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It is a great pleasure to greet you on the Congress

“EMERGING INFECTIOUS DISEASES: Are we ready for new evolutionary challenges?” 

of the Serbian Society of Microbiology UMS 2023 SERIES. 

from 30th March to 1st April 2023 at the MONA PLAZA hotel in Belgrade.

After the great success of the FEMS Microbiology Conference Belgrade 2022, the Serbian Society 

for Microbiology (UMS) is announcing the start of the UMS Series 2023 – a succession of congresses 

and symposia regarding current global topics and challenges in the field of microbiology for this year.

The COV1D-19 pandemic has shed new light on the importance of advanced DNA technologies and 

the knowledge of pathogen evolution in the fight against emerging infectious diseases. Gaining the 

upper hand in this fight is achievable only with the continuous cooperation of microbiologists, 

clinicians, epidemiologists, biologists, bioinformaticians, representatives of public health and state 

policy makers.

These new global diagnostic and therapeutic challenges, extremely important in the third decade 

of the 21st century, will be addressed at the Congress from di�erent sides. This will present an 

opportunity for microbiologists, epidemiologists and clinicians to recognize the importance of 

multidisciplinary approach to the prevention of epidemics, their timely detection and the prediction 

of potential epidemic events.

The Congress’s main program sessions will present current topics at the global, regional and 

national level, while panel discussions will o�er listeners the opportunity to exchange knowledge 

and experience with leading national and foreign experts in the fields of microbiology, molecular 

biology, infectology, epidemiology, pulmology, gastroenterology and pediatrics.

We believe that this Congress will present an important next step in strengthening and expanding 

cooperation at the national and regional levels, thus improving the surveillance of emerging patho-

gens in Serbia through the implementation of new analytical strategies.

Esteemed colleagues, dear friends,
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Over sixty international, regional and national experts are with us and will share their experience 

and expertise with all of us.. The Congress program has been accredited by the Health Council of 

Serbia as an international congress with the maximum number of CME points, yet another proof of 

its quality and appropriateness. 

We are grateful to all of you who showed large interest and joined the Congress in such large 

numbers. We believe that attractive topics, high-quality program, dynamic presentation formats 

and excellent lecturers will prove your choice right. We are certain that you share our belief in the 

new opportunities ahead of us, aiming towards enhanced professional exchange & development in 

the SEE region and beyond. 

Indeed, we are glad to host you in a pleasant atmosphere of Belgrade beginning April, to benefit 

from the attractive and dynamic program, exchange knowledge, and, equally important, to refresh 

existing and establish new contacts with colleagues and friends, while enjoying our hospitality and 

cherish the moment in one of the best partying cities of Europe.

You are most welcome!!!
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Endemska populaciona dinamika virusa Zapadnog Nila
u komarcima sa teritorije Srbije

Valentina Ćirković1
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1. Grupa za medicinsku entomologiju, Institut za medicinska istraživanja, 

Univerzitet u Beogradu__________________________________________________________

Prvi slučajevi infekcije virusom Zapadnog Nila (VZN) u Srbiji zabeleženi su 2012. godine, dok je 2018., 

prema izveštaju Evropskog centra za kontrolu i prevenciju bolesti (ECDC), Srbija prijavila najveći broj 

obolelih (385) od svih zemalja jugoistočne Evrope. Cilj ove studije je bio da se genetički okarakterišu 

sojevi VZN-a, koji cirkulišu u Srbiji.

U studiji je ispitano 200 pulova komaraca, skupljenih u Beogradu i široj okolini,  u okviru redovnog 

nadzora koji sprovodi  Zavod za biocide i medicinsku ekologiju u Beogradu u periodu od 2018-2020. 

Prisustvo VZN-a utvrđeno je reakcijom lančanog umnožavanja (engl. polymerase chain reaction – 

PCR),  za detekciju NS5 gena, sa primenom Sangerovog DNK sekvenciranja dobijenih PCR produ-

kata i njihovom preliminarnom identifikacijom primenom BLAST alata u NCBI bazi podataka. 

Konstrukcija filogenetskog stabla rađena je primenom metode Bajesove statistike implementirane 

u MrBayes softverski paket, uz odgovarajući evolutivni model koji je izabran u jModelTest softveru.

Iz 200 analiziranih pulova komaraca, koji su skupljeni u periodu od 2018-2020, dobili smo 45 sekven-

ci NS5 gena VZN-a. Rezultati studije su pokazali da je 22.5% (45/200) pulova komarca bilo pozitivno 

na prisustvo VZN-a. Najveći procenat pozitivnih pulova je iz 2018. godine i iznosi 57.8% (26/45), 

zatim iz 2019 26.7% (12/45) i iz 2020 15.5% (7/45). Identifikacija dobijenih sekvenci pokazala je da 

je u Srbiji trenutno u cirkulaciji samo linija 2 VZN-a. Dalja analiza je potvrdila da su sojevi VZN-a iz 

Srbije najsličniji izolatima iz Grčke. Dodatno, u jednom pulu komaraca, uzorkovanom u okolini Šapca 

2019. godine, identifikovano je prisustvo Usutu virusa.

Dobijeni rezultati su potvrdili da u Srbiji cirkuliše linija 2 VZN-a kao i da postoji potreba za kon-

tinuiranim molekularno-bioinformatički nadzorom nad ovim i sličnim zoonotskim virusima.
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Endemic population dynamics of West Nile virus
in mosquitoes from the territory of Serbia

Valentina Ćirković1
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1. Group for Medical Entomology, Institute for Medical Research, University of Belgrade__________________________________________________________

The first cases of West Nile virus (WNV) infection in Serbia recorded in 2012, while in 2018,

 according to the report of the European Centre for Disease Control and Prevention (ECDC), Serbia 

reported the highest number of cases (385) in the Southeast Europe. The aim of this study was to 

genetically characterize strains of WNV circulating in Serbia. 

The present study included 200 pools of mosquitoes, collected in Belgrade and the surrounding 

area by the Institute for Biocides and Medical Ecology in Belgrade in the period from 2018-2020, as 

part of regular surveillance. The presence of WNV was detected by Nested-PCR (Polymerase chain 

reaction) method together with specific primers for detection of partial NS5 gene. All obtained specific 

PCR products were directly sequenced in both directions. Preliminary sequence identification was 

done by BLAST tool (http://blast.ncbi.nlm.nih.gov/Blast.cgi). Bayesian method was employed to 

infer the evolutionary relationship of studied sequence dataset, using MrBayes software with the 

best-fitting nucleotide substitution model for the final sequence dataset, as selected by jModelTest 2.

In total, 45 partial NS5 gene WNV sequences were obtained from mosquito pools collected in Serbia 

between 2018 and 2020. The results obtained in this study showed that 22.5% (45/200) of mosquito 

pools were positive for the presence of WNV. The highest percentage of positive pools was detected 

in 2018 (57.8% (26/45)), followed by 2019 (26.7% (12/45)) and 2020 (15.5% (7/45)). Phylogenetic 

analysis conformed that only linage 2 of WNV is circulating in Serbia. Majority of Serbian isolates 

clustered with Greek strains, thus forming the Balkan cluster. Of note, in one mosquito pool sampled 

in the Western Serbia in 2019, we detected the presence of Usutu virus.

Results obtained in the present study confirmed the presence of WNV linage 2 in Serbia and the 

necessity for continuous molecular-bioinformatic monitoring of zoonotic viruses.
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