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Avaotdolog lwavvidng

Tithog Aldaktoptkr AlatptBrig: Moplakr Slepelvnan TN QVTLULIKpoBLakr¢ avtoxng Gram
ApVNTIKWY HKPOBIWY A VOOOKOMELAKES AOLUWEELC HE aMnAoUxion mAfpoug
yoviSlwpatog

Ta teAevtaia xpovia éxet napatnpnBel naykoopiwg ouvexwe auavopevn avtoxn Twv Gram-
apVNTIKWY Baktnpiwy ota cuvBn KAWIKA xopnyoUueva avtijikpoBLakd. ZUYKEKPLUEVA
otnv EAAada, éxeL npokadéoel avnouxia n avtoxr nouv epdavilet n Klebsiella pneumoniae
OTIC KapPATIEVENES, YEYOVOG TIOU 08AYNOE GTNV ENAVEUDAVLON TNC KOALOTiVNG WG
EVAANQKTIKO BEPAMEUTIKG HECD. AUTTUXWS, HE TNV HEYAAN Kat OUVEXN HETaKiVnOn TWV
TAnBuopwy Exouv augnBei ta MoAvavBEeKTIKA UikpdPLa, HE avToyH ToU oupnepAapBavet
kat v KoALotivn. O okomog tng napovoac SLEAKTOPIKC SlatpiBri eivat va Sie§ayBel pla
oAokANpwHEVN HEAETN TOU EAEYXOU TNG YEVETIKAC BAoNC TG QVTLULKPOBLAKAG avtoxng

KA iKWy oTeAexwy We tnv BorBela tng aAnAolxLong oAokArpou yoviduwpartog (WGS, whole
genome sequencing).

H eknaidevon ota avwtépw Ba mpaypatonoin®el oto IHU Méditerranée Infection ™mg
MaooaAiag und tnv kaBodriynon tou kaBnyntr Jean-Mare Rolain kat oto Epyaotriplo
latpikrig BlomaBoAoyiag kat KAwikrig MikpoBrodoyiag tou Atywvnteiou Noookopeiou tng
latpukric ZxoAr g ABnviwv( EBViké Kamodiotplako Mavematrpo ABnvav).

Mepypadika n nelpapatikn Siadikaocia nou Ba akohoudnBel sivat n g€nc:

1. Anopdévwon oteAexwv amnod neptPaAlovILKd Kot KAVIKA Selypara kat kataypadn
OUYKEKPLUEVWY OTOLXEIWV TwV aoBeviv oto Oplaoelo Noookopelo . SuyKekpLuéva,
Ta oTeAeXn autd Ba anopovwBolv and kKAwikd Selypata aoBeviy HE BakTnpLatpia,
Aolpwén n onola ekdnAWONKe petd Ty mapéAeuon 48 wpwV and TV ELoaywyn
TOUG, YEYOVOG TIOU KaTabEIKVUEL EVEOVOOOKOUELaKN TIPOEAEUON.

2. Tautonoinon twv Baktnpiwy pe KAQOOIKES UikpoBLodoyikéc peBoSouc.

3. 'EAeyxog evaloBnoiag oTig avTiikpoPLakeég ouaieg pe Tov KaBopLopd tng eAGxLaTnG
avaotaAtikng ouykévipwonc (MIC).

4. Anopdvwon oAikol DNA and ta Baktnplakd kUTtapa.

5.  Whole Genome Sequencing (WGS).

6. Anuioupyia Baong SeSoUEVWY LE T AITOTEAECUATA KAl OTATIOTIKAC eneepyaoiac.
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In recent years, the incidence of multi-drug resistant (MDR) Gram-negative bacteria has
increased worldwide. Particularly, in Greece, the resistance of Klebsiella pneumoniae to
carbapenems has dramatically gone up, which led to the return to the use of the old
antimicrobial colistin as an alternative therapeutic agent and last resort treatment option.
Unfortunately, with the large and constant movement of populations, various species of
MDR bacteria have emerged, bearing broad resistance spectra including colistin. The
purpose of this PhD dissertation is to carry out a comprehensive study upon the
investigation of the genetic basis of antimicrobial resistance of MDR hospital acquired
bacterial strains to third choice and last resort antimicrobials by means of whole genome
sequencing.

The study will be conducted partly at IHU Méditerranée Infection in Marseille under the
guidance of Professor Jean-Marc Rolain and partly at the Department of Medical
Biopathology and Clinical Microbiology of the Aeginition Hospital of the Athens Medical
School (National and Kapodistrian University of Athens).

Briefly the experimental procedure will be as follows:

1. Isolation of bacterial strains from environmental and clinical specimens at the
Thriassion General Hospital (Athens) with documentation of clinical patient data.
Bacterial strains will be isolated from clinical samples of patients with bacteraemia,
manifesting 48 hours after their admission, fulfilling the definition of a health-care
acquired infection.

2. Identification of bacteria by conventional microbiological methods.

3. Susceptibility testing of the bacterial strains by determination of the minimal
inhibitory concentration of various antimicrobials (MIC).

4. Isolation of whole DNA from bacterial cells.

5. Whole Genome Sequencing (WGS).

6. Setting up a database of results and statistical analysis.



