in the organism

Metabolomics

The metabolites that result from the expression
of proteins and genes

lonamics

The uptake and distribution of ions in the
organism

Pharmacogenomics

The genes and proteins in relation to drug
development

Phenomics

The many phenatypes and their interactions
during the life cycle of an organism

[ Term

Mﬁnltﬂn: “the study of .."

Epigenomics

The factors, other than the gene sequence, that
control gene expression

Glycomics The expression of sugars in an organism
Histomics Histones and their role in life cycle of a genome
Kinomics Kinases and how they regulate the development

of an orgamism

Immunogenomics

The genes and factors that regulate the immune
system

Interactomics The genes and other factors that regulate the
networks that exist between genes and proteins
Lipidomics The expression of lipids in an organism

The genes and qth;i—a?t-u;._hat regulate uptake
and distribution of metals in an organisms

Methylomics

The role of methylation in gene expression

Mitochondriomics

The genes involved in mitochondria function

Meuromics

The genes and factors underlying neuron function

| i’i'.t',rlng;enumi cs

seguence data

Physiomics

The genes controlling the physiology of an
organism

!!IAI KARMASIK DEGIL MI



Konak Transkriptomics

TRANSCRIPTOMICS

circRNA

EARLY IDENTIFICATION

Rapid host biomarker detection

mRNA

miRNA

Enfeksiyon, inflamasyon veya immun yanit gibi
durumlarda konak hucrelerin gen ekspresyon
profili degisir.

Bu degisimleri analiz ederek:

*Bakteriyel miviral mi?

*Hastalik siddeti veya prognoz tahmini
*Bireysellestirilmis tedavi kararlari

THERAPEUTIC INTERVENTION

Precision medicine



Application of Mass Cytometry Platforms to

Solid Organ Transplantation

Wenming Zhang, PhD,’ Ag/antika Sen, PhD,’ Josselyn K. Pena, BS,' Andrea Reitsma, MS,’

Oliver C. Alexander, BS,’

Tetsuya Tajima, PhD," Olivia M. Martinez, PhD," and Sheri M. Krams, PhD'
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FIGURE 2. Schematic diagram of MDIPA workflow: whole blood or PBMCs are added to MDIPA tubes containing a 30-marker panel of
lvophilized antibodies for phenotyping immune cells. If samples are to be frozen and transported, the SMART TUBE stabilizer is added
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REVIEW

Pathogen-agnostic immune biomarkers that predict infection
after solid organ transplantation

HannahImlay' © | Allan M. Seibert™? | Kimberly E. Hanson'*

Konak transkriptomlari, patojen kimligi ve antimikrobiyal duyarlilik
sonuclariicin hizli testlerden en fazla yararlanacak hastalari belirlemeye
yardimci olmak icin bir triyaj araci olarak yararli olabilir

> Transpl Infect Dis. 2022 Oct;24(5):e13971. doi: 10.1111/tid.13971.

Could cell-free DNA and host biomarkers assist in
antimicrobial stewardship with organ transplant
recipients?

Sandy Y Chang ', Carlos A Q Santos 2



Multiomics integrates
multiple omics datasets

Exogenous Factors
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Health & disease
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Metagenomic Sequencing as a Pathogen-Agnostic Clinical
Diagnostic Tool for Infectious Diseases: a Systematic Review
and Meta-analysis of Diagnostic Test Accuracy Studies

* “Agnostik metagenomik analiz", klinik orneklerde (kan, BOS, balgam, idrar vb.)
bulunan tum genetik materyalin onceden herhangi bir patojen varsayimi
olmadan analiz edilmesidir

* Hangi mikroorganizmayi aradigini bilmeden, ornekte bulunan tum DNA/RNA
dizilerini analiz eder.
Bu nedenle “agnostik” (tarafsiz/bilin¢siz/taraf belirtmeyen)



Zhao etal. Respiratory Research (2024) 25:360

_ Respiratory Research
https://doi.org/10.1186/512931-024-02991-2

The clinical application of metagenomic i
next-generation sequencing

iNn immunocompromised patients with severe
respiratory infections in the ICU

Junjie Zhao', Yong Sun', Jing Tang', Kai Guo!, Kaiyu Wang?, Jiancheng Zhuge*" and Honglong Fang?’
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s Chemotherapy for
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Table 4 The Clinical effect of mMNGS result in immunocompromised group

Clinical effect Role of mNGS result Treatment changes owing to mNGS

Positive effect (n=68, 85.0%) Contributed to definitive diagnosis (n =68, 85.00%) Antibiotic treatment adjustment (n=56; 70.0%)
Empirical treatment continued (n=12; 15.0%)

Negative effect (n=2, 2.5%) MNGS results led to incorrect diagnoses (n=6, 7.5%) Incorrect antibiotic treatment

No effect (n=10, 12.5%) Negative mNGS results (n=4, 5.0%) No changes

Results deemed false or insignificant (n=6, 7.5%) No changes



? BMC Infect Dis. 2025 Mar 14;25(1):360. doi: 10.1186/512879-025-10753-5.

Antimicrobial strategies of lower respiratory tract
infections in immunocompromised patients based
on metagenomic next-generation sequencing: a
retrospective study

Beibei Meng # 1 2, Haichao Liu * 2, Qinliang Wu 2, Lei Qu 2, Congzheng Mao 2, Fang Yang 2,

Tianzhou Lan ' 2, Juan Fang ' 2, Zhenhong Hu # >, Yao Fang ¢ 7

[ ImNGS _
100% i I—] Conventional culture
Eskalasyon immunsuprese grupta daha sik P<0.001
(%49,00 vs %31,00; P=0,018) ] il
De-eskalasyon agisindan fark gozlenmedi 5] 84. 44%
(%20,00vs %15,00; P =0,458) .:ﬁ* el

Alt solunum yolu enfeksiyonu olan bagisikligi baskilanmis o

hastalarda patojen saptama oranini anlamli sekilde artirabilir ve
antimikrobiyal tedavi yonetimini optimize edebilir

—

patients
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One test to rule them all.

Metagenomic next-generation sequencing (MNGS) can
potentially diagnose all infectious agents — viruses, bacteria, fungi, and



L Cell-free DNA in plasma:
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KARIUS

clarity at speed® ! T E S T

A Rapid Liquid
Biopsy for
Infectious diseases

The Karius Test is a blood test based on
metagenomic sequencing of plasma microbial cell-
free DNA (mcfDNA) and utilizes a single blood
sample to rapidly and non-invasively detect over
1000 pathogens associated with deep-seated and
difficult-to-diagnose systemic infections. The Karius
Test may help clinicians avoid many invasive, low-
yield, and sequential diagnostic tests that can delay
treatment for vulnerable hospitalized patients.



Metagenomik Yeni Nesil Sekanslama Klinik Degeri

e Stk gorulmeyen mikroorganizmalari tanimlama potansiyeli
e Daha yuksek duyarlilik — antibiyotik tedavisi alan, yavas ureyen ve kulturde
uretilmesi zor mikroorganizmalar i¢in

* Direnc genlerinin genotipik tahmini - yuksek genom kapsami gerektirir
e Polimikrobiyal enfeksiyonlar — sinirli klinik deneyim

e Sonug suresinin kisa olmasi— antimikrobiyal tedavinin erken
optimizasyonuna rehberlik edebilir

1d’Humleres C, et al. Drugs, 2021, 81:1453-1466. 2Fowler V G, etal. Clin Infect Dis, 2023, 77(4): 518-526.
3RuppeE, etal. Clin Microbiol Infect. 2022, 1225-12209.



Cell-free DNA in bacteremia: a new marker for diagnostic?

= Cell-free DNA: short fragments of “floating” DNA which
can be detected in the bloodstream

= 175 patients with Staphylococcus aureus bacteremia
(n=66), Gram-negative bacteremia (n=74), or non-

infected controls (n=35).
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Eichenberger, E.M. et al. Clin Infect Dis 74, 2020-2027 (2022).

= Pathogenic cfDNA remained detectable for

significantly longer than conventional blood cultures
(median 18 dave ve 2 dave: P « NNN1\Y diannnatic a

Clinical Infectious Diseases _
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Infectious Diseares Society of Amerion  hiv medicine assotioton

Microbial Cell-Free DNA Identifies Etiology of
Bloodstream Infections, Persists Longer Than
Conventional Blood Cultures, and Its Duration of
Detection Is Associated With Metastatic Infection in
Patients With Staphylococcus aureus and Gram-Negative

Bacteremia o
®Flame 14



> Clin Infect Dis. 2025 Apr 3:ciaf170. doi: 10.1093/cid/ciaf170. Online ahead of print.

Plasma microbial cell-free DNA Metagenomic

equencing for Diagnosis of Invasive Fungal Diseases
Among High Risk Outpatient and Inpatient
Immunocompromised Hosts

Results Sixty-five adult subjects with proven or probable IFD.and65 controls without IFD were
mcluded. Among IFD episodes Aspergillus was the most common pathogen (70.8%. 46/65).
followed by Mucorales (10.8%, 7/65). Overall Jsensitivity was 47.7% and specificity was 100%.
Sensitivity varied based on disease certainty <A -
versus probable IFD (60.0% vs 37.1%. respectively). and luaher for subjects with mvasive
mucormycosis (100%) compared with aspergillosis (45.7%).

DNA sequencing
sampling i patients with suspected IFDJIn this exploratory

Specilicily Ior nvasive mucormycosis suggests 1t could be useful for early treatment and
mtervention of this IFD. Future studies should focus on understanding how specific factors
mmpact the sensitivity of mcfDNA sequencing for mvasive aspergillosis.
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Clinical Impact of Plasma Metagenomic Next-Generation
Sequencing on Infection Diagnosis and Antimicrobial
Therapy in Immunocompromised Patients

Guankun Yin,® Yuyao Yin,"? Yifan Guo,"* Lingxiao Sun,’ Shuai Ma,? Honghin Chen,' Qi Wang,' and Hui Wang'
1[}Ie]:lar‘[nmnt of Clinical Laboratory, Peking University People’s Hospital: and Institute of Medical Technology, Peking University Health Science Center, Beijing , China

Background. The clinical impact of plasma metagenomic next-generation sequencing (mNGS) on infection diagnosis and
antimicrobial therapy in immunocompromised patients with suspected infection remains unclear.

Methods. Between March and December 2022, 424 cases with fever, infection history, mechanical ventilation, or imaging
abnormalities underwent plasma mNGS testing at a single center. Eleven patients had received solid organ transplantation, and
the remaining patients were categorized into febrile neutropenia (FN), non-neutropenia (NN), and non-transplant and non-
hematologic disease (NTHD) groups based on immunosuppression severity. The diagnostic rate of infection and the utilization
of antimicrobial agents based on mNGS were assessed.

Results. The use of mNGS significantly improved the diagnostic rates for fungi in the FN (65.1%, P=.001) and NN (58.8%,
P=.008) groups versus the NTHD group (33.3%). Positive impacts associated with therapy were significantly greater than
negative impacts across all 3 groups (all P<.001), and the utilization of escalation therapy was significantly more frequent in
the FN group than in the NN group (P=.006). More than 70% of cases with negative mNGS results across the 3 groups

! o YL o Ao - VTR s - - Ciil atdda & 11 i~ -

Conclusions. Plasma mNGS has a clinically confirmed positive impact in immunocompromised patients with neutropenia,

improving the diagnosis of fungal infections and antimicrobial therapy.
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T2MR® Technology

Redefining rapid, molecular diagnostics

T2 Biosystems tarafindan gelistirilen, manyetik rezonans temelli bir molekuler
tani teknolojisidir. Ozellikle:

*T2Candida

*T2Bacteria

*T2Resistance Panel gibi panellerle taninir.

1 CFU/mL kadar dusuk duzeyde organizmalari tespit edebilir. Bu 6zelligi

sayesinde, tam kan ornegi kullanilarak dusuk duzeyde patojenleri tespit edebilen
FDA onayli tek teknolojidir

Liborio, M.P.; Harris, P.N.A.; Ravi, C.; Irwin, A.D. Getting Up to Speed: Rapid Pathogen and Antimicrobial Resistance
Diagnostics in Sepsis. Microorganisms 2024,



T2MR® Technology

Redefining rapid, molecular diagnostics

T2Bacteria paneli, coklu ilac direnci ile iliskilendirilen alti klinik olarak 6nemli
bakteriyel patojeni (E. faecium, S. aureus, K. pneumoniae, A. baumannii, P.
aeruginosa ve E. coli— kisaca ESKAPEc patojenleri) 3 ila 5 saat icinde tespit
edebilir

Baslangicta, panelde yer almasina ragmen Acinetobacter baumanniiicin FDA

onayl alinamamis ancak Subat 2024'ten sonra, bu organizmanin tespitiicin de
FDA onayl alinmistir .

Liborio, M.P.; Harris, P.N.A.; Ravi, C.; Irwin, A.D. Getting Up to Speed: Rapid Pathogen and Antimicrobial Resistance
Diagnostics in Sepsis. Microorganisms 2024,



Tam kan orneginde hedef patojenleri tespit etmedeki klinik performansi
degerlendiren calismalarda
duyarliligi %83,3 - %100
ozgullugu ise %90 -%100

Specificity and sensitivity of 99.4% and
91.1% ative predictive v S
(99-99.5%), limitations include an inability

Mvlonakis et al., Magnetic

s g T2MR L 28 Strong SR M

2015 [20] Resonance to detect some clinically important
Candida species (C. guilliermondii, C.
lusitanae, C. kefyr and C. auris),

Clancy et al Magnetic X 3 ;

W o T2MR 29 Strong Sensitivity 89%, Specificity 98%
2018 [21] Resonance 5 ? e R

Bu nedenle, hedef mikroorganizmalari hizli tespit etmek veya

dislamak icin bir tarama testi olarak onerilebilir

Akkad, A.; Nanda, N. New Diagnostics for Fungal Infections in Transplant
Infectious Disease: A Systematic Review. J. Fungi 2025, 11, 48.



Review 2 Transpl Infect Dis. 2022 Oct;24(5):e13899. doi: 10.1111/tid.13899.

Is diagnostic stewardship possible in solid organ
transplantation?

Jennifer Husson 1, Jacqueline T Bork 2 Daniel Morgan 3 John W Baddley 2

Affiliations + expand

PMID: 36254510 DOI:10.1111/tid.13899

TRANSPLANT INFECTIOUS DISEASE

ORIGINAL ARTICLE

Rapid molecular testing for antimicrobial stewardship and
solid organ transplantation

Ana D. Vega, Lilian M. Abbo 2«



Antimikrobiyal direncin Yapay Zeka ile Tahmini

P1519
Detection and differentiation of carbapenemases

among Enterobacterales isolates using advanced system
expert and new expertise rules of the VITEK 2

00382

CarbaDetector: An Artificial Intelligence-Driven
Prediction Model for Detecting Carbapenemase-
Producing Enterobacterales Using Disk-Diffusion

Pradict carbapenemase production
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To Al

NOT to Al

Throughput or quality can be
improved

Insufficient or poor quality data

Relationship of inputs to outcome
lcannot be perceived easily by
humans

Rare diseases or situations requiring
subjective clinical judgment

Narrow and well-defined
problems

Insufficient infrastructure or technical
resources (e.g. insufficient computing
power, IT support)

Tasks requiring high accuracy in
pattern recognition

No clear strategy or understanding of the
loperational context

Benefits of Al in Clinical Microbiology

* Laboratory operations improvements
o Molecular interpretation tools
o Image analysis for microscopy

o Colony recognition

* AMR detection and outbreak investigations
* Contribute to standardization and reduce subjective

interpretation

* Combat workforce challenges

Al Tools in
Clinical Microbiology

o

Diagnosis Image Analysis
Clinical Large-Scale
Decision Support Surveillance

Predictive Modeling



Al Image Analysis for Culture Plate Interpretation

" Staphylococcus epidermidis l
" Stophylococcus simulans ( -
" Staphylococcus lugdunensis ¥

" Staphylococcus soprophyticus nnnu

good tolemies to be  Leve) 2. which species
wdentified om the plate  cwery coldmy Belongs 1o Leve! 3 awhich species every
= olony belonge to given tAr

pie confeal

ugnificant /
significamt

; Processing with CNN O Processng output

~ Streptococcus dysg. (Gr. C/G)

Streptococcus mitis {
Streptococcus oralis (

Streptococcus pyogenes

Enterococcus foecolis

Enterococcus faecium

Decision: wignificant mixed Nora ph:
waggested colores for picuing

Aerococcus uringe .--.
Aeracoccus sanguicolo --n.
Lactobocillus spp -..-
Pseudomonas eruginosa -u

Signoroni A, et al. Nat Commun 14, 6874 (2023)



Number of PubMed search results
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New Patient

L

Digital Family

The concept of digital twin

Patient Database

Dinamik bir dijital temsil

Bir hasta veritabani icerisinden, yeni bir hastayla benzer profildeki kisiler seciliyor
ve bu kisilerden olusan bir “dijital aile” olusturuluyor.
Bu sayede, yeni hastanin potansiyel hastalik seyri hakkinda ongoruler yapilabiliyor.



A antibiotics F;'l\n\r-lj
Article
Development and Validation of a Machine Learning Model for
the P Infect Dis Ther (2021) 10:971-983 {:rgar
He . htps:/idoi.org/10.1007/s40121-021-00438-2 updates

1

ORIGINAL RESEARCH

Antonio (
Tommasa . . . .
josepMe Machine Learning t~ A oo~e- Fho Dialy af Mlelbd Ao

Resistant Gram-Neg
Neutropenic Hemai

Carolina Garcia-Vidal ® - Pedro Pu
. } I
Jaime Lagunas - Francesc Marco - Ai

Josep Mensa - Montserrat Rovira - J

Review 2> Expert Rev Anti Infect Ther. 2024 Apr;22(4):179-187.
doi: 10.1080/14787210.2024.2322445. Epub 2024 Mar 8.

Improving management of febrile neutropenia in
oncology patients: the role of artificial intelligence
and machine learning

Antonio Gallardo-Pizarro 1, Olivier Peyrony T Mariana Chumbita ', Patricia Monzo-Gallo 7,
Tommaso Francesco Aiello 1, Christian Teijon-Lumbreras 1 Emmanuelle Gras !, Josep Mensa 1

Alex Soriano !, Carolina Garcia-Vidal



Me saying “thank you" to ChatGPT,
A tomie & i so they spare my life when Al takes

‘.& | wonder how much money OpenAl has lost in electricity costs from people over the world

saying “please” and “thank you” to their models.

g Sam Altman &

tens of millions of dollars well spent--you never know

564.3K

KEEP THAT ONE ALIVE.
(“‘ YoG & % HE ALWAYS SAID "PLEASE",

that's a small price to pay to feel safe, when the apocalypse comes.
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MEETING REPORT f?

A consensus conference to define the utility of advanced
infectious disease diagnhostics in solid organ transplant

recipients o

Level of
Proposed guidance evidence

Bacterial sepsis panels! o shorten the time to organism IIb B
identification and potentially lead to an earlier time to appropriate therapy

Fungal sepsis panels§may be usefullo identify several common Candida lla B

species, Cryptococcus and/or Rhodotorula

Fungal sepsis panels (ePlex BCIDmay be usefulgo identify Fusarium lIb C



THE LANCET
Infectious Diseases

Global guideline for the diagnosis and management of @ ®
candidiasis: an initiative of the ECMM in cooperation with
ISHAM and ASM

Geleneksel direkt mikroskopi ve kultlre dayall
yontemler, hem yuzeyel hem de invaziv Candida
enfeksiyonlarinin tanisinda hala temel yaklagsimlardir.
Biyobelirtecler ve molekuler tani teknikleri bazi klinik
durumlarda faydali olabilir, ancak diger durumlarda
kullanimini destekleyen guvenilir veriler yetersizdir.

y
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Combining diagnostic tests with clinical parameters can aid both diagnosis and exclusion of disease

v

Conventional diagnosis

v

Candidaemia

A40-60 mL of blood across
2-3 blood culture sets,
incubated for up to

five days

vy %

Deep-seated invasive candidiasis

Sampling from focus, sterile site
culture (eg, aspirate, biopsy, and

drainage)

v

.

v

.

v

Biomarkers

v

v

v

v

Molecular
methods

|

Candidaemia

Deep-seated

Deep-seated

Deep-sedme

Candidaemia

Additional
lytic or
mycoses
bottles

Direct gram
stain of any
positive
blood culture

Fluid or
tissue culture

Direct gram
stain of any
positive fluid
culture

Direct micro-
scopy from
fluids with an
optical
brightener

Histopathol-
ogy with
GMS and
PAS stains

invasive invasive invasive
candidiasis candidiasis candidiafle
Serum BDG (multiple positive Candida CSFBDG
BDG results improve diagnostic mannan testing
certainty) combined
with
anti-mannan
antibody

PCRorT2
testing

v

Species identification and susceptibility testingt

v

.

-

.

v

MALDI-
TOF mass
spectrome-

try

Chromo-
genicagar§

PCR

FISH

Biochemical
tests

Auvutomated
systems

Manual
systems

Susceptibility
testing for
severe,
invasive, and
refractory
infections

Strongly recommended
Moderately recommended
Marginally recommended




ECIL survey: Real life use of the new diagnostics techniques

Responses: 28 centers

* Specialists: 22 microbiologists (14 only micro, 8 micro + specialist), 6 ID (4/6 with micro), 5 Heme specialists
(3/5 with micro), 3 other %pediatrician with micro, clinical scientist, not specified)

* Countries: 4 Sﬁain, 4 ltaly, 2 UK, 2 Portugal, 2 Poland, 2 France, 2 Switzerland, 1: NS, Turkey, Sweden, Norway,
Germany, Netherlands, Austria, Israel, Saudi Arabia, Brazil

MNGS

* Access at your center: 19/28 Yes
* Platform: 17/19 specified (10 lllumina, 2 Nanopore, 1 Karius, PacBio, Minion, Salmona, Sanger)
* Do you use it routinely for bacterial infections in FN patients: 1 Yes

Multiplex PCR

* Access at your center: 25/28 Yes
» Platform: 19 Biofire/Filmarray, 3 respiratory/Gl/encephalitis, 3 BD max, 1 Biopharm, 1 Seegene
* Do you use it routinely for bacterial infections in FN patients: 14 Yes

T2MR
* Access at your center: 4/28 Yes
* Platform: T2MR 3/4 specified
* Do you use it routinely for bacterial infections in FN patients: 1 Yes

MALDI
* Access at your center: 24/28 Yes
* Platform : 19 Bruker, 2 Vitek, 2 Biomerieux, 1 BD Bactec
* Do you use it routinely for bacterial infections in FN patients: 23 Yes

'NFECTIONS in
EUKAEMIA

CONFERENCE on

10" EUROPEAN
.

-




Multiplex PCR T2MR MALDITO_F.dlrectIy on Specific PCR
positive BC

Specific tests assessed Verigene, BCID2 lllumina NextSeq, T2MR Malditof on positive Staphylococcus,
- £ s FilmArray, ePlex MGISEQ-2000, BC VRE,
°c U E DISQVER, iDTECT® Carbapenemases
w = Dx Blood v1°®
0o W X Blood v
< - § No. papers identified 293 35 18 16 32
l&l QO - through PubMed
L
y ld-_' L W No. studies selected for 8 6 1 4 0
Ll<.l > Z the analysis
a O FN patients/total pts 209/509 335/459 (52-100%, 309/648 (47.7%) 98/475 (20.6%)
8 0 (% of FN) (no. studies (11.5-100%, mean: mean: 68%) (1 study) 3 studies
= reported) 30%) (6 studies)
Lul (4 studies)
é Sensitivity result 80.5%, 100% (2) 40%, 90%, 100% 84.2% 63% (GP), 89%, 93%,
- (no. studies) 92.6% (GN)
3 studies
Specificity result NA 40%, 63%, 84% 85.9% NA
(no. studies)
PPV result (no. studies) 88.5% (1) 28%, 79%, 84% NR
v NPV result (no. studies) NA 40%, 81%, 100% NR



. MALDITOF directl Specific PCR
on positive BC

Specific tests assessed Verigene, BCID2 Illumina NextSeq, T2MR Malditof on positive  Staphylococcus,
c g FilmArray, ePlex MGISEQ-2000, BC VRE,
€ ‘;) - DISQVER, iDTECT® Dx Carbapenemases
Wz > Blood v1°®
&) O g Does the test improve NF Yes 1/8 Yes 5/6 Yes, 11 samples No No
- i microbiological Not specifically No 1/6
o 4
E Q - documentation? reported in FN: 7/8
Z W LLE L Does the test shorten time to Yes 4/8 Not reported 6/6 Yes: 4.4 vs 65.7 h Yes BC collection to Yes (>20h)
- s diagnosis? Not reported: 4/8 species id (27.4 h vs
g g o 46.6 h) Egli
@) o Does the test affect Yes 3/8 Yes 2/6 Not addressed Yes: (3.7 versus 6.7 h  Likely if used with
04 treatment selection and « Likely » 1/8 Not reported 4/6 Sensibility 84.2% from Gram stain,p  AMS programs. No
- timing? No 2/8 Timing not reported (60% for E. 0.003- Oshtoff). data on NF
i ‘ Not reported 2 faecium);
50 Specificity:85.9%
o Does the test affect antibiotic Not reported 8/8 Not reported 6/6 Not reported No (Oshtoff) Not reported

treatment duration?

Does the test improve NF No 3/8 Not reported 6/6 Not addressed Better optimal Tx
outcomes (survival, LOS, ICU Not reported 5/8 (1/6: «relief» in 42% (Torres) and less ICU
transfer)? of patients) admission (23.1

versus 37.2%, p
0.02).



Saturday, 12 April 2025 - 11:00 CEST

Cut a long story short: choosing NGS platforms

Speaker(s) Etienne RUPPE, France
Stefan GREEN, United States

£ RUSH UNIVERSITY

MEDICAL CENTER
Summary =

* Short-read sequencers are improving read-length, and
long-read sequencers are improving cost, input DNA
requirements, and total output.

drive the choice of workflow \
d with bioinformaticians. Stefan Greas

United States

* Your
and se

* Workflow ion is highly valuable to get to the

sequencer quickly and repron@&
Q'\?‘*

. When in doubt, c{ a friendly shared resource (core)

- [ ] < 2] l
» Everything in this talk is already out of date!




Sonucg olarak

Bu yeni testlerin cogu mikrobiyolojik dokiimantasyonu ve tani ya da
duyarliik sonuclarina ulasma suresini iyilestirse de, immunsupresif
hastalarda sagkalimi degistirdigine dair bir kanit yoktur.

Kan kualturleri basta olmak tizere konvansiyonel yontemler rutin olarak
kullanilmaldir.

Mevcutsa, yeni testler rutin mikrobiyolojik tekniklerle birlikte
kullanilmaldir.
Immiinsupresif hastalarda bu testlerin yararini ve maliyet etkinligini
degerlendirmek icin buyuk, prospektif mudahale calismalari gereklidir.
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