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CECUs 1

OrueT 3a aemHOCTTA
Ha Harmmonaanure PedpepeHnTHI 1TeHTpOBE 11O MHQPEKIIMI
C OTpa>kKeHle 3a OOILIecCTBEeHOTO 3apase 3a 2018 roamHa.

HAUMOHANEH PE®EPEHTEH LEHTBP
»wPECMUPATOPHU WHOEKLIUN U TYBEPKYJIO3A“
— AHATIU3 HA OEAHOCTTA NPE3 2018-2019

H.KopcyH, E.Bayuticka, M.Hukonosa, A.Kypyamoea, H.bpaHkosa,
B.Jleemeposa, N.Tomosa, A LJeqesa, C.MMaHatiomos, C.AHeenosa,
A.Murkosa, H.Bnadumuposa, K0.Amanacosa, C./lopdarosa,

A.Todoposa, A.balikosa, M.Ipueoposa, C.Bonesa, N.TpughoHosa

Llen: AHanu3 Ha pesynTaTute OT eNMAEMUONOTUYHMA U nabopaTtopeH
Haf30pHa MHGEKLUNTE HA PECNUPATOPHUSA TPAKT C BUPY CHa i BakTepuan-
Ha etuonorus Bbwbnrapus.

Matepuanu n metogu: EnugemunonornyHuaT aHanus Ha sabonsemocTra
oTrpun/OP3 e M3BBPLEHBB30OCHOBA HA JAHHNTE OT MHTEpHET-6asupaHa-
TallHhopmaumonHa cuctema. Mpeace3on 2018/19r. 3arpunHusupycu Tmn
AunBcartectBaHn 1551 HasoapuHreantu cekpeta HanayueHTM crpuno-
nogobHn 3abonssanug/OP3. Pecnupatophu npobu Ha 585 feua Ha Bb3pacT

<5r0f. MBbB3pacTHU 265 rof.ca u3cnenBaHu Ucnpsmo 8 opyrupecnu-
patopHu Bupyca. Mpe3 2018 r.ca UBBLPWEHN MUKPOCKOMCKM WKYNTYpenHu
nscnemBaHus 3a Tybepkynosa Ha 348 nauveHTa MMOTBLPAMTENHM u3cnes-
BaHus Ha 468 wama, u3npaTeHu OT Lgnata CTpaHa, KakTo WM3CNeLBaHus
32 NekapcTBEHa YyBCTBUTENHOCT. OCbLECTBEHA € BUZOBA WAEHTU MKa-
unst Ha Hetybepkynoshute mukobaktepuu (NTM). Ypes unTepdepoH-rama
basupan Tect (T.SPOT.TB) e npoBeaeHo u3cnefBaHe Ha 3apaseHocT ¢ MTB
CPen Y3noXeHU Ha BUCOK pUCK Nuua. Ypes MOMeKynspHM METOAM € M3Bbp-

lUeHa AMarHocTvka 3a kokmol, napakokniow, Chlamydophyla (C.psittaci,
C.pneumoniae) u Mycoplasma (M.pneumoniae) u u3cnedsaHe 3a Hocumen-
cmeo Ha S.pneumoniae. 3a nervonepcka Bonect causcneaanyu 53 naunenTa.

Pesynratu: punex ce3oH 2018/19 r. ce xapakTepusupa c no-Bucoka

3abonsiemMacT B CPaBHEHME CNPeavlHMA CE30H, KO-LMpKynauus Ha rpun-
Hv Bupycut A(HIN1)pdm09 nA(H3N2), pokasawm 8372 (24%) v 190 (12%)
npobu, CbOTBETHO W MMnca Ha uupkynauus Ha B Bupycu. Cpen HerpunHu-
Te Bupycu PCB eHaii-yecto pokasaH -89 (15%). Msomupanm ca43 wama
M.tuberculosis complex 7 wama NTM; 380 wama ca noTBbPAEHN KaTo
M.tuberculosis complex, a 88 wama ca ugeHTMdMUupann kato NTM. Obwo
25 TybepkynosHu wwama caonpesenequ kato MDR, ot kouto 1 wam - kato
XDR. Cpen u3cnegsaxuTe muua ¢ BUCOK puck undpekums ¢ MBT e nokasaHa
npu 34 (42,5%) 3gpasHu pabotHuum, 3 (37,5%) meua w 1(10%) nauveHt
¢ HIV. MonoxutenHn pesyntati 3a koknww, napakokmiow, C.psittaci u
C.pneumoniae ca nonyyenu npu 133 (22.9%), 10 (6.5%), 1(1.6%) u 1 (1.6%)
0T M3CNEABAHMTE MALMeHTH, CbOTBETHO. Hocutenctso Ha S.pneumoniae
e fokasaHo npu 438 (67%) uacnemsaHn feua Ha BbapacT 1-5 rop. Jlernonep-
cka bonect e yctaHoeHa npu 10 (18.9%) cycnekTHW mauueHTa.
akntouenmne: HPLL ,PecnupatopHu uHdekuum u 1ybepkynosa“ uiterpu-
payCUIMATa Ha Pa3NuYHK CMELManmuCcTy C LLeN MO-MbHOTO M KOMMMEKHO Npo-
yuBaHe Ha PecrMpaTopHUTE WHGekuuu u Tybepkynosata B bvarapus.

KnioyoBugy mu: rpun, PCB, Ty6epkynosa, kokniow, napakoknwow, neruo-

Hepcka Oonect

CECHMAI OryeET 3A AETHOCTTA

NATIONAL REFERENCE CENTER ,RESPIRATORY
INFECTIONS AND TUBERCULOSIS* — ANALYSIS
OF ACTIVITY IN 2018-2019

N.Korsun, E.Bachiyska, M.Nikolova, A.Kurchatova, N.Brankova,
V.Levterova, I. Tomova, A.Detcheva, S.Panaiotov, S.Angelova,
A.Minkova, N.Viadimirova, Y.Atanasova, S.Yordanova, Y.Todorova,
A.Baykova, I.Grigorova, S.Voleva, I. Trifonova

Aim: Analysis of the results of epidemiological and laboratory surveillance of
respiratory tract infections with viral and bacterial etiology in Bulgaria.

Materials and methods: Epidemiological analysis of the influenza/ARI in-
cidence is done on the basis of data from internet-based information systems.
During the 2018/19 season, a total of 1551 nasopharyngeal swabs of patients
with influenza-like illness/ARI are tested for influenza type A/B viruses. Res-
piratory specimens of 585children aged <5years and adults 265 years are
also examinedfor 8 other respiratory viruses. In 2018, microscopic and culture
examination for tuberculosis of 348 patients and confirmation tests of 468 TB
strains are performed, as well as testing for drug susceptibility. Species iden-
tification of non-tuberculous mycobacteria (NTM) strains is done. Interferon
gamma-based test (T.SPOT.TB) for TB infection is conducted among exposed
individuals. Molecular testing is performed for pertussis, parapertussis, Chla-
mydophyla (C. psittaci, C. pneumoniae), Mycoplasma (M.pneumoniae) and S.
pneumoniae. 53 patients areinvestigated forLegionnaires disease.

Results:Influenza 2018/19seasonis characterized by ahighermorbidity
of influenza than in the previous season, co-circulation of influenza A(H1N1)
pdm09and A(H3N2)viruses detected in 372 (24%) and 190 (12%) specimens,
respectively, andalack of influenza Bviruses. RSVisfoundin89 (15%) pa-
tients. M. tuberculosis complex andNTM are detected in 43 and 7 patients,
respectively; 380 strains are confirmed as M.tuberculosis complex, 88 strains
-asNTM. Atotalof 25TB strains are characterizedas MDR-TB (1is XDR).
Amongthehighrisk persons, MBTinfectionis detectedin 34(42.5%)health-
care workers, 3 (37.5%) children, and 1(10%) patient with HIV. Positive res ults
for pertussis, parapertussis, C. psittaci and C. pneumoniae are obtained in 133
(22.9%), 10 (6.5%), 1 (1.6%) and 1(1.6%) of the study patients, respectively.
S. pneumoniaeis identified in 438 (67%) children aged 1-5years. Legionnaire
disease s found in 10 (18.9%) suspect patients.

Conclusions; NRC ,Respiratory infections and tuberculosis* integrates the
efforts of various experts foramore complete andcomprehensive study of
respiratory infections and tuberculosis in Bulgaria.

Keywords: influenza, respiratory-syncytial virus, tuberculosis, pertussis,
Legionnaires disease



HALUMWOHAIEH PE®EPEHTEH LEHTBP NO

WHOEKUWN, NPEOABAHU C XPAHU UBOAU

(HPU-MNXB),AHAIIM3HA 3ABOJITAEMOCTTA,
2018T.

N, Hukonaesa-Tnom6', A. Kypyatosa', /1. Paittosa', M. Kapareoprues',
M.Magnosga', H. LigeTkosa', A. CTosHoBa', 1. Teopruesa’, E. Tacesa’,
H. BpankoBa’, Xp. flackanos?, E.[ltoposa? I Kpymosa-Bbnyesa?,

M. Munanog?, . Matesa?, I". Hukonos'

1 HauuonaneH LEHTBP No 3apasHu W napasuTHu BonecTy
(HU3MB), Codms

2 HaumoHaneH oumarHoCTUYeH HayyHoM3cnenoBaTeNCkN BeTepy-
HapHoMeauumMHCKU MHeTUTyT (HOHUBMI)

LEN: AHanus Ha 3abonsaemocTTa OT UHAEKL N CXPAHNTENEH U BOAEH
npousxoa B bvnrapus 3a 2018 r.

MATEPUATTUIMETOLM: U3non3BaH e roANWHNAT aHanu3 Ha otaen ,Enu-
femuonorus’ upanHuTe Ha otaenute Mukpobuonorws®, Bupyconorus®
Jlapasutonorua“ HaHU3MB nanHuTe HaHaunoHaneH ueHTLP no be3o-
nacHocT Ha xpaHnte B HAHUBMU. AHanm3bT € Mo HO30M0MMY HY eAUHN LW
cbrnacHousmncksaHusaTa Ha Hapen6a Ne21/18.07.2005 r.Ha M3.

PE3YITTAT Mpe3 2018 1. ypesHuTe nHdekyuu 3aemat 35,01% o peru-
CTPUPAHMTE CNyYan Ha OCTPYU 3apa3Hu Honectu no xopara B cTpaHara.
BopelwaocTtaBarpynara HaoCT puUTe EHTEPOKONUTUN FACTPOEHTE PUT U
(81,38% ot BCMUKM MHEEKLUMO3HW YpeBHH 3abonaBaHus). PermcTpupay ca
24 CcMBPTHU CNYYas, KOeTOo e ¢ 2 No-Manko BcpasHernec 2017 1.(26,67%
0T BCUYKM NOYMHANW 0T 3apasHu bonectn). OBWMUAT neTanuTeT 3a Ypes-
HuTe uHdekymnn e 0,14%. 3abonsemoctra e kakTo cneasa: 60Ty NU3bLM -

0
HAMa perucTpupaHu safonenu, ractpoeHTeput/entepokonut -194,38%

(206,28%,,, npes 2017 r.), wwrenosa - 3,33%,, (4,34%,,, npes 2017 .), hep-
curnosa — 0,13%,, (0,24%,, npes 2017 r.), kamnunobaktepuosa - 2,72%,,,
(2,76%,,, npes 2017 r.), koueHTepuTn (ewepuxnoan) - 4,35%,, (3,38%,,,

npes2017r.),canmonenosa -8,31% ,, (11,21%,,,npes 2017 r). Mpe3 2018
r. HAMa perucTpupaniu 3abonenu ot uHdekumm, npegussukatu ot E. Coli,
npogyumpawu Shiga/Vero TokcuHu. Pemctpupat e13abonsn ot kopemeH
T ot obnacT BapHa. 3abonsemocTTa OT poTaBMpyCHa WHGeEKUMs € C
TeHneHuna 3a Hamanenune (25,62%,, Bcpasrerune c40,52%,,, npes 2017
r.). EkcteHsuHBasuqata Ha mapguasata e 0,26% (0,26% npes 2017 r.) ot
obwo 405 885 uscnegeaHn muua 3a Tasu napasutosa. ObxeaHaTuTe deua
OT OpraHu3npaHn geTckukonekTuem ca obwo 139999, ot konto 333 ca
[MarHocTULMpaHu ¢ mapanasa. [pes otyeTHaTa rogMHa He cacboblieHu
nonoXuTenHu 3a kputnocnopuanosa nuua. B HUBX wa HOHWBMWU ce or-
bensssa ycToMyMBO HapacTBaHe Ha bpos Ha npobuTe 3a ucnegBaHe no
OTHOLIEHWE HA HAKOM OT OMACHUTE XPaHUTENHM natoreHn. Hail-yecTo B
XpaHuTeNHW npopyktv ce usommpa S. Infantis, S. Typhimurium w S. Enteritidis.
SAKIMIOYEHME: AHanuabT Ha faHHMTe nokasea, ue npe3 2018 r. obwmsar
bpoit 3abonenu v3abonsemocTTa OT YPEBHM MHAEKL MW Hamandsa B Cpas-
Hetme ¢ 2017 r. coteeTHo 16840 cnyyas, sabonsemoct 238,86% ,, npes
2018 r. 1 19087 cnyyasu 3abonsemoct 268,76%000 npe3 2017 r.
KnioyoBw AyMM: MH(EKLMM NpefiaBaHy C XpaHu v BOAW, aHamm3, 3abonse-
MOCT.

NATIONAL REFERENCE CENTER
FOR FOOD-AND WATERBORNE
DISEASES (NRC FWD),
MORBIDITY ANALYSIS, 2018

L. Nikolaeva-Glomb', A. Kurchatova', I. Rainova’, M. Karageorgiev’,
M. Paviova', N. Tsvetkova', A. Stoianova’, |. Georgieva', E. Taseva’,
N. Brankova', H. Daskalov?, E. Gyurova?, G. Krumova-Valfcheva?,
M. Milanov?, G. Mateva? G. Nikolov'

"National Center of Infecous and Parasiic Diseases (NCIPD),
Sofia

2National Diagnostic Science-and-Research Veterinary Medical
Institute, Sofia

0BJECTIVE. Toanalyze theincidence rate of food- and waterborne infections
in 2018.

MATERIALS ANDMETHODS. The annual report ofthe Epidemiology Depart-
ment and the data obtained from the Microbiology, Virology and Parasitology
Deapratments of NCIPD and from The National Center for Food Safety at the
NDSRVMI were used to perform the analysis. The analysis includes the infec-
tions according toOrdinance Ne 21/18.07.2005 of the Ministry of Health.

RESULTS.In 2018, enteric infections comprised 35,01% of the totally reg-
istered acute infectious diseases among humans in Bulgaria. Acute enterocol-
itides and gastroenteritides remain the leading enteral infections (81.38%). In
2018, atotalof 24 deaths were registered,thatis 2casesless as comparedto
2017 (26.67% of all deaths of infectious diseases or 0.14% case fatality rate).
Incidence rate of enteric infections is as follows: no botulism, gastroenteritis/
enterocolitis 194.38%qgo (206.28%qgo in 2017), shigellosis 3.33%qq0 (4-34%w0
in 2017), yersiniosis 0.13%gqo (0.24%qqo in 2017), campylobacteriosis 2.72%qgo
(2.76%qqo in 2017), colienteritis (escherichiosis) 4.35%qqo (3.38%q0g in 2017),
salmonellosis 8.31%gqqo (11.21%q00 in 2017). Infections caused by Shiga/Vero
toxin producing E. coliwere not registeredin 2018. One case of typhoid fever is
registered in Vama. Incidence rate of rotaviral gastroenteritis shows adecreas-
ing trend - 25.62%gq0 (40.52%qgq in 2017). Extense invasion of giardiasis was
0.26% (0.26% in 2017) amongall 405 885 persons investigated for enteric
parasites. The number of investigated children from kindergartens was 139999
and333 amongthemwerepositive. Nocryptosporidiosis cases wereregis-
tered. Astableincreaseinthenuberof samples sentto The National Center
for Food Safety at NDSRVMI is registered. S. Infantis, S. Typhimurium and S.
Enteritidis were the most often detected pathogens.

CONCLUSION. The incidence rate of enteral infections in 2018 decreases as
compared to 2017 - 16840 cases and morbidity 238.86%,,,; and 19 087 cases
and morbity 268.76%,,, rexpectively.

Key words: food- and waterborne diseases, analysis,incidencerate.
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AOKNAOHAHAUMWOHANHUA PE®EPEHTEH
LEHTBP MO MUKPOBHA JIEKAPCTBEHA
PESUCTEHTHOCT W AHTUBUOTUYHA
KOHCYMALUA

.H.MBanos', M. Hegankos!, K./BaHosa" W. ®umunosa’, H.KopcyH', W.
Anekcves', C. Axrenosa’, T. Tenes', P. Xapu3aos', 1. Kacpranmkues!, H.
Bnagumuposa!, E. [lobpesa', P. Xpuctoa® B. lobputos’, C. Cvbyesa X.
DNackanos®, T. KaHtapmkves!

1 HauuoHaneH LleHTbp no 3apasnu u MapasutHu Bonectw,
rp. Codpns

2 YHuBepcuteTCKa creunanusmpaHa 6GonmHuLA 3a akTUBHO
neveHne no oHkonorus, rp. Codms

3 HauuoHaneH gMarHoCTUYeH HayYHOM3CneJoBaTEeNckM BeTepu-
HapHOME LML MHCKM WHCTUTYT, rp. Codms

HaunoHanHuaT pedpepeHTeH LEHTBP MO MUKPOOHA nexkapcTBeHa peauc-
TEHTHOCT M @aHTMBUMOTMYHA KOHCYMaLUs MHTerpupa 3aabnboyeHn npoyy-
BaHMsATa Ha cneLuanucTy B 00nacTTa Ha nekapcTBeHaTa pe3ucTeHT-
HOCT Npu BakTepuanHu, rsbUIHI, BUPYCHU M Napa3nTHU NPUIUHNTENN HA
uHexUwm B 061WecTBOTO, OONHMYHMTE 3aBefeHNs v NpobneMHy usonaTu B
CeNnckoTo CTOMAHCTBO M XxpaHuTe. OT HaLMOKaNHaTa cUCTEMA 3@ HAA30p
Ha eTMONOTMYHATa CTPYKTypa Ha MHGeKyuuTe, DakTepuanHara pesuc-
TEHTHOCT M aHTMOMOTMYHATA KoHCyMaums B bynrapus - BulSTAR we ce
NpeAcTaBAT nocneaHuTe TeHaeHuumn 0606wenn 3a 2018 roauna u odop-
MEHM cned aHanua Ha roguwWwHUTe 0T4eTH Ha Hag 150 mukpobuonornymu
nabopatopuusctpaHata. CbOpaHUTe fAHHN3ACAraTMBLNPOCH CBLP3aHH
¢ HabnwpfaBaHnTe HeoBMYaitHM eHOTUNOBE NPU KOHKPETHU BOIKN MUKPO-
OpraHu3bM/aHTUBMOTMK U NPABUIIHOTO UM MHTEPNpETUPaHe. AHanuaupart
CEBB3MOXHOCTUTE 3@ TAXHOTO OTCTPaHsBaHe B Ob/ell ata HUPYTUHHA
JlefiHOCT.

B T1asuBpb3ka M C LeNnCUHXPOHU3MPaHe Ha paboTaTa Ha MUKpOBUONO-
ryHuTe nabopaTopuu ¢ EBponeiickuTe U3UCKBAHUA, We Ce 0TAENM Bpe-
Me Jace PasfCHAT HAYMHMTE Ha ENIEKTPOHHO OTYUTaHE Ha NpeacTOALMA
MbPBY LMKLN HA BHHWHWUA KOHTPON Ha kavecTsoTo. Le obcbaum nosTa-
PALLMTE CE rPELKN Ha yYaCTHULMTE B MHTEpNpeTaLuaTa Ha BpoaeHaTa
PE3UCTEHTHOCT, KaKTO U HENPUNOXMMOCTTa Ha AafeH aHTMOMOT K 3a
neyeHue Ha koHkpeTeH npuinnuten. le ce obcbasT noBTAPAWMTE CE ¢
yecTv npobnemu npu eNekTPOHHOTO OTYUTAHE HA KOHTPONa U foKnadsa-
Hetono BulSTAR. e ce guckyTupat Hackopo ny6nukyBaHUTE NPOMEHN U
HOBOCTM B eBponenckus ctaHaapt EUCAST.

lle 6bpaT goknagBaHu NOCNEAHUTE HALMOHANHM JaHHM 3@ HUBATA Ha
aHTUPETPOBUPYCHA pe3ncTeHTHOCT npu HIV, peancTeHTHOCTTa KbM
NPOTUBOTPUNHYU, NMPOTUBO-XENATUTHU W AHTUMApa3WTHU npenapartaTty,
KaKkTO aHTUMUKOTUYHATA PE3UCTEHTHOCT.

Kniovosu pymu: BUISTAR, MukpoBHa pesucteHTHoct, EUCAST

CECHMAI OryeET 3A AETHOCTTA

REPORT FROM
THE NATIONAL REFERENCE CENTER
FOR MICROBIAL DRUG RESISTANCE
AND ANTIBIOTIC CONSUMPTION

LN Ivanov', M. Nedyalkov', K.lvanova® I. Philipova’, N. Korsun’, I.
Alexiev', S. Angelova’, T. Tenev', R. HarizanoV', |. Kaftandjiev', N.
Viadimirova', E. Dobreva', R. Hristova® V. DobrinoV', S. Sabtcheva?
H. Daskalov®, T.Kantardjiev'

1 Natonal Center of Infecous and Parasitic Diseases, Sofia
2 University Specialized Hospital for Actve Treatment

in Oncology, Sofia
3 National Diagnostic and Research Veterinary Insftute, Sofia

The National Reference Center for Microbial Drug Resistance and Antibiotic
Consumptionintegratesin-depth studiesfrom specialists inthe field of drug
resistance in bacterial, fungal, viral and parasitic agents involved ininfections in
the community and hospitals as well as antimicrobial resistance in the agricul-
ture andfoodindustry. The National surveillance system of etiological structure
of infections, bacterial resistance and antibiotic consumption in Bulgaria - Bul-
STAR presents with the latest trends summarized up to 2018 and after analysis
of annual reports of more than 150 microbiology laboratories. Collected data
address the issues related to the registered unus ual phenotypes in specific bug-
drug combinations with respect to correct interpretation. The means to avoid
misinterpretation in our future routine work will be discussed.

Inthis context andin orderto synchronize the work of microbiological labo-
ratories with European requirements, guidelines for the electronic reporting with
respecttothe upcomingfirst round of Externalcontrol ofthe Quality Management
System willbe discussed. We will elaborate on the re petitive misinte rpretation of
intrinsic resistance, inapplicability of a given antibiotic to treat specific infections
andwhattoreportwhenthereisinsufficient datafor an antibioticin EUCAST.
The frequent problems associated with the electronic reporting in BulSTAR will
be presented and discussed. The recent major changes and novel categories in
EUCAST will be presented and discussed.

The latest national data on the rates of antiretroviral resistance in HIV, anti-
influenza and anti-hepatitis drug resistance, as well as antifungal and antipara-
sitic resistance will be reported.

Keywords: BulSTAR, microbial resistance, EUCAST.



HAUMOHANEH PE®EPEHTEH LLEHTBP MO
300AHTPOMOHO3U C ENMMAEMUYEH PUCK,
HOBU UHOEKLIUU N YNPABNEHUE HA
BUOPUCKA -2018 (HPL SEPHU-YB)

T. KaHmap0xues, W. Tomoea, P. HeHosa, M. Xpucmosa, W. PaliHosa,
W. NgaHos, 1. [eHosa, E. [eopauesa, H. KopcyH, B. Tonykos, E.
Manatiomosa, N. TpughoHosa, C. AHeenosa, M. KagpmaHOxues, E.
KvHesa, A. Mnadxosa, H. Mumkosa, M. Hukonosa, T./lasaposa, B.
Jlesmeposa, M. CumeoHosCKU

HauuoHaneH LleHTbp no 3apasnu u Mapasuthu Bonectn (HL3MB)

300aHTPONOHO3MTE Ca ronsma fpyna MHQeKL UK, Bk YNTENHO 3abond -
BaHUA NPUYUHABALLM €NUAEMUYHYM B3PUBOBE C TEXKM NOCNEACTBUA 3a 00-
LLeCTBEHOTO 34paBeonasBaHe. pUYnHUTENUTE HA HAKOW 300aHTPOMOHO3N
ca MukpoopraHuami ot Puckosu M'ynn 3 m 4, ayact o1 1ax 6uxa Mornu ga
ce M3nonagar kato GUOTEPOPUCTUYHN areHT. YnpaBneHuneTo Ha buopiu-
cka,0c00eHO aKoNPOM3TUYa OTTaKMBa NATOTEHN € OTKPUTUYHO3HAYe-
Hue. Mpouecute Ha rnobanu3auus oT eHa CTPaHa, KaKTO U UMUTPALMOHHHUS
HaTUCK OT Apyra U3nckeaocobe HoB HUMaH Me KbM CNocoBHOCTTa HM3a
[MarHoCTUKa W peakLuma HaHOBOOTKPUTH, HOBOMOSBABALLM CE UMW BHOC Ha
€K30TUYHK 3a Bbnrapus wHgekumm.

Mpe3 2018r HPL 3EPHN-YB nopabpxalue roToBHOCT 3@ CBOEBPEMEHHA
WKOMNETEHTHA peakLna npuHeobXxoauMOCTOT feTEKLMA HANOTEHLMANHM
BuoTepopucTUYHM areHTU.HAManoTBLPAEHU CNyYan Ha aHTpaKke npuxopa
BcTpaHaTa. [puuscnensane Ha 138 naunenta be guarHocTuumpan 1HoB
cnyvait Ha bpyuenosa. Mpes 2018rca guarHoc TMLMPaHK 2 eNMAEMUONOTUYHO
HECBBP3aHN CNyyas Ha Tynapemus. 3a roguHata bsxa gnarHoctuumpanu 2
cnyvasHa KKXTu7-HaXTBC. Otyutace ckokBnabopatopHo fokasaHuTe
cnyyau Ha 3anagHo-Huncka tpecka - 153abonenu, 0TkouTo 2¢ hatane
naxopn, Mpe32018r. ca gnarHocTypanu 26 naLunueHTa, BKN. BeTEpUHapHHU
cneyunanuctu, ¢ octpa Ky-tpecka B 7 pernoHa Ha cTpaHata. [TpocnegeHu
cavn3dnauueHTa cXpoHUYHA hOpPMa Ha MH(EKLUMATA C Pa3BUTHE HA EHAO-
kapAuT. 3a roguHaTa ca guarHocTULMpaHu 45 naumnenTa ¢ TpuxuHenosa.
Peructpupanuc4s3apusaHnasabonasanetosobnactute byprac(2), Pyce
nCmonsH. Peructpupanuca200cnyyast Ha eXMHOKOK03a, KOETO OTHOBO HUL
nocTass cpef ,8oaewWunTe” B ToBa OTHOWeEHNe EBponeicku cTpanu. Cne-
unanuctv Ha HPL 3EPHW-YBca yyacTBanu akTueHo B pa3paboTBaHeTo
Ha HayYHU TeMaTyKu, METOAMYHY YKa3aHus 3a MpexaTa, Hapeabu Ha M3,
€KCMepTHU CbBETU. AKTUBHO €W CHTPYAHUYECTBOTOKBbM CHOTBETHUTE
mpexu Ha ECDC nWHO. HPIT8 cbcTasa HaHPL| 3EPH-YB, yenewHo yyact-
Baxa B MeXAyHapOAHM CXEMI 3a OLieHKa Ka4yeCTBOTO Ha AMArHOCTUKA Ha

300aHTPONOHO3HK VIH(*)eKLI,I/IVI npuxopa. Bue Bpb3KaC I'IOBMLLIaBaHeKBal'II/I(*)M-

Kauuata Ha MeauuMHCKUTE cneynannucTi ca npoBeaeHN Kypcose no BCUYKK

cneunanHocTi B MHdektonommaTa. PasHoobpasHata deiHocT Ha HPL 3EP-

HW-YB npeaunsteknata roguHa be nonynsapuanpaxa Ypes peguua ny onukaumuu
Y y4acTust B U KOHIpecu.

Kntou 0BMAY MM: 300aHTPONOHO3M, HOBU MH(DEKLMM, yNpaBNeHue Habuo-

pucka

NATIONAL REFERENT CENTER
OF ZOONOSES WITH EPIDEMIC RISK,
NEW INFECTIONS AND BIOHAZARD
MANAGEMENT -2018 (NRC ZERNI-BM)

T. Kantardjiev, I. Tomova, R. Nenova, I. Christova, I. Rainova,

I. Ivanov, P. Genova, E. Georgieva, N. Korsun, V. Tolchkov, E.
Panayotova, I. Trifonova, S. Angelova, I. Kaftandjiev, E. Kaneva,
A. Mladjova, N. Mitkova, M. Nikolova, T.Lasarova, V. Levterova, |.
Simeonovski

National Center of Infecious and Parasific Diseases (NCIPD)

Zoonoses are alarge group of infections, including dis eas es that may cause
outbreaks with severe public health consequences. The causative agents of
some zoonoses are microorganisms from Risk Groups 3 and 4 and several of
them could be used as bioterroristic agents. Biohazard management, especially
if derived from such pathogens is crucial. The globalization and the recent im-
migration pressure towards our country, require special attention on the diag-
nostic and responding abilities of the Public Health System with focus on newly
discovered, re-emerging or imported exotic infections.

In2018,NRC ZERNI-BM maintained preparedness fortimelyandcompetent
reaction for detection of potential bioterrorist agents. There were no confirmed
cases of human anthrax inthe country. In astudy of 138 patients, one new
case of brucellosis was diagnosed. Two epidemiologically unrelated cases of tu-
laremiawere found in2018. Two cases of CCHF and 7 of HFRS were diagnosed.
Ariseinthe laboratory-proven cases of West Nile F ever was found - 15 cases,
of which 2 with fatal outcome. Twenty-six patients, incl. veterinary specialists,
with acute Qfeverwere diagnosedin 7 country regions during 2018. Three
chronic Q fever patients with endocarditis were monitored. A total of 45 persons
werediagnosed withTric hinellosis. F our outhreaks of this dis ease were reported
inBurgas (2), Russe and Smolyan districts. There have been 200 cases of Echi-
nococcosis registeredin2018. Those data again placed us among the leading”
European countries in this respect.

NRCZERNI-BM expertsparticipatedactively in thedevelopment of scientific
projects, guidelines for the country, Ministry of Health regulations, expert com-
missions, etc. They were also active collaborators to the respective networks
withinECD C and WHO. NRLs from ZERNI-BM participated successfully in sev-
eralinternational EQAs. The results from various NRC ZERNI-BM activities dur-
ing 2018 were presented ina number of articles and congresses.

Key words: zoonoses, new infections, biohazard management
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BAKTEPUAITHU, BUPYCHUUTTAPA3UTHU
BEKTOP-NMPEHOCUMUUH®EKLNN
B BBJIFAPUA MNMPE3 2018 T.

U. Xpucmosa, P. Xapu3saHos, A. Kypyamosa, E. [MaHatiomosa, Y.
TpucpoHosa, T.MMadHuwia, 1. leHosa-Kany, O. Mukos, B. MeaHosa,
E. Tacesa, H. Mumkosa, C. bykoscka, M. PaliHoga

HL3MB

Mpe3 2018 r. bsxa peructpupanu 599 noTBbLPAEHM Chyyas Ha Jlaiimcka
Bopenuosa (402 cnyyas 3a 2017 r.), 229 cnyvas Ha Mapcuncka Tpecka (180
3a 2017 1.) n 47 cnyyas Ha Ky-Tpecka (30 cnyyaq 3a 2017 r.). [loka3anu
Bsixa 13 60nHM ¢ BMpYCHM XemoparuuHu Tpecku: 6 cnyyas Ha Kpumcka-Kow-
ro xemoparmyHa Tpecka KKXT (2 3a 2017 r.) u 7 cnyyaq Ha xemoparuyHa
Tpecka ¢ GvbpeyeH cungpom (8 cnyvas 3a 2017 r.). PeructpupaHu bsxa He-
04akBaHo Bucok Bpoit — 15 6omHy cbe 3anagHoHMnCKka Tpecka: 8 BEpOATHM
W7 NOTBbPAEHM CIyyast, KAKTO W €UH NAaLMEHT C BHECEHA [LeHTa UHMeKLMs.
Peructpupanm ca 4 cMbpTHU cnyyaq oT Mapcuncka Tpecka (3 3a 2017 r.),
3 noyuHamm oT XTBC, 1 nounnan o1 KKXT v 3 noymHamt oT 3anagHoHuncka
Tpecka. Hama peructpupaHin CMbpTHM chyyau OT Ky-Tpecka u Jlaimcka
Bopenuosa. Mpe3 2018 r. npogb Ky y4acTMETO Ha CneLuanncTm oT pede-
PEHTHUS LUEHTbP N0 BEeKTOPHM MH(ekuw B HauwonanHaTa nporpama 3a
NpoUNakTUKa ¥ KOHTPON Ha BEKTOPHO-NPEAAaBaHN TPAHCMUCHBHU UHGDEK-
um npu xopata B P. bvnrapus, 2014-2018 r. By Bcuukute 28 obnactm
Ha CTpaHaTa belue NpoBeieH HAA30P 3@ HAMMUME Ha Aa3naTCkus TUFPOB Ko-
map Aedes albopictus. YctaHoBu ce npucbcTBUeTO My B 21 0bnacTw, ce-
[ieM OT KOWTO ca HoBOMHBa3upaHu. Mpu 26 naunenTa belwe fokasaxa ocTpa
(opma Ha uHepekuma OT Ky-Tpecka, XOCUTanMaupaku B PasnuuHm KIMH KK
Ha cTpaHaTa. Mpe3 2018 r. B CTpaHaTa Bb3HUKHA EAUH ENUAEMUYEH B3PUB
oT Ky-Tpecka B 4 cena OT paliona Ha o6wuHa fabposo. OT u3cnegBaHuTe
52 XMBOTHOBbAA W BETEpUHaApHU nekapu, 11 nuua ca ¢ nonoXuTENHM npobu
3a Ky-tpecka (PCR u anti-C. burnetii ph. Il IgM aHTWTena), kKaTto OT TsX
epHo gete Ha 10 roguwha Bb3apacT. Mpu 3 naunenta (gBama oT Codms U
emuH oT MneBeH) Oelwe fokasaHa XpOHMYHa (OpMa Ha MHeKLMSTa C pa3su-
THE Ha eHpokapaut. 3abonssae OT Mapcuncka Tpecka belwe ycTaHOBEHO
npu 19 naymenta (17%), oT 06wo 112 nacnessatu no metoaa ELISA ¢ on-
penensHe Ha aHTMTEN OTknacoseTe IgM u 1gG, KaKTO M Ypes ABYCTHMKOB
KoHBeHUMOHaneH PCR. 3a nbpBu MbT OT feceT roauHyu Hacam He bsxa pe-
TUCTPUPHY CNyYau Ha aBTOXTOHHA BUCLEpanHa naiwmMaxvosa. Mpogbnxasa
TEHZEHLMATA EXETO[HO fla Ce PETUCTPUPAT ¥ CNyyau Ha BHOC Ha Manapus.
Mpe3 2018 r. 6sxa perucTpupany 8 cnyyas Ha BHOCHa Manapus, OT KOUTO 7
MbPBUYHM M 1 CNyyail HA peLWauB Ha Manapus Tepuunana. Mo Tpu OT ciyva-
uTe npuunHuTEnM Ha 3abonseaneTo ca P. falciparum, v P. VIVAX (N eavH
PELUONB), @ B EOMH Cly4ail KaTO NpU4UHUTEN € ycTaHOBEH P. OVALE. [IBama
0T 3abonennte ca Gbarapcku rpaxgaHu, a oCTaHanMTe METUMA Ca YyXau
rpaxzaHu. Cnyuau Ha 3abonABaHe 6xa perMcTpupaHu Ha TEPUTOpPUSITA Ha
Tpu obnacTu: Codms (4eTPU MbPBUYHN CNYYAA M €[MH PeLMauB), XackoBo
(mBa cnyyaq) u Pyce (enuH cnyyai). Mpes roguHata ce peructpupaxa eouH
CNyyail Ha BHECEHa BUCLigpanHa nailuManvo3a npy GbNrapckiu rpaxaaHnH xu-
Beew B [MopTyranus u Tpu cnyyas Ha KOXHa NailluMaHno3a Npu MUTPaHTH
oT AgranuctaH. B ONTM kbm HU3ME e guarHoctuympaH cnyyain Ha aupo-
®unapuosa ¢ nepuopbutanHa nokamm3auua ¢ npuyuHuten Dirofilaria repens,
npu nauueHTka Ha 36 r. Mpes 2018 r. Gewe n3nuTaHa edeKTMBHOCTTA
Ha 5 penenexTa, mpedHasHayeHu 3a 3alMTa Ha Xxopata OT KPbBOCMYYeln
YNEHECTOHOTY.

KnioyoBu pymu: BexTop-npeHocumu uHdekumm, Jlaitmcka bopennosa,
KKXT, Mapcuncka Tpecka, Ky-Tpecka, BucLepanHa nanwmaHnosa
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BACTERIAL, VIRAL
AND PARASITIC VECTOR-BORNE INFECTIONS
IN BULGARIA, 2017

I. Christova, R. Harizanov, A. Kurchatova, E. Panayotova, .
Trifonova, T. Gladnishka, P. Genova-Kalu, O. Mikov, V. Ivanova, E.
Taseva, N. Mitkova, S. Bukovska, I. Rainova

NCIPD

A total of 599 confirmed cases of Lyme borreliosis (402 cases in 2017), 229
cases of Mediterranean spotted fever (180 in 2017) and 47 cases of Q-fever
(30 cases in 2017) were registered in 2018. A total of 13 patients with viral
haemorrhagic fevers were detected: 6 cases of Crimean-Congo hemorrhagic
fever (2 in 2017) and 7 cases of hemorrhagic fever with renal syndrome (8
cases for 2017). Unexpectedly high number of patients with West Nile virus
infection — 15 patients: 8 probable and 7 confirmed cases were detected as
well as a patient with imported dengue infection. There are no recorded deaths
from Lyme borreliosis and Q fever. 4 deaths from Mediterranean spotted fever,
3 deaths HFRS, 1 death from CCHF and 3 deaths from WNF were recorded.
Specialists from National reference center for vector-borne diseases continue
their activities as participants of the National Program for prophylaxis and control
of vector-borne infections in Republic of Bulgaria, 2014-2018. A surveillance on
the presence of Asiatic tiger mosquito Aedes albopictus was conducted in all
the 28 regions of the country. The species was found in 21 regions, with seven
of them being newly invaded. In 26 patients, an acute form of Q fever infection
was demonstrated, hospitalized in different hospitals in the country. In 2018,
one epidemic outbreak of Q fever occurred in 4 vilages in Gabrovo. Of the 52
breeders and veterinarians surveyed, 11 individuals had positive samples for
Q fever (PCR and anti-C. burnetii ph. Il IgM antibodies), one of them being 10
years old. In 3 patients (two from Sofia and one from Pleven), chronic form of
the infection with endocarditis was demonstrated. Mediterranean spotted fever
was found in 19 patients (17%), out of a total 112 tested by the ELISA method
(IgM and 1gG antibodies) and by two-step conventional PCR. For the first time
in ten years there were no cases of autochthonous visceral leishm aniasis.
Imported cases of malaria continue to appear. In 2018, 8 imported malaria
cases were registered, caused by P. falciparum (3 cases), P. VIVAX (3 cases,
and one relapse) and P. OVALE (one case). Two of the patients are Bulgarians
and 5 foreigners. Malaria cases are recorded on the territory of three regions:
Sofia (four primary cases and one relapse), Haskovo (two cases), and Ruse
(one case). During the year, one case of imported from Portugal visceral
leishmaniasis in Bulgarian citizen and tree cases of cutaneous leishmaniasis in
migrants from Afghanistan were registered in the country. A case of periorbital
dirofilariasis caused by Dirofilaria repens in a 36-year-old patient was diagnosed
in OPTM at the National Center of Infectious and Parasitic Diseases. In 2018,
effectiveness of 5 repellents designed to protect people from blood-bome
arthropods was tested.

Key words: vector-borne infections, Lyme borreliosis, CCHF, Mediterranean
spotted fever, Q-fever, visceral leishmaniasis



HAUMOHANEH PE®EPEHTEH LEHTBP
»CEKCYAIIHO-NPEOABAHU UH®EKLIMW (CMU) U
BUPYCHWU XENMATUTU"

W. Qununosa, T. TeHes, M. Hukonosa, P. Emunosa, 3. WeaHosa, Y.
UeaHos, E. Lllukosa, B. Jleemeposa, Y. CumeoHoscku, E. [onkouesa-
Mapkosa, M.PaiiHosa, H. Ligsemkosa, N. Anekcues, A. MuHkosa, A.
Kypyamosa, H. Brnadumuposa

HaumoHanHuat pedepenten uentsbp (HPL) no CMIW u BupycHu xenatv-
TMecbananeH npe3 2013r. n GyHKLMOHANHO 06eanHsBa ekcnepTi oTHa-
unoHanHata pedepexTHa nabopatopus no Mukosu u CMNIA, HauuoxanHata
pecdpeHtHa nabopatopus MonekynspHa mukpobuonorus, HauuoHanHata
pedpeHTHa nabopatopus no UmyHonorus, HaunoHanHata pedepeHTHa
nabopatopus InarHocTvka Ha napasutosute, Cekuns enuaeMuonorus u
Haf3opHa 3apasHute 6onecTn, HauuonanHatapedpenTHa nabopatopus
XenatuTHu BupycH, HaumoHanHata pedpeHTHa nabopatopus XepnecHu u
OHkoreHHu BupycH, HaunoHanHata pedpeHTHa noTebpauTenHa naboparo-
pus no HIV.

OcHosHa Len Ha HPL no CMW u BupyCHM XxenaTuTin € ocurypsaBaHe Ha
WHTErpUpaH MYNTUAMCLMNNWMHAPEH NOAXOA (MUKpobUMonosu, MMyHoMo3u,
BMPYCONO3M, Napa3uToNo3n, enuaeMuonosu) npu KOHTpoONa, AMAarHOCTHKaA-
Ta, NPEBEHLMATA, NpOdUNakTUKaTa U €TMOTPONHOTO neyeHne Ha CTINA u
BMPYCHUTE XENaTUTH, KAaKTO U OCbLECTBABAHE HA e(eKTUBHO B3aUMO-
feictene ¢ Munuctepcteo Ha 3apaBeonassaneto (M3), PeronanHute
appasHu uHenekuuu (P3K), EBponeitckua LeHTsp 3a Kontpon nMpodu-
naktuka Ha 3abonsasanusta (ECDC) u CeetosHaTta 3ppasHa OpraHusauns
(C30).

B rasuBpbaka we 6baaT 0006WeHN U aHanu3npaxu pesyntatute ot
[MarHoOCTUYHATa JEeAHOCT, UMYHONOTUYHNAT MOHUTOPUHT U €NUAEMU0 -
NOTUYHMA HAZ30P HAHAW-YECTO CPeLlaHuTe CexkcyanHonpefaBaqmbakre-
puanHu v BUPYCHN MHdEKLM v napasutoan npes 2017, kakto u we 6baaTt
00CBCHN HAAKOM OT CbBpeMeHHUTE TeHmeHuun npu CIA B EBpona ny Hac.

[EAHOCTW HA HAUMOHANHUA PE®EPEHTEH
LEHTBP NO UHOEKLUMNWN, CBBP3AHU C
MEOWUNHCKO OBCNYXBAHE (HPL|-MCMO)
NPE3 2018r.

E. flobpesa, H. Bradumupoea, M.H./eaHos,
W. Tomosa, M. Hukonosa, C. MopdaHosa, T. TeHes,
E. lonkouesa-Mapkosa, C. Kpymosa, J1. Hukonaeea-Iiomb,

A. [Jeuega, M. Hedsinkos, P.Xpucmosa u K. MeaHosa

HauuonaneH LleHTbp no 3apasnu u MapasntHu Gonecty
(HUSBMB), rp. Codus

feinocTute HaHPL-MCMO 3a2018r. caopraHu3upaHuBKnOYOBU Ha-
NpaBNeHNs, CBbP3aHu C eXerofHus Hap3op v aHanua Ha MIC MO; monekynspHo-
reHE THYHM N3CNIeABAHNS Ha BaKTepuanHu U BUPYCHU NPUYUHUTENM C PUCKOB
NOTEHLMan 3a 34paBeTO Ha NaLNMEHTH it MeMLMHCKI NEPCOHaN; Npoc ne AsBa-
He Ha BUPYCHO HOCUTENCTBO Cpej MeaMLIMHCKI Nuua; 06Cne/iBaHe Ha BbTpe-
B0 NHY HIN B3PUBOBE 1 NPOYYBAHMS, OTHOCHO NPOLIECUTE HA CTEPUIM3ALIMUA U
AesnHdekuma B 6onHuyHa cpega.
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NATIONAL REFERENCE CENTER
»SOEXUALLY TRANSMITTED INFECTIONS (STIS)
AND VIRUSHEPATITIS*

I. Philipova, T. Tenev, M. Nikolova, R. Emilova, Z. lvanova, I. Ivanoy,
E. Shikova, V. Levterova, I. Simeonovski, E. Golkolcheva-Markova,
I. Rajnova, N. Tzvetkova, I. Aleksiev, A. Minkova, A. Kurchatova, N.
Vladimirova

The National Reference Centerfor STls and Viral He patitis was established
in 2013 and functionally brings together experts from the National Reference
Laboratory for Mycology and STls, the National Reference Laboratory for
Molecular Microbiology, the National Reference Laboratory for Immunology,
National Reference Laboratory for Diagnosis of parasitoses, Epidemiology
andsurveillance of infectious diseases unit, National Reference Laboratory for
Hepatitis Viruses, National Reference Laboratory for Herpes and Oncogenic
Viruses,National Reference confirmatory |aboratory forHIV.

The main objective of the Reference Center for Sexually Transmitted Infections
and Viral Hepatitis is to provide an integrated multidisciplinary approach
(microbiologists, immunologists, virologists, parasitologists, epidemiologists)
inthe control, diagnosis, prevention, prevention and etiotropic treatment of STIs
and viral hepatitis, as well as toimplement effective interaction with the Ministry
of Health, Regional Health Inspections (RHI), European Center for Disease
Control and Prevention (ECDC) and World Health Organization (WHO).

Inthis regard, the res ults of the diagnostic activity, immunological monitoring
and epidemiological surveillance of the mostcommon sexually transmitted
bacterial and viral infections and parasitoses in 2017 will be summarized and
analyzed as wellas some of the current trends in STIs in Europe and in Bulgaria.

ACTIVITIES OF NATIONAL REFERENCE CENTER
OF HEALTHCARE-ASSOCIATED INFECTIONS
(NRC-HAI) IN 2018

E. Dobreva, N. Vladimirova, I. N. Ivanov, I. Tomova,
M. Nikolova, S. Yordanova, T. Tenev, E. Golkocheva-Markova, S.

Krumova, L. Nikolaeva-Glomb, A. Detcheva, M. Nedyalkov,
R. Hristova and K. Ivanova

Natonal Cenfre of Infecious and Parasiic Diseases (NCIPD),
Sofia

The main activities oftheNR C-HAlin 2018 are organized in key areasrelated
to the annual surveillance and analysis of the healthcare -associated infection
(HAI); molecular-genetic approaches of bacterial and viral pathogens with po-
tential risk for patient and medical staff; investigation of hos pital outbreaks; viral
screening studies among healthcare specialties and performance of surveys on
sterilization and disinfection in hospitals.

o1rdiET 3A AEmHocTTA CECHMAI



3BbPLEHN Ca reHe TUYHI aHanu3n 3a MAEHTU(UKALMA U NOTBL PKAEHNE
Ha Clostridium difficile, kato npu aMby NaToOpPHN NaLUeHTU NONOKUTENEH pe-
syntategokasannpu 11% ot uscneasaHute, fOkaTocped nexalulo 6onHu
pnoctura 58%.

Cpen 54.5% oT npepocTaBeHnTe BOMHMYHM M30NATM OT CTpaHaTa ¢
(eHOTUNHO [loka3aHa PE3UCTEHTHOCT KbM KapabaneHemu ce 3anassa TeH-
[eHLMATa 33 WMPOKO pa3npocTpaHeHue Ha knac B kapbanexemasn. Mpoyye-
HaTa rMKOMeNnTUAHATa PE3UCTEHTHOCT CPEf EHTEPOKOKM Ce [EeTepMu-
HUpa OT OT VAN A reHoTun npu 76% OT u3cnefBaHuTe u3onatu.

MpogbnkaBaT AeAHOCTUTE MO MOHUTOPUPAHE HA BbTPEOONHUYHY Ne-
TUOHEMHN MHEEKLUN.

bbp3ara U ajiekBaTHa MOMeky NApHA WAEHTU(UKALMS Ha BUPYCHU NaTo-
reHuKaTo eTMonornyHu npuiuHnTenn HaMCMO eHenameHHayacToTNpU-
OPUTETHWTE 3afa4i Ha pedepeHTHUs LeHTbp. ObcneasaH e enuaemuyeH
B3pMB OT MOp6GUnM B o6nact byprac uca noTBbPAEHN €AUHUYHN CyYan B
. JTosey u rp. Cochusi. OnpeeneH e UMy HHUA CTaTyC cpelly Mopbum Ha 52
nuua oT pUCKOBM rPYNM, KOHTAKTHU Ha NOTBBPAEHN Clyyan Ha Mop6uam.
Hanuuune Ha 3awutex mopbunnlgG Tuthp e gokasax npn88% ot uscnes-
BaHUTE.

Mpe32018r.e npocneaeHo HocutencTBoTo Ha HBsAg nanti HCV Ha
Me AULMHCKM CNeLuanucTit 0T pa3nUyHM 30PaBHU U NeyveOHN 3aBeeHUA B
CTpaHaTa,u ca npoBefeH M NPOYYBAHMA HA UMYHUTETA Cpe Wy XenaTut
B BupycHa uHdekuus npu 251 gywm megMLUUHCKU nepcoHan.

MBbpLeH e MukpobuonoryeH KOHTPONHa Bb3lyxa B 1EBET OnepaLyoHHi
3anuHaTpuneyebHn3aBeJeHUs BCTpaHaTakaTo eycTaHOBEHa NO-BUCOKA
MUKkpobHa KOHTaMuHaLus oT fonycTumata. PaspaboTeH e anroputbm 3a
npunoxeHue Ha 6akrepuunanm UV namny, ¢ uennoanomaraie Ha fesuHdex-
LMOHHNTE MEPONPUATUS B MEAULMHCKATA NPaKTUKa U HAMansgBaHe pucka
OT Bb3HMKBaHe Ha ICMO.

Mpe3 2018r. HPL-MCMO ocblwecTsyn peanua [eiHOCTH BbB Bpb3ka ¢
dyHkymnata Ha HL3MB kaTo KOMNETEHTHA MHCTUTY LMS MO HO30KOMUATH U
nHdekumm kbm ECDC.

KnioyoBu gymn: WHdekumu, CBbP3aHU ¢ MEAMLUHCKOTO 0bCnyxKBaHe
(MCMO)

HAUUMOHANEH PE®EPEHTEH LEEHTBP
MO BAKCUHOMPEAOTBPATUMU
WHOEKUWWU(HPU-BMNW): TOOULLEH AOKNAA
3A OEMHOCTTAMPE3 2018 T.

H. Bnadumuposa’, A. Kypyamosa', /1. Hukonaesa-Inom6?, C.
Kpymosa?, A. CmosHosa? T.TeHes? E. Mapkoga?, E. lllukosa? B.
Jleemeposa®, H. bpaHkosa®, WM. CumeoHoscku®, A. [euega®

HLU3MMB, HaunoHaneH pedepeHTeH LEeHTBbP NO BaKCMHOMPeAoT-
BpaTUMKU WHEKLMK,

1 Ot men Envaemvonorvs:;
2 Otpen Bupyconorus;
3 Orpen Mwukpobuonorus

LenHaropuwHuaT foknage aace npeactasmobobueHne HapaboTtata
Ha HPL-BIMW no enugemuonornyxms unabopaTopHus Hag3op, M npodunakti-
karaHa BIW, nonpegoctasaHeTo Haundopmayua 3aBMU kbmcneunanu-
CTU B 3[paBEONa3BaHETO, HALIMOHANHN U MEXOYHAPOJHY 3ApaBHU OpraHu3a-
LMW N MHCTUTY LMK, 1 KbM 0BLLECTBOTO.

CECHMAI OryeET 3A AETHOCTTA

Clostridium difficile genetic analyzes foridentification and confirm ation were
performed as in outpatient a positive result was found in 11%, while in hos pital-
ized patients reached 58%.

The country widespread of class B carbapenemases tendency was main-
tained in 54.5% of investigated hospital isolates with phenotypically determine
carbapenem resistance. The glycopeptide resistance was determined by the
VANA genotype in 76% of studied enterococci species.

Continue our activities for monitoring of legionella infections in the hospitals.

The rapid and adequate molecular identification of viral agents as suspected
etiological agents of healthcare-associated pathogens is invariably part of the
priority tasks of the referent center. The measles outbreak was investigated from
Burgas region and sporadic confirmed cases in Lovech and Sofia. The immune
status against measles was tested among 52 individuals from risk groups con-
tacted with confirmed measles cases. The presence of protected measles 1gG
titer was demonstrated in 88% of investigated.

The carriage of HBsAg and anti-HCV among medical staff and HBV immu-
nity has been studied in 251 individuals from various healthcare facilities in the
country.

The microbiological control of the airwas performed in nine operating theat-
ers of three hospitals in the country and high microbial contamination was es-
tablished. Analgorithm forthe use of bactericidal UVIamps was developed
tohelp disinfection practices and to prevent and reduce healthcare-associated
infections.

In2018the NRC-HAI putinto practice a number of activities in regardtothe
NCIPD function as the competent body for healthcare-associated infections to
ECDC.

Key words: Healthcare-associated infections (HAI)

NATIONAL REFERENCE CENTER
VACCINE PREVENTABLE DISEASES*
( NRC-VPD):
ANNUALREPORT ON THE ACTIVITIES IN 2018

N. Viadimirova®, A. Kurchatova’, L. Nikolaeva-Glomb? S. Ivanova?
A. Stoyanova?, E. Markova?, E. Shikova? V. Levterova®, N.
Brankova?®, I. Simeonovski®, A. Decheva?®,

NCIPD, National Reference Center for Vaccine Preventable
Diseases,

" Department of Epidemiology and Communicable Diseases
Surveillance;

2 Department of Virology;

* Department of Microbiology

Aimofthe Annual Reportisto present asummary of integratedwork ac-
tivities ofthe National Reference Center onVaccine Preventable Diseases (NRC
-VPD)inthe area of the epidemiological and laboratory surveillance and preven-
tion of vaccine preventable diseases, also communication of VPD information to
medical specialists, national and international health institutions and organiza-
tions, and to the community.
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Matepuanu n metopm: cbbpata u o6obweHa e uHdopmayuaTa 0THOC -
HO NPOTUBOENUAEMUYHATA, OPraHN3aLMOHHO-METOAUYHATA, HAyYHaTa U
yyebHata geitHocT HaoTaenute Ha HL3MB, BAnsawm 8 cbeTaBa HaHPL,.
CvbpaHae MHpopmaLus OTHOCHO KOMYHUKaLMunoTemaTasa Bl cyvac-
TeToHa ekcnepTn oT HPL. M3non3saH € MCHUMKOB MaTepuan 0T HayYHM
opymu 1 ornybnukaumu.

Pesynratu: 138bplwenn ca AHanu3 Ha BakcuHonpegoTepatumute 6o-
nectv B bunrapws (2017 1.) v AHanM3 Ha MMy HU3ALMNTE W MY HUA3ALUOHHIS
0bxBaT ¢ npodunakTyHm Bakcukm B bunrapusd (2017 r.). Mposexaana e Te-
Kywa pedpepeHTHa nabopaTopHa AMarHOCTMKA 3a [OKA3BAHE MPUYMHUTENN
Ha BIW, nognexalm Ha nabopaTopeH Haa3op;

MoAroTBEHUCa CapasnpocTpaHeHn MHOPMALUOHHIM MaTepuany 3a
EBponeiickata uMyHu3aumoHHa cegmuua B bbnrapus (2018).

PeanuaupaHa e MHTEH3UBHA CbBMECTHA fe/HOCT ¢ MUHUCTEPCTBO Ha
3npaseonassaHeto, ¢ ECDC u ¢ pernonantms oduc HaC30 (Hanp. uspabot-
BaHe Ha pasfenu oT Hapeabu, CTaHOBMWA NO TemaTa 3a NpodunakTvka
nkoHTpon Ha BMW, nogaBaHe Ha Tekyla U nepuofMYHA MHBOPMALUS 0T
Hagsopa Ha BIW B ctpaHara);

Pesyntamute ot HayyHata pabotano BMW canpeacTaBeHu 8 6varap-
kit HayyHu dopymu (10 goknaaa), nybnukysaHu ca 2 ctatum no temata
3a BIW.

MpenonaBatenckata pabota B 06nacTra HacneaauMnNoMHoTo 0byye-
Hue Ha ekcneptute oTHPL-BMW e no Mporpamata 3a CAO Ha HL3MB
BKMIOYBA OPraHU3nUpaHeTo U NPOBEXAAHETO Ha TEMATUYHM KypcoBe(7) U
WHAMBMAYanHO 0ByYeHue Ha CneLuanucTy no Mukpobuonoms, Bupyconomms,
€nnaemMmonorms U MyHomnorus 1 anepronorus.

Mpe3 usnaTa roguHa, kbM 00LWECTBOTO, OCHOBHO YPe3 eNeKTPOHHM
MeLuW, Ce npefocTaBs MHAOPMALUA 32 Pa3NPOCTPAHEHUETO HA KOHKDETHM
BIMW v 3a HaunHWTe 3a npegnasBaHe OT TAX.

akntovenme: Lnpok 06xBaT Z€WHOCTM MO OTHOWEHNE KOHTPONA, Hay -
kata, npenogaBaHeTo nobyyeHnetos obnactra HaBIMU BsxanpoBeneHn
npe32018r. Paborata Ha HPL-BMW gonpuxacs 3anogobpsagaxe Ha enu-
[eMuonoruyHaTacuTyaums B ctpaHata npv Bcaka egHa BIMU, nomara Ha
3[paBHUTE BNACTM NPM B3EMAHETO Ha PELUEHNS OCHOBAHM Ha fjoKa3aTen-
CTBa, MPU NNaHMpPaHeTo ¥ NoAobpABAHETO Ha yCNyTuTe M AeACTBUATA NO
npeseHUMs 1ynpasnexne Ha BIN.

KnioyoBu gymu: BakcuHonpegoTBpaTuMu Bonect, Hagsop, WUMyHU3aLuu
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Materials andmethods: Information on the preventive, scientific, education-
aland methodical work of all departments belonging to the NR C is collected and
summarized. Information related to participation of NRC experts incommunica-
tion activities regarding VPD is also collected. Pictures from scientific forums
and publications are applied.

Results: All reported vaccine preventable diseases, immunizations and im -
munization coverage in Bulgariafor 2017 are analyzed;

Results of routine reference lab diagnostics of different etiological VPI
agents, subject of lab surveillance are summarized;

Information materials for European Immunization Week (EIW) 2018 were
elaborated and shared mainly through electronic media. Activities performedin
regard to EIW are collected;

Anintensive collaborationwiththe Ministry of health, ECDC andwiththe
regional office of WHO is realized (e.g. chapters of legislative documents,
standpoints on VPD prevention and control issues; currently and periodically
preparing, and distribution of information issued by the national VPD surveil -
lance); Scientific work onVPlis presentedat nationalfora (10reports)and 2
articles arepublished. Teachingactivities of ourlecturers areinline withthe
annual NCIPD Continuous Professional Development education programm e for
professional training: 7 courses were carried out as well as individual training of
microbiologists, virologists, epidemiologists, immunologists and allergologists.
Updatedinformationregarding VPD morbidity, prevention andcontrol measures,
was disseminated to the community regularly within whole year.

Conclusions: Wide range of activitiesin regardto VPD control, science,
teachingand education were performedin 2018. The work of NRC-VPD contrib-
utes toimprov e the epidemiological situation of each VPD inthe country; assists
health authorities in making evidence-based decisions; forward planning and
improving of services, and interventions for preventing /treating VPDs.

Key words: vaccine preventable diseases, surveillance, immunizations
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CECUS 11

MukpoOHa AeKapcTBeHa Pe3MCTEeHTHOCT

WBA3UBHU BAKTEPUATNTHN NHOEKLIUU -
ETUWONOMMYEH CNEKTbP UAHTUBUOTUYHA
PESUCTEHTHOCT - AHAJIU3 3A 2IrOAMLLEH

NneEpPMoOn

I". llasapoga’?, X. [xeHesa’, [. PykaHosa’,
K. Paukosa’, C. UceHdxur? [1. Meopeuesa?, M. TeHesa’?

'TY — MeanumHckn  hakyntert, k-pa ,Mukpobuonorua w Mapa-
sutonorns“ — Ctapa 3aropa

2 JlabopaTopus no KnuHuuna mukpobuonorms, YMBAI ,MMpod.
IO-p Ct. Kupkoeuy“ rp. Ctapa 3aropa
6000 rp. Ctapa 3aropa, yn. ,Apmeiicka Ne11“, ert. 5, k-pa pa
,Mukpobuonorus u Mapasutonorus”, Ten.. 042/696410

AHammanpaHi ca faHHu 3a DakTepuanHu M3onati OT XEMOKYRTYpH U NMKBOPH
3a 2ropuweH nepuog ot YMBAN ,Mpod. [-p Ct. Kupkosud® rp. Ctapa 3aropa.
3a Toan nepuog causcnegsatu obwo 459 xemokyntypu, ot kouto 40 ca
nonoxutentn (8,71 %). Mpeobnagasawm MukpobHu Bugose ca: CNS - 10 6p.
nsonati (25 %), E. faecalis -5 6p. usonatn (12,5 %), Acinetobacter baumannii
u P. aeruginosa —no 4 6p. usonatu (no 10 %)
3acbwusnepuogcanacneasatu 06wo 238 nukBopHM npobu, 0TKOMTO
13canonoxutentu (5,5 %). ETuonornynata cTpykTypa nokassanpeobna-
fiaBaHe Ha Gram otpuuatenHu bakrepuu: TOHOB (Acinetobacter baumannii
UP.aeruginosa)-46p. nsonatn (30,7 %)ucem. Enterobacteriaceae-3 6p.
usonatu (23 %). Cnegsat L. monocytogenes -2 6p. usonatu (15,4 %) u
Gramnonoxutenuukoku-46p. usonatu (30,7 %), oTkouto S. pyogenes -
2wu3onara, S. pneumoniae —1u3onat uS. aureus — 1 usonar.
AHanuaupaHa e aHTMBMOTMYHATA PE3UCTEHTHOCT HA MHBA3NBHUTE U3-
onaTh 1 CepoTMNOBaTa MPUHALMEXHOCT Ha Hakou OT TaX (S. pneumoniae).
KnioyoBM gymu: MHBA3MBHUM M30MaTW, PE3UCTEHTHOCT;

ETWONONM4YEH CNEKTBHP HA NEAUATPUYHUTE

BAKTEPUAITHU YHT-UHOEKLUUU N NOAXOAOU B
AHTUBUOTUYHOTO UM JIEMEHUE

H. Mempos ', [. Maxatiomosa ?, p. Heogpumoe’,
L. Teme? I1. [Nempos’, E. KbonesiH?

MeauumHckm nHctutyT — MBP

'YlWM-HOC bPAO KNWHUKA;
20t peneHne no KnuHuuHa mukpobuonorus

LlenHa HacTosILLETO MPOyYBaHE € [a aHanu3upa CnexTbpa Ha GakTepu-
anHute mpuankuTenu Ha YHT uicbekuuw B ambynatopHata otoneguatpuy-

CECHA II MUKPOBHA

AEKAPCTBEHA PE3SMCTEHTHOCT

INVASIVE BACTERIAL INFECTIONS -
ETIOLOGICAL SPECTRUM AND ANTIBIOTIC
RESISTANCE - 2-YEARS ANALYSIS

G. Lazarova'? H. Djeneva’, D. Rukanova’,
K. Rachkova', S. Isendzhik?, P. Georgieva?, M. Teneva'2

" Trakia University — Faculty of Medicine, Dept ,Microbiology
and Parasitology* - Stara Zagora

2 Laboratory of Clinical Microbiology, University Hospital ,Prof. Dr.
St Kirkovich ,. Stara Zagora
6000 Stara Zagora, 11, Armeyska Str, Dept ,Microbiology and
Parasitology“,.: 042/696410

SUMMARY

Dataon bacterialisolates from bloodcultures and CSFsfor a periodof 2
years from patients from the University Hospital ,Prof. Dr. St. Kirkovich ,. Stara
Zagora have been analyzed.

Atotal of 459specimens of bloodwere examined;8.71%. were positive.
Predominant microbial species were as follows: CNS - 10 isolates, E. faecalis

-5 isolates, Acinetobacter baumannii -4 isolates and P.aeruginosa - 4 isolates.

Atotal of 238 samples of CSF were tested and 5.5% were positive. The
etiological structure shows predominance of Gram negative bacteria as follows:
GONFB (Acinetobacter baumannii and P.aeruginosa) -4 isolates (30.7%) and
Enterobacteriaceae - 3. isolates (23%). There were isolated 6 Gram positive
strains as follows: L. monocytogenes - 2isolates (15.4%), S. pyogenes -2
isolates, S. pneumoniae - 1isolate (7,7 %) and S. aureus — 1 isolate.

The antibiotic resistance of the invasive isolates and serotyping of some of
them (S. pneumoniae) has been analyzed.

Key words: invasiveisolates, resistance

ETIOLOGICAL SPECTRUM OF PAEDIATRIC
BACTERIALORL-INFECTIONS AND APPROACES
INTHEIR ANTIMICROBIAL TREATMENT

N. Petrov ', D. Panayotova D 2 G. Neofitov *,
Sh. Tete? P. Petrov ', E. Keuleyan?.

Medical Institute — Ministry of the Interior:
! Oto-Rhino-Laryngology - clinic;
2 Department of Microbiology

The aim of the current study is to analyze the spectrum of bacterial pathogens
of ORL-infections in the ambulatory otopaediatric practice, their antimicrobial
susceptibility, and indicate the algorithms of their appropriate treatment.
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Ha NPaKT uKa, aH TMBUOTUYHAT a UM YyBCTBUTENHOCT, U MOCOM 1 anropu-
TMUTE 32 NPaBMIHOTO WM aHTUBMOTUYHO MneyeHue.

Matepuanuu meTogu: PeTpoCneKkT MBEH aHanu3 Ha u3onumpaHuTe Mu-
KpoopraHuamu 0T KnuHUYHM YHT -MaTepuanucnopes CTaHgapTHUTE Npo-
ueaypu v aHTubnotuyHata umyyacteutendoct no EUCAST 3a nepuoga
2016 - 2018 runpunaraHe Ha MpenopbkuTe 3a aHTMOMOTUYHO neveHue.

Pesymratn. 3a 3-roguwHua nepuop ca msonupanu 131 wama
Haemophilus influenzae [Bojely NpU4MHUTENM OT Ha30-hapuHreanHu Cex-
petu/, 135 wama Streptococcus pneumoniae, 90 wama Moraxella catarrhalis,
145 wama P-haemolytic Streptococcus gr. A. (GAS) /sogewm npuyMHUTENY
0T rbpneH cekper/. Haii-BUCOK OTHOCWTENEH [OAN MMa PE3VCTEHTHOCTTa
koM Erythromycin (n Clindamycin) npu ctpentokoku n M. catarrhalis, wkbm
co-timoxazole, npu BcuukA BuzoBe. Bomeww aHTMOMOTMLM B TepanusiTa
6sxa Amoxicillin/Clavulanic acid, Cefuroxime, kakto uPenicilin (cnpamo GAS).

Ussogu: MpasunHoTo neveHne Ha YHM-uHdekuuuTe B neanatpuyHaTa
ambynatopHa npakTuka ce 6asMpa Ha MWKPOBUONOTMYHOTO w3cnedsaHe Ha
KMUHUYHW MaTepuani u HacoveHa aHTMBWOTUYHA Tepanus.

KnioyoBu gymu: npuynnutenu Ha YHT -uHdeKuum; aHTubnoTnyHa yBCT-
BUTENHOCT; antimicrobial stewardship

MPOYYBAHE IN VITRO AKTUBHOCTTA
HA AHTUMUKPOBHUTE KOMBUHALIUA
CEFTAZIDIME-AVIBACTAM, MEROPENEM-
VABORBACTAMWUPLAZOMICINBBPXY

MHOXECTBEHO-PE3UCTEHTHU KITUHUYHU
LLAMOBEACINETOBACTER BAUMANNII U
PSEUDOMONAS AERUGINOSA

E. Casos,’, A.TpupoHosa', Kp. Kosauxa?,
E. Kbocesa!, T.Cmpamesa®

' BoeHHo-MeaMumHCKa akagemus — Codous,
2MBAIl - CamokoB,3 - MeguumHckn Yuusepeuter — Codous

PE3IOME

Lien: [a ce npoyuu in vitro 4yBCTBUTENHOCTTA HA MHOXECTBEHO —
peancTeHTHM /MDR /wamose Acinetobacter baumannii u Pseudomonas
aeruginosa kuM ceftazidime-avibactam, meropenem-vaborbactam u plazomicin

Matepuanu 1 metopu: Konekuws ot 28 MDR wama Acinetobacter
baumannii 1Pseudomonas aeruginosa, u3onupaHu OT KAMHWYHK MaTepuanu ¢
onpefeneHa deHoTMNHa W reHoTunHa xapaktepuctuka. MIC Ha ceftazidime-
avibactam, meropenem-vaborbactam u plazomicin 6e onpegeneHa ¢ nomowTa
Ha E-tect / Liofilchem /ltaly, cvrnacHo npenopbkuTe Ha dupmata npous-

BOOMTEN. WHTepnpeTauusiTa Ha nonyyeHuTe pesyntatu Oe M3BbpLIEHA
cnopeg nanckeaHusita Ha EUCAST 2019
Pesynratu: lWamosete A.baumanniica peaucteHtHu B 100% Kkbm KoM-
BunaumaTa ceftazidim-avibactam ¢ MIC 24-256g/L, 8 93% kbM meropenem-
vaborbactam uB 86% kM plazomicin. LlamoseTe P. aeruginosa nokassar
YyBCTBUTENTHOCT KbM KOMBUHauuaTa ceftazidim-avibactam B 50% ot
wamosete ¢ MIC o1 2-8 g/L, 22% 4yBCTBUTENHOCT KbM MeEropenem-
vaborbactam 1 plazomicin.

3akmoyerue: OrpaHUYeHU ca Bb3MOXHOCTUTE Ha KOMOWHaLuUTe

ceftazidime-avibactam u meropenem-vaborbactam kato onuus 3a Tpetu-
paHeHa MDR wamose A.baumannii 3a pa3nuka 0Tno-gobpus edekt Ha of
ceftazidim-avibactam npu uscneppanute wamose P.aeruginosa. Jo6assaHeTo
Ha vaborbactam He nojobpsBa akTMBHOCTTA Ha Meropenem Mo OTHOLEHNE
Ha n3cnefBaHWTE OT HacC LamMoBe

KniowoBu pymu: A.baumannii, P.Aeruginosa, ceftazidim-avibactam,

meropenem-vaborbactam, plazomicin
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MHMKPOBHA AEKAPCTBEHA PE3SMCTEHTHOCT

Materials and methods: a retrospective analysis of the isolated organisms
from clinical ORL specimens according the standard operating procedures and
their antibiotic susceptibility by the EU CAST for the period 2016 - 2018, and the
applications of the Guidelines for their usage.

Results. For the 3-year period 131 strains of Haemophilus influenzae |
leading pathogens in naso-pharyngeal secretions/ have been isolated, 135
strains of Streptococcus pneumoniae, 90 strains of Moraxella catarrhalis,
145 strains of B-haemolytic Streptococcus gr. A. (GAS) /leading pathogens in
throat secretions/. Resistance towards Erythromycin (and Clindamycin) had the
highest relative rate in streptococci and M. catarrhalis, and to co-trimoxazole,
in all species. Amoxicillin/ Clavulanic acid and Cefuroxime were the leading
antibiotics in therapy, as well asto Penicillin (against GAS).

Conclusions: The appropriate treatment of ORL-infections in paediatric
ambulatory practice is based on Microbiology investigation and targeted
antibiotic therapy.

Key words: pathogens in ORL-infection; antibiotic susceptibility; antimicrobial
stewardship

IN VITRO INVESTIGATION
THE ACTIVITY OF CEFTAZIDIM-AVIBACTAM,
MEROPENEM-VABORBACTAM COMBINATIONS
AND PLAZOMICIN ON THE
MULTIDRUG-RESISTANT ACINETOBACTER
BAUMANNI AND PSEUDOMONAS
AERUGINOSA STRAINS

E. Savov’, A.Trifonova'!, Kr.Kovachka?, E.Kioseva', T.Strateva’®

" Military Medical Academy, Sofia
2MBAL, Samokov
$Medical University, Sofia

ABSTRACT

Aim: Toinvestigate in vitro the sensitivity of MDR Acinetobacter baumanni
and Pseudomonas aeruginosa strains to ceftazidime -avibactam, meropenem-
vaborbactam and plazomicin

Materialsandmethods: Collection of 28 MDR A.baumanniandP.aeruginosa
strains, isolated from clinical samples with certain phenotypic and genotypic
characteristics. MIC of ceftazidime-avibactam, meropenem-vaborbactam
and plazomicin was determined by E-test/ Liofichem / Italy, according to
manufacturer's instructions. Interpretation of the Antimicrobial susceptibility
testingwas done accordingto EUCAST 2019 criteria

Results: A.baumannii strains tested were 100% resistant to the ceftazidim-
avibactam combination with an MIC of 24 — > 256g/L, to meropenem-
vaborbactam in 93% andto plazomicin-in86% respectively. The P.aeruginosa
strains tested showed sensitivity to the ceftazidime-avibactam combination in
50% ofthestrains with anMIC of 2-8 g/Land 22% sensitivitytomeropenem-
vaborbactam and plazomicin.

Conclusions: The capabilities of ceftazidim-avibactam and merpenem-
vaborbactam combinations are limited as an option for the MDR A.baumannii
strains treatment in contrast to the better effect of ceftazidim-avibactam
combination in P.aeruginosa strains studied. T he addition of vaborbactam does
not improve the meropenem activity with regard to the strains studied by us.

Key words: A.baumannii, P.Aeruginos a, ceftazidim-avibactam, meropenem-
vaborbactam, plazomicin
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NOoABA UPA3NPOCTPAHEHUEHA EKCTPEMHO-
PESUCTEHTHU LWWLAMOBE PROVIDENCIA
STUARTIIKATOBBTPEBOJIHUWYHU NMATOTEHU B
WHTEH3WBHW OTAENEHUA HA YMBAJICM ,H.U.
NMUPOroB“

M. ITecesa’, E. Samepuposa’, C. Crbuesa? U. NsaHos?,
L. locnoduHosa’, L. Yanawka+os!

' JlabopaTopus no mukpobuonorns, YMBAJICM ,H.W. Muporos*;

2 MukpobuonornyHa nabopartopusi, YHUBEpCUTETCKA Crieunanm-
3upaHa BonHuUa 3a aKTUBHO NEYeHMe MO OHKOMOrus;

% HauumoHanHaTa pedepeHTHa nabopaTopus ,KoHTpon 1 MoHK-
TOpUpaHe Ha aHTMOMOTUYHaTa pesncTeHTHocT”, HL3MMB.

Llen: la ce xapakTepuaupa nossaTa u pa3npocTpaHeHUETo Ha BbTpe-
BonHnyHM natorenn ot Buaa Providencia stuartii ¢ ekctpemHa ,uH BUTPO®
PE3NCTEHTHOCTKbM aHTUMUKPObHM npenapatn 8 YMBANCM H.W. Mupo-
ros“.

Matepuanuumetoam: Mpes npepuopa 09.2017r-12.2018r cansonu-
patu 06wo 106 wama Providencia stuartii 0T pa3nuyHu KMUHUYHI MaTEpUani
(xeMmoky Ty pu, Tpaxeo-6pOHXManHN CeKpeTy, MNeBPanHA eKcyaaTh, ypokyn-
Typu u gpyri) npu 63 nauneHTa o1 MHTEH3UBHUTE OTAENEHUS HA TPU KNK-
Hukv B BonHuuaTta. M3onatute ca MaeHTUMULMPAHN C PYTUHHU METOLN U
Vitek-2 Compact (Bio-Merieux), a yyBcTBUTENHOCTTA ,MH BUTPO® € TeCT-
BaHa No auckoBo-AudynoHHus MeTod Ha Kirby-Bauer. Mpodykuuara Ha Me-
Tano-6eta-naktamasa (MBL) e awanuavpana ype3 metofa Mastdiskscombi
CarbaPlus (Mast GroupLtd). TeHeTu4HO M3cENABaAHE HA TPM M30NATa € U3-
BbpLUEHO B HauuoHanHaTa pedepeHTHa nabopatopus ,KOHTpoN U MOHMTO -
pupaHe Ha aHTMBMOTUYHATa PEe3UCTEHTHOCT.

Pesynratu: B HayanoTo Ha nepuoda Ha NpoyyBaHe WaMoBeTe Cac MH-
TepMeanepHa YyBCTBUTENHOCT ,MH BUTPO" KbM MEPONEHEM M YYBCTBY-
TeNHUKbM amukaUmH. B kpas HanepuopaceycTaHoBsBaT iBa heHoTUNA:
YYBCTBMTENHM CaMO KbM aMUKaLWH W HAMbHO PE3UCTEHTHU KbM BCUYKM
TeCTBaHW aHTMMUKpPOOHM npenapaTv. MonekynsapHoTO M3cneasaHe nokasa,
ye TecaHocuTenu Hakoaupawms MBL VIM reH, 0TroBOpEH 3a pe3UCTEHT-
HOCTTa KbM KapbaneHemu.

Jakntoveme: LMpokoTo pasnpocTpaHeHUe Ha MHOXECTBEHO-pesuc-
TEHTHUI pam-HeraT1BHMNaTor eHW, NPNUMHAB ALLM TEXKU M TPYAHONe-
YUMU BBTPEOONHUIHI UHGEKLMM, HANOKW 33BPBLLAHETO B KIMHUYHATA
NpakTUka Ha NONUMMUKCUHOBUS aHTMOUOTMK KOMMCTHH M HapacTBallaTa
myynoTpeba. EgHo 0T HebnaronpusTHuTe NOCNEACTBUS OT TOBA € Cenek-
UuATa Ha WamoBe 0T 6akTepuanHiu BULOBE C BPOAEHA PE3UCTEHTOCTKbM
KONMCTUHKATOHOBWBb Tpe BONHNYHM NaTore HU. HaKom OT T5IX, KakbBTO
e cnyyaaTt ¢ pasnpoctpadenute 8 YMBAJICM H.M. Muporos® wamose
Providencia stuartii, nputexaHat MHOXECTBO MEXaHW3MMU HA PE3NCTEHT -
HOCT W NPEACTABNSABAT U3KMOYMTENHO CEPUO3HO NPEU3BUKATENCTBO 3a
KOHTpONa MTepanusTa Ha NpUYUHEHUTE OT TAX MHAEKLN K.

KniowoBu gymu: Providencia stuartii, konucTun-pesucteHTHu Mpam(-)
BakTepun.

CECHA II MUKPOBHA

AEKAPCTBEHA PE3SMCTEHTHOCT

EMERGENCE AND DISSEMINATION

OF EXTREME-RESISTANT STRAINS
PROVIDENCIA STUARTII AS NOSOCOMIAL
PATHOGENS IN INTENSIVE CARE UNITS

OF UMHATEM ,,N.I. PIROGOV*

M. Leseva’, E. Zamfirova', S. Sabtcheva? . lvanoV?,
Tz Gospodinova’, Tz. Chalashkanov’!

' Laboratory of Microbiology, UMHATEM ,N.I. Pirogov*;

2 Laboratory of Microbiology, University Specialised Hospital for
Aciive Treatment in Oncology;

% National Reference Laboratory for Control and Monitoring of
Antbiotic Resistance, NCIPD.

Aim: Tocharacterize the emergenece and dissemination of nosocomial
strains Providencia stuartii with extreme ,in vitro* resistance to antimicrobial
agents in UMHATEM ,N.I. Pirogov*.

Materials and Methods: A total of 106 strains Providencia stuartii from di-
verse clinical specimens (blood cultures, tracheo-bronchial secretions, pleural
exudates, urine cultures and others ) were isolatedin 63 patients from intensive
care units of three different clinics of the hospital during the period September
2017 - December 2018. The identification of the isolates was done using rou-
tine methods and Vitek-2 Compact (Bio-Merieux) and the ,in vitro* susc e ptibility
was tested by Kirby-Bauer disk-diffusion method. Metal-beta-lactamase (MBL)
productionwas analyzed using MastdiskscombiCarba Plus method (Mast
Group Ltd). Threeisolates were genetically exploredinthe National Reference
Laboratory for Control and Monitoring of Antibiotic Resistance.

Results: In the beginning of the study period the strains expressed interme-
dial susceptibility ,in vitro* to meropenem and susceptibility to amikacin. In the
end of the period two phenoty pes were found: one susceptible only to amikacin
and another - fully resistant to all antimicrobial agents tested. The molecular
assay revealed that the strains carry the MBL-encoding gene VIM, that is re-
sponsible for the carbapenem resistance.

Conclusion: The broad dissemination of multidrug-resistant Gram -negative
pathogens causing severe and difficult to treat nosocomial infections forced
returnof the polimixin antibiotic colistinto clinical practice andits increasing
use. An adverse consequence of this is the selection of strains from bacterial
species with intrinsically resistance to colistin as new nosocomial pathogens.
Some of them, as is the case with the strains Providencia stuartii, disseminated
in UMHATEM N.I. Pirogov*, possess multiple resistance mechanisms and are
exclusively serious challenge for the control and therapy of the infections they
cause.

Kewords: Providencia stuartii, colistin-resistant Gram-negative bacteria.
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MOBAJNIEH MOHUTOPUHI HA AHTUMUKPOBHATA
PE3SUCTEHTHOCT NOCPEACTBOM
METATEHOMEH AHAJIU3 HA TPALICKU

OTNAABbYHU BOAU - NMPEACTABAHE
HA PE3YNTATUOT NMUIIOTHATA ®A3A
HA GLOBAL SEWAGE PROJECT

W.H.NsaHos', R. Hendriksen?, The Global Sewage Surveillance
project consortium?

"HauuoHaneH LeHTBp No 3apasHu 1 napasutHu 6onectu (HL3MB)

2 HauKnoHaneH MHCTUTYT Mo XpaHuTe, [aTcku TEXHUYECKU
yHuBepcuTteT (OTY)

®The Global Sewage Surveillance project consorium

YBoA:. KaHanu3aumoHHUTE CUCTEMM Ca NPU3HATH 33 BAXEH U3TOYHUMK
Ha YOBELWKM NaTOreHM, 0COOEHO B NPeHaCceNeHn paitoHm ¢ nowa MHdpacTpyk-
Typa. MeTareHoMHOTO CeKBEHUpaHe Ha NpobY 0T rpafcka KaHanu3aLus u
KONMYECTBEHOTO ONPEAEeNsAHe Ha TeH) acoLUMpaHu C aHTUMUKPOOHA pe3ic-
TEHTHOCT (AMP reHn) MocTaTb4HU aH TBMOT LK, KOMOWHM PaHO C enu-
[EMMONOTMYHI JaHHM, € HOB NOAXOZ 33 ONpefieNsHe Ha NnosBaTa U TexecTTa
Ha Pe3NCTEHTHOCTTA MPW OMPEAENEeHN 3apaBu YOBEL KW nonynawiuu.
MpoektbT ,[nobaneH Hag3op Ha kaHanusaumonHn Boan (Global Sewage
Surveillance-GSS)* ce ocvwecTaasa cnoakpenata Ha C30. Pesynratute
0T Hero Lye Nocyxar kaTo 40Ka3aTencTBO 3a NpUNaraHe Ha MeTareHOMH U
NOAXOAM, KOUTO BUXa MOTMM fa MHULMMPaT roBaneH MOHUTOPUHT Ha H(eK-
UnosHuTe 3abonsBaHug, BKMIOUUTENHO AHTUMUKPOOHATA PEUCTEHTHOCT.
Llen: MpefctaBsHe Ha OCHOBHWUTE pesyntaTu OT mAnoTHaTa (hasa Ha
npoekta Global Sewage Surveillance ¢ akueHT Bbpxy faHHuTe 3a Bbarapus
Matepuanu u metogu: Macnensann Gsxa koMmnosuTHM npodu ChOUpaHu
HENOCPeACTBEHO MPeAU MPEYUCTBAHE Ha KaHANM3aLMOHHM BOAM OT 74 ronemm
rpagoBe B 60 AbpkaBW Ha TEPUTOPMATA Ha WECT KOHTUHEHTA. AHanmaute
caussbplwenn B [TY. A3non3saHo e BUCOKO NPOAYKTUBHO HOBOrEHEpaLyOHHO
ceksexnpare (HiSeq, lllumina), kato oT BCsika npoba ca reHepupaHu CPeaHo
120 mnH. npouuta (>1.4 Tb). AHamM3bT Ha OCTaTbYHMTE KOMMYECTBA aH-
TMOMOTULM €U3BBPLIEH NOCPEACTBOM TeYHA Xxpomatorpadusa UTaHAeMHa
maccnexktpomeTpus (LC-MS/MS). W3BbplueHo € KapTupaHe Ha JaHHuTe Mo-
cpeactBoM QGIS v cnpsimMo pa3nuyHu NKOHOMUYECKM UHOMKATOPK.
Pesyntatu u guckycus: Mogo0OHO Ha pe3ynTaTuTe OT APyrMMeTa-
reHOMHM NpoyyBaHmus efBa 32% OT NOMy4eHUTe cekBeHUMM Bsxa OTHECEHM
KbM MO3HATH OPraHn3Mu KaToreHnTe acounupanuc AMP Bb3nu3axa npu-
6mmantento Ha 0.03%. Hait-ronemu konuyectsa AMP rexu ce permcTpupaxa
B a(ppuKkaHCKUTE CTpaHu, a Hail-Hucku B ABcTpanus u Hosa 3eHnaaua. [a-
HHUTE COYAT, Ye BbNPEKM YCTAHOBEHATA NONOKUTENHA KOpeNaLmus Mexay
0CTaTBYHOTO KONMMYECTBO OT AAfiEH KNac aHTMOUOTULM BHB BOAUTE U KO-
nuyecTBoTo AMP reHu acouunpany KOHKPETHO ¢ TO3W knac, obwara KoH-
cymauuaHaaHTHbMOTML M Hekopenupac ycTaHoBeHuTe HuBaHa AMP renu.
MpeobnagaBalyuTe reHu yCTaHOBEHY 3@ Bbnrapus canpeaMMHo acoLupaHiu
CPE3NCTEHTHOCTKbM Makponuau (msr, mph,ermB), nennunnunn (blaOXA
cluster 8) n amunornukosuan [ant(3")-1h-aac(6')-I1d], koeTo ce Habnwpasa u
B noBeyeto ctpaHu ot EC.
JakntoyeHue. HacTOALLETO NUNOTHO NPOyYBaHE NOKA3Ba 3@ NPbHB MbT,
Ye JaHHWTE 0T MeTareHOMHMA aHanu3Ha kaHanu3alUMOHHN BON B CbyeTa-
HWE C eNVAEMUONOTUYH U, UKOHOMMYECKM 1 feMorpadcki aHHU Moxe fa bbae
W3KNIOYMTENHO MH(OPMATUBEH NOAXOA 32 3 0TKPUBAHE, KOHTPON, NPefo-
TBPATABAHE MMPOTHO3MpaHe Ha MHGEKLMO3HW 3abonsiBaHus npu xopara.
KnioyoBu gymu: meTareHoOMeH aHanua, aHTUMUKpobHa pe3ncTeHT-
HOCT, aHTUOMOTULM

16

MHMKPOBHA AEKAPCTBEHA PE3SMCTEHTHOCT

GLOBAL MONITORING
OF ANTIMICROBIAL RESISTANCE
THROUGH METAGENOMIC ANALYSIS
OF URBAN WASTEWATER- RESULTS
OF THE GLOBAL SEWAGE PROJECT
PILOT PHASE

I.N. Ivanov', Hendriksen R.?, The Global Sewage Surveillance
project consortium?

" Natonal Center of Infecous and Parasic Diseases (NCIPD)
2National Food Insttute, Danish Technical University (DTU-Food)
®The Global Sewage Surveillance project consorum

Introduction:. Sewer systems are recognized as an important source
of human pathogens, especially incrowded areas with poor infrastructure.
Metagenome sequencing of samples from urban sewage and quantification
of genes associated with antimicrobial resistance (AMR genes) and residual
antibiotics combined with epidemiological data, is a new approach for
determining the incidence and severity of resistance in certain healthy human
populations.

The ,Global Sewage Project” (Global Sewage Surveillance-GSS)* is
supported by the WHO. The results will serve as proof of concept for application
of metagenomic approaches that could initiate global monitoring of infectious
diseases, including antimicrobial resistance.

Objective: Presentation of the mainresults of the pilot phase ofthe Global
Sewage Surveillance focusing on data for Bulgaria

Materials and methods: Composite samples of sewage were collected
immediately prior to purification from 74 cities in 60 countries within six
continents. AllassayswereperformedinDTU. Using highthroughputsequencing
(HiSeq, lllumina), from each sample were generated an average of 120 million
reads (>1.4Th). Theanalysis of antibiotic residues was carried out by liquid
chromatography and tandem mass spectrometry (LC-MS / MS). Mapping of
datawas performed by a QGIS andtovarious economic and demographic
indicators.

Results and discussion: Similar to other metagenomic studies only 32%
of the obtained sequences were referenced to known organisms whereas as
genes associated with AMR amountedto approximately 0.03%. The most
abundant AMR genes were registered in African countries, alowestin Australia
andNew Zealand. The datashow that although a positive correlation between
the residual quantity of a given class of antibiotics in the water and the amount
of AMR genes associated with this particular class was observed, the total
consumption of antibiotics does not correlate with established levels of AMR
genes. Dominant genes identified for Bulgaria were mainly associated with
resistance to macrolides (msr, mph, ermB), betalactams (blaOXA cluster 8)
andaminoglycosides{ant(3”)-Ih-aac(6’)-Ild], whichis alsoseeninmostEU
countries.

Conclusion. This pilot study shows for the first ime that data from
metagenomic analysis of sewage combined with epidemiological, economic
and demographic data canbe very informative approach for detection, control,
prevention and prediction ofinfectious diseases in humans.

Keywords: metagenome analysis, antimicrobial resistance, antibiotics
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CECUS 111

Vudexknmmm Ha pecriMpaTOpHMsT TpakKT

BBbP3A CUHAPOMHA MUKPOBUOJIOTUYHA
ANATHOCTUKA HAPECIMUPATOPHU UHOEKLIA
C MYNTUMNEKCEH PCR

M. Mypdxesa'2®, I. Jlenzeposa’, M. Kanues™? [1. [apdxesa’?, E.
Xpucmosa*

'Kategpa Mukpobuonorus u MmyHonorus, ®apmaueBTNY eH
takynrer, MeguumHcku YnusepcuteT - 1noBaus

2 [labopaTopus no Mukpobuonorns, YMBAI ,Cs. leoprn“—
[nosavB

* TexXHOMOrMYeH LIEHTBP MO crelHa MeauunHa-lnosaus

+Kategpa CoumanHa meguumHa v obuiectBeHo 3pase, Pakynrer
no ObuectBeHo 3opae, MepnumHeku Yhuepcurer — [nosame

Llen: [la ce aHanusupaT Bb3MOXHOCTUTE 33 6bp3a MUKPOOMONOrUYH A
[MarHoCTUKa Ha pecnupaTopHu uHdekuuu ypes mynunnexkcex PCR.
Matepuanuu meToau: 83 knuHWYHK MaTepuana (mbpneH, HasodapuHrane
CeKpeT, Xpauka, eHgotpaxeaneH 1 bAJl ) ot nauventn Ha YMBAI ,Cs. l'eoprm*
- Mnoeaue 651xa M3cneasaHu MMKPOOMONOMYHO C [1BA NaHena Ha MyNTANMEKCEH
PCR (FilmArray, BioMerieux). Ypes FilmArray Respiratory Panel ce poxassar
0T efHa npoba 3a 70 muHyTM ( epHoBpemeHHo) 17 Bupyca u 3 baktepus. C
FilmArray Pneumonia panel ocsex 15 baktepuu, 8 Bupyca u 3 atnuyhu 6ak-
Tepuu, Morat ja CeyCTaHOBSAT U 8 reHM 3a PE3NCTEHTHOCT KbM aHTUOM-
oTuuM. Pesyntatute 0S1Xa CPAaBHEHM CPYTUHHU MUKPOBMOMOTMYHU METOAM.
Pesynrat: Beuuku mocTenunu matepuany 6sxa 0T XoCMUTanMsupaHu
NauueHTH, CenekTMpaHu Mo KNMHUKO-NabopaTopHU AaHHW W CUMNTOMM 33
[MXaTenHa MHKEKUMA OT ropHW w/uni JOMHM AwxaTenku nbTuwa. C pecnupa-
TOpHUA naHen Bsxa ucnesBaHi 53 rbpiexn un HasodapuHreanHu Cekpeta ot
naumeHTn HacpegHa Bbapact 19.0 £3.37 roawnn. Mpu 32 (60,38 %) ce pokasa
natoreH, kato npu 7 (21,87%) ce ycTaHoBi noseye OT efuH. Hait-yecto go-
kasaHuTe Mukpoopranusmu 6Bsxa Human Rhinovirus/Enterovirus (29.6 %), RSV
(29.6 %), Influenza A virus (22.2 %) u B. pertussis (7.4%). C gpyms naxen 69xa
nacnessatu 30 npobu (eHmoTpaxeaneH cekpet, xpauka umn BATT) oT nauwmeHTi
CJaHHW 32 MHEBMOHMS W cpegHa Bb3pacT 41.665.45 rogunn. Mpu 24 baxa
fokasaHu natorewn. mPCR Pneumonia panel gokasa 34 (73,9 %) 6aktepun u
12 (26.1 %) Bupycu oT momoxutenHn Matepuanu. B 44% pesyntatute ce
noTBbPAMXA CbC CTAHAAPTHUTE MuKkpobuonoruyHu metogn. Hait-yecTute
bakTepuaniu npuunnutenn baxa P. aeruginosa (12.5 %), S. pneumoniae (10.4
%), S. aureus (10.4 %), H. influenzae (7.7 %), a o7 Bupycwte- Human Rhinovirus/
Enterovirus (14,6 %) u Adenovirus (6.3 %). Mpn 13 (43,3 %) 6onkw ce gokasano-
BeveoTeguHnaroreH. B 14cnyvaa PCRnokasananuyne HareHn 3aantnbuo-
TU4YHA pe3ncTeHTHOCT, 10 0T KONTO Bsixa NOTBBPAEHU KYNTYpPErTHO.
Jakntoyenmne: MyntunnekcHust PCR e ¢ no-Bucoka 4YyBCTBUTENHOCT,
CpaBHEHa CKyNTypenHuTe MeToAN. Bb3aMoxHOCTTa 32 Ob P30 KOMNNEKCHO
WacnefBaHe Ha Bupycu v bakTepum ynecHsBa n3bopa Ha agekBaTHa Tepanus
Y HEHYXHOTO U3MOMN3BaHE Ha aHTUBMOTUK NPY BUPY CHUMHAEKLIAN.
KniouoBu gymu: My ntunnekce PCR, pecnupatopHu MHGeKLnm, reqn 3a
aHTUOMOTUYHA PE3UCTEHTHOCT

CECHUA III vHOEKIIMYM HA PECIITMPATOPHUMS TPAKT

RAPID SYNDROME MICROBIOLOGICAL
DIAGNOSIS OF RESPIRATORY INFECTIONS
BY MULTIPLEX PCR

M. Murdjeva®?®, G. Lengerova ', Y. Kalchev'?, P. Gardjeva®? E.
Hristova *

" Department of Microbiology and Immunology, Faculty of
Pharmacy, Medical University — Plovdiv

2 Laboratory of Microbiology and Immunology, St George
University Hospital, Plovdiv, Bulgaria

3 Technological Center for Emergency Medicne-Plovdiv

“Department of Social Medicine and Public Health, Faculty of
Public Health, Medical University — Plovdiv

Aim: Toanalyze the possibilities for rapid microbiological diagnostics of
respiratory infections by multiplex PCR.

Materials and Methods: 83 clinical materials (throat secretion,
nasopharyngeal secretion, sputum, endotracheal and BAL) from patients of ,St.
George“ University Hos pital- Plovdiv were tested with two panels of multiplex
PCR (FilmArray, BioMerieux). 17 viruses and 3 bacteria can be detected
simultaneously from each specimenfor 70 min with FilmArray Respiratory
Panel. In addition to 15 bacteria, 8 viruses and 3 atypical bacteria, 8 genes for
resistance to antibiotics can be identified with FilmArray Pneumonia Panel. The
results were compared with routine microbiological methods.

Results: All testedspecimens werefrom hospitalized patients whowere
selected for clinical-laboratory data and symptoms of res piratory infection from
the upper and/ or lower respiratory tract. Fifty three throat or nasopharyngeal
swabs collected from patients of meanage 19.0+3.37years were examined
withthe RespiratoryPanel. One pathogenwasfoundineach of 32(60.38%)
cases, whereas more than one was detectedin 7 (21.87%). The most
common microorganisms were Human Rhinovirus/Enterovirus (29.6%), RSV
(29.6%), Influenza A virus (22.2%) and B. pertussis (7.4%). T hirty specimens
(endotracheal secretions, sputum or BAL) of patients suspicious for pneumonia
andmean age 41.66  5.45years were tested with the other panel. Pathogens
were detected in 24 samples.. mPCR Pneumonia panel detected 34 (73.9%)
bacteria and 12(26.1%)viruses from positive specimens. Theresults were
confirmed in 44% with standard microbiological methods. The most common
bacterial pathogens were P. aeruginosa (12.5%), S. pneumoniae (10.4%), S.
aureus (10.4%), H. influenzae (7.7%) while viruses were Human rhinovirus

| Enterovirus (14.6%) and Adenovirus (6.3%). More than one pathogen was
detected in 13 (43.3%) patients. In 14 cases, PCR revealed the presence of
antibiotic resistance genes, 10 of which were confirmed with culture procedures.
Conclusion: Multiplex PCR has higher sensitivity compared to culture
methods. The possibility for rapid and complex identification of viruses and
bacteria facilitates the choice of adequate therapy and unnecessary use of
antibiotics for viral infections.
Key words: multiplex PCR, respiratory infections, antibiotic resistance genes.
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CbBPEMEHHM UMYHOJIOTM4YHW NOAXOAU
3A MOHUTOPUHI HA MTB UH®EKLIMATA -
NMPEOAUMMCTBA U OTPAHUYEHUA

4. Todoposa’, P. Emunosa’, B. Muna+os?,
M. Tiopekquesa®, T. Bbpnesa®, M. Hukonosa’

"HaumoHanHa pedepertHa nabopatopust no MmyHonorus, HauuoHaneH LigH-
TbP N0 3apasHu 1 napasutHn Gonectu, Cogus;

2KnuHuka no dtuanatpus, MHoronpodiunHa BonHMLA 33 aKTUBHO NE4YeHMe Ha
Benoapobxu 6onectn ,Ceeta Codms“, Codpus;

$ Mporpama,logobpsiBaHe Ha ycmolyugocmma Ha HauuoHanHama npoepama
no my6epkynosa», MUHUCTEPCTBO Ha 3apaBeonassaHeTo, Codus

YBoa.JlareHTHaTa MTB uHd ekuusi (LTBI) 3acsra Hag egHa TpeTa ot
CBETOBHOTO HaceneHue, ¢ 10% puck oT passutve Ha 3abongsaHe, Hapa-
CTBALY 3HAYMTENHO B YCNOBUS HA UMYHEH AeduumT. YecToTata Ha HOBYU
WHeKUMMy HacocTaBa HaacpeaHaTa 3a Espona. Wupoko uanonssanuTe
nHTEp®epoH-rama 6asupanu tectose (IGRA)ce oTnuyaBatcBucOKacne-
LMUYHOCT, HO NPOrHOCTMYHATA WM CTOMHOCT € HECUrypHa.

Len. [laceouexun npunoxumoctta HalGRA 0TnocnegHo nokoneHue 3a
MOHUTOpUpaHe Ha MTB uHdeKkuuATa NpU pasnMyHu Kateropuin nauueHTH.

Matepuan n meTou. AHanu3upanu ca gaHHu Ha HPIIW, HU3MB 3a ne-
puoga 2015 - 2019 r., OT CKpUHMHT Ha 3npaBHu paboTHuuyM B puck (P, n=
559) unuuscneaBaHN NoKNUHMYHK NOKA3aHMA nauneHTn (n=342)c T-Spot
(Oxford Immunotec), QuantiFERON-TB Gold In-Tube test (QFT-GIT) u QFT- Plus
(Qiagen).

Pesyntatn.YectoTata HaMTB vHdeku nsa Bapupa ot 38-40% npu3P
10 17% npu HoBooTkpuT HIV+ nuua n 15% npu ocTaHanuTe, M3cneaBaHxu
noknMHWIHU noka3aHua. Mpu 3P cnoseye oTegHouscneasate (n=136)ce
yCTaHOBABA 3HAayuTenHa yectota Ha pesepcus (7%) u konsepcua (15%).
PesyntatuteoTQF T-GIT npu 3P cepasnpepensts 4noarpynunokonuye-
cTB0TO n3mepeH IFNy, 6e3 Bpb3ka ¢ NpOABLNKXUTENHOCTTA M aKTUBHOCT -
Ta Ha HdekymnaTa unu npunoxexarta MTB-cneuncduyna repanus. TB1-u
TB2-cneynduynata IF Ny cekpeuns (QFT- Plus) He pasrpaHuyasa rpynute ¢
aktueHa TB (n=32), npogbnxutenta (n= 15) unu ckopowna LTBI (n=14).
CbwoTo ce oTHacA 3a cboTHoweHueto TBAG/M. Mo-Bucok Asn puckop-
[aHTHU TB1n TB2 otroBopu ceyctanossBar npu ATB. C T-spot ce ycTa-
HOBfBa No-y4ecTo npeobnagasaw otrosop kbM CFP10 (31%) otkonkoTo
kbM ESAT 6(18%).

3akntovenmne.|GRA TecToBeTE Ca Y AOOHN MCPABHUMM 3a LIENNUTE Ha Ne-
PUOAMYEH CKpUHUHT. 3aabnboyeHaTanporHosa, B T.4. 3aHeobxogumocTTa
nedekTa oTcneUMpuyHa TEpanus U3UCKBAT BKNKYBAHETO Ha MapKkepu Ha
BPOAEHMS M afanTUBEH NPOTEKTUBEH UMY HEH 0TroBOp kKbM MTB aHTure-
HW, XapakTepHu 3apasnuynHu (asm oT pa3BUTMETO Ha MHAEeKLMSTa.

BrarogapHocTu: Toa npoyysaHe e ¢uHaHcupado ot ®HW no npoekt
OH13/1/14.12.2017
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IMMUNOLOGY OF MTB INFECTION:
THE CONTEMPORARY DIAGNOSTIC
CHALLENGES

Y. Tododrova’, R. Emilova’, V. Milanov?,
M. Tyufekchieva®, T. Varleva®, M. Nikolova'

" National Reference Laboratory of Immunology, Natonal Center
of Infecous and Parasific Diseases, Sofia, Bulgaria

2University Hospital for Respiratory Diseases ,St Sofia”,
Tuberculosis Clinic, Sofia, Bulgaria

 Programme ,Improving the sustainability of the National
Tuberculosis Programme®, Ministry of Health, Sofia, Bulgaria

Background. One third of theworld populationis estimatedtohavelatent
TB infection (LTBI), with 10% lifetime risk for activation, which increases
considerably in case of immune deficiency. Bulgaria remains a high-priority
European country to stop TB. The widely applied interferon-gamma release
assays (IGRAs) are of high specificity, yet their predictive value is uncertain.

Material and methods. Screening data for highly exposed healthcare workers
(HCWs n=559) ortestresults of patients with observationfor MTBinfection
(n=342) obtained in NRLI, NCIPD with either T-Spot (Oxford Immunotec),
QuantiFERON-TB Gold In-Tube test (QFT-GIT) or QFT-Plus (Qiagen) in the period
2015 - 2019 r. were retrospectively analyzed.

Results. Therate of MTBinfectionvariedfrom 38 - 40%in HCWsto17%
innewly diagnosed HIV+individuals and 15% intherest of tested patients.
InHCWs with consecutive test results (n=136), a high share of reversions
(7%) and conversions (15%) were established. QFT-GIT results from HCWs
were distributed in four subgroups according to the quantity of measured IFNy,
not associated with infection duration, activity, or MTB-specific treatment.
The patterns of TB1- and TB2- specific IFNy secretion (QF T-Gold) did not
discriminate between patients withactive TB (n=32), recent contacts (n=14)
orwithlong-term LTBI (n=15). The samewasvalidforthe TBAg/M ratio. A
higher rate of discordant TB1 and TB2 responses was establishedin ATB. With
T-spot, aprevalent response to CFP10 was more frequent than to ESAT-6 (31%
vs. 18%).

Conclusions. IGRAs are convenient and comparable for large-scale
screening. The reliable prognosis and monitoring of MTB infection including
the need and effect of specific therapy require additional markers of innate
and adaptive immunity to MTB antigens representative for different phases of
infection.

Acknowledgement: Supported by research grant DN13/1/14.12.2017, Bul-
garian National Science Fund.

Key words: MTB infection, IGRA-test

MHO EKIIUM HA PECIIMPATOPHUI TPAKT CECHA III



FPUMNEH CE30H 2018/2019 -
ENMMWOEMWONOrM4YHU U BUPYCONOIMYHHU
XAPAKTEPUCTUKH

C. Bonesa’, C. Aneenosa’, M. lpueoposa’, Y. TpughoHosa’,
A. Munkosa?, C. Cmouuosa? H.Bnadumuposa?,
A. Kypyamosa?, H. KopcyH'

! HaumoHanHa pecepeHTHa nabopaTopus ,,lpun u OP3%;
2QOtpen Enugemmonorusi, HU3MB, Codus

Llen: AHanu3 HaenuaeMnonoruyHuTE MBMPYCONOTMYHN 0C0BEHOCTH Ha
rpuneH cesoH 2018/2019 .

Marepuanu u meTogu: [JaHHUTE 33 pErUCTPUpaHUTeE Cryyan Ha rpun
nOP3Bnepnopaot40-tacesmuua Ha 2018t go 9cepmuua Ha2019r.ca
NoMy4eHn 0T MHDOPMaLMOHHATa CUCTEMA 3@ CEHTUHENEH Haa3op. B Hero ca
BKIKOYEHY 0010 227 nevyebHu 3aBefeHus 3a M3BbHOOMHUYHA MOMOLL, KOUTO
obcnyxsat 381 376 fywu 0T BCMYKM BH3PacTOBM rpynu B 28-Te 06nacTHm
rpajaHacTpaHaTa. 3a OLeHKa Ha enuaeMusTaca n3non3BaHu MeToauTe
Ha NepCeHTUNIUTE U BEPUXHUTE eMuAeMUN. 3a HANWYME Ha TPUTIHY BUPYCH Ca
W3CNefBaHN KMMHUYHYM Npobu (HazodapeHmanHu cexkpet) o1 ambynatop-
HO NEKyBaHW M XOCTMTaNM3NpaHu naumeHTH ¢ mpunonofobHu sabonspanus/
OP3 ot usnatacrpaHa. lokassaHeTo v TUNMpaHeTo/cybTMNMpPaAHETO Ha
rpuUnHMTE BUpYyCH € n3BbpLIEHO Ypes Real-time RT-PCR peakumu. Mbpeute
fokasanu B bunrapus rpunxu Bupycw ca cexsenupann 8 CDC, AtnanTta u
WHO-CC, JloHgoH.

Pesynramu: Mpuntata enngemus npesce3on 2018/2019 sanoyHa npes
ceamuua 2/2019 1. mennaemMuyHnsT nuk 6ewe JOCTUTHAT Npe3 cefmuLa
4/2019r.ToraBa bsixapernctpupann 9455cnyyas Ha rpun nOP3 nsabona-
emocT 0T 247.92Ha 10000 gyww. B Hakon obnacTi Ha cTpaHaTa kaTo
bnaroesmap, byprac, Bapxa, Bugmt, Bpaua, lo6puy, Kb paxanu, Kiocteraun,
Masapaxuk, MneseH, Pasrpag, Pyce, Crinsen, Cocua-rpag, Toprouue u Ly-
MeH Dele perucTpupaHa MHOro BUCOKa MHTEH3uBHOCT. OT nabopatopHo
nscnensanute 1551 knuHnYHU NpobY, rpunHuBMpYCH Bsixa 0TKpUTH B 562
(36%): A(HIN1)pdm09 - 372 (24%), A(H3N2) - 190 (12%). CexeHupanute
168upycaA(HIN1)pdm09 nonaparsreHeTnyen kneip 6B.1. Cexsennpa-
Hute 9 Bupyca A(H3N2) npunapnexat kv reHeTuyHucybrpynu 3C.2a1b
n 3C.2a2.

Jakntoyenme: MpunHataenungemuanpesceson 2018/20198 bvarapusce
XapakTepu3aupalle ¢ no-BuCoka 3abonsemMocT no BpeMe Ha enuaeMuy HIS muk
BCPaBHEHWe C NPeaXOfHNTE ABa Ce30Ha. [TOBpeMe HaenuaeMusiTa LiMpKy -
nupaxa supycute A(HIN1)pdm09 u A(H3N2) B cboTHowenme 2:1. Ceksenu-
patute A(HIN1)pdmO09 Bupycv nonagat B ChLnA reHETUYEH KNeid, KbM
KOWTO ce oTHacA 1 BakcuHanHuaT supyc A/Michigan/45/2015.

KnioyoBM Aymu: CEHTMHENEH HAA30p, rpuUM, TPUMHN BUPYCH

CECHUA III vHOEKIIMYM HA PECIITMPATOPHUMS TPAKT

INFLUENZA SEASON 2018/2019 -
EPIDEMIOLOGICAL AND VIROLOGICAL
CHARACTERISTICS

S. Voleva', S. Angelova’, |. Grigorova', I. Trifonova’,
A. Minkova?, S. Stoitzova®, N.Viadimirova?,
A. Kurchatova?, N. Korsun’

" National Reference Laboratory ,Influenza and ARD",
2 Department of Epidemiology, NCIPD, Sofia

Aim: analysis of epidemiological and virological features of influenza
2018/2019 season.

Methods: Dataonregistered cases ofinfluenzaand ARI during the period
from 40 week 2018 to 9week 2019 are obtained from the information sys-
tem forinfluenza and ARI sentinel surveillance. Atotal of 227 outpatient health
care units, serving 381 376 people of all age groups from 28 regional cities
are included in the sentinel surveillance. The percentile and moving epidemic
methods are us ed for epidemic evaluation. Clinical specimens (nasopharyngeal
swabs) of ambulatory treated and hospitalized patients with influenza like ill -
ness/ARI from the whole country are tested for influenza viruses. D etection and
typing/subtyping of influenza viruses are carried out by Real Time RT-PCR. The
first influenza viruses detected in Bulgaria are sequenced in the CDC, Atlanta
and WHO-CC, London.

Results: Theinfluenza2018/2019 epidemic started duringthe week 2 of
2019 andthe epidemic peak was reachedinweek 4 of 2019 with 9455 influenza
and ARl cases registered and 247.92per10 000 populationincidencerate.
The intensity level was very high in some regions of the country: Blagoevgrad,
Burgas, Vama, Vidin, Vratsa, Dobrich, Kardjali, Kjustendil, Pazardjik, Pleven,
Razgrad, Russe, Sliven, Sofia city, Targovishte and Shumen. Out of the 1551
clinical samples laboratory tested, 562 (36%) were positive for influenza virus -
es: 372 (24%)for A(H1N1)pdm09 and 190 (12%) for A(H3N2). The sequenced
16 A(HIN1)pdm09viruses fallintothe genetic clade 6B.1. Thesequenced 9
A(H3N2) viruses belong tothe genetic subgroups 3C.2a1b and 3C.2a2.

Conclusions: The influenza 2018/2019 season in Bulgaria was character-
ised by a higher incidence rate in week 4/2019 compared to the incidence rate
during the epidemic peak in the previous two seasons. During the epidemics
influenza A(H1N1)pdm09 and A(H3N2) viruses circulated in a 2:1 ratio. The
sequenced A(HIN 1)pdm09 viruses belonged to the same genetic clade as the
vaccine virus A/Michigan/45/2015.

Key words: sentinel surveillance, influenza, influenza viruses
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EKONOr’MYHOTO AOANTUPAHE HA
FTEHOTUNOBETE HA MYCOBACTERIUM
TUBERCULOSIS KATO ®AKTOP 3A
PASNPOCTPAHEHWUE HA TYBEPKYNO3ATA

C. MaHatiomos’, []. Madxapos? 0. AmaHacosa’, A. balikosa’,
E. bayuticka', B. Tonukog’, B. MoHeg!, T.KaHmapdxueg'

" HauvwoHaneH LEeHTBp Mo 3apasHi 1 napasnTHin Gonecty
2 cTopurdeckn chakynteT, Codminckm yHmBepcuteT

Tybepky nosata e rnobanHo pasnpocTpaHeHo MHeKLMo3Ho 3abonsasaHe.
BuabT Mycobacterium tuberculosis ce e pa3npocTpaHun v €KONOrMYHO apan-
TUpanBbBBCHYKM reorpadcku paitom Ha 3emaTa. MurpauusTa e 0CHOBEH
[BUKeL (akTop 3a pasnpocTpaHeHueTo Ha Tybepkynosata. Moneky napHo -
eNnuaEeMUONOTMIHUTE [aHHK COYAT, Ye PasnuYHM UNOreHETUYH TPYNKU Ha
Mycobacterium tuberculosis ca ce aganTupanut KoM pasnuiHi 06LWHOCTH U
pacu. ®akTopute, KouTO popMupat nokanHoto buopasHoobpasune Ha M.
tuberculosis B fapeH reorpadcku paiioH cacnoxHu U He fobpe npoyyexm. He
eN3BeCTHO Janu reHotunosete Ha Mycobacteriumtuberculosis, HoceHu 0T
npecensalyceobWHOCTH, yCNEWHO CeaaanTupaT B HOBM reorpadcku pa-
VIOHM M €KONMOTMYHN YCIOBWS.

Llenma Ha HaweTo u3cnefBaHe 6e ga npoyyum exonorMyHOTO aganTu-
paHeHaHoBurenoTunoe HaM.tuberculosis HaBnu3alwn B bbarapws ¢ mur-
pupaLy obLHOCTM.

Matepuanu u metogn: Hve nscnegaxme pesyntatute OT CMOMUIo-
u 24 nokycHo MIRU-VNTR Tunupare Ha noseye oT 750 YyBCTBUTENHU U
350 MynTupesncTeHTH Wwama Ha M.tuberculosis cbbpatm oTbbarapus 3a
nocnegnute 15 roguHu. baxa uscneasaHu JOKYMEHTUPAHW MacoBU Murpa-
LMOHHM BBIIHM KbM Bbnrapus ot nocnegHute 10 Beka.

PesyntaTi: Hawute pesynTaTu nokasaxa, ye rpyna 4 (Euro-American)
Ha M tuberculosis e eMHCTBEHO pa3npocTpaHeHa B bbarapua. UsknioueHue
npaBAT 2 wama M. BOVIS u 12 wama oT rpyna 2 llekuH 3a kOWUTO UMa-
Me [0Ka3aTencTBa, Ye ca Ce pasnpocTpaHunm B cTpaHata cneg 2007 r.
AHanM3bT Ha [OKYMEHTUPAHM MacOBM NMPECENeHUs Ha LMTaHCku 0OWHOCTH
oT CeBepo3anagxute yact Ha VHpuickua cybkoHTWHEHT cneg 10-12
BeK, Ha Typuu OT LleHTpanHa Asus npes CpefHOBEKOBMETO U CKOPOLIHMU
NPECeNneHus Ha apMeHLy, pycHaui 1 adpukaxuy npes 20 Bek He ca NOBAMANK
Buopasdoobpa3aneto Ha M tuberculosis B bBbnrapus ¢ reHoTUNOBE OT rpynu
1,2,3,56un7.

06cbxpaHe: Hue npaBuM 3akKueHue, Ye UMNOPTUPAHUTE B MUHANOTO
reHotunoBe Ha M tuberculosis, pasnuuHu oTrpyna 4, eKONOrMYHO He ca ce
aganTupanus bvnrapus. Hue n3kaseame xvnoTesara, Ye MurpaLusTa He
€ OCHOBEH (hakTop 3a pasnpocTpaHeHue Ha Tybepkynosara, a nokaniuTe
€KOMOTMYHN haKTOPM UMAT OCHOBHA PONsA 3aafanTupaHeToubuopasHoo-
Opa3sneto HareHotunoBeTte Ha M. tuberculosis B Bvnrapus.

BnarogapHocTi: ABTOpUTE M3Ka3BaT CBOsITA BnarogapHocT 3a du-
HaHcoBaTa noakpena Ha ®oHg HayuHu nscnegsanus‘ no npoekr JH13/4
15.12.2017
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THE ECOLOGICAL ADAPTATION
OF MYCOBACTERIUM TUBERCULOSIS
GENOTYPES AS A DRIVER FOR
TUBERCULOSIS SPREADING

S. Panaiotov', D. Madjarov?, Y. Atanasova’, A Baykova’,
E. Bachiyska', V. Tolchkov', V. MoneV', T. Kantardjiev!

"National Center of Infecious and Parasiic Diseases
2Faculty of History, Sofia University

Tuberculosis is globally spread. The Mycobacterium tuberculosis species
has spread and ecologically adapted to all geographic regions onthe earth. Itis
recognized that migrationis amajor driving force forthe spread of tuberculosis.
Molecular epidemiology data suggest that various phylogenetic groups of My-
cobacterium tuberculosis have adapted to different communities and races. The
factors that form the local biodiversity of M. tuberculosis in a given geographical
area are complex and not well studied. Itis not known whether genotypes of
M. tuberculosis carried by migratory communities successfully adapt to new
geographic areas and environmental conditions.

Theaimof ourstudy was to investigate the adaptation of newly imported
genotypes of M. tuberculosis in Bulgaria with migratory communities.

Materials andMethods: We have investigated the results of spoligo-and 24
loci MIRU-VNTR typing of more than 750 susceptible and 350 MDR strains of
M. tuberculosis collected in Bulgaria for the past 15 years. Documented mass
migratory waves toBulgaria from the last 10 centuries have been investigated.

Results: Our results showed that group 4 (Euro-American) of M tuberc ulosis
is the only one spread in Bulgaria. Exceptions are 2 strains of M. 80vIS and 12
strains from group 2 Beijing for which we have evidence that they were imported
and spread in the country since 2007. The analysis of documented mass migra-
tions of Gypsy communities from the Northwest parts of the Indian subcontinent
after the 10th-12th centuries, Central Asian Turks during the Middle Ages and
recent Armenian, Russian, and African migrations in the 20th century did not
affect the biodiversity of M tuberculosis in Bulgaria with genotypes of groups
1,2,3,56and 7.

Discussion: We conclude that previously imported genotypes of M tuber-
culosis, other than group 4, have not adapted ecologically in Bulgaria. We hy-
pothesize that migration is not a major driver for the spread of tuberculosis, but
localecologicalfactors play amajorroleintheadaptationand biodiversity of
genotypes of M. tuberculosis in Bulgaria.

Acknowledgment: This work was supported by grant JH13/4 15.12.2017 of
National Science Fund, Bulgaria.
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CECUsA 1V

CekcyaaHo-TIpegaBaHU VHQEKIIVU

AHANIU3 HA PA3NPOCTPAHEHUETO
HA HIV-1 CYBTUN C B BbJITAPUA
(MPEABAPUTENEH AHAJN3)

N. Anekcueg’, P. [Jumumpoea’, A. laH4esa’,
A. Kocmadurosa', J1. Hukonosa', M. Hukonoga?

HIV-1cy6Tun C e Hait-pasnpocTpaHeHusT wwam Ha HIV B
cseTa. B ToBa npoyyBaHe Hue aHanM3upame eBOKOLMOHHATA
UCTOPUS Ha BbBEXOAHETO U pasnpocTpaHeHneTo Ha HIV-1
cy6tun C B bbnrapus, msnonasaiiku Bayesian koaneceH nop-
X0 W METOAN Ha MOMeEKYNApeH YacoBHUK.

Matepwanuumetogn.AHanusnpanm canpobuotnuyacHIV-1cy6tun
C.TexbT pol HaHIV-1 6ewe ceksenupaH ¢ Applied Biosystems 3130x1nnu
OpenGene IHK ceksexupawm cuctemn. CyotunsT Ha HIV-1 6ewe onpe-
nenedc COMET v2.2. OtcBetoBHMTE 6asnTe faHHu B Los Alamos 6sxa
N3TErneHn BCUYKM HanuyHu cekeHyun ot HIV-1 cybtun C. [1Be 0TAENHM
rpynu gaHuu 6axa ananuanpanu (Lanuu-1n JanHu-2), cbabpxalm cboT-
BeTHO 1768 300 cekseHLun. QunoreHeTMYHUAT CUrHaN Oele ucneBaH
crnomowTa Ha nporpamata TreePuzzle, aHanMuMeTo Ha BpeMEBW CUrHan W
,clocklikeness* 6elwe oueHeHO M aHanuampaHo cbe codTyep TempEst v1.5.1.
MmobanHuaT dunoreHeTMYeH aHanua bewe u3sbpWeH ¢ JaHHM 1 ¢ anropu-
oM Maximum likelihood ¢ IQ-TREE v1.6. CpeaHata eBOMOLUNOHHA CKOPOCT
e uauucneHa c flaHun 2, c usnonseaxeto Ha Bayesian-Markov-C hain-Monte-
Carlo (MCMC) cBEAST v1.8.3.

Pesynratn. MbxeTe v XxeHuTe ca pasnpeaenehu efHakso: 51,4% mbxe
n48,6% xeHn. 75,7% oTnuuatacanpupobunmundekunatas bbvnrapus, a
24,3% B vyx6uHa. CexeHummTe usompann B by nrapus, 6axa pasnpbcHaTy
no usgnoto mo6anHo unoreHeTUHHO AbPBO, KOETO NOKa3a, Ye BbBEXAAHE -
ToHaHIV-1¢cy6Tun C B Bvnrapus e ocbLeCTBEHO OT Pa3nUUYHN CTPaHM Ha
cBeTa. AHaNM3bTC NOMOLLTA Ha MONEKY NAPHUS YaCOBHMK NOKa3a, Ye Hal-
6nu3kuTe 06WM NpeswecTBEHMLN Ha ObarapckuTe CekBeHLMM OT cybTHn
CHaHIV-1caoTHavanoto Ha 1970-Te roguHm, KOeTo Nokasea MpaHHo
BbBEXAaHe Ha Te3u BUPYCHMW LiamoBe B Bbnrapus.

JakntoveHue. Hawuat aHanus nokasa, ye HIV-1cy6brun C e 6unsbae-
[eHOLLE NPe3NbPBUTETOAUHN OT enugemusaTa B bbnrapus necnpousxon
0T Pa3NM4HN CTpaHM Ha cBeTa. MOpagu WHPOKUTE MEPKU 33 NPEBEHLUS
nkoHTpon npe3 1980-Te roguHn, To3n WwWam HaHIV-1 epasnpocTpaHeH
B OTpaHMyeHn Malabu v He e 6un WwWupoko pasnpocTpaHeH cped 0bwoTo
HacerneHue Ha cTpaHaTa.

BrarogapHoctn. ToBa npoyyBaHe & UHAHCUMPaHO OT. DOHA HayYHU K3-
cneaBaHus Ha MuhucTepcTBoTO Ha 06pasoBaHMeTo v HaykaTa, byarapus.
(norosop: DN03/16.12.20161.). OT HauMoHaNHS LEHTBP NO 3apasHit v na-
pa3utiu 6onectu. 0T, HaunoHanHatanporpamasa npeBeHLMUA NKOHTPON
Ha XWB u cekcyanHo npeaasanmn uHcbekumn (Crn)-.

Knioyosu pymu: HIV, cy6tun C, monekynsipHa enugemmonorus

CECHUA IV CEKCVAAHO-TIPEAABAHUM MH® EKILW M

ANALYSIS OF DISTRIBUTION
OFHIV-1SUBTYPE CIN BULGARIA
(PRELIMINARY ANALYSIS)

I. Alexiev!, R. Dimitrova’, A. Kostadinova’, L. Nikolova', M. Nikolova?

" National Reference Confrmatory Laboratory of HIV, NCIPD
2National Reference Laboratory of Immunology, NCIPD

Aim.HIV-1subtype C isthemostprevalent HIV strainintheworld. Inthis
study, we analyze the evolutionary history of the introduction and dissemination
of HIV-1subtype C in Bulgaria using Bayesian coalescent-based approach and
molecular clock methods.

Materials and Methods. HIV-1 subtype C samples were analyzed. The HIV-1
pol gene was sequenced using Applied Biosystems 3130xl or an OpenGene
DNA sequencing systems. HIV-1 subtype C was determined using COMET v2.2.
All AVAILABLE HIV-1 subtype C sequences were downloaded from the Los Ala-
mos sequence database. Two datasets (Dataset 1 and Dataset 2) were built
RESPECTIVely containing 1768 and 300 sequences. The phylogenetic signal was
investigated by TreePuzzle program, and the presence of temporal signal and
,clocklikeness* with TempEst v1.5.1. Global phylogenetic analysis was per-
formed with the Datas et 1 using Maximum likelihood in IQ-TREE v1.6. The mean
evolutionary rate was estimated on the Datas et 2by Bay esian-Markov-C hain-
Monte—-Carlo (MCMC) inBEAST v1.8.3.

Results. Men and women were equally assigned: 51.4% men and 48.6%
women. 75.7% were infected in Bulgaria, whereas 24.3% reported have been
likely infected abroad. Bulgarian sequences were dispersed across the entire
global phylogenetic tree, dem onstrating that the introduction of HIV-1 subtype C
in Bulgaria has been carried out from VARIOUS countries of the world. Molecular
clock analysis demonstrated that the most recent common ancestors of Bulgar
ian HIV-1 subtype C clades are back in the 1970s, indicating early introduction
of those strains in Bulgaria.

Conclusions. Ouranalysis demonstrated that HIV-1subtype C was intro-
duced in the early years of the epidemic, originating from different countries of
the world. Due to the comprehensive measures for the prevention and control
of HIV in particular in the 1980s, HIV-1 subtype C was not rapidly disseminated
among the general population of the country.

Acknowledgment. This work was supported: By a grant from the Ministry
of Educationand Science, Bulgaria. (contract: DN03/16.12.2016). By National
Center of Infectious and Parasitic Diseases. By the National Program for the
Preventionand Control ofHIV and Sexually Transmitted Infections.

Keywords: HIV, Subtype C, Molecular epidemiology
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AHTMBUOTUYHA PE3UCTEHTHOCT
MPN MYCOPLASMA GENITALIUM

W. ®ununosa, B. lleemeposa, W. CumeoHoscku, T. KaHmapOxuee

BbBeAeHMe. AHTMOMOTMYHATA pe3uCTEHTHOCT npu Mycoplasma
genitalium KbM NpenopbyBaHNTe 33 NEYEHUEe aHTMOMOTMYHM CPEACTBA Bb3-
HukBaucepasnpocTpaHaea 6bp3o. loceraBbbvnrapus Heca foknagsanu
Clyyau Ha aHTUMUKPOGHA PE3UCTEHTHOCT M HeycnewHa Tepanus npu M.
genitalium. LlenTa Ha ToBa npoyysaHe € Ja ce ONpefeny pasnpocTpaHeHme -
TO Ha MyTaLuu, CBbP3aHN C PE3NCTEHTHOCTKBM Makponuam u Gnyopoxu-
Honowu B M. genitalium B Cocousi, Bvnrapus, 2018-2019.

Matepuanu u MeTon.YCTaHOB EHUT e nonoxuTenHu 3a M. genitalium
NOBPEMeHa ANarHoCTUYHOTO 3CNeBaHe yporeHuTantunpobu, 6axa pe-
TPOCMEKTUBHO aHanM3UpaHi 3a CBBLP3aHN C PE3UCTEHTHOCT MyTaUuu B
23S pPHK u parC rexu, uanonssaitkn koHeeHuoHanHo OHK cekseupaHe.

Pesynratu. baxa aHanuanpanu obwo 7 M. genitalium-nonoxuTentu
npobuorCodus, brnrapua2018-2019.MyTauum, CBLP3aHNC PEINCTEHT-
HOCT KbM Makponuau, bsxa otkputi B 42.9% ot npobute. MyTaumsata
A2059G bewe oTkpuTa BbB BCUYKM ciiyyan. He 6axa oTkpUTH MyTawum,
CBbP3aHW C PE3UCTEHTHOCT KbM (Pf1yOPOXUHOMOH.

Jaknioye Hue. PasnpocTpaHeHNETO Ha MyTaLmuu, CBbP3aHH € pesnc-
TEHTHOCT KbM Makponuau u dnyopoxuxonoH npu M. genitalium, 6ecvor-
BeTHO 42,9% n 0%. Mopaau ycTaHoBEHMTE BUCOKN HUBA HA PE3UCTEHT-
HOCT KbM MakponuAyu B TOBA NPOYYBaHE, CUNHO Ce NPenopbyBa Hasa3op
Ha aHTUMUK pOBHAaTape3nCTEHTHOCT U TECTBaHe 3a CBbP3aHu C pesic-
TEHTHOCT MyTauuu BNONOXUTENHU cnydvaum ¢M. genitalium.

BrarogapHocTi: ToBa npoyyBaHe e duHaHcupaHo o1 OHU no npoekTt
[H13/5 ot 15.12.2017 ,Moneky nsapHo-reHeT4eH NOAXO04 3a noanomaraHe
Haj30pa Ha aHTUBMOT MUHATa PE3UCTEHTHOCTHAr OHOpest U reHnTanHa
MuKonnasmMeHa MHgekums*

KniowoBuaymu: Mycoplasma genitalium, JHKcekseHupane Ha23SrRNA
nparC reHun, CBbP3aHM C PE3NCTEHTHOCT MyTaLMK, aHTUBUOTHYHA pe3uc-
TEHTHOCT

AHANU3 HA TUNOBETE YOBELUKW MAMUITOMHU

BUPYCU (HPV), OTKPUTW YPE3NOJINMEPA3HO

BEPUXHA PEAKLIUA (PCR)3ANEPNO[ 2016 -
2018r.

M. Kynues, H. Tomos, B. Kosanbosa

NabopaTopus no ,Bupyconorus®“, BoeHHOMEAMUMHCKA akagemms,
Cocpus

YosewkustnanunomeH supyc (HPV)ceotkpusa ntunusupaypesnonu-
MepasHo BepuxHa peakums (PCR) v B 3aBUCUMOCT OT OHKOTEHHUA CU NOTEH-
Lpance e Ha Tpu TPy nu: BUCOKO-, CPEHO- 1 HUCKOPUCKOBM. Ll en Ha HaleTo
npoyysaHe e fa aHanuanpame Tunosere HPV, yctanosewu ¢ myntunnexc PCR
OT KNeTbYeH MaTepuan (UepaukaneH kaHan)Ha 192 XeHu npu npodunakTuyHm
npernesn3sanepuon2016-2018r.B14 % oTuscnegsanuteceotkpusaHPV.
Pasnpegenennetono tunose € 6-tu tun - 40,7%; 11-tu tun - 7,4%, 16-1u
]n-14,8%,31-8ntun-7,4%, 52-pn tun - 7,4%, 56-tv Tun - 18,6% u 58-
Mu Tvn - 3,7%. HaweTo npoyyBaHe yCTAHOBH, Y€ HUCKOPUCKOBUTE TUNOBE
6111 caHalt-4ecTo OTKPMBAHM, a Npu BUCOKOPUCKOBUTE — 56 T!n.

KniowoBu pymu: HPV, Tunusupane, myntunnekc PCR.
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ANTIMICROBIAL RESISTANCE
IN MYCOPLASMA GENITALIUM

I. Philipova, V. Levterova, I. Simeonovski, T. Kantardjiev

Introduction. Resistance in the sexually transmitted bacterium Mycoplasma
genitaliumto all recommendedtherapeutic antimicrobials haverapidly emerged.
However, to date, antimicribial resistance and treatment failures cases for M.
genitaliumhaven'tbeenreportedin Bulgaria. The aim ofthisstudy was toes-
timate the prevalence of macrolide and fluoroquinolone resistance-associated
mutations in M. genitalium in Sofia, Bulgaria, 2018-2019.

Materials and methods. Consecutive urogenital samples found positive for
M. genitalium during diagnostic testing were retros pectively analyzed for resist-
ance-associated mutations inthe 23S rRN A and parC genes using conventional
Sanger sequencing.

Results.|n total, 7 M. genitalium positive samples from Sofia, Bulgaria
2018-2019 were analyzed. Macrolide resistance-associated mutations were
detectedin42.9% ofthesamples. Themutation A2059G was detectedin all
cases. Possible fluoroquinolone resistance-ass ociated mutations weren't de-
tected.

Conclusions. The prevalence of macrolide and fluoroquinolone resistance -
associated mutations in M. genitalium was 42.9% and 0%, respectively. Be-
cause of the emerging high rates of macrolide resistance in this study, antimi-
crobial resistance surveillance and testing for resistance-associated mutations
inM. genitalium positive cases would be highly recommended.

Acknowledgment: Supported by Research grant DN 13/5-15.12.2017, Bul-
garian National Science Fund

Keywords: Mycoplasma genitalium, 23S rRNA and parC gene sequencing,
resistance-associated mutations, antimicrobial resistance

ANALYSIS OF TYPES OF HUMAN
PAPILLOMAVIRUSES (HPV) DETECTED BY
POLYMERASE CHAINREACTION(PCR)FORTHE
PERIOD 2016-2018.

M. Kunchev, N. Tomov, V. Kovaleva

Laboratory ,Virology“, Military Medical Academy, Sofia

Human papillomavirus (HPV) is detected and typified by polymerase chain
reaction (PCR) and, depending on its oncogenic potential, divided into three
groups: high-, medium- andlow-risk. The aim of ourstudy isto analyze the
HPVtypes detected by multiplex PCR of cellmaterial (cervical canal) of 192
women in prophy lactic examinations for the period 2016-2018. In 14% of the
tested, HPV was detected. The distribution by typeis 6thtype -40,7%; 11th
type - 7,4%, 16th type - 14,8%, 31st type -7,4%, 52th type - 7,4%, 56th type
- 18,6% and 58thtype - 3.7%. Ourstudy found that low-risk types 6 and 11
were mostoften detected, and high-risk 56 types.

Key words: HPV, typing, multiplex PCR

CEKCVAAHO-TIPEAABAHN MHeEKIIMKM CECHMAIV



CECUsA V

BakcHo-mipegorBparmMm MHQPEKIIUU

MONMMOMUEINNT - BNIN30 NN E EPAQUKALIUATA?

J1. Hukonaesa-Inomb

HaunoHanHa pedepeHTHa nabopaTopus ,EHTepoBupycu”,
HauuoHaneH UeHTBbp No 3apasHn v napasutHu 6onectun, Codus

Moyti 20 roaMHM CNER MbPBOHAYANHUA CPOK, NOCTaBeH OT UHuymaTm-
BaTa 3a rnobanHa epagukaumMs Ha NONMOMMENUTa NONMOBUPYCUTE NMPOALA-
XaBaT 4a uupkynupat u 06LecTBEHOTO 3ApaBeonasBaHe cpela peaumua
npeausBMkaTencTea, 3abaBsluy MOCTUraHETO Ha LenTa.

3a fja ce npueme, Ye NOMMOBUPYCHTE Ca M3KOPEeHeHH, TpsOBa da e Hamue
Be3ynpeyeH HaZ30p Ha LLUPKy NaLMATa UM 1 TUNCa Ha Cnyyan Ha nonmMoMue nuT
MOHE B TPW NOCIEA0BATENHM FOAVHW.

C30 ceptuduunpa naneHa ctTpaHa kato cB060aHa OT NOMMOMMUENHT,
aKkoB NPOAbNKEHME HA eHA TOJMHA B HEs He Ce 0TKpMBAT cnyyau Ha bo-
nectTa. YCTaHOBEHO e 00aye, Ye B TakaBa CTpaHa NOMMOBUPYCH BCE OlLe
MoraT fa Lupkynupat. Taka ce cnyusa ¢ Hurepus, kbieTo € Ha FOAMHA CNER
CepTMdULMPAHETO 1 Ca PEruCcTPUPaHi HOBI CyYau Ha NOAMOMUENWT C AMB
nonuosupyc Tin 1.

MocnegHUATCAYYah HaNONUOMUENUT OT FUB NONUOBUPYC TUN 2€ NPe3
okromspn 1999 r. Otroraa nonno 2 Hece cpewa nnpe32015r. C30 ge-
knapupa uskopeHfaBaHeTo My. [locneJHUAT Cnyyail ¢ AvB NONMOBMPYC TN 3 €
oTHOemBpX 20121, Bcuukucayyanm HanonnoMuemMT cneaToBacanpenns-
BMKQHWOT AUB NONUOBMPYC TUN 1 MANOTLMPKY TMPALLYMBAKCUHOAEPUBATHN
LamoBe.

MpeausBukatenctea npea MobanHata nunatmea:

Hanuyune Ha eHgemnyHucTpanu - Agranuctan, Makuctan nHure-
pus;

«Liupky naLus Ha BaKCUHOAEPUBATHM NOMMOBMPYCY —3a NPbB NBT NPe3
2017 1. cnyyauTe Ha NONMOMUENMT OT BaKCMHOAEPUBATHU NONUOBK -
pycu ca noBeye OT CryyanTe C OMBY;

*,YMopa“Ha cuctemuTe 3a Haf30p M OTTaM HEHaBpPEMEHHA feTek-
WS HA LMPKYNMpaLL M NOMMUOBUPYCH;

«Bce no-BucokalieHa, KoATo MBObAELE We NPOALIXM fa pacTe, Ha
rmobanHuTe ycunus 3a epagvkall us;

« AKTVBM3MPAHE HA aHTUBAKCUHAMHNTE ABWXEHMS.

EaBa nu uma HAKOW, KOWTO Aa CMCNOMHA fany nporpamata 3a epagu-
kauwus Ha BapuonaTta e U3nbNHMNA BCPOK 3anoxeHata Len. [MocTurHati-
a7 6necTaw ycnex nosgonsea Takbe ApebeH fetaitn fa 6vae 3abpaseH.
Bunpekun3abaBsHeTOB U3NbNHEHUETO Ha ViHMLUNATMBATA 38 epaNKaLms Ha
NonMOMUENUTa, YOBEYECTBOTO CE HaAABa, Ye B 0603puMo bbaelle Tasu
MeuTa Le 6bae oCbLLECTBEHA.

Kniouou gymu: nommMomuenuT, ocTpa Bananapanuaa, nofmoBmpyc

CECHM AV BAKCUHO -TIPEAOTBPATUMM HMH® EKI] M

POLIOMYELITIS -ISTHEERADICATIONNEAR?
L. Nikolagva-Glomb

National Reference Laboratory of Enteroviruses,
National Center of Infectous and Parasic Diseases, Sofia

Nearly 20 years after the initial deadline set by the Global Polio Eradication
Initiative (GPEI), polioviruses are still circulating and public health authorities
meet a number of challenges that delay the achievement of the goal.

Toassumethatpolioviruses have been eradicated, theremustbeimpeccable
surveillance of theircirculationand nopoliocases reportedforatleast three
consecutive years.

The WHO certifies acountry as poliofree one, ifnocases of disease are
detected for a year. It has been found, however, that polioviruses can still
circulate in a polio free country. This is the case with Nigeria where ayear after
its certification, new cases of poliomyelitis with wild poliovirus type 1 were
recorded.

The latest case of poliomyelitis with wild poliovirus type 2 date back to
October 1999. Since then, polio2 has not been detectedandin 2015the WHO
has declared its eradication. The latest case of wild poliovirus type 3 dates back
to November 2012. Currently, all cases of paralytic poliomyelitis are induced
either by wild poliovirus type 1 or circulating vaccine-derived polioviruses
(cVDPV).

Challenges to the Global Polio Eradication Initiative:

~Existence of endemic countries - Afghanistan, Pakistan and Nigeria;

«Circulation of VDPVs -forthe first time in 2017, the number of paralytic
poliomyelitis cases caused by VDPVs exceeds those caused by wild
types;

- Fatigue“of surveillance systems and hence, untimely detection of
circulating polioviruses;

«An ever higher price, whichwill continue to grow inthe future, of global
eradication efforts;

- Activation of anti-vaccination movements.

There is hardly anyone who remembers whether the Smallpox Eradication
Program has fulfilled its targetintime. The achieved brilliant success allows
such a small detail to be forgotten. Despite the delay in the implementation of
the Global Polio Eradication Initiative, humanity hopes that the dream for a polio
free world will be realized in the foreseeable future.

Key words: poliomyelitis, acute flaccid paralysis, poliovirus
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ETMONOrnA n PA3NPOCTPAHEHUE HA
HAW-YECTUTE BAKTEPMANHA MEHWHTUTK
(N.MENINGITIDIS, S.PNEUMONIAE UH.
INFLUENZAE)BBBITAPUANPE3 NEPUOOA
2013r.—-2018r.

N. CumeoHoscku', B.Jleemeposa’, M. Manyesa’, H.bpaHkosa’,
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“Mepruk OAPUT

Len: LienTa Ha ToBa 3cneaBaHe bewe ga ce npoyyu eTonoruaTa Ha
uupkynupawmte cpep obuwecTBoto B bvnrapus 6akTepuanHn MeHUHIMTY
NPUYMHABaHKM OT TpUTE nNatoreHa —npes nepuoga 2013r. —2018 .

Marepuanu umeTogu: Mianon3asaxu 6sxa MonekynspHMIMeToAN 3a Au-
arHoCcTMKa Ha M3NpaTeHuTe MaTepuanu (NMKBOP, XEMOKYNTypa, LWamMoBe
U cekpeTu) Ha nauueHTu ¢ 6akTepuaneH meHuHrut. Matepuanute 6sxa
uanpateHu B HaumoHanHata pedepeHTHa nabopatopus no ,MonekynspHa
Mukpobuonorus” 3a uaeHTudukaums u Tunusnpade. M peHtudukauusTtau
TUNM3MPAHETO Ha TpUTe naToreHa bewe U3BBLPLWEHO C MONEKYNAPHM Me-
TOQYW 33 AMArHOCTUKA — MONUMEPA3HO-BEPUKHATA PEaKLUS B peanHo BpeMe
(Real Time PCR) n koHBeHumoHaneH PCR.

Pesynramu: Mpe3 nepnoga2013-2018r. ycnewHonpoabnxasale Cba-
mectHata pabota Ha cneunanuctute ot HPJ1 ,MonekynapHa mukpobuo-
norva“mnekapure ot 6onHULMTE B LAnNaTa cTpaHano npobnemure Ha
eTMONOrMYHATA [UArHOCTUKA HA BakTepuanHuTe MEHUHTATH. TlonyyeHu
bsxa 245 knmHnyHM mMatepuana, kouto b6sxa uacnepsaunn 3a N.meningitidis,
S.pneumoniae v H.influenzae. Monoxurentu a N. meningitidis 6sxa 52 6pos,
3a S.pneumoniae 6sxa 72 v 3a H.influenzae 6sxa 9. B nocneactene nonoxu-
Tennute 3a N.meningitidis, S.pneumoniae w H.influenzae 69xa TuNM3npatu
3aonpedensiHe HaceporpynaTtavucepoTuna ype3 noNUMepasHo BEpUKHa
peakuus.

aknwovenne: MposepneHnTe naboparopHi uscnemsatua B HPNT Moneky-
napHa mukpobuonorus“ nokasaxa, ye npu N. meningitidis npeobnapgasawmre
3abbnrapus ceporpynucabunu BuC. Mpu S. pneumoniae canpeobnagasanu
cepoTun 3 v 19A, KakTo  ApyrU CEPOTUNOBE OT HEBAKCUHAMHMW WaMOBE.
Mmalwe Hanuyue Ha BaKCUHAMHM CepoTUNOBE, HO Te Baxa u3onupauu ot na-
LMEHTH, KOMTO He ca bunu BakcuHupan. Mpu H.influenzae npeobnagasaxa
HEeBaKCUHaNHWUTE CEpoTMIOBe.

KnioyoBuAyMMU: MeHUHTOKOKOBA MHeKL UG, TunuaupaHe, N. Meningitidis,
S.pneumoniae u H.influenzae
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5 Pernik OARIL

Objective: The aim ofthis study was toinvestigate the etiology of bacterial
meningitis circulating among people in Bulgaria, caused by the three pathogens
during the period 2013 — 2018.

Materials and Methods: Molecular methods were used for diagnostics
of sentmaterials (cerebrospinal fluid, blood culture, strains and secretions)
of patients with bacterialmeningitis. The materials weresenttothe National
Reference Laboratory ,Molecular Microbiology “foridentificationand typing. The
identification and typing of the three pathogens was performed with molecular
methods for diagnostics — polymerase chain reaction in real time (Real Time
PCR) and conventional PCR.

Results: During the period 2013-2018 successfully continued the joint
work of experts from NRL Molecular Microbiology and doctors from hospitals
across the country analyzing the etiological diagnosis of bacterial meningitis.
Clinical materials -245, werereceivedand examinedfor N. meningitidis, S.
pneumoniaeand H. influenzae. Thepositive for N.meningitidis were 52, for
S.pneumoniae were 72 and for H. influenzae - 9. Subsequently, the positive
ones for N. meningitidis and S. pneumoniae were typed for determination of the
serotype and serogroup by the polymerase chainreaction.

Conclusions: The laboratory tests conducted in NRL ,Molecular
Microbiology“ showed that serogroups B and C of N. meningitidis were
prevailing in Bulgaria. The prevalent strains for S. pneumoniae were serotype
Jandserotype 19A andserotypes of othernon-vaccinestrains. There were
vaccine - included serotypes but they were isolated from patients who have not
been vaccinated. H. influenzae predominates with its non-vaccinal serotypes.

Kewords: meningococcal infection, typing, N. meningitidis, S. pneumoniae
and H. influenzae.
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PA3IMPOCTPAHEHUE HA KOKIIOLLHATA
WHOEKLUWUA B BBIITAPUA. AHATIU3 3A
AECETrOAMLLEH NEPWUOMA2009-2018T .

H. BpaHkosa, B. Jleemepoea, 1. CumeoHoscku, T. KaHmapdxues

HaumoHaneH LleHTbp no 3apasnu u lNapasuthu bonectn, Codus

Llen Ha npoyyBaHeTO € Ja Ce HanpaBsu CPaBHUTENEH aHamM3 Ha pasnpoc -
TPAHEHUETO HaCNyyauTe Ha KOKNIOL N0 Bb3paCcTOBN rpynu cpef Hacene-
HueToB bvnrapus 3a gecetroguwen nepuon (2009-2018r.). Lenuce v ga
Ce aHanu3MpavyToYHUpa3npeaeneHNeTo HacnyyauTe no rOANHM U face
HanpaBW CbMocTaBka ¢ JaHHUTe 3a EBpona ncaeTa.

Matepuanu / Metogu: MatepuanuTe, n3nonssalu 3a MonekynsapHo-re-
HETUYHA JUATHOCTUKA Ha KOKMiowwa Dsixa Ha3ohapuHreanHu CekpeTH, B3eTH
OT PECHUYECTUA EnuTeN Ha ropHuTe guxatenHu nvtuwa. 3a nepuoga 2009
- 2018r.6sxacbbpanu nananuanpanun 3798 6p. Matepuanu ot cycnekTHu
W KOHTaKTHM ielia M Bb3pacTHY 33 KOKNIOWHA MHDEKLMA. 3a feTeKLMs Ha
eTUONOrMYHUA areHT Ha Kokniowa Bordetella pertussis usnonssaxme moneky-
NAPHO-TEHETUYHNA METOR nonmumepasHo-sepuxHa peakyuns (PCR).

Pesynmatu: [pu aHanu3upaHe Ha NONYYEHUTE pe3ynTaT NOBb3pacTo-
Bu rpynu 3a nepuoga 2009-2018r. Hail-BUCOKO HUBO HA NOTBLPAEHM ClyYau
Ha KOKMIoW Aokasaxme npu feua nop 1r. (33,45%), cneagsaniu ot rpynata
1-4r. ¢ 22,35% noTBbpAeHu cnyyau Ha 3abonssaHeto. CpaBHUTENHO BUCO-
knHuaHa nonoxutentu PCR pesynraTi gokasaxme npunogpactaaly u
toHown (17,08% u 20,83%) nopag HamansBalius CBPEMETO MMYHUTET.

3a pecetrognwHuat nepuos 2009-2018r., BKNOYEH B NpOy4BaHETO,
Hal-BMCOKO HUBO HA NOTBBPAEHN Ciyyan Hakokniow B bynrapus gokasa-
xmenpe3 2012r. n2017r.(30,14% v 26,22%). Hai-Hucku HuBa Ha pasnpoc-
TpaHeHue Ha ukdekumnataceHabnogasaxanpes2010r. (9,49%)u2015r.c
12,62% nonoXuTenHu cnyyawm.

akntoveHue: MonyyeHuTe OT Hac pe3ynTaTh NOTBbPXKAaBAT CBETOB-
HUTE JaHHY 3a Hal-BUCOKM HUBAHA MHMEKLMaTanpu feuanog 1r. nopagu
NUNCBALLY UMY BCE OLUE HEN3rPAZeH HambIHO UMYHUTET, NPU KOUTO Bb3MOX -
HOCTTa 33 HACTLMBAHE HA TEXKM YCNIOKHEHUS UK [OPU CMBPTHUCTYYaU
e Hait-ronama. MoTBbPANXME U PONATA HA NOAPACTBALLM ¥ Bb3PACTHM B
NOAABPXKAHE Ha LLUPKY NALMATA Ha NPUY MHNTE NS Ha KOKMIO LW CPE i Hace NeHue-
TONOpPaaM HaMansBaHe C BPEMETO Ha ECTECTBEHUS UMYHUTET Ha nony na-
UMsiTa MNpefaBaHe HanHgekuusTa KbMKbpMayeTa u Mankugeua.

AHanu3bTHa JaHHWTE 33 pa3npefeneHneToHa noTBbPAEHUTE CRyYan
Ha KoKMW NOTOAMHNNOKA3BA €iHAKBA TEHAEHLUSA C eBPONENCKUTE NCBE-
TOBHUTE faHHM 3aHa-BUCOKO HUBO Ha 3abonsemoct npes 2012r. n2017r,,
KoraTo B CBETOBEH Malab ca perucTpupaHu nocnesHuTe enuaemin ot
KOKITIOLL.

Kniowon pymu: kokntow, PCR guarHoCcTvKa, MMYHMTET.

CECHM AV BAKCUHO -TIPEAOTBPATUMM HMH® EKI] M

SPREAD OF THEPERTUSSISINFECTION
INBULGARIA.ANALYSIS OF ATEN YEAR
PERIOD 2009-2018

N. Brankova, V. Levterova, I. Simeonovski, T. Kantardjiev

National Center for Infectous and Parasiiic Diseases, Sofia

Objective: The aim of the study is to make a comparative analysis of the
prevalence of cases of pertussis by age group amongthe populationin Bul-
garia for a 10-year period (2009-2018). It also aims to analyze and specify the
distribution of pertussis cases by year and comparing the data for Europe and
the world.

Materials/Methods: For the period 2009-2018 we collected and tested
3798 nasopharyngeal swabs from the ciliary epithelium of the upper res piratory
tract. Nasopharyngeal swabs were collected from infants and adults suspected
forinfection andwhohave beenincontact with infected people. The molecular
method PCR was used for detection of Bordetella pertussis.

Results: When analyzing the results obtained by age groups for the period
2009-2018, the highest level of confirmed pertussis cases has been proven in
children under 1yearof age (33.45%), followed by group 1-4 yearwith22.35%
confirmed cases of the disease. Relatively high levels of positive PCR results
have been demonstrated in adolescents due toimmune-related impairment.

Forthe ten-year period 2009-2018, included in the survey, the highest level
of confirmed cases of pertussis in Bulgaria proved in 2012 and 2017 (positive
PCR results 30.14% and 26.22%.). The lowest rates of infection spread were
observedin2010 (9.49%) and 2015 with 12.62% positivecases.

Conclusion: Theresults we obtained confirm the world's highest rates of
infectioninchildrenunder1year of age dueto alack of or not yet fully devel-
oped immunity, where the possibility of serious complications or even deaths
is greatest. We also confirmed the role of adolescents and adults inmaintaining
the pertussis circulation among the population due to a decrease in the natural
immunity of the population and the transmission of the infection to infants and
young children.

Analysis ofthe dataonthe distribution of confirmed cases of pertussis per
yearshowsthesametrend with Europeanand worlddataforthehighestin-
cidenceratein 2012 and 2017 when the latest outbreaks of pertussis were
recorded worldwide.

Key words: pertussis, PCR diagnosis, immunity.
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WHOEKLUMN C BAPULIEJIA 30CTEP BUPYC:
ANATHOCTUKA, PACKOBE, CTPATEIUN 3A
NMPEBEHLUWA U KOHTPOI

E. llukosa, A. KymaHosa, C. Panega

HPI ,XepnecHu u oHkoreHHn supyeu®, HLU3MB, Codus

Lien.WudbekuunTe c Bapuuenasocrep supyc (VZV)canpuynxasacepu-
03H1 3aboNABaHMA NPU NALMEHTH OT PA3NUYHI BB3PACTOBU rPYNK, Morat
[a foBedaT v fOTEXKW nocnefunLy 3a maitkataunnoga. Lenta Ha Hacto-
ALLOTO NPOYYBaHE e fja yCTaHOB M yyacTueTo Ha VZV B pa3BUTMETO Ha
HAKOW HEBPOMOTMYHY 3a00NABaHNA B CTpaHaTa, kakTo v da OMpeaeni piucka,
CBbP3aH C Te3n UHGEKLMM Npu GpeMeHHM.

Matepuanu 1 metogu. B npoyusaHeTo 6sixa BKNOYEHM NIMKBOPK 0T 336
NaUMEHTU C HeBPONOTMYHU 3abonaBanus 1 150 cepyMHU Npoby OT BpeMeHHH,
nocTbnum 3a ucnensade 8 HPJT,Xepnechu 1 ovkorenxu Bupycu®. [lokassa-
HeTo Ha VZV B nukBopuTe ce ocblecTeaBale ¢ PCR kato usnonsgaxme
Tbproscku kutoe 3aRT PCR nin house nested PCR cuctemu. Cepymute
baxaunacneasanu c ELISA 3a Hanuuue Ha cneunduyny aHTuTena ot knac 19G
u IgM cpewy VZV.

Pesynratn. Mo-ronsmayact (okono56%) ot uscnensaHuTe NMKBOPU
Osixa 0T naUNeHTU C eHLehanuTh, MUENNTH U MEHUHTUTU. 17.6% OT BCUY-
ku nuksopu 6sxa no3ntuHu 3a VZV. B 4 o1 nuksopuTe Be ycTaHOBEHA KO-
uHekuma ¢ HSV. Uscnensana be npesaneHuuata Ha VZV B 3aBUCMMOCT 0T
Bb3pacTTa, nomna uKkNuHUYHaTa AnarHo3a Ha nauueHTuTe.

87.3% oTuscnepsBanute cepymu baxanonoxutentu 3a VZVIgG. Beb-
woto Bpeme, 12.7% o7 bpemeHHuTe 6sixa oTpuuyatentu 3algG aHtutena
Wnpy TAX CbLUECTBYBA pUCK 0T 3apa3sBaHe ¢ VZV noBpeme Ha bpemeH-
HocTTa. OTCepymute, nscnensanu 3a VZVIgM 5.1% 6axanonoxutentu,
KOETO € 10Ka3aTeNncTBO 3a aKTUBHA UH(EKLMA C TO3U BUPYC N0 BPEME HA
OpemeHHoCTTa.

3aKnoveHe. YCTaHOBEH € CPaBHUTENHO BUCOK MPOLIEHT Ha NUKBOPHTE,
nosutusxu3aVZV,koetonpesnonaraBaxHaponsgHaTo3nBupyc 3aHeBpo-
naronorusita B CTpaHata u HeobXxoaMMOCT OT CBOEBPEMEHHA ETUONOTUY -
Ha MOIEeKynsipHa AnarHocTuka.

PesynTaTtute nokaseaT MBMUCOKMPOLIEHT Ha KEHWUT € B PUCK OT 3apa-
3qBaHecVZVnospeme Ha GpeMeHHOCTTA, kakTo nHa VZV uHdeKL UM, Bb3-
HUKHanu noBpemeHa 6pemexHocTTa. Heobxoaumm ca ageksaTHu npodu -
NaKTU4HN M OPraHM3aLMoHHM MEpPKM C LieN OTpaHuYaBaHe Ha Tasu MHGeKLms,
B T.Y. 1 Bb3MOXHO Hail-0bp30 BbBEX/AHE HA UMyHM3aLMs Cpelly Bapuuena
B CTpaHaTa.

Kniowon gymn: VZV nHdpekummn, HeBponatonorus, peMeHHu
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VARICELLA ZOSTER VIRUS INFECTIONS:
DIAGNOSTICS,RISKS,STRATEGIESFOR
PREVENTION AND CONTROL

E. Shikova, A. Kumanova, S.Raleva

NRL ,Herpes and oncogenic viruses®, NCIPD, Sofia

Objective. VaricellaZoster Virus (VZV)Infections arethe cause of serious
diseasesin patients of different age groups, can alsoleadtosevereconse-
quences forthe mother andthefetus. The aim of this study isto determine
the involvement of VZV in the development of certain neurological diseases in
thecountry aswellasto estimate the risk associated withtheseinfectionsin
pregnant women.

Materials and Methods. In the study were included 336 CSF samples ob-
tained from patients with neurological diseases and 150 serumsamples ob-
tained from pregnant women, submitted fortesting atthe NRL ,Herpes and
oncogenic viruses*. Detection of VZV in CSFs was performed by PCR using
commercial kits for RT PCR and by in house nested PCR systems. Sera were
tested by ELISAforthe presence of specific antibodies of class IgGandIgM
against VZV.

Results. Most (approx.56%) of the CSFs we tested were from patients with
encephalitis, myelitis and meningitis. 17.6% of all CSFs were positive for VZV.
Co-infectionwith HSV was foundin 4 CSFs. The prevalence of VZV according to
the age, gender and clinical diagnosis of patients was estimated.

87.3% of alltested serawere positive for VZV1gG. Atthe sametime, 12.7%
of womenwerenegative for VZV IgG antibodies and therefore they might be at
risk of being infected during pregnancy with VZV. Of all seratested for VZV IgM
5.1% were positive, which is evidence of active infection with this virus during
pregnancy.

Conclusions. A ReLATIVely high percentage of VZV-POSITIVe liguors has been
identified, suggesting an important role of this VIRUS for neuropathology in the
country and the need for timely etiological molecular diagnostics.

The results also show a high proportion of women atrisk for VZV infection
during pregnancy. Therefore, appropriate prophylactic and organizational meas-
ures are needed to limit this infection, incl. introduction as soon as possible the
chickenpox immunization inthe country.

Key words. VZV infections, neuropathology, pregnant
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XENATUT A:XAPAKTEPUCTUKA

HA PA3MPOCTPAHEHUETO B BBJIFAPUA
3ATNEPUOOA 2003-2017T. U BB3MOXHOCTHU

3A OTPAHUYABAHE HA PA3MPOCTPAHEHUETO
HA BOJIECTTA

C. Cmouyosa, H. Bnadumuposa, A. Kypuamosa

HaunoHaneH ueHTBp no 3apasHu 1 napasutHu Gonectu, Codus

Lien: Bvnrapus e cTpaHa cbC CEpPONPEBANEHTHOCT U 3a60NSeMOCT 0T
BupycenxenatutA(BXA), no-eucokuotcpesHute 3aEBponeickus cbios u
EBponeiickoTo MKOHOMUYECKO NPOCTPAHCTBO. LlenTa Ha HacToAMA aHa-
nu3ena 0606wy akTyanHuTe xapakTepuCcTUKI Ha pPa3npoCTPaHEHUETO Ha
BXA B bvnrapus 3a nepuopa 2003-2017 r.. lle 6baat pasrneaxu v npaktu-
KuTe 3a MpeBEHLUSA U KOHTPON Ha 3abonsBaHeTo B bbnrapus B koHTekcTa
Ha CbBPEMEHHUTE NO3HAHUSA 32 e(DEKTUBHOCTTA Ha Pa3NUYHy CTPaTEruu
3a 6bopba c BXA no ceeTa.

MarepuanuiMetopy: 3a xapakTepu3upaHe Ha pasnpoCTPaHEHMeTo Ha
BXA v Ha MepkuTe, npunaraHu 3a OrpaHM4aBaHe Ha B3pUBOBE B Bbmrapus, ca
u3nonssaHu fJaHHuTe 3a cnyyau ¢ BXA 3a nepuoga 2003-2017 ., u cnpasku-
Te 3a enupemuyryu B3pusose ot BXA npes 2012-2017 r., nonyyenn B Hauuo-
HalHWS LEHTbP MO 3apa3Hyu M napasuTHuU BonecTu B cboTBETCTBUE C Ha-
pepba Ne 21 3a perucTpaums, cbobliaBaHe WOTYET Ha 3apa3HuTe BonecTy.

Pesynrat: B bvnrapus wma obnactu cve cpearo (20-199 cnyvas Ha

100 000 ayww HaceneHue) uhucko (2-19 cnyyas Ha 100 000 gywm) HuBo Ha
roviuHa 3abonsemocT, Kkato B pasmexpgaxus nepuog (2003-2017) 5 obna-
CTW B CEBEPOU3TOYHA Bbnrapusa canpemuHanyu OT CPESHO KbM HUCKO HUBO
Ha 3abongemocT. Teav obnacTu obaye vMaT OTHOCWTENHO Mamko 3HayeHe
33 336oNAEMOCTTa Ha HAUMOHANHO HUBO, KOATO Ce OMpedens Hai-Beye OT
HAKOMKO 0BMAcTM CbC CEPUO3HW LIMKMMYHM MOJEMM, B KOWTO pa3npocTpaHe-
WUMETO BCE OLUE He HAMansBa 3HAYUTENHO, BPE3yNTaT Ha KoeTo, Bnepuoda
2003-2017 r.bvnrapus ocTaBa CbC CpeaHo HuBO Ha 3abonsemocTt. Cbob-
LLiaBaT Ce B3pMBOBE B LIENM 0BLLHOCTH C KOHTAKTHO-6UTOB MbT Ha npe-
[laBaHe, XPaHUTENHM B3PUBOBE M B3PUBOBE B 3aTBOPEHM KOMEKTMBH, Karo
NO-HUCKUAT COLMANHO WUKOHOMMYECKW CTaTyC Wrpae pons B pasnpocTpaHe-
Hueto. [MpakTMYEeCKUAT OMUT OT perMoHM ¢ nopgobeH Tan pasnpocTpaHe-
Hue Ha BXA ZemoHcTpupa eqekTMBHOCTTa Ha BbBEXAHETO Ha Macosa
umyHu3auus cpewy BXA Kkakto BUEmM CTpaHu, Taka B OTRenHu obmacTu
c no-ongm puck. Kom MomeHTa B Bbnrapus BakcuHaTa cpelly XxemaTtuT
A e npenopbuuTENHA W He Ce mpunara Macoso. [Mpu MaeHTU(UMUMPaHA OrHU-
lya Ha 3a60NABAHETO YECTO Ha KOHTaKTHUTE Ce Mpunara WMyHOrnoOynuH,
Kato UMa WHAKOMKO B3pMBA Npe3 MOCMESHMTE 5 rofuHu, Mpu Kouto ce npu-
nara ieTcka BakCuHa cpelly xenaTtut A 3a npocunakTuka Ha KOHTaKT-
HATE Jeua, kato C TOBA MepkuTe MO BpeMe Ha B3pueoBe B Bbnrapus ca
B CbOTBETCTBME CbCCBETOBHUTE NPENOPLKM JOTONKOBA, JOKOMKOTO €
Bb3MOXHO OT fMefHa TOuKa HA JOCTbMA [0 UMYHOrNOOBYMUH 1 BaKCMHM Mpu
KOHKPETHUTE B3pUBOBE.

JakntodeHne: bbnrapus ectpaHa cbCCpeHO HUBO Ha 3abonfemocT oT
XenatuT A, LUKNNYHO pa3npocTpaHeHue u pasnuku B pucka mexay obna-
CTUTE U coumnannute knacu. B obnacTute ot cesepoustoyHa bvarapus
ce Habnogasa cTabunHa TeHOEHUMA kKbM HamanfBaHe Ha 3abonfemocTra,
HoBApyrnobnacTupasnpocTpaHeHUeTo He HamansBa. Bakcuhatacpely
xenatut Ae eekTMBHA MAPKA 3aNPeBEHLMA, KOSTOCe npunaranospeme
Ha B3pVBOBE, BCHOTBETCTBUE CMEXYHAPOAHUS ONUT UNPEMNOPBKY.

KnioyoBu pymu: BMpyCeH xenatuT A, enuaeMuonorusi, MPeBeHLus
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HEPATITIS A:
EPIDEMIOLOGICAL CHARACTERISTICS
IN BULGARIA (2003-2017) AND
POSSIBLE STRATEGIES TOLIMIT
DISEASE SPREAD

S. Stoitsova, N. Viadimirova, A. Kurchatova

National Center of Infectous and Parasic Diseases, Sofia

Aim: Bulgaria is a country with hepatitis A (HAV) seroprevalence and
incidence levels higher thanthe average inthe European Union and European
Economic Area. The aim of this analysis is to summarize the current
epidemiology of HAVin Bulgaria (2003-2017). The prevention and control
practices, usedinBulgariatolimit disease spread, willbesummarizedinthe
context of current knowledge of the effectiveness of different global approaches
in the fight against this disease.

Materials/Methods: To characterize the epidemiology of HAV and the
measures, appliedin outbreak situations in Bulgaria, we usedthe data on
cases, notified between 2003 and 2017 and the outbreak reports for HAV
outbreaks, received between 2012 and 2017 at the National Center of Infectious
and Parasitic Diseases in accordance with Ordinance 21 on the registration,
notification and reporting of infectious diseases.

Results: Bulgaria has regions with intermediate (20-199 cases per 100
000 population) and low (2-19 cases per 100 000 population) levels of annual
incidence. During the period under study (2003-2017) the incidence levels in
5 regions in southeast Bulgaria changed from intermediate to low. However,
these regions have a relatively low significance whenit comes tothe incidence
at national level, which is determined predominantly by several regions with
serious cyclical increases in incidence, where the spread of this disease is stil
not significantly limited. As aresult, in the studied period Bulgaria remains with
anoverallintermediate incidence level. The received outbreak reports describe
community-wide outbreaks with person-to-person transmission inhouseholds,
foodborne outbreaks, and outbreaks in clos ed facilities. Low er s ocio-economic
status is a determinant influencing disease spread. The practical experience
from areas with similar epidemiological characteristics has shown the
effectiveness of introducing large-scale hepatitis A vaccination either across
wholecountriesoron asmallerscaleinregions at higherrisk. Currently, the
hepatitis Avaccineisrecommended, butnot widely usedin Bulgaria. When
an outbreak is recognized, the contact persons often receive immunoglobulin.
There are several outhreaks inthe last 5 years, during which hepatitis A vaccine
for children was administeredto children who wereclassified as contacts.
This demonstrates that the outbreak response measures for HAV outbreaks
are in line withinternational recommendations, conditional on the availability of
immunoglobulin and vaccines during specific outbreaks.

Conclusion: Bulgariais a country with intermediate HAV incidence, a cyclical
temporal patterninincidence, and differences in risk among regions and socio-
economic classes. There is a stable downward trend in incidence in the areas
insouth-east Bulgaria, butincidence has notdecreasedin other areas. The
hepatitis A vaccine is an effective prevention measure, applied in Bulgaria during
outhreaks, in accordance with international experience and guidelines.

Keywords: hepatitis A virus, epidemiology, prevention
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MPOYYBAHEHWBOTO HAANTIHBS AHTUTENATA
MNP BAKCUHUPAHU NTULIA

A. louesa’, []. Benuesa? I. lonos?®

' JlabopaTopus Bupyconorns, BoeHHOMeaMUMHCKA akagemus,
Cocpus

2MIN Unbanab, Codumsa *Kategpa no uHpekumosHn bonectwu,
BoeHHomeauuuHcka akagemust, Codous

Lien: Lienta Ha HacTosW0TO M3CMEABAaHE € [da Ce NpoyYd WMYHHUAT OT-
rOBOP Cref BakCHaLus C xenatut B BakcuHa. BakcuHonpodpunakTukata ce
npueMa 3a Hail- ehekTUBHATA MAPKa 3a NPEBEHLMA U KOHTPON Ha HBV wh-
dekumara. B Bonrapus ot 1992 1. e BbBeEHA 3aAbIKUTENHA WMYHU3ALMS
cpelly BMpyceH xenatuT B. HamuuueTo Ha nocTBakCMHaneH MpoTeKTUBEH
UMyHATET Ce OCbluecTBABA 4pe3 uacnenBaHe Ha antiHBs awtutena. C30
npuema Kato AONHa rpaHMLa Ha MuHumaneH 3awuteH Tatsp >10 miU/mL.

Marepuanuivetogn: 3a nepuopa aexkemspu 2016 - cbespyapu 2019 r.
cawacneasanv 558 cepyMHu npoby Ha MYHM3MPaHN NMLA C PeKOMOMHAHTHA
xenaTtutBBakcuHa. KonuyecteeHoToonpefenaHeHaantiHBs aHtutena s
YoBeLLKK cepyMHU Npoby e u3Bbpwerono metoaa CLIA (Chemiluminescence
immunoassay) CbC CbBpEMEHeH UMyHOnorueH aHanu3satop LIAISON XL
(DiaSorin, ltaly).

Pesynratu: Nacnepsanu ca 558 cepymuu npobu Ha 340 (61%) xenu u
218 (39 %) Mbxe BbB Bb3paCTOBUSA fUana3oH 0T 2 Mecelia 0 26 rofuHm
(nuuapogeHncnen1992r.). KoHuentpauuute Ha antiHBs antutenataus-
paseHnsmlU/mLcanayncneHnaBTomaTuiHo 0TaHanuaatopa. 158 xeHu
1 95 Mbxe caHeraTusHM 3a anti HBs antutena (< 9mlU /mL), 12 xeHu
n 10 mbxe cac HeonpedeneH pesyntat (9-11mlU /mL), 170 xexnn 113
MbXecanosntusHmn (>11miU/mL). Mpu 74 xenn 1 52 Mbxe eoTyeTeH
npotekTBeH TUTbP Ha anti HBs >100 mIU /mL.

3akntovenme:» OLeHKaTa Ha NOCTBAKCUHANHNSA UMYHUTETCE M3BbPLIB A
upes KONTMYeCTBEHO onpeaensiHe Ha anti HBs aHTuTenata

» CLIA e yyBcTBUTENEH, CNEUMDUYEH W UKOHOMUYECKN edeKTUBEH
[MarHOCTUYEH METOR CLWMpoK nuHeeH auana3sod (o1 3-1000 mlU
ImL)

» [puuscnefBaHuTe NuLa ce yCTaHOBABAT Bapupalun Huea Ha anti
HBsaHTuUTEnara v npu aBaranona s pasnuyHUT e Bb3pacToB U
rpynu

» YCTaHOBABAHETO Ha HedeKTupyeMn Huea Ha anti HBs aHTutenara
NPUYacT OT M3CNEABAHNA KOHTUHTEHT UMY HU3NPAHN NULA NoCTa-
BA BbNPOCA 3@ HEOOXOAUMOCTTA OT MOHUTOPUHT HA AHTUTENHUS
OTrOBOP CIEeA BakCUHaLMA

Knwoyoeu gymun: HBV undekuns, antiHBs anTutena, xeMunyMUHEC LEHTEH
VMYHEH aHanm3
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STUDYOF THE LEVEL OF ANTIHBS ANTIBODIES
IN VACCINATEDINDIVIDUALS

A. Gotseva', D. Velcheva? G. Popov®

' Laboratory of Virology, Military Medical Academy, Sofia
2MDL Cibalab LTD, Sofia *Department of Infecious Diseases,

Military Medical Academy, Sofia

Aim:The aim of this study todeterminate theimmuneresponse aftervac-
cination with hepatitis B vaccine. Vaccine prophylaxis is considered the most
effective measure for the prevention and control of HBV infection. In Bulgaria,
acompulsory immunization against viral hepatitis B has been introduced since
1992. The presence of post-vaccine protective immunity is accomplished by
testing anti-HBs antibodies. WHO accepts as a lower limit of minimum protec-
tive titer > 10 mIU / mL.

Materials/methods: BetweenDecember 2016 and February 2019, 558 se-
rum samples of immunized individuals with recombinant hepatitis B vaccine
were examined. In order to determine the post-vaccination protectiv e titer of anti
HBs antibodies, a LIAISON XL (DiaSorin, Italy) immunological analyzer using
modern CLIA (Chemiluminescence immunoassay)was usedto quantitate anti
HBs antibodies inhuman serum specimen.

Results: 558 serum samples weretested in 340 (61 %) women and 218
(39 %)meninthe agerangefrom 2 monthsto 26years. Anti-HBsconcentra-
tions expressed in mlU/mL were calculated automatically by the analyzer. 158
women and 95 menwere negativefor antiHBs antibodies (<9 mIU/mL), 12
female and 10 men were undetermined (9-11 miU / mL), 170 women and 113
menwerepositive (>11mlU/mL).In74womenand52men,aprotectivetiter
of anti HBs> 100 mIU /mL was reported.

Conclusions:

» The evaluation of post-vaccination immunity is performed by
quantification of anti HBs antibodies;

» CLIA is a sensitive, specific and cost-effective diagnostic method with
a wide linear range (3—1000 mIU / mL);

» Variable levels of anti HBs antibodies in both sexes were found in
different age groups of study subjects;

y Insome of the immunized subjects cannot be established detectable
levels of antiHBs antibodies. Thisraisesthe question oftheneedfor
monitoring the antibody response after vaccination;

» Withthe decrease in anti-HBs levels <10 mIU/ mL - the long-term
protection depends on the immune memory;

Key words: HBV infection, antiHBs antibodies, Chemiluminescence
immunoassay (CLIA)
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PA3MPOCTPAHEHME HA XENATUT BB
CEBEPOU3TOYHABBIITAPUA

L. LaHesa-[]lamsiHosa'?, Jl. MeaHosa"?,
C. Masnosa‘, L|. KocmaduHosa?® XK. Cmotlikosa'?

' KaTegpa no Mukpobuonorus u Bupyconorus- MeauumHckm
yHuBepcuTeT- BapHa, yn. ,bperantuua® No. 3, BapHa, bbnrapus

2 [labopaTopua no knmHuyHa Bupyconorms- YMBAIT ,Cs.
MapwuHa®“, Byn. ,Xpucto CmupHeHckun“No.1, BapHa, Bbnrapus

8 Mepuko-guarHoctuiHa nabopaTopus ,CTaTyc”, byn.
,CbbopHu , No. 24, BapHa, bwnrapus

“Kategpa no CounanHa meguuuHa v opraHusaums Ha
3apaBeonaseaHeTo- MeanumHcku yHuBepcuTeT-BapHa, yn.

.bperananya“ No. 3, BapHa, bvnrapus
SYyebeH cekTop ,MemnumHckm nabopaHT”, MeawuuHcku

kornex, MeauuuHcku yHuBepcuteT-BapHa, Byn.“Llap
OcoboguTen“ No.84, BapHa, brnrapus

BupyceHn xenatut B e eanH 0T Hail-pasnpoCcTPaHEHNUTE MH(EKLUNO3H U
3abonsBaHus B CBETA, BKIKUYUTENHO U Y HaC.

Llen: [la ceycTaHoBM pa3npocTPaHEHUETO HACEPONOTUYHUTE MApKepH
Ha xenatuT B BupyCHa uHcpekwL WS BcnyyaiHo nogbpaHa nomynaums.

Marepuanu/metoau: PeTpocnektueHo camacnensanu 8 380 nuua ot
Cesepon3toyHa bvnrapus. Mpobute 3a onpegensHe Ha ceponorMyHUTE Map-
kepu Ha HBV causpaboteHun B ELISA u CLIA.

Pesyntatu: OTHOCMTENHUAT AN Ha NO3UTMBHWTE 32 HBsAg nuua e
2.8%. Monoxutennn pesyntat 3a anti-HBc total Ab yctaHosuxme B 42.3%.
MonoxuTenHu pesyntaty 3a anti-HBs Ab nonyuuxme 8 49.1%. HBeAg nosu-
TUBHOCT ycTaHoBUxme B 8.6%. Anti-HBe Ab nonoxutenxu ca 73.8%, o1
BCUYKM U3CNELBaHN.

3JaKnioyenme: YCTaHOBEHa € TpailHa TEHAEHLMS HA Cnaj B OTHOCUTEN-
HuA asnHa HocuTenuTte Ha HBSAg. MbxeTecano-sacerHaTins non ot xe-
Hute. OyepTaBa ce TeHAEHLWUA 33 06paTHa 3aBUCUMOCT MEXAY NMOBUIIEH
OTHOCUTENeH AssnHocUTen Ha anti-HBc total Ab u HamaneH oTHocUTENE H
Asn HBsAg nonoxutenHute nuua Ha nonynaumMoHHO HUBO

Kmiowosu gymn: HBV, HBsAg, anti-HBc total Ab

BHECEHU CITYYMAUHA MOPB WU B BBITTAPUA
NMPE3 2018T.

H. Bnadumuposa’, C. Kpymosa', K. lapmakosa?,
A. Kypuamosa', enudemuonosu om P31°

" HauvoHareH UeHTbp N0 3apa3Hin 1 NapasnT Hi 6onecT
2 MUHMCTEPCTBO Ha 3ApaBEOnasBaHeTo
3 P31 Byprac, P31 Codpust, P3M Mosey

len: EnupemuonoruyeH aHams Ha BHECEHY Cny4aun Ha mopbunm B by fra-
pusnpes 2018 r., kKakTo M NOAABPXAHE HA 3HAHUA U METOAONOMNYHANOA-
kpena 3a BCW4Kku meguuy, paboTelyn no Hag3opa W KOHTpona Ha mopbunm.

Matepuanu u meTopn: AHanu3npaHu ca faHHu oT HauuoHanHata yeb-
fasnpaHa cuctema 3a enMAEMMONOTMYEH HaA30p Ha Mopbunu B bunrapus,
KakTo W JaHHW 0T COBCTBEHN NPOyYBaHMA, BKNIOYMTENHO NnabopaTopHu
[aHHM3aeTekLns HareHoTunose Hamopbunuus supyc. Cnyyante cakna-
CUGMUMPAHI  KaTO ,BHECEHM', aKO MMa BMPYCOMOTMMHM W/MIM enugemMinono-

CECHM AV BAKCUHO -TIPEAOTBPATUMM HMH® EKI] M

HEPATITISBVIRALINFECTION
IN NORTHEASTERN BULGARIA

D. Tsaneva-Damyanova'’, L. Ivanova'?,
S. Paviova*, T.Kostadinova>> J. Stoykova'?

' Department of Microbiology and Virology-Medical University,
3 Bregalnitsa Sfr., Varna, Bulgaria

2 Laboratory of Clinical Virology-University hospital ,StMarina“,
1 Hristo Smirnenski Blvd., Varna, Bulgaria

®Medical- Diagnostic Laboratory“ Status* Varna,
24 Saborni Blvd., Varna, Bulgaria

“ Department of Social Medicine and Health Care Organization,
Medical University, 3 Bregalnitsa St., Varna, Bulgaria

¢ Education and Research Sectors of Medical Laboratory
Assistant, Medical College, Medical University,
84 Tsar Osvoboditel Blvd., Varna, Bulgaria

ABSTRACT

Viral hepatitis Bis one of the most common infectious diseases inthe world,
as well as inBulgaria.

Aim: Toestablish the prevalence of serological markers for hepatitis B virus
infection in common population.

Materials/Method s: We investigated 8,380 people, retrospectively. Samples
for serological markers of HBV were tested viaELISA and CLIA.

Results: T he relative share of HBs Ag-positive individuals was 2.8%. Positive
results for anti-HBc total Ab were found in 42.3%. Positive results for anti-HBs
Ab were obtained in 49.1%. We found HBeAg positive results for 8.6% and for
anti-HBe Ab-73.8%, of all tested.

Conclusion: We have found a steady decline in the relative share of HBsAg.
Men are more affected thanwomen. There is atendency forinverse relations hip
between anincreased relative share of anti-HBc total Ab carriers and areduction
in the relative share of HBsAg positive individuals at population level.

Key words: HBV, HBsAg, anti-HBc total Ab

IMPORTED MEASLES CASES
IN BULGARIA, 2018

N. Vladimirova', S. Krumova', K. Parmakova?
A. Kurchatova', epidemiologists from RHI°

" National Centre of infectious and parasitic diseases, Sofia
2 Ministry of Health
3 Regional health Inspectorates in Burgas, Sofia, Lovech

Aim: An epidemiological analysis of imported measles in Bulgaria in 2018
as well as knowledge maintenance and methodological support for all medical
specialists dealing with measles surveillance and control.

Materials and methods: The surveillance data, retrieved from the National
web based system for epidemiological surveillance of measles in Bulgariawere
analyzed as well as data from our own investigations including laboratory data
on detected genotypes of measles viruses. Cases were classified as imported
if there was virological and/or epidemiological evidence of exposure outside the
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TMYHM 4OKA3aTeNCTBA 32 KOHTAKT U3BbH CTpaHaTa Unu peruoHa 7-18 axu
npeau nosiBata Ha 06puBa, MKkaTo ,CBbP3aHM C BHECEH CNyYail’, korato ca
WH®eKLWM, NpuoobuTM Ha MACTO, NPUYMHEHN OT BHECEH BUPYC U MOJKPENEHU
C BUPYCOMOTUYHM W/ UMM enuaemMuonorniHu gokasarencrea. NpeactaBeH e u
ce 06CbXaa HaLMOHANHUAT BakcMHarneH obxsar.

Pesynrat: Hanocnegxatacpella Ha PernoHanHataBepudukaLmoHHa
KOMUC M 3a eMMMUHaL s Ha Mopbunuu pybeona, npe3atonn 2018 1., by rapus
fewe 06sBeHa KaTO CTPaHa C eNMMUHALNS Ha EHEMUYHO Pa3npoCTpaHe-
Hue Ha mopbunu. Mpe3 2018 r., 8 ctpaHaTa baxacbobuieHu 16 cycnekTHU
3amopbunu cnyyvas. inarHo3ata 3a mopbunu bewe noTBbpAEHA C NOMO-
XuTenHu nabopaTopHu pe3yntatu (ceponorus, BupycHa getekuns) s 13
(81%) ot cnyuaunte. OctaHanute 3 655xa OTXBBbPNEHN. Bb3pacToBOTO
pasnpefeneHue HacnyyanTe e Mexay 2 139 roguHHN, HO Hall-3acerHata e
Bb3pacToBaTarpyna15-19r. (5 cnyyas), cneasaHa oT Bb3pacToBUTE
rpynu 20-39 roaunu (5 cnyyas); ocTaHanuTe Tpu chyyas ca CbOTBETHO
Ha 2, 6 u 8roauwHa Bb3pacT. Cpen cnyyantec M3BECTEH NPOU3XOA HA
nHdekumnata, 7(53, 84%)cacbobuenn kato BHeceHn, a 6 (46, 15 %) kato
cBbp3aHu ¢ BHeceHW. OT 13 cnyyas, 3 ca HeBaKCMHMpPaHK, 2 Ca BakCUHUPaHHM
C B UMK NOBEY e 4031 MOPOUIHA BAKCUHA, @ 8 Ca C HEW3BECTEH BaKC MHANEH
cTaTyc. YacTtTa Hacnyyaute ¢ HeussecTeH BakcuHaneH ctatyc(s4 %), e
HalW-BUCOKA NPU Yy KAEHLNTE NOCETUNN Bbarapus kaTo Ty pUCTU MAU KaTo
Ce30HHU paboTHMLM Ha YepHOMOPCKUTE KYPOPTH, KaKTO U Npu BbArapcku
rpaxpaHu (NpeauMHO POMCKUETHOC), XuBeelw B EBpona v 3aBbpHanvce
3aKkpaTkaBakaHuus. HauuoHanHuaT BakcuHaneH obxeatcpelly Mmopounm
npe32017r.3aBTopa fosae 91,6%, n93,8% 3anvpea fo3a(koeToenog
ueneeara CToMHOCT 0T 95%).

3akntouenme: B cTpaHu, koutoca ban3o foenMMUHaLNS Ha Mopbunu ce
HabniogaBa HapacTBaHe Ha fiena Ha BHEC eHUTE MHEKL MM Ypes nuLa npucT-
raiyn 0T MecTac pasnpocTpaHeHue Ha Mopounu.. 3a nocTuraHe Ha envumi-
HaLMA Ha MOPOUIKM € CbLLECTBEHO NOACHNBAHETO HA [EWHOCTUTE, HACOouYeHM
KbM ONTUMM3UPAHE Ha BakCMHAnHWs 00XBAT 1 kayecTBOTO Ha Hajsopa.

KnioyoBu pymu: mopOunu, enuMUHaLMS, UMYHW3aLus

UW3MEHEHUA B 3A0BJDKUTENHUTE
UMYHU3ALIUU B BBIITAPUA
NMPE3 NOCNEAHOTO AECETUNETUE
(2009-2018 I') U OTPAXEHUETO UM
BBPXY UMYHU3ALWOHHUA OBXBAT U
3ABOJNIAEMOCTTA
OT BAKCUHOMPEAOTBPATUMU BONECTM:
AHANN3 U TEHOEHLUWA

H. Bnadumuposa, A. Kypyamoea, A. MuHkosa

oTaen ,Ennpemnonorns®, HaumonaneH LleHTbp no 3apastn v
Mapasuthn Bonectu (HUS3MB), Codus

Llen: MpepcTaBAHE Ha NPOMEHUTE B UMYHU3ALMOHHUA KaneHdap Ha
bvnrapus B nepnopa 2009-2018 r., aHanu3 Ha UMyHU3aUUOHHUS 0bxBaT
CbC 3aABMKUTENHUTE BAKCUHU U HA TeHAeHLUuTe B 3abongemocTTa ot
BakcuHonpepsoTBpatmu 6onectu (BMB), 06ekTHa 3agbNXUTENHM BaKCH-
HaLMM 3a CbLUMA nepuog. HacouBaHe Kb M Bb3MOXHYM eNUAEMUONOM Y HY 38BU-
CUMOCTUMU3BEXAAHE HANPENOPbKY, CBbP3aHNCNpeBeHLusTaHa BIb Ha
HacTosAWwMs eTan.

Matepuanu/ metopmn: 0606 LieHM Ca faHHUTE 3a [ECETIOANIEH NEPUO
3a 3abonsiemoctta ot BIE: mudTepwus, nomMoMuenut, KOKMWLW, TeTaHyc,
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regionorcountry 7-18days priortorash onsetand, as import-related,ifthey
were locally-acquired infections caused by imported virus, and supported by
epidemiological and/or virological evidence. National vaccination coverage is
presented and alsodiscussed.

Results: Atthelast meeting of the Regional Verification Commission for
Measles and Rubella Elimination in June 2018, Bulgaria was declared to have
eliminated endemic transmission of measles. In 2018, 16 suspected cases of
measles werereported inthe country. The diagnosis of measles was confirmed
by positive laboratory results (serology, virus detection)in 13 (81 %) of all
reported cases. The rest 3 were discarded. Age distribution is between 2 and
39years of agebut most affected age groupis 15-19yrs (5cases)followed
by age groups 20-39yrs (5cases); therest 3cases are 2yrs, 6yrsand 8yrs
of agerespectively. Amongcases withknownorigin of infection, 7(53, 84%)
werereported asimportedand6 (46, 15 %) as import-related. Of the 13 cases,
3 were unvaccinated, 2 were vaccinated with two or more doses and 8 had an
unknow n vaccination status. The proportion of cases with unknown vaccination
status (54 %), was highest inforeigners visiting Bulgaria as tourists, orseason
workers at Black sea resorts as well as, in Bulgarian citizens (mainly Roma
ethnos) living in Europe and coming back for short vacation.

The national vaccination coverage during 2017 for the second dose of
measles-containingvaccineis 91,6%, and 93, 8%forthefirstdose (whichis
below the target value of 95%).

Conclusion: Incountries close to achieve measles elimination anincreasing
proportion of imported infections through international travelers is observed. To
reach the goal of eliminating measles, reinforcement of the activities aimed at
optimizing vaccination coverage and surveillance quality is essential.

Key words: measles, elimination, immunization

CHANGES IN THE MANDATORY
IMMUNIZATIONS IN BULGARIADURING
THE LASTDECADE (2009-2018)

AND THEIR REFLECTION ON THE
IMMUNIZATION COVERAGE AND VACINE-
PREVENTABLE DISEASES’ MORBIDITY:
ANALISYS AND TRENDS

N. Vladimirova, A. Kurchatova, A. Minkova

Department ,Epidemiology“, Natonal Centre of Infectious and
Parasiic Diseases, Sofia, Bulgaria

Aim: Presentation of changes made in Bulgarian immunization schedule
during the period 2009-2018, analyses of vaccination coverage of mandatory
vaccinesandtrends ofvaccine-preventablediseases (VPD )morbidity, especially
VPD subject to mandatory vaccinations within the same period. Guidance to
possible epidemiologic dependencies and issue recommendations for VPD
prevention at the current stage.

Materials/methods: Data of VPD morbidity: diphtheria, polio, pertussis,
tetanus, hepatitis B, measles, mumps, rubella, pneumococcal infections and
infections due to Hib are summarized for 10 years period. Nationalimmunization
coverage data are summarized too for the same period and for the mandatory
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xenatut b, mop6unu, enuaemnyeH napoTuT, pybeona, MHPEKL MM NPUIUHEHM
OT MHEBMOKOKM M 0T XeModunyc undnyeHue 6. 0606LeHn ca HaUMOHaNHUTE
[aHHM 32 UMYyHU3ALNOHHYMA 00XBAT CbC 3aAbNKNTENHUTE BAKCUHU CPELLY
nocoyennTe BIB. MpunoxeH e ennaeMuonornyeH aHamma. TeHaeHUMuTEe npu
OCHOBHYM €NMZEMUONOTUYHM NOKasaTenu CcarpaguuHo MMIOCTPUPaHK.

Pesynramu: B nepuoga 2009-2018 r., bvnrapus Bbeeje cnefHUTe Bak-
CUHY B [IETCKUS UMYy HM3aLMOHEH KaneHaap : 10-BaneHTHa KOHITaTHa MHEB-
mokokoBa BakcuHa (PCV10) (npes 2010) v wecTBaneHTHa kombuHupara
BaKCUMHa cpelly AudTepus, TeTaHyc, KoKMW, NONMOMUENHT, xenatut b,
Hib uHdpekumm. MocnesHata 3amenn 4-u 5-BanenTHuTe Bakcuhu (DTPa-IPV u
DTPa-IPV-Hib), nanon3eau B kbpMayecka Bb3pacT 40 TO3M MOMEHT, CbLIO
Taka fobaBu gonbnHuTenHa (4-1a) £03a kbM CxemaTa Ha xenaTut b Bak-
cuHata. Mpu MOpOUNHNTE BAKCHHM W UMY HU3ALMM HE Ca NPaBEHU MPOMEHM.
Mpe3 nepuofa He ca CbODLABAHY CNyYau Ha ANTEpHs, NONUOMUENUT U Te-
TaHycnpu geua. 3abonsemMocTTa oT KoKMW 0CTaHa nouTH cTabunHa.
3abonsBaHuaTa ot xenatut b nokas3at cTabuNHO CHUXKEHNE BBB BCUYKN
Bb3pacToBu rpynu mexay 0 u 25-rogunu. Passu ce ronima enugemus ot
mopbunu (24364 cnyvas B 2009-2011), cneasaHa 0T CNOpaAUYHY BHECEHMU
chyyam u orpaxudeqn B3pusose (2017). Hamansxa sabonsemocTra 0T pybe-
0na, KakTO M OT MHEBMOKOKOBMUTE 3a60NsiBaHUA MUHDEKLMUTE, NTPUYMHEHM
o Hib npu geua. CnopaguyHo ce cboblapar clyyan Ha enuaemMuyeH napo-
THT. llpesanepuoaa HaLMoHanHOTO UMYHU3ALMOHHO NOKPUTHE NPUBCUYKM
13bpoeHn BakcuHn e mexay 90-95%.

Jakntodenme: Mpe3 nocneaHoTo fecetuneTne Habniwjasame TeHAeH-
UuaHacTabunHo cCHUXeHWe Ha 3abongBanuata npu noseyeto BI1b, Bkmio-
YHTENHO Hyna Chyyan npw ancTepws v nonmomnenut. buarapus e obsaseHa
3acTpaHacenumuHayus Hamopbunu upybeona. PyTuiHataumyHusaums
cpely xenaTuTb, npunaraHaBnpoAbIXEHNE HA25TO[MHI JOKA3ACBOATA
edekTuBHOCT. Bbnpeku oTHOCUTENHO f06PMA UMyHU3aLNOHEH 06xBaT B
bvnrapws, cblecTByBallaTta UMy HU3aLMOHHA NPOrpaMa BCe OLLe Ce HyX-
[iae 0T nofjobpeHue umocTraHe Ha no-gobpo UMyHU3ALMOHHO MOKPUTME.

KnioyoBu gymu: BakcuHO-npeoTBpaTMMU BONECTH, UMYHM3ALUOHEH
obxsat

CECHM AV BAKCUHO -TIPEAOTBPATUMM HMH® EKI] M

vaccines against before listed VPD. Epidemiological analysis is applied. Trends
of basicepidemiological indicators are graphicallyillustrated.

Results: Withinthe period 2009 -2018, Bulgariaintroduced thefollowing
vaccines into the national childhood immunization schedule: 10-valent
conjugate pneumococcal vaccine (PCV10) (in 2010) and 6-valent combined
vaccine against diphtheria, tetanus, pertussis, polio, hepatitis B, Hib infections.
The latter one replaced 4- and 5- valent vaccines (DTPa-IPV and DTPa-IPV-
Hib)in usetothat momentininfancy, as well as added an additional (4-th)
dosetothescheme of hepatitis Bvaccine. Nochanges have been madeto
the measles containing vaccines and vaccinations. During the period no
diphtheria, polio and tetanus cases in children have been reported. Pertussis
morbidity remains almost stable. Hepatitis B cases showed stable decline in all
age groups between 0 and 25 yrs of age. Measles exploded in large epidemic
(24364 cases in 2009-2011), followed by sporadic imported cases and limited
outbreaks (2017). Rubella incidence, as well as pneumococcal diseases and
Hib infections in children got down. Mumps is sporadically reported. National
vaccination coverage of allabovementioned vaccines is between 90-95%
during the period.

Conclusion: During the last decade we observed a tendency of stable decline
in most VPD, including zero diphtheria and polio. Bulgaria has been declared
as acountry with measles and rubella elimination. 25 years lastingroutine
immunizationagainst hepatitis B evidenced its effectiveness. Des pite relatively
good vaccination coverage in Bulgaria, the existing advanced immunization
programme still needs to be improved and betterimmunization coverage to be
achieved.

Key words: vaccine-preventable diseases, vaccination coverage, morbidity
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CECUsA VI

Vuadexkuny, OpuYdMHsIBaHM OT XpPaHM U BOAU

EKCTPAXEMATANHU NMPOABUNMPU HEV -
WHOEKLWACOBCTBEHU HABJTIOAEHUA

M. Muwmuwesa’, E. Moneoyesa-Mapkosa?,
E. Hacesa®, P. Apeuposa’, M.Cmoiiyeea®

' WHdpekumosHo oTaeneHne —MBAJT- Masapmkuk

2 HPNabopaTopus no xenatuTHU Bupycu — rp.Codus

8 ®akynret no obwecteeHo 3apase — MY - Codus

4 BupyconornyHa nabopaTopus —ACC — 6onHuua Tokyaa —rp.
Cocpus

SKnuhuka no wHdekumosHn 6GomecTw, Tponudecka MeanuuHa W
napasutonorns- MY- lnosaws

PE3IOME: XenatuteH Bupyc E e Hal-4eCTUAT NpUYNHUTEN Ha EHTE-
paneHHoH-Axenatut. TOWnpuYuHABa CybKIMHUYHA, 0CTPE, XPOHUYHA UH-
dekuus, kakTomekcTpaxenatanHunposisn. bposTHasabonenute BuHayc-
TPUANHUTE CTPAHMB MOCNEAHUTE TOLUHN CE YBENNYaBa, KATOBCENOBEYE
BHUMaHuece 0BOPbLLA Ha excTpaxenaTanHuTe NposiBY, KOUTO MOXE faca
BOJELUM B KITMHWYHATA KapTWHA, [a Ce TEXKM U Jopu (haTamnHu.

LEN: LienTta Ha HacToAwWweTo cbobueHNe e da npeacTasum Habnwoaa-
BaHUTE OT HAC eKcTpaxenmaTanHu NPosBM Npu 0cTpa xenaTut E BupycHa
UHGEeKLMS.

MATEPWAJIW U METOOU: 181 GonHu 0T ocTpa xenatuT E, nekysaHu
B MHekuno3Ho otaeneHne MBAN-Masapmkuk 3a nepuoga 2014-2018r. Us-
NON3BaHM Ca METOAUTE Ha KNUHUYHO HabMio AeHWe, KNMHMKO-NabopaTopHi U
WHCTPYMEHTaNHM M3CNefBaHns, ceponornynm uscnensanms - ELISA 3a ye-
TaHOBABAHE HacNeUnduyHi aHTuTena, anpuyact ot 6onHute u PCR 3a
ycTaHoBsiBaHe HaHEV —RNA B kpbB Ha BoneH.

PEYNTATH: HabniogasaHu Ca HEBPONOTMYHM MPOSBM — CMHAPOM Ha [uneH-
bape - 1, eHuedanonatus - 1,xematonornyHu -TpombounToneHns - 36,
naHkpeaTtuT -4, 6E3CMMNTOMHO NOBUWABAHE HA KPEATHHUHU-KMHA3a -4.

O06CbX JAHE: Exctpaxenatanuu npossu npu HEV-whdbekums Tpsbea ga
6baat TbpCeHM akTMBHO. Haii-uecTo TakuBa 6OMHM He ce wcneaBaT W 3a-

fongBaHeTo 0CTaBa Hepasno3Hato. MHTEPAUCLMNAMHAPHMAT NOAXOR KbM
Tan MHeKLMA wWe gosese A0 no-gobpoTo wpasdupaHe W nosHaBaHe.

Kniouosu gymu: cuHapom Ha Tvnen-bape, Tpombountonewus, xenatut E
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EXTRA-HEPATIC MANIFESTATIONS ASSOCIATED
WITH HEPATITIS E VIRUS INFECTION

M. Pishmisheva—Peleva’, E. Golcocheva-Markova?,
T. TeneV, E. Naseva®, R. Argirova, M. Stoicheva®

' Department of Infecous Disease - Pazardjik

2Department of Virology, Natonal Center of Infectous and
Parasiic Diseases — Sofia,

*Faculty of Public Health - Medical University —Sofia

4 Laboratory of Virology — ACC -Tokuda Hospital — Sofia

S Department of Infecfuos Diseases, parasitology and Tropical
medicine — medical University — Plovdiv

ABSTRACT: Hepatitis E virus causes sub-clinical, acute and chronic
infections, characterized by hepatitis, though extra-he patic m anifestations have
beendescribed. The AIM ofthis studyisto describe extra-hepatic m anifestations
associated with Hepatitis E virus infection.

MATERIAL METHODS and RESULTS: We investigate 181 patients with
acute hepatitis E and describe neurological disorders - Guillain-Barré syndrome
- 1, encephalopathy -1, hematological disorders -thrombocytopenia-36,
pancreatitis -4,increasinglevel of creatin-kinasewithoutsymptoms.

Conclusions: HEV infection should be considered in patients with acute
pancreatitis, Guillain-Barré syndrome, severe throm bocytopenia. Alternatively,
signs and sym ptoms of these conditions should be sought in patients with acute
orchronicHEV infection. More dataareneededtoconfirmtherole of HEVin
other extra-hepatic disorders.

Keywords: Guillain-Barrésyndrome,thrombocytopenia, hepatitis E
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NMPOBUOTUYHU NAKTOBALIUIIK CPELLY
ESCHERICHIA COLI

C.[aHosa™, J1. [Jobpesa, B. Hemcka ? H. bomesa' P. Tponyega'

" MIHCcTUTYT No mukpobuonorusa,CtedaH AHarenos”, BAH, 26,
LAkag. [eoprun bonyes ,, Codmsi, Bbnrapusa. *E mail: stdanova@
yahoo.com

2XTMY, 6yn. ,C.. KnumeHT Oxpuacku ,, 1756, Codus, Bbnrapus

Lien: Onpepenste cnocobHocTa Ha naktobaLunu 0T pasnnyHu MecTo-
obutanus fanotuckat pactexa Ha Escherichiacolinnogbop Ha wamose
CnoTeHyManpacenpunaraTBnpodunakTukaTaunpeBeHuMaTa HanHdek-
UMM Ha YPO-TEHNUTAN HUA TPaKT.

Martepuanuimetogu: 50 wama nakrobauunu, W30MMpaHn OT Tpaay-
LMOHHM MNeYHM MPOZYKTM 1 16 LWama OT MaiyuHa Kbpma, Ca U3nuTakm in
VTR0 no meToga mdyaus B arap, cpewy E.coliK-12; wam HB101 nwam 420,
pecheperthn E.c. ATCC 25927 u ATCC®11775™, v kmunuven wam E.coli TU-5.

Pesynratu: B 6op6aTa ¢ natoreHnTe BCE NOBEYE BHUMAHMUE Ce OTAENS
Hanpobuotuyxute fobasku. Brasn Bpb3ka be oueHeHacnocobHOCTTa Ha
Obarapcku HOBOM3OMMPaHU U NOAOPAHM KAaTO KAHAMAAT-NPOOMOTMYHM Nak-
Tobaunnu - 16 wama ¢ yosewku u 50 ¢ MmneyeH npousxop, Aa NOATUCKAT
E. coli. HenatorexeH wam E. coli K12 ce 0Tanyasa kato CUNHO YYBCTBU-
TeneHkbM npoAyuupanute metabonutun ot 35 MKb kyntypu. Hait-eucoka
aKTUBHOCT CpelLLy ocTaHanuTe wamose E.coli e otueTeHa B onutute
c kucenu 6e3kneTbyHu QUNTPYBAHM CynepHaTaHTh oT 24 u 48 4. nakTo-
bauununkyntypuscpepa MRS, vegMRS v B 3akBaceHo, ¢ 0TAENHUTE Nak-
Tobauunu, cTepunHo Masko. Tasn akTUBHOCT € CNeAcTBMe 0T NpoOAYLM-
paHuTe MNeyHau ApyruKncenMHu, kaTocamo ABan3onaTaca onpeaeneHm
kato DakTepuowumMHorenHu. B rpynata Ha naktobauunm ot kbpma 25% ca
cnocobHyu na mHxubupat pactexaHa E. coli ATCC 25725. C npaktnyecko
3HaveHue ecnocobHocTTa Ha 12 wama Lactobacillus plantarum, kyntuen-
paHuB mnako, ganoatuckat E.c. ATCC 25725u 1 ot 1ax E.cATCC 11775,
MonoXWTENHW pesynTaTi ca OTYETEHM M CpeLly yponaToreH E.c. wam
TY5. OT nopbpaHute edekTUBHM aHTATOHNCTH € Cb3fafeH NPOTOTUN Ha
npobuoTuyHa mynTubakTepuanHa Gopmyna, kosSTO Npu pefoBEH NpueM 3a
nocneaHuTe 3 Meceua enokasana obellaBaliy pesynTaru.

Jakntovenme: [lakTobayunute 0T pasnuyHu xabutatn ca ecTeCTBEHM
AHTarOHMCTH CpeLy ypo-natorennu E. coli u nputexasar Wamoso-cne-
uncnyeH npobuoTMyeH noTeHuuan.

KntowoBn pymu: Escherichia coli, Lactobacillus, Antibacterial ACTIVITY

Pabotata noHacToswem e duHancupaHa ot ®HW -bbarapus no npoekt
KN-06 OTP 03/16.

CECUAVI UHOEKIIMUY, ITIPUIUHIBAHM OT XPAHU U BOAU

PROBIOTIC LACTOBACILI AGAINST PROBIOTIC
LACTOBACILI AGAINST ESCHERICHIA COLI

S. Danova”, L. Dobreva’, V. Nemska*? N. Boteva, R. Tropcheva’

" The Stephan Angeloff Institute of Microbiology, Bulgarian Academy of Sciences,
26, ,Acad. Georgi Bontchev* Str., Sofia, Bulgaria. Email: smanovA@ YAH0O. com
2University of Chemical Technology and Metallurgy, 8, ,St
Kliment Ohridski“, Blvd., 1756 Sofia, Bulgaria

Aim: Toestimatethe ability oflactobacilli,from different habitats, toinhibit
the growth of Escheric hia c ol and to select of strains with potential to be applied
inthe prevention and prophylaxis ofurogenital tractinfections.

Materials / Methods: 50 strains of lactobacilli isolated from traditional dairy
products and 16 strains of breast milk were tested in VTR0 by the agar diffusion
method against E. coli K-12; E.c HB101; E.c. 420, E.c. ATCC 25927, E.c.
ATCC®11775™, and a clinical strain of E. coli TU-5.

Results: Probiotic supplements gainincreased attention in dealing with
pathogens. In this contest, the capacity of newly isolated lactobacilli - 16
humanstrains and 50 milk strains -to antagonize E.coli, was estimated, and
candidate probiotics acting as natural antagonists, were selected among them.
The nonpathogenic strain E. coli K12 was distinguished as highly sensitive to
the produced metabolites from 35 Lactobacillus cultures. The highest activity
was recorded in all tests with acid cells-free supernatants, obtained after 24 -
48 h Lactobacillus cultivation in MRS, vegMR S broth and in sterile milk. Thus,
produced lactic and other acids are active compounds, with only two isolates
defined as bacteriocinogenic. Into the group from breast milk, 25%, of the
isolates possessed inhibitory activity to E. coli ATCC 25725. High prominent is
the result with 12 Lactobacillus plantarum strains, cultivated in milk o/n. Their
whey fractions showed bactericidal effects on E.coliATCC 25725 and 1 of them
onE.c. ATCC11775. This activity was confirmed against uropathogenic E.c
TUS. Based onthe selected effective antagonists, aprototype of a probiotic
multibacterial formula has been establis hed, which has shown promising res ults
at regular administration.

Conclusion: Lactobacilli from different habitats are natural antagonists
against uropathogenic E.coli and have strain-specific probiotic potential.

Key words: Escherichia coli, Lactobacillus, Antibacterial ACTIVITY

The work is partially funded by NSF Bulgaria under project KI-06 -OPR 03/16.
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NMAPA3UTHU UHBA3SUU NPU NALUMEHTU C
XPOHWYHU ANEPTUYHU NPOABU

b. Yakbposa

Tpakuitckn yHuBepeuteT — Ctapa 3aropa, MeanumHCKu
takyntet, Kategpa ,Mukpobuonorns w napasutonorns”,

MyckoBuMexaHuamu 3aronam 6poibonecTtuce aBABATNPOTO30U, XEN-
MUHTU W Oy HTU, NapasnTupalyy BopraHuamaravoseka. lMogaHHn HaC30
nocBeTac napasuTuca MHBa3upaHv noseye ot 3 Mng. Aywu. B Espona e
NOpPa3eH BCeKN TPeTH YoBeK. EHN OT Hall-pa3npocTpaHeHuTe CbBPEMEH-
HM3abonaBaHMA NpuYoBEKa - anepruyHmuTe, YecToceacoLmmparconapa-
3UTSBaHUS C eHAonapasuTy.

LienHa npoyyBaHeTO € ja Ce NPEACTaBAT HaW-4eCTO JMarH 0CTUL M-
paHUTENapasvTHU HBA3UM NPY NULA CXPOHUYHM ANEPTUYHN CUMNTOMY U
3abonsBaHus.

MaTepuan u meToau: B npoyusaHeTo ca BknioyeHn 06wWo 348 nuua ¢
XPOHUYHY anepriyHit CUMNTOMM ¥ 3aB0NSBaHNS: XPOHUYEH MPYPUTYC, YPTH-
Kapusi, aTONUYEH LEepPMaTUT, NALMUEHTH C XPOHUYHN KOXHU 3a00nsBaHus U
anepruyHu pecnuparopHi npossu. O T mbxku non ca 135 (38.8%), a OT xeH-
cku — 71 (61.2%). W3non3aHuTe [UArHOCTUYHU METOAM ca: LUTOXemaTo-
NOTMYHU U BUOXMMUYHU KITMHUKO-NabopaTopHU TECTOBE; epMaTONOTMYHY
BUONCHYHM MATOXMCTONOTMYHN U MAaP3UTONOTUYHI: M3CNeaHaHe Ha deuec -
MOp(honoruuHa AnarHoCTUKa — MakpOCKOMCKM v CBETNUHHOMUKPOC KOMCKH U
UMy Hoxpomartorpadckin upe3 Gbpau in vitro aHmMreHHM TECTOBE 3a OTKpU-
BaHe Ha Cryptosporidium PARVUM, Giardia lamblia and Entamoeba histolytica/
dispar; UMyHOEH3UMHU METOAM Ype3 komepcuanty ELISA kuToBe 3a guardo-
CTWKa Ha TOKCOMMa3Mo3a, EXMHOKOKO3a, TPUXUHENO03a W TOKCOKapo3a.

Pesyntatu: Onapasutenute ca 129 (37.1%). C enteponapasn-
™ - npotoon w xenmuut ca 39 (11.2%). Giardia intestinalis 9 (2.6%),
Blastocystis hominis 9 (2.6%), Entamoeba coli 6 (1.7%), Hymenolepis nana
6 (1.7%), Enterobius VERMICULARIS 3 (0.9%) and Cryptosporidium PARVUM
3(0.9%), and Ascaris lumbricoides 3 (0.9%). MonoxutenHu 3a napautu ¢
TbkawHa nokanusaums ca 90 (25.95%): 3a Tokconnasmo3sa (MO3UTUBHYU
Toxoplasma gondii antibodies 1gG, IgM) ca 57 (16.4%), 3a Tpuxuxenosa (no-
autusku Trichinella Antibody ELISA Kits) ca15(4.3%), 3a Tokcokaposaca 9
(2.6%)m3aexudokoko3asacnblo 9(2.6%).Mpn12naymneHTneycTaHoBeHa
WHBa3us ¢ ABa BUAanapasuTuunpu 6-c tpu. Hai-ronsim 6poit no3MTUBHMU
3aonapasuTABaHua nauMeHTMcaBbBBb3pacToBata rpyna Mmexay 25 v 54
roguun. NMpu69(19.8%)oTonapasuTeHnTe NaLMEHTUC XPOHUYHI anepriny-
HMCUMNTOMM U 32D0ONABAHNS NPOBEKAAHETO HA AHTUNAPA3UTHO NEYeHMe
(no oTpuUaTENeH NapasuTUIMIMYEH pe3ynTaT) 4oBeje 0 NPeMUHaBaHe Ha
OCHOBHMTE CUMNTOMM — CbpOEX, 3a4epBABaHE, KalmLa, fOBEXfaHe [0 pe-
hepeHTHN CTONHOCTYW Ha NIEBKOLMTUTE U €03NHOUMHUTE KITETKM.

akntoveHue: [aLMEeHTUTE CXPOHUYHM aNePTUYHU CUMNTOMM U 3abons-
BaHMA Ca C BUCOKA YECTOTA HAa OMapasUTeHOCT C eHAONapasnTy. Bknwy-
BaHETO Ha NapasuTONOTMYHUTE U3CNEABAHNS B ANATHOCTUYHUA NaHeN npu
Te3n CUMNTOMM ¥ 3aDONABAHMA B TONSAMA CTENEH YCTAHOBABAT NapasuT-
HaTa eTMONOrusl KaTo NpOBOKMpALY W hakTop.
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PARASITIC INVASIONS AMONG PATIENTS WITH
CHRONIC ALLERGICMANIFESTATIONS

B. Chakarova

Trakia University — Stara Zagora, Faculty of Medicine, Department
of Microbiology and Parasitology

Someofthemostcommonpresentdiseases inhumans -the allergic dis-
eases, are often associated with endoparasitic invasions.

Theaim of the study is to present the most frequently diagnosed parasitic
invasionsinpeople with chronicallergic symptoms and diseases.

Materials and Methods: The study included a total of 348 individuals
with chronic allergic symptoms and diseases: chronic pruritus, urticaria,
atopic dermatitis, patients with chronic skin diseases and allergic respiratory
manifestations. The males are 135 (38.8%) and females - 71 (61.2%). The used
methods for diagnostic are: cytohematological and biochemical laboratory tests;
histopathology dermatological biopsy and parasitological tests: examination
of feces - morphological diagnostics - macroscopic and light microscopic
and rapid immunochromatographic tests for in vitro diagnostics for high-
quality detection of Cryptosporidium PARVUM, Giardia lamblia and Entamoeba
histolytica/dispar, enzyme immunoassay tests by commercial ELISA kits for
the diagnosis of toxoplasmosis, echinococcosis, trichinellosis and toxocarosis.

Results: The people with parasitic invasions are 129 (37.1%). The invasion
patients with enteroparasites - protozoa and helminths are 39 (11.2%), with
Giardia intestinalis are 9 (2.6%), with Blastocystis hominis are 9 (2.6%),
with Entamoeba coli are 6 (1.7%), with Hymenolepis nana are 6 (1.7%), with
Enterobius VERMICULARIS are 3 (0.9%), with Cryptosporidium PARVUM - 3 (0.9%),
and with Ascaris lumbricoides - 3 (0.9%). Positive for parasites with tissue
localisation are 90 (25.95%): for Toxoplasmosis (positive for Toxoplasma gondii
antibodies 19G, IgM) are 57 (16.4%) patients, for Trichinellosis (positive for
Trichinella Antibody ELISA Kits) are 15 (4.3% 2.6%) and for Toxocarosis are 9
(2.6%), and for Echinococcosis - 9 (2.6%) people. Invasion with two species
of parasites is established in 12 patients and with three species - in 6 patients.
In 69 (19.8%) of the patients with parasitic invasions and chronic allergic
symptoms and diseases, antiparasitic treatment (until a negative parasitic
outcome) resulted in the passing the main symptoms - itching, redness,
coughing, normalization of the leukocyte and eosinophil count.

Conclusion: Patients with chronic allergic symptoms and diseases have
a high incidence of endoparasitic invasions. The inclusion, of parasitological
examinations in the diagnostic panelin cases with patients manifesting those
symptoms and diseases, largely identifies parasitic etiology as aprovoking
factor.

Key words: Chronic allergies, endoparasites
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CECUHA VII

BekropHO-ipegasaH MHPEKINU

+TAMATALUUEBA TPECKA® U MEHWUHIUT,
NMPUYNHEHU OT ®JNIEBOBUPYC TOCKAHA

U. Xpucmosa, E. MaHatiomosa, U. TpughoHosa,
T.InadHuwka, E. Tacesa, B. MeaHosa

HPI1 ,BekTopHo-npeaasanu uHpekumn®, HLU3MB

®nebosupyc TockaHa (TOSV) npuHagnexy kbm Buga Sandfly fever Naples
species complex, pog PLEBOVIRUS, cem. PHENUVIRIDAE, pasped BUNYAVIRALES.
MopobHo Ha npuyuHuTenuTe Ha Kpumckata KoHro xemoparuyHa Tpecka
n xemoparuyHata Tpecka ¢ 6wvbpeyen cuippom BupycHata PHK e egHose-
pUXHA, C OTpMLaTeNnHa NONAPHOCT U Ce CbCTON OT 3 CerMeHTa: ManbK,
CpeneH W ronAM, kOAMpal CbOTBETHO HyKNeonpoTeuHa, FUKONpOoTenHu-
Te u PHK-nonumepasarta. lpeaasaHeto Ha WHeKUMsTa € NOCpeacTBOM
dneboTomycn. KNMHMYHOTO NpoTMYaHe Hall-4yeCTo e Moj dopmata Ha de-
BpunHo 3abonABaHe. He ca pedkvt W ChyyauTe HA MEHUHIUT UAM MEHMHTOEH-
uedanmT. B eHgemuinmn cTpaku kato Mranus, Ucnanns, ®panums, TOSV e
Cpen TPWUTE Hal-4ecTH NPUYUHUTENM HA BUDYCEH MEHMHTUT Npe3 NATOTO.
One60TOMYCHM BEKTOPM OT HAKONKO BUAA Ca Pa3npoCTPaHEHN B HalwaTa
cTpaHa. Hale npoyysaHe Bbpxy ceponpeBaneHTHoCTTa Ha TOSV B cTpa-
HaTa NOTBBLPAN WMPOKOTO pasnpocTpaHedue Ha TOSV. B HauuoHanHaTa
pedepentHa nabopatopus kbm HL3ME pokassame BupycHa PHK B paHHus
ctaguit ¢ RT-PCR B kpbBTa Ha 60nHus, a npy U3siBeHa Beye CUMMTOMATMKA
oTkpusame cneunduydn UM u Ul aHtutena ¢ ELISA. OueBugHO guardo-
3aTa ce nponycka, 3aToBa nekapute Tpsbea fga umat Bb3amoxHa TOSV uH-
(ekunst B IMGEPEHLMANHO [MArHOCTUYEH MNaH Npe3 NETHUTE Mecewy.

BrarogapHocTu: ToBa npoyysaHe e uHancupano ot ®HW no npoekrt
[H03/15/19.12.2016

PA3NPOCTPAHEHUEHAA3WATCKUATUIPOB
KOMAP AEDES ALBOPICTUS
B BBJIFTAPUA MNPE3 2018 T.

0. Mukos

HaumoHaneH ueHTBbp no 3apas3Hu 1 napasutHu Gonectu, Codums

Llen: Aanatckust Turpos komap Aedes albopictus e MHBa3uBeH BUA, yC-
TaHoBeH 3anpbB nbT B bvnrapus npes 2011 r. 8 obnact byprac. Mexay
201212017 r. e ycTaHoBeH B 15 06nacT Ha cTpaHaTa, KaToce 04akBa
apeansT My ace pasLimpsisa.

Marepuanu n metoan: OT aBryctgo oktomBpu 2018 r. BManbnHe-
HWe Ha [eWHOCTUTe, 3anoxeHu B HayuoHanHa nporpama 3a npodunakTuka
WKOHTPONHABEKTOPHO-NPeJaBaHit TPAHCMUCUBHYM UHEKLMM npuxoparTa
B Penybnmka Bwnrapus 2014-2018 r., ca npoBegeHn MONeEBY NMpOy4BaHMs 3a

CECHA VII BEKTOPHO-TIPEAABAHU MHOEKIIUU

+PAPPATACIFEVER“ AND MENINGITIS
CAUSEDBYPFLEBOVIRUS TOSCANA

I. Christova, E. Panayotova, . Trifonova, T. Gladnishka, E. Taseva, V.
Ivanova

NRL ,Vector-borne pathogens®, NCIPD

Phlebovirus Toscana (TOSV) belongs to Sandfly fever Naples species com-
plex, genus PLEBOVIRUS, fam. PHENUVIRIDAE, order BUNYAVIRales. Similar to the
viruses causing Crimean Congo hemorrhagic fever and hemorrhagic fever with
renal syndrome, viral RNA is single-stranded, negative-sense, and consists of
three segments: small, medium and large, encoding nucleoprotein, glycopro-
teins and RNA-polymerase, respectively. Transmission of TOSV is by phlebot-
omine sandflies. Clinical manifestation is usually as febrile illness. However,
cases of meningitis or meningoencephalitis are not rare. In endemic countries
like Italy, Spain and France, TOSV is among the three main causes of viral men-
ingitis during the summer. Phlebotomus vectors belonging to several species
are distributed in our country. Our investigation on seroprevalence of TOSV in
the country confirmed the wide distribution of TOSV. In the National Reference
Laboratory at NCIPD, we detect viral RNA at early stage with RT-PCR in blood
samples from patients, and in case of already manifested symptoms, we detect
specific IgM and 1gG antibodies by ELISA. Obviously, the diagnosis is missed,
that is why physicians should include possible TOSV infection to the differential
diagnosis during the summer months.

Acknowledgement: This work is supported by research grant
[H03/15/19.12.2016, Bulgarian National Science Fund

EXPANSION OF THE ASIAN
TIGERMOSQUITOAEDES ALBOPICTUS
IN BULGARIA IN 2018

0. Mikov

National Centre of Infectious and Parasitc Diseases, Sofia

Aim: The Asian tiger mosquito Aedes albopictus is aninvasive species found
forthe first time in Bulgaria in2011 inBurgas region. Between 2012 and 2017, &
has established in 15 regions of the country, and its range is expected to expand.

Materials and methods: From August to October in 2018, by implementing
the activities planned in the National programme for prevention and control of
vector-borne infections inhumans in the Republic of Bulgaria 2014-2018, field
studies to detect the species were conducted in all regions of the country. The
sampling was performed by ovitraps used to detect eggs laid by the females
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yCTaHOBABAHE HA BUAA BB BCUYKM 06NMacTH Ha CTpaHaTa. YNoBbT € npo-
BEX[AH C KanaHu 3a AlLecHacsHe, NOCPeACTBOM KOUTO Ce YCTaHOBABAT
Ailla, CHeCeHM 0T KeHckute Ha Ae. albopictus. O6wo 250 cbopa HacybeT-
patuTe3a fillecHacaHe canposeaexn 30 nokauuu Ha28 obnactu. B 22
noKaLuu 0T KanaHuTe ca cbOpaHu napeu, KOUTO Ca OTrNeAaHu 40 uMaro
BnabopaTopHMycnoBus. BbapacTHUTE KOMapucaonpeaensHu BUA0BO No
mopdonornyHn benesu.

Pesy ntatu: MpucbcteueTo Ha Ae. albopictus ce noTBbpXxaBa B 06-
nactute bnaroesrpag, byprac, Bapxa, Benuko TvpHoBo, Bugus, Bpaua,
Kbpoxanu, MonTaka, Masapaxuk, Mnosaws, Pyce, Crmeen, Ctapa 3aropa,
XackoBou Ambon. 3anpbB MbT ceycTaHopsBaB obnacTute Mabposo, [lo-
6puy, losey, Mnesen, CunuctpanToprosuwe. BobnacTure KiocteHaun,
Mephuk, Pasrpag, CmondH, Codus, Codmsa (cTonuua) u LymeH TurposmaT
KOMap He € yCTaHOBEH.

B obnactute, B koutoe pasnpocTpaHeH, Ae. albopictuse yctaHoBABaH
BCenuwa ¢ Hapmopcka BucoymHa mexay 10 1 398 m. MpucwveTeneTo My 8
pasnMyHM YacTu Ha bbnrapus npegnonara pasnpocTpaHeHue kakTo OT efHa
0bnacT BCbCEAHUTE i, Taka U MHOTOOPOWHK, HE3aBUCUMU €HA OT Apyra
TOYKM Ha BHOC.

Kniowosu pymm: Aedes albopictus, paswupenne Ha apeana, bvnrapus

CbCTOAHUE HA MAPA3UTO3UTE
B BBJITAPUATNPE3 2018 T.

W. PaiiHosa, P. XapusaHos, H. Lleemkosa, P. bopucosa, E. KbHesa,
A. WeaHosa, N. Kagpmardxues, O. Mukos, M. BudeHosa

Oraen ,MapasuTonorus v Tponuyecka MeguumHa“
HaloHaneH LeHTbp No 3apasHu v napasuTHu GonecTty
(HL3MB), Codhus

AHanuabT Ha napasuTHuTe 6onecTuce U3BHLPLWBA BCAKA FOAMHA B Ha-
watacTpaHanopagucneyudukatTaHasapassBaHeTo UNPOALIKATENHOTO
XPOHUYHO NPOTHYaHe Haronsm 6poil 0T TAX. XapakTepHO 3anapasuTHuTe
WHBA3UK € YeCTOTO 3aCATAHETO Ha flelaTa, nocelaBally AeTCKU 3aBefe-
HUA, NOPaAN NUNCATa Ha U3rpafeHm XUTMEHHN HABULM 1 BNN3KUA KOHTAKT
nomexpy um. Llen Ha HacToswata paboTa e OLEHKA HA CHCTOAHUETO Ha
napasutosute B bvnrapus npe3 2018 r. Kato matepuanu cauanonasaniu
[aHHUTE OT rof UL HATE OTYETW Ha Napa3uToONOr UYHUT e CTPYKTYpU OT
P31, 13, MY nHL3MB6. 06wonpe32018 . canacneasannHapn 600 000 mua,
0T KOUTO AMArHOCTULMPaHK C pa3nuyHyu napasuTosn ca Hag 1% ot noco-
yeHuTe B 0TYETHUTE hopmu. EXUHOKOKO3aTa M TpMXUHENO3aTa 3anassar
CBOETO3APaBHO 3HaYeHue,Bbnpeknyenpe32018r.capernctpupanm Hai-
ManbK Opoil Cnyyan Ha kMCTHA eXMHOKOKO3a npe3 mocnegHute 10 roguHm -
206. 3abonsemoctra o1 TpuxuHenosa e 0,64%qo0 0T CboOWEHN 06WO 4
enVAEMUYHY B3pUBA B TPU 06NacTM Ha cTpaHaTa. [pu reoxenmMuHTO3nTE
(ackapupo3a v Tpuxouedanosa) 3abonsemoctra e cbOTBETHO 11% 000 U
1,7%000. B CpaBHeHMe ¢ NpeAXoaHU FOLUHYN faHHUTE 3@ eHTepobuo3aTa
noka3saT HOBO yBenuyeHue Ha cyyaute npe3 2018 r. (6331 kbm 5472 3a
2017 1.). Mpu BEKTOP-NPEHOCMMUTE NAPA3UTO3N NPE3 TOAMHATA BHOCHA
Manapus e jarHocTuuMpaHanpu8 naunenTu, kato S5oTTaxca 6varapcku
rpaxpaHun3cayyxfeHun. AHanu3bTHaJaHHUTE NOKA3BA, YE NAPA3UTHU-
TebonectusbbnrapuaHe HamangBatu 3aToBae HeobxoauMo 3anasBaxe
WyKpenBaHe Ha MpexaTa3a Hag30p MKOHTPON U 0c0BEHOBKMIOYBAHETO B
CTPYKTYpUTE NOMELMLMHCKA NapasvTonorus HaHOBW Kajpu.

KnioyoBK gymu: napasutos3n, 3abonsieMoCT, 300HO3M
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of Ae. albopictus. A total of 250 oviposition substrates were collected from 30
locations in 28 regions. Mosquito larvae collected from ovitraps in 22 locations
wereraised to adults under laboratory conditions. Adult mos quitoes were identi-
fied morphologically.

Results: The establishmentof Ae. albopictus was confirmed inthe regions of
Blagoevgrad, Burgas,Varna, VelikoTarnovo, Vidin, Vratsa, Kardzhali, Montana,
Pazardzhik, Plovdiv, Ruse, Sliven, StaraZagora, Haskovoand Yambol.. Forthe
firsttimeitwas detectedintheregions of Gabrovo, Dobrich, Lovech, Pleven,
SilistraandTargovishte. In the regions of Ky ustendil, Pernik, Razgrad, Smolyan,
Sofia, Sofia (stolitsa) and Shumen, the Asian tiger mosquito was not found.

Inareas where it was present, Ae. albopictus was found in settlements with
analtitude between 10 and 398 metres above sealevel. Its presence in different
parts of Bulgaria suggests both distribution from one region to the neighbouring
ones, and numerous independent introductions from different points of entry.

Keywords: Aedes albopictus, expansion, Bulgaria

STATUS OF PARASITIC DISEASES
IN BULGARIA IN 2018

|. Rainova, R. Harizanov N. Tsvetkova, R. Borisova, E. Kaneva,
A. Ivanova, |. Kaftandjiev O. Mikov, M. Videnova

Department «Parasitology and Tropical Medicine»
National Center of Infectious and Parasitic Diseases (NCIPD),
Sofia

Analysis of parasitic diseases inourcountryis carried out annually dueto
the specificity ofinfectionand prolonged chroniccourse of alarge number of
them. Parasitic infections typically most often affect children attending childcare
facilities due to the lack of hygienic habits and the close personal contact among
them. Theaimof the present work is to assess the condition of the parasitic
diseases in Bulgaria in 2018. The data from the annual reports of the parasitic
structures fromthe RHI, priv ate diagnostic laboratories, MU and NCIPD are used
as materials. A total number of more than 600,000 individuals were examined
in2018, morethan 1% of whom were diagnosed with different parasitoses of
thoseindicatedinthereportingforms. Echinococcosisandtrichinellosis retain
their health importance, although in 2018 was registered the lowest number of
cases of cystic hydatid diseaseinthe last 10years -206. Trichinella incidence
is 0,64 %000 Ofthetotal reportedfouroutbreaksinthree country regions. Insoil
transmitted parasitoses (ascariasis andtrichuriasis) morbidity is 11%o00 and
1.7%o00 respectively. Compared toprevious years data for enterobiosis show a
newincreaseincasesin2018 (6331to5472t0 2017). In vector-transmitted
parasitic diseasesimported malariawas diagnosed in 8 patients, 5ofthem Bul-
garian citizens and 3 foreigners. The analysis of the data shows that the parasitic
diseases inBulgaria are not diminis hing and therefore it is necessary to preserve
and strengthen the surveillance and control netw ork and es pecially the inclusion
of new specialists in the structures of medical parasitology.

Keywords: parasitoses, morbidity, zoonoses
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CECHUA VIII

Iuadexkumm, cBpp3aHM C MEAUIIMHCKOTO OOCAy>KBaHe
U IIPY MMYHOAE€PUIINTHIM CBCTOSTHIISI

HELICOBACTER PYLORI WH®EKLWA
NMPU OELIA C BONECTTAHA CROHN,
YNUEPO3EH KONUT U LLENTMAKUA

J1. bosiHosa', 1. Xadxuiicku?, P. Mapkoscka', X. Mumos’

'KaTegpa meauumHcka MukpoGuonorusi, MeauumHCKM yHUBEP-
cuteT-Codms, Bbnrapus
2CBANOB, MeanumHckn yHueepeuteT-Codomsi, Bbnrapus

Len: la ce npoyuun Bpb3kata mexay Helicobacter pylori undpekunsara ¢
ABTOUMY HHUTE YpeBHU 3abonsBanua (AIMD kato Bb3namTenHo 3abongsa-
HeHayepBaTauLenuakus)cpefneanaTpuyHuTe nauneHTuy Hac. Matepu-
anu/metoau: bewewnscnegBanayectotatanaH. pylorinnekunatanpud?
ovnrapckngeyac AIMD cnpamo Tasunpu 569 geuabestesnsabonspanus.
Pesyntatu:NMauventntecAIMD umaxa2 nbTuno-HUCKavecToTa HaH.
pyloriundekumnata(12.8%)cnpamo koHTponHatarpyna(26.0%, p=0.044).
Camo 12.5% ot peuatacbonectrana Crohn, 10.0% oT Te3nc ynueposeH
konutn14.3% ot geuatac uennakua bsxaH. pylorino3uTMBHI. Bb3MOXHNU-
Te MPUYUHY 3@ acoumaLmsTa ca obcbaeHn. 3akmioyexue: Bbnpeku ye umyHo-
MOZynatopHute nocneacTsus o1 H. pylori uHdekuusTa B natoreHesarta
Ha AIMD npogbmkasa ga 6b/e NpoTHBOPEYMBA TeMa, HUE HAMEPUXME CHr-
HMGUMKaHTHa 00paTHa acoLmMaLns MEXAY TE3MUHTECTUHANHM BonecTUnH.
pylorinHekumsTa npu 6barapckuTe NeguaTpuuH NaLmeHTw.

KnioyoBu gymu: Helicobacter pylori; Bb3ananutenxa ypesta bonect-1BD;
Lenmakus

KNMMHWYEH CNYYAWA HA MHOEKLMO3EH
EHOOKAPAUT, MTPUMMUHEH OT S.GALLOLYTICUS
SUBSP. PASTEURIANUS, ACOLUMNPAH C
KOJNIOPEKTAIIEH KAPLIMHOM

W. T'epeosa’, J1. Jemupescka ? B. WgaHos’,
A. HobaHos? B. [Jumos* W. [Jackanos?

" KnuHuka Kapauonorvs, BoeHHomeauumHcka akagemusi, Codms

2Kateppa BoeHHa enmaemmonorns u xurneHa, BoeHHOMeAUL MH-
cka akapgemus, Codms

3 KnuHnka YepHoopobHO-NaHKpeaTUyHa W TpaHCniaHT aunoHHa
xupyprusi, BoeHHomegnumHeka akapgemus, Codus

“Kategpa AHecCTesnonorus, peaHuMaLmus W UHTEH3MBHO neye-
Hue, BoeHHoMeaMumMHCKa akagemus, Codus

Buveegenne. MpecTaBame cryyail HA MH(EKLMO3EH EHAOKAPANT, NPUUNHEH
ot S.gallolyticus subsp. pasteurianus, acoLumpaH ¢ aBe aCUMTOMaTAYHNU CHH-
XPOHHU HEOnnaami, NoKanuavpaHu B KOMOHA, Pa3nu4aBallyt Ce XMCTOMOIMYHO.

CECHMA VIII UHOEKIIMM, CBBP3AHM C MEAUIITMHCKOTO OBCAV>KBAHE

HELICOBACTER PYLORI INFECTION IN BULGARIAN
CHILDREN WITH CROHN'’S DISEASE,
ULCERATIVE COLITIS AND CELIAC DISEASE

L. Boyanova', P. Hadzhiyski? R. Markovska’, I. Mitov!

" Department of Medical Microbiology, Medical University of
Sofia, Sofia, Bulgaria

2 Specialized Hospital for Actve Pediafric Treatment Medical
University of Sofia, Bulgaria

Purpose: To assess Helicobacter pylori infection prevalence among
Bulgarian pediatric patients with autoimmune intestinal diseases (AIMDs such
as inflammatory bowel disease and celiac disease). Methods: We evaluated
H. pyloriinfection rates in 47 Bulgarianchildren with AIMDs in comparison
with 569 children lacking the diseases. Results: AIMD patients had 2-fold
lower prevalence of H. pyloriinfection (12.8%) compared with the control
group (26.0%, p=0.044). Only 12.5% of Crohn’s disease patients, 10.0% of
those with ulcerative colitis and 14.3% of the children with celiac disease were
H. pylori positive. The possible reasons for the association are discussed.
Conclusions: Although immunomodulatory consequence of H. pylori infection
in AIMD pathogenesis still remains a topic of controversy, we observed a
significant inverse association between these intestinal diseases and H. pylori
infection in Bulgarian pediatric patients.

Keywords: Helicobacter pylor; inflammatory bowel disease-IBD; celiac
disease

CLINICAL CASE OF INFECTIVE ENDOCARDITIS
CAUSED BY S.GALLOLYTICUS SUBSP.
PASTEURIANUS, ASSOCIATED WITH COLORACTAL
CARCINOMA

L. Demirevska ', I. Gergova ?, V. lvanoV,
A. Chobanov', V. Dimov*, I. Daskalov?

! Cardiology Department, Military Medical Academy, Sofia

2 Department of Military Epidemiology and Hygiene, Military
Medical Academy, Sofia

3 Clinic of Hepato-pancreatic surgery and fransplantology, Military
Medical Academy, Sofia

*Department of Anaesthesiology and Critical Care, Military
Medical Academy, Sofia

Introduction. We present acase of S.gallolyticus subsp. pasteurianusin-
fective endocarditis associated with two asymptomic synchronic colonic neo-
plasms. The histopathogical result of the two neoplasms were different.
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Knuruyen cnyvai. 65-roguwen mbx noctbnea B Knuuwuka ,Kapauono-
M8“C aHaMHECTUYHM M KIMHUYHYM JaHHU, HAC0YBALLM KbM UHDEKLMO3EH
eHgokapauT. [poBedeHnTe TpaHcTOpPakanHa U TpaHcesogareanta exo-
kapAuorpacduu ycTaHoBsBaT BereTaluu No nnatHarta Ha MuTpanHata u
aopTHara knanu. Baexa ce fjBa ceta XeMOKynTypu U Ce cTapTupa emnu-
pUYHA KOMOMHUPaHa aHTUMUKPODHA Tepanws, cbrnacHo ,CnpaBoy HIK 3a eM-
MMpUYHa aHTUMUKPOBHa Tepanus Ha BMA®. U3onupa ce S.gallolyticus subsp.
pasteurianus W CNopef onpeJeneHata aHTUMUKPOOHA YYBCTBUTENHOCT, He
ce HanoXunpomsHaB aHTUMuKkpobHaTaTepanus. Bonpeku, ye acoumnaum-
ata mexpy S.gallolyticus subsp. pasteurianus u KOnOpPeKTanHWS KapLuUHOM
e ensa 18%, npu knunuko-nabopatopHoTO 06CHXKAAHE CE B3E PELIEHUE
nayueHTbT fabbae CKpUHUPaH 3aKONOpeKTaneH kapLuHomM, ypes dpubpo-
KONOHOCKOMWS. YCTAHOBMX A C& [1BE CUHXPOHHM HEOMMa3Mu, ONpefeneHi X1c-
TONOMUYHO KaTo BUCOKOAMdepeHLupaH aaeHokapumukom (G1pT2NOMx ), noka-
nM3upaH BCoOeCUm 1y MepeHo audepeHLmnpaH ageHokapumHoM (G2pT3N OMx),
B colon sigmoideum, 1 MHOXECTBO XANEpNNacTUYHM MONUMM, Pa3npbCHATU
Bcolon descendens. Ha 20-Tus geH ot npuema, cned obuo YyeTupm Hera-
TUBHM XEMOKyNTypu (ABE ABOVKM, B3ETH NPE3 MHTEPBAN OT NET AHM), ce
N3BbLPWY CyOTOTANHA KONEKTOMMUA C UNEO-CUrMOAHaCTOMO3a, M3NpeBap-
Balla HaCPOYEHOTO KnanHo npoTesupare. KoHTponHara gubpokonoHOCKo -
nust Ha 6-Tist Mecel He yCTaHOBW HOBM Nesun Mnu obpasyBaHus B KOMOHa.

Jakntodesne. MynTuaucLMNAMHAPHUAT NOAXOA, NPUNOKEH OT WHPOK
eKun oTCneunanueTy, Bk YBALY Kapanonor, MUkpoBbuonor, ractpoeHTe-
ponor, naToaHaToM, XUpypr U Ap. € KNYOB MOMEHT B AMArHOCTUYHO-Ne-
4eOHUA NPoLEC Ha MHDEKLMO3HUA eHAOKAPAKT, NpuiuHeH ot S.gallolyticus
subsp. pasteurianus W acoLMmMpaH ¢ konopexTaneH kapuvHom. Mpu nogo6Hm
Ha OnuCaHus cryyaw, e HeobX OLUMO 3B BPLIBAHETO HA CKPUHUHT 3@ KOMO peK-
TarneH KapLuHOM.

KnioyoBM mymm: konmopekTaneH KapuMHOM, WHGEKLMO3EH EHHOKapawT,
S. gallolyticus subsp. pasteurianus

BUWODUJIM OBPA3YBAHE OT
STENOTROPHOMONAS MALTOPHILIA -
MPEMNEQ HA JIMTEPATYPATA
N NMPEOBAPUTEJIHU PE3YINTATH

T. Cmpamesa’, A. TpughoHosa?, E. Cagog®, . Mumog’

'Kategpa no mepuumHcka mukpobuonorus, MeguumHcku da-
kyntet, MeguumHckm Yhusepeutetr — Codoust; Jlabopatopus
,Mukpobuonorus“, Kategpa ,BoeHHa enupemuonorus w xurve-
Ha“, BoeHHoMeauumHcka akagemus — Codousi; *flabopatopus

,Mukpobuonorus“, MBAJT Camokos.

Stenotrophomonas maltophilia e eauH 0T Hall-BaxHUTe U NPoONEMHY
3a neyexneBbTpebonHUYHM natorexu. PasHoobpasne ot pakTopu HaBu-
PYNEHTHOCT y4acTBaT B NaToreHe3aTa Ha MHGeK L1 Te, KOSITO € NPSIKO
CBbp3aHa U cbe cnocobHocTTa Ha bakTepuanHuTe kneTku ga obpasysar
Buodunm BbPXY aBMOTUYHM NOBLPXHOCTU M TbKAHM HA MaKpOOpraHu3Ma.

Len: MpeactaBsaHe Ha MEHOTUNHUTE XAPAKTEPUCTUKN W TEHETUYHY -
Te MexaHuamu npu hopmupane Ha buodunm ot S. maltophilia, HerosoTo
yyacTve B MEXAYKNeTbYHATA CUTHANU3ALMA U Bb3MOXHMTE TepanesThy-
HWNOAXOAM3a OTCTPAHABAHET O MY, ONMCAHMB NUTe paTypaTa, KakTou
coBCTBEHM NpeaBapUTeNHi pesynTaTv OT NPOoyYBaHUs Ha BuodunmM-cBbP-
3aHUTE TEHM.

Matepuanu nmetogu: O6wo 168 Hookomuanuu usonatu S. maltophilia,
ugeHTMULMpaHM upe3 nomumepasHo-BepuxHa peakuns (PCR) 3a getexuus
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Casepresentation.65-year-old male presentedto The Cardiology Depart-
ment with anamnestic and clinical data guided to infective endocarditis. Tran-
sthoracic and transesophageal echocardiography were performed showing
vegetations of the mitraland aortic valves. Two sets of haemocultures were
taken and em pirical combined antimicrobial therapy was started according to
the Guideline for empiric antimicrobial therapy of MMA. S.gallolyticus subsp.
pasteurianus was isolated. There was no change of the em piric therapy accord-
ing to antimicrobial susceptibility result. The clinical-laboratory group decided
to screen the patient for colorectal carcinoma by fibrocolonoscopy, although
the association between S.gallolyticus subsp. pasteurianus and the colorectal
carcinoma is only 18%. The fibrocolonoscopy revealed two synchronic neo-
plasms and a lot of hyperplastic colon polyps. The firstneoplasm from the cae-
cum was histopathologically determined as well-differentiated adenocarcinoma
(G1pT2NOMx) andthesecond one -moderately -differentiatedadenocarcinoma
(G2pT 3NOMx). The patient underwent a subtotal colectomy with ileosigmoid
anastomosis, after four negative haemocultures (two sets were taken at an in-
terval of 5 days), onthe 20" day of the hospitalization, before a scheduled valve
reconstruction. Fibrocolonoscopy performed 6 months later, did not detect new
lesions or formations.

Conclusion. The multidisciplinary approach, implemented by a broad
spectrum of professionals - cardiologist, microbiologist, gastroenterologist,
pathologist, surgeon etc., is a key point of the diagnostic and therapeutic deci-
sion-making process in infective endocarditis caused by S.gallolyticus subsp.
pasteurianus, associated with colorectal carcinoma. Screening fibroc olonos-
copy should be performed in patients exhibiting any S.gallolyticus bacteremia.

Key words: colorectal carcinoma, infective endocarditis, S.gallolyticus
subsp. pasteurianus

BIOFILM FORMATION BY
STENOTROPHOMONAS MALTOPHILIA -
A LITERATURE REVIEW AND
PRELIMINARY RESULTS

T. Strateva’, A. Trifonova? E. Savové [. Mitov'

' Department of Medical Microbiology, Faculty of Medicine,
Medical University of Sofia;

2 Laboratory of Microbiology, Department of Military Epidemiology
and Hygiene, Military Medical Academy, Sofia;

% Laboratory of Microbiology, MHAT Samokov.

Stenotrophomonas maltophiliais one of the most im portant and problematic
nosocomial pathogens. A variety of virulence factors contributes to the patho-
genesis of infections which is directly associated withthe ability of bacterial
cells to form biofilms on abiotic surfaces and hosttissues.

Purpose: This work presents the literature data regarding phenoty pic char-
acteristics and genetic mechanisms of biofilm formation by S. maltophilia, its
involvement in the cell-to-cell signaling and possible therapeutic approaches
for removal, as well as preliminary personal results obtained by a study on the
biofilm-associated genes.

Materials and methods: Atotal of 168 S. maoltophilia nosocomial isolates
identified by a polymerase chain reaction (PCR ) of the 23S rRNA gene was col-
lected during 2011-2016 from five university hospitals in Sofia. Biofilm-related
genes, includingspgM, rmiA and rpfF, werealsodetected by PCR.

oCcAVKBAHE CECHA VIII



Ha 23S pPHK reHa, 6axacbbpanu npesnepuoaa 2011-2016 . oT neTyHu-
BepcuteTckM 6onHmum B Cohus. Buodunm-cebpaatute renun, spgM, rmiA v
rpfF, cbluo Osxa gokasanu Ypes PCR.

Pesynratu: Obwata yecToTa Ha GuounmM-acounupanute reHu bewe
cnegHata: spgM - 26.8%, rmIA - 85.1%, wrpfF - 60.7%. Yactra ot wamo-
BETE, NpUTEXaBaly efHOBPEMEHHO ABareHa (rmIA+rpfF), bewe 37.5%, B
29.8% o1 Tax bewe ycTaHoBeH efuH rex (rmIA wnu rpfF), aB 14.3% Tpoi-
HaTareHHa kombuHayus. bewe yctaHoBEHa 3HaYMMO NO-BUCOKA YeCTOTA
HarpfFcpepusonatute oT LoNHM fuxatenuu netuwa (BOM) cnpsmo u3o-
natute ot paHu (61.4% cnpamo 37.5%, p<0.05), kakto u no-ronsmo pas-
npocTpaHeHneHa spgMnpu u3onaTute OT paHNB CPaBHEHUE CTE3M OT
nnn (58.3% /15.8%, p<0.001).

akntoveHne: OrpaHuieHUTEe KbM MOMEHTA TEpPaneBTUYHN NOAXOAN 33
npegoTBpaTaBaHe obpasyBaHeTo Ha BMOQMAM W MpUCbLaTa aHTUMUKPOG -
Ha Pe3UCTEHTHOCT Ha DakTepuanHuTe KNEeTKM, BKNKYEHN B HETo, Npes-
CTaBNABATCEpPUO3HA 3annaxa 3aobuecTBeHoTo 3gpase. Heobxopumm ca
Obelm npoyyBaxus 3ano-1o6poTopasbupaHekakToHa MEXaHU3MUTE Ha
(opmupaHe, Taka nHaguHamukataHa6uodunma npu S. maltophilia, 3a pa
Obaat paspaboTeHn cTpaTeru 3a HEroBKSt KOHTPON.

KniowoBu gy mu: Stenotrophomonas maltophilia, Guocdunm, duodunm-
CBbP3aHy rexu.

CECHMA VIII HHOEKIIMM, CBBP3AHU C MEAUIIMHCKOTO OBCAVIKBAHE

Results: The overall prevalence of biofilm-associated genes was as follows:
SpgM - 26.8%, rmIA - 85.1%, and rpfF - 60.7%. The part of strains harboring
both genes (rmlA+rpfF) was 37.5%, 29.8% of the strains possessed either the
mlA or the rpfF gene, and 14.3% of them exhibited the triple gene com bination.
The rpfF gene showed a significantly higher incidence among lower respiratory
tract infection (LRTI) isolates of S. maltophilia compared to those causing
wound infections (WI) (61.4% Vs. 37.5%, p<0.05) while spgM was more
prevalent in W1 (58.3%) than in LRTI (15.8%) isolates (p<0.001).

Conclusion: The currently limited therapeutic approaches to prevent the
biofilm formation and the typical antimicrobial resistance of the bacterial cells
included therein pose a serious threat to the public health. Further studies are
needed tobetter understanding both the mechanisms of formation and the
dynamics of biofilm in S. maltophilia in order to develop strategies for its control.

Keywords: Stenotrophomonas maltophilia, biofilm, biofilm-associated
genes.
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CECHUAA IX

SOoaI—ITpOHOHOS]'/I C erimaemMmiaeH PIrcCK. PazHu.

NMPOYYBAHE HA KPbCTOCAHWU CEPNOrUYHU
PEAKUWU NPU BBJITAPCKU NAUMEHTU C
BPYUENO3A U TYNNAPEMUA

P. HeHosa, M. Tomosa, T. KaHmapdxues

HPI“OcobeHo onacHu GakTepuanHu wHgekuymn®, HU3MB

HabniopaBahu ca kpbCTOCAHM CEPONOTMYHI peakumn mexay Brucella
spp 1 apym Tpam oTpuuatentu bGaktepun, kato Y enterocolitica 0:9, F
tularensis, V cholera, u Sallmonella 0:30. KpbctocaHata peakTUBHOCT ce
ObMKA HA Onuskn wmyHopomuHaHTHU enutony, (N-acylated D-perosamine)
BcbetaBa Ha O-nunononu3axapuga (MN3) Ha kneTbyHaTa UM cTeHa. Mpu
cpellata Ha MakpoopraHuama c Tesu Oaktepuu e Bb3MOXHO W3paboTBa-
HETO Ha KPbCTOCAHO peampaliyu aHTUTEeNa B 3HAYMMU TUTPM, KOETO Ou
MOITIO Ja Cb3faje [MarHoCTUYHU npobremu Mpu M3Non3BaHe Ha CeponormyHi
TecToBe, 0asvpaHu Ha fOkasBaHETO Ha aHTMTena kbM baktepuanuus JN3.
Lien: [la ce npoyyaT KpbCTOCAHMTE CEPONOTUYHM peakuuu npy bGbnrap-
CKU MaLMEHTH ¢ [oKa3aHu Opyuenosa u Tynapemus.
MarepuanuumeTogu: iacnenBaHu ca cepyMHM Npo6m oT naumeHTM
[0Ka3aHa Tynapemus, 0T OrHuwWwarta Ha 3abongsaneto B lepHuwka u Co-
duiicka obnacTy (1998-2004r.). 3a ceponomyHa AuarHo3a ca U3noN3BaHu:
Peakuus cTeneHHa arny TuHaLus; Peakwus HenpakaxemarnyTuraums (PHXA)
uumyrHoxpomatorpadckutect VIRAPID (Vircell).CepymunnpobuoTnayu-
EHTMC J0Ka3aHa bpyLeno3a oTTpU eNUAEMUYHUOTHULA M OTCNOPaAUYHM
cnyyan ca uscneasanuc: Tect ¢ bexrancko pososo (RBST), cTaHaapTeH
armyTMHaumoHeH Tect (SAT); peakuns COOMBS wBrucellacapt (Vircell).
PesynTatu u o6cbxpane: MNeTHanceT Bpos (3,76%) ot 0bwwo 398 ce-
PYMHM Npob 1 CbC CUTHUGMKAHTHM 3a Tynapemus Tutpu B SAT (= 1:80)
pearupaxa kpbctocaHoc Brucella anturenn 8 RBST w/unun B SAT. 0T 376
cepyMHu npo6u nacneasanu 3a bpyuenosa (2 1:160), npu 5 (1,33%) 6saxa po-
KasaHWKpbCTOCAHW peakuuu cFtularensis aHTureHun. TpeTupaHeToHacno-
meHaTute 20 npobu ¢ dithiothreitol (DTT), koiT0o paskbecBa AuCY NUAHMTE
MOCTOBE W J€N0ONMMepU3npa aHTuTenata otknac M gosede fo peaykums
Ha TuTpuTe B RBST 11 SAT.
PesynTatute couart, 4e KpbCTOCAHUTE arnyTUHALMOHHN TUTPU Ce
AbMKaT MaBHO Ha aHtvtenata ot knac IgM, kouto ca DTT uyBcTBUTENHM.
akmioueHue: B cnyvaute, Korato Ce uU3non3BaT AMArHOCTUYHM TECTO-
Be oka3Baly aHTuTenakwM JIN3 HaBrucellaspp unuF tularensis e Heob-
X04MMO fa 6bJaT OTYNTaHW €BEHTYaNHU HeCTIeUMUYHY peakLum. Tosa e
0c06€HO HANOXUTENHO B PaiiOH, KbAETOCE CpewaT U ABeTe UH eKL UM,
KaKTo e 1 B HallaTa CTpaHa.
Knwvosn aymu: F tularensis, Brucella spp, ceponoeuyna duaeHosa, kpbe-
mocaHu peakyuu
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A STUDY OF SEROLOGICAL CROSS-REACTIONS
AMONG BULGARIAN PATIENTS WITH
BRUCELLOSIS OR TULAREMIA

R. Nenova, I. Tomova, T. Kantardjiev

NRL High Medical Risk Infectons (NRL HMRI), NCIPD

Serologicalcross-reactions between Brucella species and other Gram-
negative bacteria, such as Yenterocolitica 0.9, F tularensis, Vcholera, and
Sallmonella 0:30 have been detected. This cross-reactivity is due to a similar
immundminant epitope (N-acylated D-perosamine) in O-polysaccharide (LPS)
of these organisms. The contact between macro-organism and these bacteria
can result in production of significant titres of cross-reactive antibodies. This
could create serious diagnostic problems when using serological tests based
on bacterial LPS antigens.

Aim of the study: To assess cross-serological reactions in Bulgarian patients
with proven brucellosis or tularemia.

Materials and Methods Serum samples from patients with tularemia from
epidemic fociin Pernik and Sofia districts (1998-2004) were tested in Standard
agglutination test (SAT); Indirect haemagglutination test and VIRAPID (Vircell).
Serum samples from patients with brucellosis from three outbreaks and from
sporadic cases were tested in Rose Bengal test (RBST); SAT; COOMB, and

Brucellacapt (Vircell).
Results and discussion: Cross-reaction titers to Brucella antigens were

foundin 15 of 389 (3,76%) tularemia positive serum samples (2 1:80) by
usingRBST and SAT.Five (1.33%) of 376 serum samples tested for brucellosis
(21:160), cross-react withF tularensis antigens. Treatment ofthese 20sera
with dithiothreitol (DTT), whichcleaves disulfide bonds and depolymerizes
immunoglobulin M antibodies, resulted ina reduction inagglutinins titers.

These results suggest that cross-reaction titers are due mainly to IgM
antibodies.

Conclusion|t is necessary to take into account any non-specific serological
reactions when using agglutination tests based on Brucella or F tularensis LPS
antigens. This is crucial in areas where both infections occur among humans,
as is the caseinour country.

Key words: F tularensis, Brucella spp, serological diagnosis, cross reactions
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BUCLIEPANTHA NAMLUMAHUO3A TPU XOPATA
B BBJITAPUA: PA3NPOCTPAHEHUE U
ENUAEMUONOIrUYHN XAPAKTEPUCTUKU 3A
30-rOAMLWLEH NEPKOA (1988-2018 TI.)

P. XapusaHog', W. PaliHosa', . Kagpmardxueg', O.Mukos’,
H. Lisemkoea’, P.G6opucosa’, A. MgaHosa', M. Bude+osa'

"HaumnonaneH LleHTbp no 3apasHn w lMapa3utHn Gonectw,
Otgen MapasuTonorns u Tponuyecka MeauumHa

Lien. LlenHa npoyyaHeToe jaceHanpasy peTPOCNEKTUBEH aHaNU3 Ha
pasnpocTpaHeHne To Ha aBTOXTOHHaTan BHacsHaBJl, kakTou Ha kpant-
HUTE pe3ynTaToTCepoenuaeMONOrUIHO NPOYYBaHE, NPOBEAEHO B PAM-
kute HaHauuoHanHa nporpama 3a kOHTPON U NPOUNAKTUKA HABEKTOPHO
npegasaHu MHdekumn npu xopata B bbnrapus 2014-2018.

Matepuanu/Metoan. M3non3sanuca ganuu Ha ONTM 3a npemuxanu na-
UMEeHTH 1 pe3yntaTv oT nabopaTopHyu n3cnenBaHug 1 4aHHW 0T KapTh 3a
enuaeMUONOrMIHO NPOy YBAHE Ha Clyyayn Ha 3abonsBaHe noanexallyn Ha 3a-
OBMKUTENHO ONOBECTSABAHE.

PesynTatu. 3a npoyyBaHus nepuog B CTpaHaTa ca perucTpupaqm
06wwo 160 cnyyas Ha BJ1, ot kouto 149 nb pBUYHI MECTHU, 4 CryYas Ha
peunaunBu7cnyyas HaBHOC Ha 3abonsBaneTo 0T ApyruEBponeickucTpa-
HW C EHJEMUYHO pasnpocTpaHeHue Ha BJ1. Pasnpegenetneto Ha sabonenmre
NononnoKasanpeuMyleCcTBEHO 3acsaraHe Ha MbXkua (n=147) nped xeH-
ckusi(n=43)B cboTHoweHue 3.4:1, gokato OposiTHa 3abonenute B nMua B
[eTCKO-KHOWECKa Bb3pacT U Bb3pacTHM € naeHTuyeH (n=80). Cepoenu-
[EeMMONOTMYHOTO NPOYYBAHE CPEf 3PaBU KOHTUHTEHTU € C AaHHu 3a 1.27%
ceponpesaneHTHocT 3a BJl. MpoyyeaxeTo B ABeTE 06nacTuc Hai-ronsm
Bpoit perucTpupanu cnyyan Ha 3abonaBaxe B NOCNEAHUTE FOQMHM € C [AHHM
3a 0.67% ceponpesaneHTHocT Bobn. braroesrpag 1 1% 3a obn. Mnosgue.

3aknioyenme. HesaBucumo ye 3abonsemoctra ot B/l B bunrapusi e o7-
HOCUTENHO HUCKA, TEXECTTA HA KIMHUYHUTE NPOSBYU U pUCKa OT CMBPTEH
U3x0[ca NpU4MHa Aace npueme, ye BJl e 3abongsane ¢ ronsamMo Me UL MHCKO
3HayeHne 3a 00LLECTBEHOTO 34paBeonas3BaHe.

KnioyoBu gymu: BucLiepanHa nailiManno3a; CeponpeBaneHTHOCT; pas-
npocTpaHeHne

HOB NMOAXOA B NPOBJIEMBT 3A
KNACUPUKALIMATA HAOCHOBHUTE
OUNOrEHETUYHN KATETOPUN

P. Qumumpos’, [. [ynamosa’

'HauvoHaneH LEHTBP NO WHEKUMO3HM 1 NapasuTHu Gonectw,
Otpen no mukpobuonorus cektop no bBuouHdopmatuka u
reHoMHa eBonouns Ha mukpobute Byn AHko Cakb3oB 26,
Codusa, 1504 Bwvnrapus

2 UHctuTyT no Mukpo6uonorua BAH, I'.BoHues 26, Codoms,
1113 Bbnrapus.

Bbl'lpeKVI JHAYUTENTHUA HanpeabK NOCTUTHAT Npe3 NOCNeaHNTe 10 ro-
AWHUB KﬂaCM(*)MKaLlVIHTa Ha ApoXauTe,BCe OlWeCaHanuue KpUTUYHUNPO-
MyCKu. MHoro [poxaesun pogoseca I'Iapa(bVIﬂeTI/I‘{HI/I nnu I']OJ'II/I(*)I/IJ'IeTVI‘JHVI, a
pasknoHeHuATa Ha (*)MHOFeHETI/I‘{HOTO AbpBO KOWTO OTAENAT MOHO(*)VIJ'Ie-

CECHUAIX 300AHTPOITOHO3M C ETITMAEMUUYEH PUCK. PA3HU.

HUMAN VISCERAL LEISHMANIASIS
IN BULGARIA: DISTRIBUTION AND
EPIDEMIOLOGICAL CHARACTERISTICS
FOR A 30-YEAR PERIOD (1988-2018)

R. HarizanoV', I. Rainova’, I. Kaftandjiev!, O. Mikov,
N. Tsvetkova', R. Borisova’, A. Ivanova', M. Videnova’

"National Cenfre of Infectious and Parasitic Diseases,
Department of Parasitology and Tropical Medicine

Aimofthe studyistoconduct a retrospective analysis of the prevalence
of indigenous and imported VL and to present the final results from
seroepidemiological study conducted withinthe framework of the National
Programfor Control and Prophylaxis of Human Vector-borne Infections in
Bulgaria 2014-2018.

Materials/Methods . F or this study we used (i) datafrom registration cards
of VLcases, (ii)datafromthe annualanalyses ofthe parasitic morbidity inthe
country released by NCIPD each year and (iii) data from the clinical exams of
patients checked at the DPTM atNCIPD.

Results. Duringthe studied period, atotal of 160cases of VL werereported
inthe country, of which 149 primary local, 4 cases of relapse and 7imported
cases of disease from other European countries with endemic VL distribution.
The distribution by gender shows that predominantly affected was male sex (n =
147)incomparison with the female (n = 43) with ratio of 3.4:1, while the number
of infected children and adults was identical (n = 80). The seroepidemiological
study among healthy persons displays 1.27% seroprevalence for VL. Study in
two areas with highest number of registered cases inthe last years established
0.67% seroprevalence inthe Blagoevgrad region and 1% for Plovdiv region.

Conclusion. Althoughthe incidence of VL in Bulgaria is relatively low, its
severe course andthe possibility of a lethal outcome is a reason to regard
visceral leishmaniasis as anillness withhighimpacton public health.

EW APPROACH TO THE PROBLEM
FORTHE CLASSIFICATION OF THE MAIN
PHYLOGENETIC CATEGORIES

R. Dimitrov', D. Gouliamova?

" National Centre for Infectious and Parasic Diseases, Dept of
Microbiology, Sector of Bicinformatics and Genome evoluion of
microbes Blvd. 26 Yanko Sakazov, Sofia, 1504 Bulgaria

Z|nstitute of Microbiology BAS, G. Bonchev 26, Sofia 1113,
Bulgaria

Despite the significant progress made over thelast 10 years in the
classification of yeasts, there are still critical gaps. Many yeast genera are
paraphyletic or polyphyletic, andthe branches of the phylogenetic tree that
separate the monophyletic clades from genus, family and upwards have very
low or no statistical support. This report will summarize the results obtained
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TUYHUT € KNagoBe OT poj, CEMENCTBO M Harope MaT MHOTO H1UCKa UK
HyneBa cTaTUCTMYecka noaapbxka. B HacTodwmaT goknag we 6vaat
0606LeHN nonyyeHnTe gocera 0T Hac pe3ynTaTh B paMkuTe Ha CbBbP-
LUEHHO HOBOPA3BUTHE HA MAENTE MOCTABEH M B HAlaTa NpeauiHa CTaTus
Gouliamova et al. (2016). HosusT nogxop B npobnembT 3a Knacugukauuara
Ha OCHOBHWTE (PUNOrEHETUYHM KaTEropmm He € CTaTUCTUYECKK, a OC-
HOBHUSAT aKLEHT Ce NOCTaBS BbPXY CbLIECTBYBAHETO Ha PpaHuLa MeXay
(unoreHeTUYHMTE KATErOpUN OT BUA, POS W HArope kKbAeTo HAKOU (YH-
[AMEHTaNHU TEHETUYHM U DEHOTUMHYN XapakTepUCTUKM Ce U3MEHAT CbC
ckok v 06pasyBart Taka HapeyeHnwute renose (Hawksworth et al.,, 1995). Mo
TO3NHAYUHHOBOONpPEENEHNTE BUA, POLUNN CEMEINCTBO e UMATY HUKaN-
Ha KOMOUHALNSA OT TEHETUYHU U DEHOTUNHM XapaKTEPUCTUKN, KOUTO Lie
TMOTNUYaBaATHA TEHETUYHO, PEHOTUNHO U Buoreorpadcko HuBo. B gokna-
ObT we 6baat pasrnegatu: Hos Buz, Kazachstania chrysolinae naonupat ot
yepBaTa Ha Hacekomu; Hos pog apoxxu Grigorovia 1 HoB BUA Kazachstania
bozae u3onupaH oT TpaguunoHHaTa 6barapcka Hanutka 603a; Hos pog u
g Nematodospora valgi nsonupaH oT yepsaTa Ha Hacekomu. [lonyyeHute
[ocera pe3ynTaTi Ha reHeTMYHO U DEHOTUMHO HUBO U3TPaXAaT ekcnepu-
MEHTaNHa U MOfieNiHa OCHOBa 3a 3NON3BaHE HA MOMNEKY NS PHUTE MEXaHU3MU
HareHoMHaTa v yHKUMOHANHATA EBOMOLMA HAMbIHUTE TEHOMU NPYU aHa-
NU3 HarpaHuLuTe MeXay OTAENHUTE KAaTEropunBbPXY DUNOTEHETUYHOTO
AbpBO.
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sofarwithinthe framework of acompletely new development oftheideasput
forward in our previous article Gouliamova et al. (2016). The new approach to
the classification of the main phylogenetic categories is not statistical, but the
focus is onthe existence of a boundary between the phylogenetic categories of
aspecies, genus and above where some fundamental genetic and phenotypic
characteristics change with ajump and form so-called gaps (Hawksworth etal.,
1995). Thus, the new species, genus or family will have a unique combination
of genetic and phenotypic characteristics that will distinguish them on genetic,
phenotypic and biogeographic levels. The report will consider: A new species,
Kazachstania chrysolinae, of the strains IMB190 and IMB190R, which were
isolated in Bulgariafrom the gut of insects; New genus Grigorovia and new
species Grigorovia bozae areavailable forIMBBR 1 andIMBBR2strainsisolated
from the traditional Bulgarian beverage; New species and genus, Nematodospora
valgi for anamorphic yeast strains MB811804 D37ST and MB802458 isolated
from the gut of insects. The results obtained so far at the genetic and phenotypic
levelform an experimental and model basis for the use of the molecular
mechanisms of genomic and functional evolution of the complete genomes for
analysis of the boundaries betw een the different categories onthe phylogenetic
tree.
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IMOCTEPHA CECUHUs1 1

1. INVITROYYBCTBUTEITHOCTKBbM COLISTIN
U CEFTAZIDIME/AVIBACTAM HAKAPBAINEHEM
- PESBUCTEHTHU KLEBSIELLA PNEUMONIAE,
W3O0NUPAHN OT NALUMEHTN B UHTEH3UBHU U
HE-WUHTEH3UBHUKITMHUKWUHA YMBAI ,,CBETA
MAPUHA® -BAPHA

I Hedenuesa', M. boxkosa', P.Mapkogcka?,
. Jumumposa’, B. KameHosa', T.Cmoega’

" MeguumHcku YhusepcuteT, Kategpa Mukpobuonorus uBupyconoms,
BapHa; YMBAI“Ceeta MapuHa“, BapHa
*MeguunHck YnusepcuteT, Kateppa MemuumHcka Mukpobuonoms, Codwmst

Pestome: Lien: ma ce nmpoyws in VIR0 akTMBHOCTTA Ha ceftazidime-

avibactam u colistin cpelly knuHW4HM u3onaTu K. pneumoniae, He4yBCTBU-
TEMHM KbM KapbaneHemu (meropenem, imipenem), nonyyeHn OT NaLmMeHTy,
XOCNUTANM3UPaHU B MHTEH3UBHU M HE-MHTEH3UBH U KNuHUKA Ha YMBAN ,Cae-
Ta Mapura“ - Bapna B nepuoga 2013 - 2017r. Marepuanu u metogu: Mpo-
yueH ca 06iwo 44 Hemybnmpaw ce, kapbaneHeM-HeYyBCTBUTENHM M3onaTa
K. pneumoniae, npefBapuTENHO 0XapakTepU3npaHu 3aHOCUTENCTBOTO HA
bla rexw, kogupauw kapbanexemasu ot pasnuuxu knacose: bla,, - n=39;
bla,,, ,—n=3;bla,, —n=1; bla,, ,—n=1. YyBCTBUTENHOCTTA KbM
kapbaneHemu (imipenem, meropenem) u ceftazidime/avibactam e onpenene-
Haype3 AnCcKoBO-ANdY3NOHHMA METOA, a Ta3ukbM colistin — ype3 meToga
Ha CepuiHMTe paspexaaHua npu uanonssaxe Ha nnakn MICROLATEST MIC
COLISTIN (ErbaLachema). PeayntaTu: lensT Hacolistin —pe3ucTeHTHuU-
Te U3onaTu B LUanaTanpoyysaHarpynae 22.7%, kato cpes usonarture
oTICUs gocTura 29.6%. Ot BCcuuku 44 kapbaneHem-HeuyBcTBUTENHY K.
pneumoniae, pe3ucTeHTHOCTkbMCeftazidime/avibactam eyctaHoBeHas 3
nsonata (6.8%), BcuykM MpoAyLeHTM Ha MeTano-kapbaneHemasata NDM-1.
EgHoBpemeHHapesucTeHTHOCTKbMceftazidime/avibactam ucolistine go-
kasaHa B gga NDM-1 npoamyuupawm usonata K. pneumoniae. 3aknioyenue:
HacTOALOTO NPOYYBAHE YCTAHOBABA TPEBOXKHO BUCOKM HUBA HA PE3MC -
TEHTHOCT KbM colistin B cpeq kapbaneHeM-HeUyBCTBUTENHM 130MaTh
K. pneumoniae HackopoBbBeeHUA B KNUHNYHATa NpakTuka ceftazidime-
avibactam gemoHcTpUpaMHoro fobpainvitroakTMBHOCTKbMKapbaneHem-
pesucTeHTHU usonatu K. pneumoniae, npogyuupalyn kapbaneHemasu ot
knacose A D (KPC-2, OXA-48), Ho He n oT knac B meTano-kapbanenemasu
(NDM-1).

Knwyow gymm: colistin, ceftazidime/avibactam, kap6aneHem peancTeHt-
HU K. pneumoniae

INIOCTEPHA CECHUA 1 300AHTPOTIOHO3U C EIIUAEMMUYEH PHUCK. PA3HI.

1. INVITROSUSCEPTIBILITY TO COLISTIN AND
CEFTAZIDIME/AVIBACTAM IN CARBAPENEM-
RESISTANT KLEBSIELLA PNEUMONIAE, ISOLATED
FROM PATIENTS IN INTENSIVE AND NON-
INTESIVE CAREUNITS OF UNIVERSITY HOSPITAL
»SAINT MARINA“ -VARNA

G. Nedelcheva', M. Bozhkova', R. Markovska?,
D. Dimitrova’, V. Kamenova', T. Stoeva’

'Medical University, Department of Microbiology and Virology, Varna;
UHAT"Saint Marina“, Varna
*Medical University, Department of Medical Microbiology, Sofia

Abstract: the aim of this study was to investigate the in ViTR0 susceptibility
to ceftazidime-avibactam and colistin of clinical isolates of K. pneumoniae,
non-susceptible to carbapenems (meropenem, imipenem), obtained from
patients, hospitalized in Intensive and non-Intensive Care Units of University
Hospital ,Saint Marina* - Varna during the period 2013 - 2017. Material and
methods: a total of 44 carbapenem-nonsusceptible isolates of K. pneumoniae,
previously characterized for carriage of bla genes, coding carbapenemases from
different classes, were studied: bla,,.,- n=39; bla,,,, - n=3; bla,, - n=1;
bla,, ., - n=1. The susceptibility to carbapenems (imipenem, meropenem)
and ceftazidime-avibactam was determined by disc-diffusion method; the
suceptibility to colistin - by broth microdilution method, using MICROLATEST
MIC COLISTIN plates (Erba Lachema). Results: the resistance rate to colistin
was 22.7% in the whole studied group of isolates and 29.6% among the ICU
isolates. Resistance to ceftazidime-avibactam was detected in 3 isolates, that
were producers of NDM-1 metallo-carbapenemase (6.8%). Resistance to both
ceftazidime-avibactam and colistin was detected in two NDM-1 producings K.
pneumoniae isolates. Conclusions: the current study found high rates of colistin
resistance among carbapenem-nonsusceptible isolates of K. pneumoniae.
Recently introduced in the clinical practice, ceftazidime-avibactam demonstrated
very good in VTR0 activity against carbapenem-resistant K. pneumoniae,
producers of class A and D carbapenemases (KPC-2, 0XA-48). Ceftazidime-
avibactam was not active against class B metallo-carbapenemases (NDM-1).

Key words: colistin, ceftazidime/avibactam, carbapenem resistant K.
Pneumoniae
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2. CNYYAUHA OCTBbPYPETPUTIMPUMDBXE,
MPUYUHEHOTHAEMOPHILUSINFELUENZAE

W. ®ununosa, Y. H. MeaHos, J1. bosiHosa, T. KaHmapdxues

BwBegeHue: OCTPUAT ypeT put npeAcTaBnsaBa NHalt-4yecTaTa Haxoa-
ka npu cekcyanHo npeaaBanute uudekuun (CMK) npu mbxete. Mperne-
[bT Ha HayyHaTa nuTepaTtypa nokassa nybnukyBaHW Clyyan Ha OCTpH
YPETPUTH NPY MbKe, AbNKalyu ce Ha Haemophilus influenzae n Haemophilus
parainfluenzae. B ToBa npoyysaHe, AoknafBame 3a ABa CNyyas Ha OCTbP
YpeTpUT, NpuduHeH ot Haemophilus influenzae.

Knuhnanm cnyvan: [IBama HeCBbP3aHu NOMEXAY Cv nayueHTu (34-ro-
[MWeH xeTepocekcyaneH Mbx U 29-roguwed MCM) nocTonBaT 3a muk-
pobuonoruuHo ucnegsane B HaunoHanHata pedepeHTHa nabopatopus 3a
cexcynaHo npefasaky nHdexunn keMHLU3MB nonoog uaTuuaxe Ha mykony-
pyneHTEeHCeKpeT oT ypeTpata. M neamarta cbobLiasat, Ye CUMNT OMU-
TeuM Ccac AaBHOCT HenoBeye 0T30 AHM NP NoceleHneTo nyeca nma-
nuHebesonaceH opaneHcekc. YpeTputsT Gelwe noTBbpAEH MUKPOCKONCKH
uYpe3 eMOHCTpUPaHe Ha> 5 NONMMOPAOHYKNEapHU NEBKOLUTH HA 3pUTEINHO
none B HanpaBeHuTe ypeTpantu npenapatu. Mocneasaworo mukpobuo-
NOTUYHO M3CNEeABAHE NOKa3a HanuuueToHa H. influenzaekaTo eiMHCTBEH
naToreH u B Asatacnyyas. MaeHTudukaumata Ha baktepuute bewe u3-
BbplueHa ¢ Vitek 2 Compact (BioMerieux, ®paHuus) u notebpaeHa ypes JHK
cekBenupare Ha 16S rRNA rex. AHTubuoTuyHata YyBcTBUTENHOCT Bewe
TecTBaHa cbobpasHo EUCAST, kaTo aBata u3onata 6saxayyBCcTBUTENHM
KbM UehTPUAKCOH, Gy OPOXMHOMOHY M TETPALMKNUHY U He NPOAY Liupaxa be-
Ta-nakTamasu. MpeanucaioTo neyeHue B ABata clyyas Delue JOKCULMKINH
100mg fBa NbTM AHEBHO B NPOAb NXEHUE Ha 7 AHK. [locnefBalL0 KOHTPONHO
W3c NefBaHe CNeq 2 CeAMULM NOKA3a Mb NTHO KNTMHIUYHO M3Neky BaHe M Npu ABaTa
naumeHTa.

Jakntovenme:Bunpeknyenvpeutecvobenns saHaemophilussppkato
NPUYVHUTENW HAYPeTPUT 4aTnpar ot HayanoToHa80-TeroauHu, npes
nocneaHoTO AeCeTUneTUe B HayyHata nuTepatypa ce onuceaT nofobHu
cnyyan camo cnopagmnyHo. Mpeactasutenu oT pod Haemophilus cneasa aa
ce NpueMart 3a eTMONOTUYEH NPUYUHNTEN Ha YPETPUT, ako CNef NpOBeX-
[laHe Ha LWATeNHO MUKPOBUONOMYHO H3CNEiBaHE He MOXeE fia Ce MAEHTU(M-
Lupa Apyr uHdekLMo3eH areHT. HebesonacHnAT opaneH Cekc MOXe face
NPUEMEeKaTo HauuH Ha npedaBaHe. [TpeacTaBeHUTe TyKCNyyan NOTBbPX-
fasatponqata HaHaemophilus spp kKaTo €TMONOTUYEH areHT npu ocTpus
HETOHOKOKOB ypeTpuT, 0C06EHO NpU NaLueHTH ¢ aHaMHe3a 3a Hebesona-
CEH oparneH cekc. lMaumeHTuTe Morat ja umar CUMNT oMU, NoA0 6HY Ha
Te3n, npuinHeHnoTN. gonorrhoeae, akMUHUYHOTO M3NekyBaHe TpsbBaga
ObaenoTBbPAEHO CNEfNPUKNKYBAHE HAAHTUONOTUYHATA Tepanus nopa-
LV BEPOATHOCTTA OT NosiBaTa Ha aHTMBUOTUYHA PE3UCTEHTHOCT Mpu
Haemophilus spp. B 06obuienne, npeactaBenute pesynatatu buxa mornu
4a 6baaT nonesHn 3a KMMHMLMACTUTE, MPU KOMTO NOCTBNBAT NaLUMEHTM
COCTBP YPETPUT, 1 32 CbOTBE THUT € MUK poBronorny Hi nabopatopum.
HacoueHoTo Mukpobuonoruyro uacnesae sa Haemophilus spp Tpa68a fa
ce npenopbyBa MOHE B CMyYal Ha HECMELNDUYHY YPETPUTH, KOUTO HECe
MOBMWSBAT CIEd EMMUPUYHO NEYeHMe.

BrarogapHocTh: ToBa npoyyBaHe e duHaHcupaHo o1 OHW no npoekt
AH13/5 ot 15.12.2017 ,Moneky napHo-reHeT4eH NOAX04 3a noanomaraHe
Haf30pa Ha aHTMBMOT MUHATa PE3UCTEHTHOCTHAr OHOPest U reHnTanHa
MUKONnasMeHa WHgekums®

Knwvosn gymu: Haemophilus influenzae, 16S pPHK cexBeHupane, HeroHo-
KOKOB YpeTpuT, ypeTput
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2. ACUTE CASES OF
HAEMOPHILUS INFLUENZAE URETHRITIS

I. Philipova, I. N. Ivanov, L. Boyanova, T. Kantardjiev

Introduction: Acute urethritis is one of the mostcommon presentations of
sexually transmitted infections (STls) among men. Occasional cases of ure-
thritis due to Haemophilus influenzae and Haemophilus parainfluenz ae males
have beenreportedearlier. Here, we report two cases of acute urethritis caused
by Haemophilus influenzae.

Case report: Two discrete patients (a 34-year-old heterosexual man and
29 years-old MSM) presented to STIs laboratory at the National Center of In-
fectious and Parasitic Diseases with a mucopurulent urethral discharge. Both
patients reported theirsymptomslasted for nomore than 30days priortothe
visitand that they had been having unprotected insertive oral sex. The urethritis
was confirmed microscopically by demonstrating >5 PMNLs per hpfin urethral
smears. Subsequent microbiological testing revealed H. influenz ae isolate as a
sole pathogen in both cases. Identification was performed by Vitek 2 Compact
(BioMerieux, France)and confirmed by 16S rRNA gene sequencing. Antimicro-
bial susceptibility testing was carried out in accordance with EUCAST with both
isolates being beta-lactamase nonproducers and susceptible to ceftriaxone,
fluoroquinolones andtetracyclines. The prescribedtreatmentforbothcaseswas
doxycycline 100 mg twice daily for 7 days. F ollow-up examination 2 weeks later
disclosed a complete clinical and microbiological resolution in both patients.

Discussion: Although first reports of Haemophilus species as causative
agent of urethritis originated in the early 80ies, only sporadic cases have been
reportedintherecent decade. Haemophilus spp should be considered a patho-
gen in acute urethritis when no other infectious agent could be identified after
thorough microbiological investigation. Unprotected oral sex can be assumed
mode of transmission. Thereby, the presented cases confirm the role of Haemo-
philus spp as anetiological agent of acute nongonococcal urethritis, es pecially
in patients with history of unprotected oral sex. Patients may present with symp-
toms similarto those caused by N. gonorrhoeae and clinical cure must be con-
firmed after treatment due to possible Haemophilus spp antibiotic resistance. In
summary, our findings could be useful to clinical providers who treat men with
acute urethritis and to corresponding microbiological laboratories. Detection of
Haemophilus spp should be recommended at least in cases with non-s pecific
urethritis which do not resolve after empirical treatment.

Acknowledgment: Supported by Research grant DN 13/5-15.12.2017, Bul-
garian National Science Fund

Keywords: Haemophilus influenzae, 16S rRNA gene sequencing, nongono-
coccal urethritis, urethritis
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3. KOMHOEKLUNN CBC CEKCYAINHO
NMPEHOCUMUUHDEKUNUNPUTIULIATA
C HIV B BBbJITAPUA 2014-2018

P.[umumposa, J1. Hukonosa, A. laH4esa, A. KocmaduHosa,
A. MapuyHesa, J1. ['pueoposa, . Anexcues

HauuoHanHa pedepeHTHa noTBbpaM TenHa nabopaTopus no HIV
HaumoHaneH LEHTHP NO 3apasHy W NapasuTHu OGomnecty

Uen Hskou cekcyanto npeHocumu uxdekumm (CMU) nognomarar edex-
TuBHaTaTpaHcmucus HaHIV . LienTta Ha npoy4YBaHeTo e faceyCTaHoBK
pasnpocTpaHeHneto Ha CMN cpeg nuuata ¢ HIV, perucTpupanu 8 bvnrapus
mexay 2014 1 2018 roguHu.

Marepuanu u metogu HPMJTno HIV e eguHcTBe Hata naboparopus B
Bvnrapus, kosTo guarHocTuuupa omuata ¢ HIV, cbmacHo nsucksaHuata Ha
Hapepn6a 47 o1 11.12.2009 Ha MuHKCTEpCTBOTO Ha 3ApaBeona3BaHeTo.
WUHdpopmauusTta 3a HacToswm u MuHanu CMW e nonyyeHa oT nauneHTuTe
N0 BpEMe Ha IMarHoCTUYHNS NPOLLEC, ChrnacHo ,dopma 3a cboblyaBaHe Ha
cnyyam ¢ XUB/CIMUH".

Pesynratn OT 2014 1. fo kpad Ha 2018 1. B bvarapua ca peructpupanu
1196 nuuac HIVuHdekuns. OCHOBHUTE TPAHCMUCUOHHU TPy NMCaxXeTepo-
cekcyanHu(XET), Mbxe, koutonpasstcekc c Mbxe (MCM), tHTpaBeHO3HM
Hapkomahu (MBH)u MCM + UBH. MbxeTe JOMUHMpPAT MCA TPU YETBBPTU
o7 BCUYki nuua ¢ HIV - 1032 (86.3%). 330 (27.6%) ot HIV ceponosutus-
HUTe nuua cacvobwunu, Ye ca umanu u gpyru CMIA. OT 18X, Hal-MHOTO
CM canmanu MCM 54.7%. Hait-ronsam e BposiTHa nuua cve cudmunuc 41,5%,
CNeABaHy 0T XenaTuTHU BUpycH, cbotBeTHO ¢ HBV 19.4% nHCV 18.5%.
3apgsoitHa xenatutHa konHdekumaHBV/HCV ca cbobwmnm 2.4% nuua. 15.2%
0T BCUYKMNMLA ca cbobLmMnK, Ye caumanv nosede ot eaHa ClA.

Ussogm BeakaropuHa 6posit Ha nuuatac HIV uxdekuns ce ysennyasa,
KaTo B NOCNMELHNTE YETUPU FOAMHY Hal-ronsMaTa TPaHCMUCHOHHA Tpyna
caMCM. 3HauntennayvacrorTnuuatacHlVcanndektupahunocekcyanex
MbT, KATOYACT OT TAX ca UManu MuHana unucbnbTcTBawa CMN. Ha-
nuuneto HakouHdekymucve CTIA uxenatutHu Bupycy npu HIVceponosu-
TUBHUTE NULA YTeXHABA NpoTM4aHeTo Ha HIV uHdekuuaTa n nognomara
TpPaHCMUCUATA Ha BUPYCa KbM TEXHUTE NapTHbopW. Mopaan ToBae 0T
W3KMIOYMTENHA BAXHOCTNEPUOAMYHOTO M3CNIEABAHE HA NULATa OTYS3BU-
MWTE TPYMU M HABPEMEHHOTO NEYEHME Ha XemaTHuTe WHdekuun u CIN.

BrarogapHocTT oBanpoyyBaHe e OUHAHCMPAHO OTHALUOHANHUA LieH-
Tbp N0 3apas3Hu u napas3uTHu 6onecTu v oT HaunoHanHaTa nporpama 3a
npeseHuMs 1 koHTpon Ha XWB ncekcyanHo npepasanu wHdekumn (CINAY:

Kniowosu pymu: HIV, cexkcyanHo npeHOCUMM UHDEKLUM; KOMHDEKLMM

INIOCTEPHA CECHUA 1 300AHTPOTIOHO3U C EIIUAEMMUYEH PHUCK. PA3HI.

3. COINFECTIONS WITH SEXUALLY TRANSMITTED
INFECTIONS IN INDIVIDUALS WITHHIVIN
BULGARIA 2014-2018

R. Dimitrova, L. Nikolova, A. Gancheva, A. Kostadinova,
A. Partsuneva, L. Grigorova, I. Alexiev

National Reference Confirmatory Laboratory of HIV
National Center for Infecous and Parasific Diseases

Aim Some sexually transmitted infections (STIs) facilitate effective transmis-
sionofHIV.Theaim ofthestudy is to establishthe prevalence of STIs among
HIV seropositive people in Bulgaria, registered between 2014 and 2018 years.

Materials and methods NRCL of HIV is the only laboratory in Bulgaria
that coinfirm HIV infection, following the requirements of Ordinance 47 of
11.12.2009 of the Ministry of Health. Information on current and past STIs was
obtained from patients by self-reporting questionnaire during the diagnostic pro-
cess, following the ,HIV/AIDS Communication Form®.

Results Between 2014 and 2018, 1196 people with HIV infection were reg-
isteredin Bulgaria. The maintrans mission groups are heterosexuals (HET),men
whohavesexwithmen (MSM), people whoinjectdrugs (PWIDs)and MSM +
PWIDs. Men dominate and are three-quarters of all individuals with HIV - 1032
(86.3%). 330 (27.6%) of HIV seropositive persons have reported coinfection
with other STIs. Ofthese, most STIs were reported by MSM of 54.7%. Most
people were coinfected with syphilis 41.5%, followed by hepatitis viruses with
HBV 19.4% and HCV 18.5%, respectively. Double coinfection with HBV/HCV
reported 2.4% individuals. 15.2% of allindividuals who have had STls listed
more than one coinfection.

Conclusions Every year, the number of people with HIV infection increases,
with the largest transmission group in the last four years being MSM. A signifi-
cant proportion of HIV seropositive individuals are sexually infected, a number
of whom were coinfected with other STIs as well. The presence of coinfections
with STls and hepatitis viruses in HIV infected persons accelerates the course of
HIV infection and facilitates transmission of the virus to their partners. Therefore,
it is of significant importance to periodically monitor individuals in vulnerable
groups and to prompt treatment of hepatitis and STls.

Acknowledgment This work was supported by National Center of Infectious
and Parasitic Diseases and by the National Program for the PREVention and
Control of HIV and Sexually Transmitted Infections.

Keywords: HIV, sexually transmitted infections; coinfections
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4, CKPUHUHI SAUHTECTUHAJTHA
KONOHU3AUUA C BAHKOMULIMH-PE3SUCTEHTHHU
EHTEPOKOKU NMPU NALUMEHTU C MANIUTHEHWN

XEMATOJNOINrMYHU 3ABONABAHUA

I1. Xpucmosa', X. Xumkoea', Y. Xpucmos?,
L. leopauesa’, M. Cpedkosa’

'Kategpa no Mukpobuornorus, Bupyconorus u MeauumHcka
l'eHeTuka, MY - MneseH

2 KaTeppa no Hedponorus, XemaTonorms n flactpoeHTtepono-
s, MY — lNneseH

LienTa Ha npoy YBaHe Toe Aace ONpeaenuyectoTata Ha KonoHU 3aLns
¢ VRE npu naumMeHTy ¢ XeMaTonorMyHy 3n0kayecTBeHN 3abonasakms, ga ce
naeHTuduumpat no ua VRE v nace onpeaenu TaxHaTta aHTUMUKpOOHa
4yBCTBUTEJTHOCT.

Matepuanuu metoau: 3a feBeTmecey eH nepuog (man, 2018 1. — sHy-
apu, 2019 r.) 06wo 119 nauuenta, npuetn 8 KnuHukata no xemartonorus
npu Yuusepcutetcka bonnuua ,A-p . CpaHcku’, MneseH, 6axa CkpuHupaHi
3a pekanHa konoHusaums ¢ VRE. dekanHute npobu ce kyntuBupaxa anpek-
Ho Bbpxy Brilliance VRE arap, kakTo v B Xnbyka eckynuH a3ng 6y nboHC 6
Hg/m| BaHKOMMLIUH. 130 TUpaHNTE eHTEPOKOKM Ce AEHTUdMLMpaxa nocpes-
ctBoM VITEK 2 compact. MuHumanxm uHxubmpawm konuextpaumm (MIC) Ha
amnuunnnt (AM), rentamaumd (GM), Barkomuunh (VA), Telikonnatmt (TEC),
unnpodnokcauuH (CIP), Tureymknmu (TGC), muHesonug (LZD), gantomuuuH
(DAP) n keuHonpuctur/ gandonpuctun (QDA) ce onpepenuxa upes E-tecT u
ce nHtepnpeTupaxa cnopeg EUCAST, 2019r.

Pesyntat: Konowusaums ¢ VRE ce yctanosu npu 15.13% (18/119)
OT CKpUHMpaHuTe nauvenTu. EguH nauneHT Bewe HocMTeNn Ha fiBa BuAa.
N3ompaxa ce 06wo 19 VRE - 16 oT Tsx (84.2%) ce oTHacaT kbm VanC
denorun: E. gallinarum (n=11) u E. CASSELFLAVUS (n=5). OcTananute 3 VRE
(15.8%) ca cnegrute: E. faecium (n = 2)u E. faecalis (n=1). Eauy oT nsona-
TuTe E. faecium nokasa VanA ¢eHOTUN C BUCOKO HUBO Ha PE3UCTEHTHOCT
kbM VA (MIC 2 256 pg/ml) n TEC (MIC = 96 pg/ml), a cbwo u kem AM (MIC
2256 pg/ml), GM (MIC 21024 pg/ml), CIP (MIC 232 pg/ml) n QDA (MIC 2
32 pg/ml). Opymsr VR E. faecium v VR E. faecalis exkcnpecupaxa HUCKO HUBO
Ha pesncTeHTHocT kbM VA (MICs: 8-12 ug/ml) n4yBCTBUTENHOCT KbM
TEC (MICs: 0.5-1.0 pyg/ml). OcBeH ToBa, To3u VR E. faecium e pesucten-
TeH Ha AM (MIC 2256 pg/ml)u CIP (MIC 2 3pg/ml), aokato VR E. faecalis
epesucteHTeH camoHaGM (MIC 21024 ug/ml).EnTepokokute cVanC
(beHOTMN caC HUCKO HMBO Ha pesncTeHTHOCT kbM VA (MICs: 4-16 pg/ml),
yyscTBuTenHocT koM TEC (MICs: 0.5-1.0 pg/ml) v koM ocTaHanuTe aH-
TUMUKPOBHU  areHTu.

JakntoveHne: Hawmte pesyntatu nokassar CPaBHUTENHO HUCKa CTe-
NeH Ha konoxu3auma ¢ VRE npu nawueHTi ¢ XeMaTonomyHu 3n0Kayec TBeHU
3abonsBaHug, C U3paseHo npeBanupaHe Ha eHTtepokoku ¢ VanC cdenoTwn.
Mo-HaTaThLLUHM MONEKYNAPHY U3CTIEABAHNSA Lie ONPEAENsT MeXaHU3MuTe Ha
[MUKONENTUAHA PE3UCTEHTHOCT, KNOHANHUTE KOMNNEKCH U feTEPMUHAH-
TUTE Ha BUPYNEHTHOCT NPW U30NMUPaHUTE LLaMOBe.

Knioy 0By fymu: BaHKOMMLIUH-PE3UCTEHTHI EHTEPOKOKH, XEMATONOrMS,
aHTUMUKPOOHN cpencTBa
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4. SCREENING FOR INTESTINAL COLONIZATION

WITH VANCOMYCIN-RESISTANT ENTEROCOCCI

AMONGPATIENTS WITHHEMATOLOGICAL
MALIGNANCIES

P. Hristova', H. Hitkova', I. Hristov?,
D. Georgieva', M. Sredkova'

" Department of Microbiology, Virology and Medical Genefics,
Medical University — Pleven

2Department of Nephrology, Haematology and Gastroenterology,
Medical University — Pleven

The aim of the study is to determine the rate of colonization with VRE among
patients with hematological malignancies, to identify toa species level VRE and
to determine their antimicrobial susceptibility.

Materials and Methods: F or a nine-month period (May, 2018 - January,
2019) a total of 119 patients admitted to a Hematology ward at University
Hospital ,Dr. G. Stranski‘, Pleven were screened for fecal colonization with VRE.
Thefecalsamples weredirectly cultured onto Brilliance VRE agar, as wellas
into bile esculin azid broth with 6 g/mlvancomycin. The enterococcal isolates
were identified using VITEK 2 compact. Minimum inhibitory concentrations
(MICs)to ampicillin (AM), gentamicin (GM), vancomycin (VA), teicoplanin
(TEC), ciprofloxacin (CIP), tigecycline (T GC), linezolid (LZD), daptomycin(DAP)
and quinupristin/dalfopristin (QD A) were examined by E-test and interpreted by
EUCAST guidelines, 2019.

Results: Colonization with VRE was established in 15.13% (18/119) of the
screened patients. One patient carried two species. A total of 19 VRE were
isolated - 16 of them (84.2%) belong to VanC phenotype: E. gallinarum (n=11)
and E. CASSELFLAVUS (n=5). The remaining 3 VRE (15.8%) were as follows: E.
faecium (n=2) and E. faecalis (n=1). One of E. faecium isolates showed VanA
phenotype with a high-level resistance of VA (MIC = 256 pg/ml) and TEC (MIC
=96 pg/ml), as well as AM (MIC 2 256 pg/ml), GM (MIC 21024 pg/ml), CIP
(MIC 2 32pg/ml) and QDA (MIC 2 32 pg/ml). The other VR E.faeciumand
VR E. faecalis expressed a low-level resistance of VA (MICs: 8-12 pg/ml) and
susceptibility of TEC (MICs: 0.5-1.0 pg/ml). Furthermore, this VR E. faecium
was resistant to AM (MIC 2256 pg/ml) and CIP (MIC 232 pg/ml), while VR

E. faecalis was only resistant to GM (MIC 21024 pg/ml). The
enterococci with VanC phenotype expressed a low-level resistance of VA
(MICs: 4-16 pg/ml), susceptibility of TEC (MICs: 0.5-1.0 pg/ml) and the rest of
antimicrobial agents. Conclusion: Our results showed arelatively low rate of
colonization with VRE among patients with hematological malignancies, with
distinct prevalence of enterococci ¢ VanC phenotype. Further molecular
investigations will determine the mechanisms of glycopeptide resistance, clonal
complexes and determinants

of virulencein isolated strains.

Key words: vancomycin-resistant enterococci, hematology, antimicrobial
agents
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5. KMTMHUYEH CNMTYYAU HA TINEA CAPITIS
AJEPMATO®PUTO3ATIPUOETE

J1. bosiHosa', M. Qununosa’, T. Kanmapdxues', Jl.JlozaHosa'

HaumonaneH LleHTbp no 3apasHu v MNapa3uthu 6Gonectu'

Llen: Kacae ce 3acnyyail Ha 5 roAuwWwHO AeTe, NOTbPCUNO MEAULUHCKA
nomoLy no noBoZ anoneuus areata no ckanna. banskute acounupar Hayano-
T0 Ha npobnema cbC 3anoyBaHe Ha COPTHU 3aHUMAHUA — PeOBHO NMyBaHe
B 3aKpuT DaceiH. Hamat gomaweH niobumew u 0TpUYaT KOHTAKT C ApYTU
KUBOTHM.

Matepuanu u Metogu: HanpaBeHo € MUKPOOUMONOrUYHO M3CNeaBaHe B
HauvonanHara PedepetHa nabopatopus Mukoan - nocsska Ha matepu-
arn oT MACTOTO (KOXa M KoCMM OT rnasata). Miaonupa ce unctakyntypa
gepmatoput. lambT e naeHTUULUPAH MAKPOCKOMCKIU U MUKPOCKOMCKH,
e NOTBLPAEH C TEHETUYEH METOS Ha CeKBEHMpPaHEe. AHTUMUKOTMYHATA
4yBCTBUTENHOCT € ONpedeneHac MeTofa HaE-TecT3aonpeaensiHe Ha M-
HuManHa uHxubupala koHuexTpauus (MIC) Ha aHTUMUMKOTUL Y (dnyKoHa3oN,
uTpakoHa3son, amdoTepuLmnH B,KeTOKOHA30Mn 1 KacnodgyHruH).

Pesyntatu: OTnocsBKaTa ce u3onupaBs YuCTa KynTypagepMaTopuT
ot pog Microsporum — Microsporum canis.

MoT03MNOBOAE NPEANUCAHA IOKANHA Tepanya C KETOKOHA301 Mnepo-
panHa Tepanus ¢ nykoHason, cbobpaseHa ¢ Bb3pacTTa Ha geTeTo. Mo
[aHHM Ha MailkaTa JeTeTo ce NoBnUsBa GnaronpusiTHo.

3akntoveHme: 130nMpaHuaT fepMaTodUT € eAUH OT TUMMYHUTE NPUYM-
HuTenu Ha Tineacapitis - gepMaToMnKo3a no rnasata, KOWTo kopenupa ¢
KMWHWYHATa CUMNTOMAaTUKa Ha AeTeTo.

KniowoBn gymu: pepmarodutosa, Microsporum canis, tinea capitis

6. UMYHO®EHOTINUHU MAPKEPMH,
PA3IrPAHUYABALLUU NTIATEHTHA
OTAKTUBHAMTB UHOEKLUNA

A. Todoposa', P. Emunosa’, B. MunaHos?,
J1. Enesa® E. bayuticka®, 0. Amanacosa®, M. Hukonosa’

' HauuoHanHa pecepeHTHa nabopaTopus no MimyHonorus, Ha-
UMOHaNEH LEeHTBbP NO 3apa3Hu v napasuTHu 6onectu, Codums

2KnuHnka no dtuamatpus, MHoronpodunHa OonHuua 3a
aKTMBHO neveHue Ha GenogpobHu Gonectn ,Ceeta Codoms”,
Codus

®  Bropa mHoronpochunHa OonHuua 3a akTuBHO neyenue, Codus

4 HauwoHanHa peepeHTHa nabopaTopus no Tybepkynosa, Ha-
LMOHarneH LeHTbp Mo 3apa3Hu 1 napasutHu Gonectu, Codms

BuBege Hue: Tybepkynosata (TB) e cpef BOAEWMUTE NPUYNHU 33 CMBPT-
HOCT B CBETOBEH MaLwab. EfHa Tpeta oT HaceneHneTo Ha CBETa € MH-
(ekTupano ¢ M.tubertulosis (MTB), kato 10% oT TAX pa3BuBaT akTUBHA
TB. 3non3sannTe KbM MOMEHTa UHTEPdEPOH-rama 6asupaHu TecToBe
(IGRA) 3a puarnocTuka HaMTB undekumns (QFT, T-SPOT) HamaT curypHa
npeauKTUBHA CTOMHOCT. ToBa Hanara paspaboTBaHeTo Ha HOBU NOAX0AM
3a pasrpaHMyaBaHe Ha akTMBHa OT naTeHTHa TB.

len: Nace pedpuHmupananen ot umyHodeHoTnmHm MapkepuHa CD4 nCD8
T-kneTbYHUSA OTFOBOP, Pa3rpaHuyaBally pasnuiHin (a3 OT pasBUTMETO Ha
MTB uHpekumsta

INIOCTEPHA CECHUA 1 300AHTPOTIOHO3U C EIIUAEMMUYEH PHUCK. PA3HI.

5. CLINICAL CASEOF TINEACAPITIS
DERMATOPHYTOSISINACHILD

L. Boyanova', I. Philipova’, T. Kantardzhiev', L.Lozanova’

National Center for Infecous and Parasiiic Diseases'

Purpose: This is the case of a 5-year-old child seeking medical help on
alopecia areata onthe scalp. Relatives associate the beginning of the problem of
starting sports —regularswimmingintheindoorswimming pool. They donot
have apet and deny contact with other animals.

Materials and methods: A microbiological study was performed atthe Na-
tional Reference Laboratory of Mycosis - material culturing from the site (skin
and hair from the head). A pure culture of dermatophyte is isolated. The strain
is identified macroscopically and microscopically, and is confirmed by a genetic
sequencing method. Antimycotic susceptibility was determined by the E-test
methodto determinetheminimum inhibitory concentration (MIC) of antimy-
cotics (fluconazole, itraconazole, amphotericin B, ketoconazole and caspo-
fungin).

Results: Micros porum canis dermatophyte areisolated from the culture cul-
ture.

Onthis occasion, local therapy with ketoconazole and oral fluconazole ther-
apy was commensurate with the age of the child. According to mother's data,
the child responds favorably.

Conclusion: Isolated dermatophyte is one of the typical causes of Tinea
capitis —dermatomycosis on the head that correlates with the clinical sym ptoms
of the child.

Key words: dermatophytosis, Microsporum canis, tinea capitis

6. IMMUNOPHENOTYPIC
DIFFERENTIATION BETWEEN LATENT
AND ACTIVE MTB INFECTION

Y. Todorova', R. Emilova’, V. Milanov?,
L. Eneva®, E. Bachiyska®, Y. Atanasova‘, M. Nikolova'

" National Reference Laboratory of Immunology, National Center
of Infecious and Parasific Diseases, Sofia, Bulgaria

2University Hospital for Respiratory Diseases ,St Sofia”,
Tuberculosis Clinic, Sofia, Bulgaria

*|I Multiprofile hospital for aclive treatment, Sofia, Bulgaria
4 National Reference Laboratory of Tuberculosis, National Center

of Infecious and Parasific Diseases, Sofia, Bulgaria

Introduction: Tuberculosis (TB) remains one of the leading causes for death
worldwide. About one third of the world’s population is infected with M. tuber-
culosis (MTB), and 10% of them develop active TB. The widely used interferon
gamma-based assays (QFT, T-SPOT) for diagnostics of MTB infection cannot
predict the progression of the disease. This requires the development of new
approaches to distinguish latent from active TB.

Aim: Todefine a panel of immunophenotypic markers of CD4and CD8T cell
response distinguishingbetween different phases of MTB infection.

Materials and methods: Peripheral blood samples from QFT(+) asympto-
matic subjects (LTBI,n=15)and QF T(+) active TB patients (ATB, n=15)were
analyzed. CD4 and CD8 naive (RA+ RT+), effector (RA+ R7-), memory (RA-),
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Matepuanu metoau: Macnensanm canpotu ot: A. IGRA (+) nuua 6e3
KnuHuyHa cumntomartuka (MTTBU, n=15)n B. IGRA (+) nauuneHTnc Muk-
pobuonoruyHo pokasaHa ATB (n=15). dnoyuMTOMETPUYHO Ca ONpeaeneHu:;
HamHu (RA+RT7+), edekTopHu(RA+R7-)u nametosn(RA-), Th1(CD196+)
nTh17(CD183+) CD4 n CD8T, ekcnpecus Ha PD1 v PD-L1; DNT n DPT; Treg
(CD25"CD127°) uCD39+Treg (FACSCanto Il,FACSDiva6.1.2).

Pesynramu: JITBW ce xapaktepuaupa cbC 3Ha4UMO NO-BUCOK NPOLEHT
nametosn CD4 nCD8 T (mean 64% vs.35%) 1 no-Bncoko ChOTHOWEHUNE
HaCM/EM CD8+ T knetkute (mean 2.3 vs 1.4), KakTo 1 N0-BUCOK AAN
HaCD183+ (Th1) CD4 knetkn (mean 29% vs. 14%). [10-BUCOKMAT Asin
CD8+CD196+ (Th17)kneTkn npu naunentutec ATB (mean 19% vs. 14%)
BEPOATHO € CBbP3aH C NOBULEHNTE HUBA HA UMYHHA aKTMBALMSA, KOETO
ce oTBbPXAaBa U 0T 3Haynmo no-wuckns sn CD39+ Treg(mean 3% vs.
15.4%) B Tasu rpyna.

JaknioveHme: IMyHO(MEHOTUNHATA XapaKkTepucTka Ha edekTopHuTe
v perynatopxu cybnonynaumv Ha CD4 w CD8 T kneTbYHMA MMy HEH OTTOBOP
MOXe fa NOFNOMOrHE 3HAYMTENHO MOHUTOpUHra Ha MTB uHdekuuaTa.

KniowoBu pgymu: Ty6epkynosa, IGRA, uMyHeH oTroBop

BrarogapHocTv: ToBa npoy4yBaHe e uHaHcupaHo oT PHW no npoexT
OH13/1/14.12.2017

7. ABACITYHAAHAUHODEKLUNAYOELA,
NMPUYNHEHA OT YHOBELLKMMETANHEBMOBWUPYC

I". lleneeposa ', K. Kemes 24 X. BypHycysos '
T. Wmunes 2* M. Mypdxesa *?

'Kategpa Mukpobuonorus u umyHonorus, ®apmaueBTU4YeH
takynteT, MeauumHckn yHuepcuteT — lnosams

2YMBAJ1 ,Cs. l'eopru*~ Mnosave
3 KaTeppa no neamaTpus M MeaMUMHCKa reHeTumKa, MeauumH-

ckn pakynteT, MeguumHcku yHuepcuteT - [nosaus
“Meauumrckn Cumynaumoren TpexnposbyeH Lientbp (MCTL), MeguumHcku
yHuBepcuteT —lnosams

Bueepehue: Human metapneumovirus (hRMPV) e npuynHnTen Ha ocTpy
PECNMPATOPHN WMHAEKLUM, BKTKMMTENHO OPOHXMOMMUT W MHEBMOHMS.

Len: lace aHanuaupaTt 2 KAMHWYHK CRyYas Ha deua ¢ UHdeKuus ot
Human metapneumovirus ¢ akLeHT BbpXy Heo6X0aMMOCTTa 0T NpeLnsHa
MUKpOBMONoruyHa [uarHocTuka.

Pesyntatu:

Cnyyai1:Momuye Ha 7 Mecela, XocnMTanu3npaHa B He3af0BONUTENHO
06140 CBCTOAHME C ONNAKBAHMA OT 3aTPYAHEHO AULLIAHE, XPEMA NKaLK-
ua. Mposenexo neveHne c anTubuoTnum, Ho 6e3 edekt. O6ekTUBHO - fu-
xatenHa yectora 30/MMH., CMeceHa AuCTHes, rpy0o Be3ukynapHo fulaHe
CbC CYXM CBUPKALLYM U APEOHY, BNAXHN XpUNYeTa B OCHOBUTE; X UNEPEMUPAHO
PO U KaLAKMLA, KaKTo NPU KOKMHOLL. Y MepeHa NeBKoLUTo3a u NUMAQoLuTo-
3a. [loka3aHa ype3 myntunnekceH PCR (FilmArray, Biomerieux) nHeBMOHMA
cbe cmeceHa BupycHa emonoms (hMPY v Human Rhinovirus/Enterovirus ).

Cnyvait2: Momny e Ha 4 roguHmM ckawnuua n pebpunuteT,cneq He-
e(heKTUBHO NeYeHne C aHT MBNOTUK NOCTbNBA BOMHULIA B MHOTOTEXKO
CbCTOSIHME U AMXaTenHa HegocTaTbYHOCT, 663 kaTapantu npossu. Obek-
TUBHO — eM(M3eMaTO3€H rPpbeH KOL, XUNEPCOHOPEH TOH, ABYCTPAHHO
cunHo orcnabeHo fuwaxe v NpbcHaTH apebHu, BNaxHu xpunyeta. bes
NaTonoruYHM NPOSABY OT CTPAHa Ha OCTaHanUTe OpraHu  cuctemu. Jles-
KOLMTO3a ¥ NUMCIOUMTONEHUS. YCTAHOBEH KOMOMHMpAH MMyHEH AecduuuT.
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Th1(CD196+) and Th17 (CD183+) subsets, PD1 and PD-L1 expression; DNT
and DPT; Treg (CD25"CD127°)and CD39+ Treg were analyzed by FAC SCanto
I, FACSDiva6.1.2.

Results: LTBI is characterized by a significantly higher percentage of mem-
oryCD4andCD8T (mean 64vs. 35), and higher CM/EM CD8 + T cell ratio
(2.3vs. 1.4)aswellasahigherproportionof CD183+(Th1)CD4 cells (mean
29%vs. 14%). The higher percentage of CD8+ CD196+(Th17)cellsin ATB
patients (mean 19% vs. 14%) is likely associated with the elevated level of im-
mune activation, which is consistent with the significantly decreased share of
CD39+ Treg (mean 3% vs. 15.4%) in this group.

Conclusions: The immunophenoty pic characterization of effector and regu-
latory subpopulations of CD4and CD8 T cellimmune responses may contribute
significantly to the monitoring of MTB infection.

Key words: Tuberculosis, IGRA, immune response

Acknowledg em ent: this work is supported by research grant No13/1/14.12.2017,
Bulgarian National ScienceFund

7. TWO CLINICAL CASES OF HUMAN
METAPNEUMOVIRUSINFECTIONIN CHILDREN

G. Lengerova ', K. Ketev 2*, H. Burnusuzov 2°,
T. Shmilev 23, M. Murdjeva '?

" Department of Microbiology and Immunology, Faculty of
Pharmacy, Medical University — Plovdiv

28t George University Hospital, Plovdiv, Bulgaria
®Department of Pediatrics and Medical Genefics, Faculty of

Medicine, Medical University — Plovdiv
“Medical Simulation Training Centre (MTSC), Medical University
- Plovdiv

Introduction: Human metapneumovirus (h(MPV)is a causative agent of res-
piratory tract infections, including bronchiolitis and pneumonia.

Aim: Toanalyze 2 clinical cases of children with Human metapneumovirus
infection and emphasize the need for precise microbiological diagnostics.

Results:

Case 1: A 7-month-old girl was hospitalized in an unsatisfactory general condition,
with complaints of breathing difficulties, runny nose and cough. The therapy with
antibiotics did not have an effect. At physical examination - respiratory rate 30/min,
dyspnoea, rough vesicular breathing with dry whistling wheezing and small, wet
wheezinginthe bases of thelungs; hy peremicthroat and cough, as in pertussis.
Leukocytosis and lymphocytosis. Multiplex PCR (FilmArray, Biomerieux) detected
mixed viral etiology (hMPV and Human Rhinovirus / Enterovirus) of pneumonia.

Case2: A 4-year-old girl withcough andfever, afterineffective treatment
with an antibiotic, was hospitalized in a very severe condition with res piratory
failure without catarrh. At examination - emphysematous chest, hypersonoric
tone, weakened breathing with scattered small, damp wheezing. No
pathological manifestations from other organs and systems. Leukocytosis and
lymphocytopenia. Established combined immune deficiency. Multiplex PCR
proved hMPV. Clinical diagnosis: Bronchiolitis, pneumonia.

Conclusion: In children with severe respiratory pathology, including
immunocompromised patients, microbiological testing for hMPV is also
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fokasaH h(MPVc myntunnekcen PCR. KnuHnyna guarnosa: bpoxxuonur,
MHEBMOHMS.

3akntovenme: [pyu feua ¢ Texka guxaTenHa naTonorus, BKIKYNUTENH O
UMY HOKOMNPOMETUPaHH, & HEe0OX 0 AMMO MIKDOBMONOTMYHO M3CNeaBaHE U 3a
hMPV. KnuHu4yHOTO NPOTUYGHE HAMETANHEBMOBUPYCHNTE AUXATENHN UH-
dekuun e HecneLnduyHo MHanoaoOsBa Ha uHdekwumTe ¢ RSV u B. pertussis.
BbamoxHa e acoynmupaHa MHGEKL A C ApYrin pecnupaTopHu naToreHn. bup-
31T MUKpOBMONOTMY eH aHanua ¢ myntunnekceH PCR no3BonsBa HaBpeMeH-
Ha M TOYHa ouarHo3a. ETMoOnomyHo neyeHue Nuncea, HO Ha NaLneHTa Moxe
[Jace CNecTy M3NULIHOTO NPUNOXEHUE HA aHTMOMOTUK.

Knwvosn gymu: Human metapneumovirus, guxatenHa UHGeKUns, MynTu-
nnekceH PCR Agpec 3a KopecnoHgeHums:

8. AHAJIU3 HA TPAHCMUCUOHHUTE KNBCTEPU
HA HIV-1 CYBTUN B
(MpenBapuTeneH aHanna)

/1. Hukonosa, P. Jumumposa, A. [aH4esa,
A. Kocmadu+oea, A. lNapuyHesa, J1. [pueoposa, M. Anekcues

HauvwoHanHa pedepeHTHa noTBbLPAU TenHa nabopaTopus no
HIV (HPMJ1 no HIV), HaunoHaneH LeHTBp 3apas3Hi W napasur -
Hu Gonectun, Codms, bvarapus.

Len. C nomowTa Ha GuNOTeHETUYHU KITbCTEPU HUE aHanu3upaxme
TpaHcMucuaTa Ha HIV-1 cy6tun B cpen OCHOBHUTE TPaHCMUCHMOHHU rpymu
- MbXe, koutonpassaTcekccmbxe (MCM) xetepocekcyanHunuua (XET)u
WHTPaBEHO3HN Hapkomanm (MBH).

Matepuanu u meTogu. B ToBa npoyusare 6sxa aHamuaupanu 534 HIV-1
pol cexseHumn ot cybmn B usonupanu ot nmua ¢ HIV-1, puarHocTuLmpanu
mexay 1988 w2017 r.8 HPMI no HIV. HIV-1 pol cexBeHumuuTe Osxa nonyyeu ¢
TruGene u/unm ¢ ViroSeq Genotyping System. Cy6tun B Gewe onpeseneH c as-
ToMaTu3anpanus uHctpymeHT COMET v2.2. QunoreHeTU4HOTO AbpBO Oele
pexoHcTpy MpaHo ¢ lQ-Tree v1.6.8 u BusyanmsnpaHo cFigTree v1.4.3. HIV-1
TpaHCMUCHOHHNTE KbeTepy Osxa pedmhmpanin ¢ ClusterPicker v1.2.3 ¢ rexe-
TyHa otganeyerocT 1.5% v chbootscan support no-ronsm unu pase Ha 90%.

Pesynratn.HawuaT gunoreHeTyeH aHanu3 waeHTuduumupa 18 cunore-

HETMYHM KibCTepa M 31 [BOMKM BrM3KOPOACTBEHM CekBEHUMM. Hali-ronemu-

At knbetep cbabpxa 10 cekseHuun (7 ot MCM u 3 ot XET). 12 (66.7%) ot

KMbCTEpUTE Ca OT BUPYCHM LUAMOBE, M30IMpaHM camo OT Mbxe, a 6(33.3%)
ca 0T cekBeHUuM OT ABata nona. 7 (38.9%) oT knbcTepuTe ChabpKaTt
CEKBEHLMM CaMO OT eaHa TpaHCMUCHOHHA rpyna —6camo ot MCM w1 camo
ot XET. Mpu 11 (61.1%) ot kmbcTepute 6AXa YCTAHOBEHW [BE WM NOBEYE
TPAHCMUCUOHHM TpynM, Kato Hait-ronsim Opoi OT cMeceHuTe KmbeTepn -9
(81.8%) caor MCM u XET, 1 kmbctep-MCM w MBH 1 knbctep cbabpxa
CEeKBEHUMM OT nuua ot Tpute kateropum — MCM, XET u UBH.

akntodenme. LlamoseTe, M30NupaHu 0T MbXETe, KOUTO NPABSAT CEKC C
MbXe, Hait-yecTononagaT BbB MUNOreHETUYHUKNBCTEPU. HanuyneTo Ha
KNbCTEPN OTCMECEHU TPAHCMUCHOHHN KaTErOpMM NOKa3Ba, Ye ChLLecTRy-
Ba MOCT Mexay TaX. HaweTo uacnefBaHe nogyeprasa HeobxogumocTTa
0T [eTaNHO MOMEKY NSPHO-ENUAEMUONOTMYHO HAONIAEHE Ha fUHAMMKATA
Ha HIV-1uHdekumnsaTa cpeq Han-ysassuMute rpynu.

BrarogapHocTh. ToBa npoyysaHe e GuHaHCcUpaHo oT QOHA HayYHM u3-
cneaBaHns Ha MuHucTepcTBOTO Ha 06pa3oBaHNeTo U HaykaTa, bynrapus
(norosop JH03/16.12.2016 1.), HaunoHanHus LEHTbP MO 3apa3Hu unapa-
3uTHu GonecTu u ot ,HayuonanHaTa nporpama 3a NpeBeHLUS U KOHTpON
Ha XVB v cekcyanHo npegasain nHdekummn (CIN)*.

Knmiowon pymu: HIV-1, ounoreHeTnyHu knbcTepu, cybtun B

INIOCTEPHA CECHUA 1 300AHTPOTIOHO3U C EIIUAEMMUYEH PHUCK. PA3HI.

required. The clinical signs of metapneumomavirus respiratory infections are
non-specific andresemble RSV and B. pertussis infections. Anassociated
infection with other respiratory pathogens is possible. Rapid microbiological
analysis with multiplex PCR allows timely and adequate diagnosis. Thereis no
etiological treatment, but the patient canbe saved from the unnecessary use of
antibiotics.

Key words: Human metapneumovirus, respiratory infection, multiplex PCR

8. ANALYSIS OF THEHIV-1 SUBTYPEB
TRANSMISSION CLUSTERS
(Preliminary analysis)

L. Nikolova, R. Dimitrova, A. Gancheva,
A. Kostadinova, A. Partsuneva, L. Grigorova, I. Alexiev

Natonal Reference Confrmatory Laboratory of HIV (NRCL
of HIV), National Center of Infectous and Parasitic Diseases,
Sofia, Bulgaria.

Aim. By means of phylogenetic clusters, we analyzed the transmission of the
HIV-1subtype Binthe major transmission groups —men who have sex withmen
(MSM), heterosexuals (HET) and intravenous drug users (IDUs).

Materials and Methods. I n this study we analyzed 534 HIV-1 pol/subtype B
sequences isolated from individuals infected with HIV-1 and diagnos ed between
1988.and2017inNRCLofHIV. TheHIV-1polgenewas sequencedusingTruGene
and/or ViroSeq Genotyping Systems. HIV-1 subty pe B was determined using the
automated tool COMET v2.2. The phylogenetic tree was reconstructed with 1Q-
Treev1.6.8 and visualized with FigTree v1.4.3. HIV-1 transmission clusters were
defined with ClusterPicker v1.2.3 with a genetic distance parameter of 1.5% and
a bootscan support greater or equal to 90%.

Results. Our phylogenetic analysis identified 18 phylogenetic clusters and
31 pairs of closely related sequences. The largest cluster was composed of 10
sequences (7werefrom MSMand 3from HET). 12 (66.7%) of the clusters were
formed by viral strains only from menand 6 (33.3%) were formed of sequences
from bothsexes. 7 (38.9%) of the transmission clusters containsequences
of only one transmission group- 6 only from MSM and 1 only from HET. 11
(61.1%) of the clusters contained sequences from two or more transmission
groups. Thelargestnumberof mixed clusters - 9(81.8%)wereformedfrom
MSM and HET, 1 cluster from MSM and IDUs and 1 cluster from individuals from
all of the three transmission groups —-MSM, HET and IDUs.

Conclusions. Strainsisolated from MSM most oftenfallinto phylogenetic
clusters. The presence of clusters from mixed transmission groups indicates
thatthereis abridgethroughwhichviruses weretransmitted from one group
to another. Our study highlights the great importance of detailed molecular-
epidemiological surveillance of the dynamics of HIV-1 infection among the most
vulnerable groups.

Acknowledgment. This work was supported: By a grant from the Ministry
of Education and Science, Bulgaria (contract DN03/16.12.2016). By National
Center of Infectious and Parasitic Diseases. By the National Program for the
PReVENTION and Control of HIV and Sexually Transmitted Infections.

Keywords: HIV-1, phylogenetic clusters, subtype B
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9. OLUEHKA HA CKOPOLUHUTE
HIV-1 UHOEKL WK C MOMOLLITA
HA LINE IMMUNOASSAY TECT 3A HIV-1/2

A. lMapuynesa, A. KocmaduHosa, P. Jumumposa,
A. lanyesa, J1. Hukonosa, /1. pueoposa, Y. Anekcues

HauuoHanHa pedhep eHTHanoTBbpAM TenHa nabopaTopus no HIV
HaunoHaneH UeHTBbp no 3apasHu u napa3utHu 6onectu, Co-
tus, buarapus.

Len. Ot 2010 o 2015r. B Bbnrapusi ca peructpupann 1158 nuuac
HIV. Hal-ronsmata TpaHCMUCWUOHHA rpyna e Ha XeTepocekcyanHuTe nuua
(XET)-474(40,9%), cnesBany oT rpynata Ha MbXe, KONTO MPaBAT CEKC C
mbxe (MCM) - 426 (36,8%), untpaBeHo3nu Hapkomarm (UBH) - 221 (19,1%)
nMCM +WUBH-24(2,1%). LlenTa HanpoyyBaHeTo € Aace onpegenvkon-
KO BpeMe npeaun NOCTaBAHETO Ha AMarHo3ata e Bb3HukHana HIV undekuns,
KaTto ce u3non3Ba cneunduyeH peneproap Ha aHtuTenata cpewy HIV-1.

Marepuanu u metopu. o Bpeme Ha ce ponormyHaTa uarHocTuka ca
nacnegBaHun 1091 kpbBHM NPOOM — cepy M u/unu nnama oT NauveHTH, noka-
3anu nonoxuTteneH pesyntat Ha ckpuuuHroB ELISA TecT. MotBbpauten-
HOTO M3cnenBaHe eno metod YecTspH 6not (LIA -line immunoassay) ue
nanbnHeHoc TecTINNO-LIAHIVI/I Score, Fujirebio. MpoyyBaHeTo e ocHO-
BaHO Ha YCTAHOBSABAHE HaNMUYUETO M KONMYECTBOTO HA aHTUTENA CpeLly
p31nportenH oT nonumepasHua red HaHIV, kaTo Mapkep 3a AbAroCpoOYHa
HIV uHbekums.

Pesyntatu. 895 (82.03%) 0T nuuata BKNOYEHM B NPOyYBaHETO Ca
Mbxe, 196 (17,97%) ca xeHu. CpegHaTaBb3pacT no BpeMe Ha perucTpa-
unstae 33 roguHn. 234 0T M3CNe[BAHMTE LA CA MHOMO CKOPO MK CKOPO
uhdektupanuc HIVnpeaw guarvocTuumpaneromm, gokato857(78,6%)ca
cabnrocpoyHa (24 meceua) HIV nHdekums.

akntodeHne. Te3n NbpBOHAYANHU NPOYYBAHNS YCTOHOBUX A, NOBEYETO
oTuHdekTUpaHuTecabunuuocutenu HaHlVnpoabnxkuTenHo Bpeme -ye-
TUPM UNM NOBEYE MeceUm npesn fa 6baat guarHocTuuupaniu. Hai-mHoro
CKOPOLLUHM MHeKL UM Bsxa yCTaHOBEHN Npy BpeMeHHU XeHu, a Hail-kKbCHO
AMarHoCTULMpaHu crneg 3apassBaHe caimuaTta ot rpynata HaMCM +
MBH. KvcHoTo gnarHocTuympate Ha HIV e npegnocTtaska 3a nporpecupaxe
Ha MHGEKLMATA U yBPEXJAaHE HA UMyHHATA CUCTEMA, KOETO 3aTpyJHABa
NeYeHUeTo M OT Apyra CTpaHa 4aBa Bb3MOKHOCT 3a NPOABbNKABALLO pa3-
NpoCTpaHeHue Ha MHdeKLUaTa B nonynayusta. Pesyntatute ot HaweTo
npoy4BaHe noka3saT HeobX0AMMOCTTa 0T HabnwaeHne BbpXy YyecToTaTa
Ha Bb3HWKBAHE HA HOBU MH(EKLMM CPEJ PA3NUYHUTE TPAHC MUCUOHHY Py,
cLen paHHO OTKpUBaHe W Mo-L06bp KOHTPON Ha enngemusTa.

KniowoBu gymu: HIV, CKOpPOLLHW MHCDeKUMW, enngemus
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9. ASSESSMENT OF RECENT
HIV-1INFECTIONS USING LINE IMMUNOASSAY
FOR HIV-1/2 (PRELIMINARY ANALYSIS)

A. Partsuneva, A. Kostadinova, R. Dimitrova, A. Gancheva, L.
Nikolova, L. Grigorova, I. Alexiev

National Reference Conformatory Laboratory of HIV
Natonal Center of Infectous and Parasiic Diseases, Sofia,
Bulgaria.

Aim.From 2010tillthe end 0f 2015, 1158 individuals with HIV have been
registeredin Bulgariainseveraltransmission groups. Thelargestis the het-
erosexual transmission group (HET) - 474 (40.9%), followed by the group of
menwho havesexwithmen(MSM)-426(36.8%), people whoinject drugs
(PWIDs)-221(19.1%)andMSM +PWIDs -24(2.1%). The aim of thestudy
wastodeterminehow longbefore the diagnosis HIVinfection has occurred,
using a specific repertoire of anti-HIV-1 antibodies.

Materials and methods. During the serologic diagnostics, 1091 blood
samples-serum and/or plasma were tested from patients, whoinitially had
positive results with ELISAtest. The confirmatory assay method is Western blot
(LIA - line immunoassay ) and was performed using INNO - LIA HIV I/Il Score,
Fujirebio. The study is based on the detecting of the presence and amount of
antibodies against p31 protein from the HIV polymerase gene as a marker for
long-term HIV infection.

Results. 895 (82.03%) ofthesubjects includedinthestudy weremen, 196
(17.97%) were women. The average age at the time of registration is 33 years.
234 of the tested patients were very recently or recently infected prior HIV diag-
nosis,while857 (78.6%) had a long-term (24 months) HIV infection.

Conclusion. Theseinitial studies have confirmedthat most of the infected
have beencarriers of HIVforalongtime -fourormore months beforebeing
diagnosed. Most recent infections were detected in pregnant women, and the
mostrecently diagnosedafterinfection werethose ofthe MSM +IDU group.
Later diagnosis of HIV is a prerequisite for the progression of infection and im-
pairmentoftheimmunesystem, whichimpedes treatment and, onthe other
hand, allowsthe spread of theinfectioninthe populations. Theresults of our
study showthe needto monitor the incidence of the new infections among
different transmission groups in order to early diagnose and better control the
epidemic.

Keywords: HIV, incidence tests, epidemic
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10. AHAIIU3 BBbPXY TPAHCMUCUOHHUTE
KNbCTEPU HA PEKOMBUHAHTHA ®OPMA
01_AE CPEQ UHTPABEHO3HUTE
HAPKOMAHU OT OBJIACT CO®UA
(MpepBapuTeneH aHanus)

I1. Mpueoposa, J1. Hukonosa, A. laH4esa,
A. KocmaduHosa, A. lNapuyHesa, P. Jumumposa, U. Anekcues’

HaunoHanHa pedepeHTHa noTBbpaUTENHa nabopaTopus no HIV
(HPMN no HIV), HaunoHaneH LEHTBLP 3apasHn U napasuTHM
Gonectn, Codms, bvnrapus.

Llen: dunoreHeTUYHUTE KNBCTEPYM MOTAT 4@ NOKAXAT €BOMIOLMOHHA -
Ta MCTOpUS Ha BUpYCcHaTa TpaHcMucus npu HIV. Ypes dunoreHeTnuHn
KNbCTEpU HUE aHanuaupaxme TpaHcMmucusTa Ha HIV-1 pekombuHaHTHa
topma 01_AE cpen uHTpaBeH03HM HapkomaHu (MBH).

Marepuanu n metopu: B ToBa npoyysaHe 6sxa aHanuanpanu 184 HIV-1
pol cexBeHuun 01_AE ot nuuac HIV-1, gnarHoctuuupanu 8 HPMJT no HIV.
lewbT polHa HIV-1 6ewe cekeHupat ¢ nomowTa Ha Applied Biosystems
3130x1unn OpenGene [IHK cexsenupawm cuctemn. PekomburaHtHa dhopma
01_AE 6ewe onpeaenexacastomatuaupanms uHctpymeHt COMET v2.2.
OunoreHeTU4HOTO AbpBO Belle pekoHeTpyupaHo ¢ nporpama IQ-Tree v1.6.8
nBusyamaupano ¢ FigTree v1.4.3. HIV-1 TpaHcMMCUOHHMTE KITbCTepn Osixa
aedwmumpann cnporpamara ClusterPicker v1.2.3.

Pesyntatu: 3a aHanu3npaHe Ha TpPaHCMUCWUOHH UTE KITbCTEP Y OT 13-
OpaHuTecekseHUun 69xa nanon3BaHin Tpu NapameTbpa 3a reHeTUYHa oT-
paneyexoct - 0.5, 1.0 u 1.5, KouT0 0TroBapAT Ha BEPOATHA TPaHCMUCHS
0T ONpefeneHo Bpeme, CbOTBETHO npeaw okono 3.3, 7 v 10 rognxu. bewe
ycTaHoBeHa rpyna ot 13cekseHuun ot UBH.7 o1 Taxca oTMbxe M6oT
KEHH CbC CpeaHa Bb3pacT npu guarHocTuuupaxe 21 roauxu nobnacten
rpag no mectoxvseeHe Codus. Hawuat dunoreHeTU4eH aHanu3a ycTaHosH,
yenpureHeTUyHa oTaaneyeHocT 1.58cuykn 13cekBeHLUMMNONAAAT B € ANH
TPaHCMUCHOHEH knbeTep. MpureHeTuyHa otaaneyeqoct 1.0ceHabnoga-
BalknbcTepc 3cekBeHL M M3 ABOINKM BNM3KOPOACTBEHUCEKBEHLMM, aNPK
otaaneyeHoct 0.5 — 2 [BOVKM CEKBEHLMM.

akntodeHne: AHaNM3bT Ha QUNOTEHETUYHUTE Kb CTEPY B HALLETO NPO-
y4BaHe [EMOHCTpUPA NPOAbNXaBalLO0TO pasnpocTpanerue Ha HIV-1 01_AE
LamMoBeTe Cped KOHTAKTHU NuuUa 0T ys3BumMaTa rpyna Ha MBH. Moarpy-
NvOT Tasu rpynaca 6unu UHGeKTUpaHN B pa3nuyeH nepuog oT Bpeme B
pamkuTe Ha 10 roguHu. Hawero n3cneasaHe JONPUHACA 3a passicHABaHE Ha
enngemMnonoriyHaTaxapaktepuctukaHatpaiemucustaraHIV-101_AEwm
nogyepTasa HeobX0AMMOCTTa OT 3a/bNO0YEHO MONEKYNAPHO -€ MM AEMUOTIO-
M4HO HabngeHune BbpXy AMHAMNKaTaHa TpaHcMucuaTaHa HIV-1uHdek-
uMSITa cpeq Hail-ysi3BuMUTE NOMynauum.

KniouoBu gymu: HIV-1, ounoreHeTMyeH Kb CTep, MHTPaBEHO3HU HapKo-
MaHu

BrarogapHocT: ToBa npoyysaHe e uHaHcUpaHo 0T GOHA HayYHM n3-
cneaBaHns HaMuHucTepcTBOTO Ha 06pa3oBaHMeTo U HaykaTa, bvnrapus
(norosop 1H03/16.12.2016 1.), HauMoHanH!A LEHTBP NO 3apasHi unapa-
3UTHU 6onecTu n oT ,HaluoHanHata nporpama 3a NPeBEHLUA U KOHTPON
Ha XWB u cekcyanHo npegasanmn uHcbekummn (Crn)-.

INIOCTEPHA CECHUA 1 300AHTPOTIOHO3U C EIIUAEMMUYEH PHUCK. PA3HI.

10. ANALYSIS ON TRANSMISSION
CLUSTERS OF THE RECOMBINANT FORM
01_AE AMONGINTRAVENOUS DRUG USERS

FROM SOFIA DISTRICT
(Preliminary analysis)

L. Grigorova, L. Nikolova, A. Gancheva,
A. Kostadinova, A. Partsuneva, R. Dimitrova, I. Alexiev

National Reference Confrmatory Laboratory of HIV (NRCL of HIV)
Natonal Center of Infectous and Parasiic Diseases, Sofia,
Bulgaria.

Aim: Phylogenetic clusters canshow the evolutionary history of HIV viral
trans mission. Using phylogenetic clusters we analyzed the transmission of HIV
recombinant formof 01_AE among intravenous drug users (IDUs).

Materials and methods: In this study, 184 HIV-1pol sequences from the
recombinant form of 01_AE from HIV-1 individuals diagnosed in NRCL of HIV
were analyzed. The HIV-1 pol gene was sequenced using Applied Biosystems
3130x1orOpenGeneDNA Sequencing Systems. Recombinantform 01_AEwas
determined by the automated COMET v2.2 instrument. The phylogenetic tree
was reconstructed with 1Q-Tree v1.6.8 and visualized with FigT ree v1.4.3. HIV-1
transmission clusters were defined with the ClusterPicker v1.2.3 program.

Results:Fordetailed analysis of the transmission clusters of the selected
sequences, three genetic distance parameters of 0.5, 1.0 and 1.5 were used
which correspondto a probabletransmission of about 3.3, 7 and 10 years,
respectively. A group of 13 sequences from individuals using intravenous drugs
was identified. 7 of them are from men and 6 from womenwith an average age
of 21 years at diagnosis and all of residence in Sofia. Our phylogenetic analy-
sisidentifiesthatinthe case of genetic distance 1.5 all13sequencesfallinto
one transmission cluster. At a genetic distance of 1.0, one cluster of three se-
quences and 3 pairs of closely related sequences were defined, and at distance
of 0.5 - 2 pairs of sequences were found.

Conclusions; The analysis of the phylogenetic clusters in our study demon-
strated a continuing spread of HIV-101_AE among contact individuals within a
vulnerable IDUs group. Subgroups of this group were infected at different times
within 10years period. Ourstudy contributestothe clarification of the epide-
miological characteristics of the transmission of HIV-1 01_AE and emphasizes
the need for detailed molecular-epidemiological monitoring of the dynamics of
HIV-1 infection among the most vulnerable populations.

Key words: HIV-1, phylogenetic cluster, intravenous drug users

Acknowledgment: This work was supported: By a grantfrom the Ministry
of Education and Science, Bulgaria (contract DN03/16.12.2016). By National
Center of Infectious and Parasitic Diseases. By the National Program for the
Preventionand Control of HIV and Sexually Transmitted Infections.
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11.BUPYCONOMMYEH MOHUTOPUHI
HAHIVCNWH NPU BPEMEHHMU

M HOBOPOOEHU B BbJITAPUA
(MpenBapuTeneH aHanua)

A. lanyesa’, A. Kocmadurosa', P.[Jumumposa’, /1. Hukonosa’,
A. lNapuyHesa’, Il. lpueoposa’, U. EneHros? H. SHuesa?,
M. Cmotivesa®, L. [JoliyuHosa®, /1. [Mexoga®, WU. Anekcues’

' HauuoHanHa pedepeHTHa NOTBbpPAMTENHa nabopaTopus no
HIV, HaunoHaneH LUeHTBbP No 3apasHu 1 napasuTHu 6onecrwy,
Codpusa, Bwrrapus.

2 Cneunanusmpara 6onHMLa no 3apasHu W napasutHu Bonectw,
Codous, Bvrrapus.

SKategpa no uHdekumosHu 6onectn, MeamunHckn yHuBepcu-
TeT, MNnoeame, Bbarapus.

“Kategpa no nHdekumosHu bonectu, MeamunHckn yHUBEPCH-
TeT, MNneseH, Bwvarapus.

SKnuHuka no uHdekumosHu Gonectn, MeguuMHCKM yHUBEPCH-
TeT, Crapa 3aropa, Bbnrapus.

lemfo 2018 r. B bvnrapus ca bunm guartoctuumpann 3002 cnyyan c HIV,
kaTo 6posiT Ha xeHuTe e 602. OTTAX 78 cagnarHoCTULUMpPaHu No Bpeme
Ha OpemeHHOCT. LlenTa Ha HalWeTo mpoyysaHe e fia Ce U3BBPLIM BUPYCONO-
ryeH aHamua Ha HIV npu GpeMeHHUTE 1 TEXHUTE HOBOPOLEHM B Bbnrapus.
Matepuanu n Metopu: 3a enupeMnONOrUYHUA aHanM3 ca U3NON3BaHy
faHHu Ha HPMM no HIV. [lo 18-meceyHa Bb3pacT, HOBOPOLEHMTE Ce M3cned-
Bar cpeaHo no 4 mbTu ¢ ELISA, Western blot u Real-time PCR. HIV-1 pol
cexkseHuuMTe OT bpemeHHuTe Osixa reHepupaHu ¢ TruGene w/umu ViroSeq
Genotyping Systems 1o Bpeme Ha AMarHOCTUYHWMS MPOLIEC M BUPYCONOMAY HUS
moHuTOpUHT. HIV-1 cexBeHLumMTe OAXa aHamM3upaHu cnomowTa Ha WHtep-
HeT 6asupaHyn uHcTpymeHTu REGA 3, COMET 2.3 uStanford HIV db 8.8.
Pesyntatu: OT Bcuukmmankmc HIV, peructpupanu gokpas Ha 2018r,
89,4% ot Taxca bununanpocneassate 3a BT.Moseyeto oTmaltkutec HIV
caotobnactute Cocus -35,2%, cnegeanv ot Mnosgus, BapHa, byprac n
APYri pernoHu Ha cTparata. 15,5% 0T HOBOpOAEHUTE Ca UH(EKTUPAHM C
HIV-1. MajikuTe ca 6unu u3cnefBaHu 3a aHTUPETPOBUPYCHA PEINCTEHT-
HOCT Npeau Wnu no Bpe Me Ha bpe MeHHocTTa M npu 14 oT TAX € ycTa-
HOBEHO HanMyue Ha Pe3UCTEHTHU MyTaLuK, CboTBETHO KbM Pl NRTI n
kbMNNRTI uHxuburopu. Hawero npoyusaHe nokasa, yecped bpemeHHuTe
UMa ronaMo reHeT4Ho pasHoobpasne oTpasnuyHuHIV-1cybTunose upe-
KOMOMHAHTHU OpMM, KaTO Hal-roNAMO pa3npocTpaHeHue B UcneaBaHaTa
rpynaumatHe-BHIV-1cybtunosere, gomunupaun ot CRF01_AE,cnepBaH
oTcy6Tun B. baxaycTaHoBeHW Owe HAKONKO APy Y Lia Ma, BKNIOYUTENHO:
C, CRF02_ AG, CRF05_DF, CRF14_BG u URFs.
akntoveHns: HaweTo npoyysaHe nokasa ronamo reHeTMYHO pasHoo-
bpasneHaHIV-1cpeauscneasaqara rpyna. CpaBHUTENHO BUCOKNPOLEHT
HOBOpOAEHN Ca bunuuudekTupanucHIV-1 s bbnrapus. PaHHOTO guarHo-
cTLMpaHe Ha Bk Bpementm ¢ HIV 1 HaBpeMeHHO 3anoyBaHe Ha APT Te-
panus e OT M3KMKYNTEINHO 3HAYEHUE 33 HaMaNABaHE Ha puCcka OT NpefjaBaHe
Ha HIV uHbekumaTa Ha TEXHUTE HOBOPOAEHM.
Kmovosu gymu: HIV/CMNWH, BepTukanHa TpaHcMucus, cy6Tun.
BnaropapHocTi: OT HauuoHanHus LLeHTHP N0 3apasHi u napasuTHu 6o-
nectn. OT,HaunoxanHara nporpama 3a npeseHumus W koHTpon Ha XUB u
cekcyanHo npeaasanu uHdekummn (CIN)“.
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11. VIROLOGICAL MONITORING OF
HIV/IAIDS OF PREGNANTWOMEN
AND NEWBORN CHILDREN IN BULGARIA
(Preliminary analysis)

A. Gancheva', A. Kostadinova’, R. Dimitrova’, L. Nikolova’,
A. Partsuneva’, L. Grigorova’, I. Elenkov?, N. Yancheva?
M. Stoycheva®, T.Doychinova®, L. Pekova®, I. Alexiev'

"National Reference Confrmatory Laboratory of HIV, Natonal
Center of Infecious and Parasitc Diseases, Sofia, Bulgaria.

2 Specialized Hospital for Infectous and Parasic Diseases,
Sofia, Bulgaria.

% Department of Infectous Diseases, Medical University, Plovdiv,
Bulgaria.

“ Department of Infectous Diseases, Medical University, Pleven,
Bulgaria.

® Clinic of Infectous Diseases, University Hospital, Stara Zagora,
Bulgaria.

Aim: Until 2018in Bulgaria 3002 cases with HIV/AIDS were diagnosed.
The numberofwomenwithHIVwas 602, 78 of whichwere diagnosed during
pregnancy. The aim of ourstudy wastoperformvirological analysis of HIV of
pregnant women and their newborn infants in Bulgaria.

Materials andMethods: Epidemiological analysis was performed usingthe
databases oftheN ational Reference C onfirmatory Laboratory of HIV,NCIPD.Up
to18months of age, newborns were monitored average 4times with ELISA,
Western Blot and Real-time PCR. HIV-1 pol sequences from pregnant women
were generated with TruGene and/or ViroSeq Genotyping Systems during the
diagnostic process and virological monitoring. HIV-1 sequences were analyzed
using the Internet-based tools REGA 3, COMET 2.3and Stanford HIV db 8.8.

Results: Of all HIV-positive mothers registered by the end of 2018, 89.4% of
them were onvirological monitoring with viral load tests (VL). Most of the moth-
ers with HIV were from Sofia - 35,2%, followed by Plovdiv, Varna, Burgas and
from otherregions of the country. 15,5% of newborns were infected with HIV-1.
Mothers were tested of antiretroviral resistance before orduring pregnancy and
14 of them had resistance mutations to PI, NRTI and to NNRT! inhibitors. Qur
analysis revealed a high genetic diversity of different HIV-1 subtypes and recom-
binant forms inthe study group. Non-B HIV-1 subtypes were the most prevalent
and dominated by the recombinant form CRF01_AE, followed by subtype B.
Several other strains were found, including: subtype C, CRF02_AG, CRF05_DF,
CRF14_BG and URFs.

Conclusions: Our analysis revealed high genetic diversity of HIV-1 among
studied population. A relatively high percentage of infants were infected with
HIV-1in Bulgaria. Early HIV testing of all pregnant women andtimely initiation of
antiretroviral therapy is of greatimportance toreducing the risk of HIV transmis -
sion to theirnewborns.

Keywords: HIV/AIDS, mother to child transmission, subtype.

Acknowledgment: This work was supported: By National Center of Infec-
tious and Parasitic Diseases. By the National Program for the Prevention and
Control of HIV and Sexually Transmitted Infections.
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12. U3CYWEHWUTE KPBbBHU NETHA KATO
APXWBEHMATEPWANNPUNPOCNEAABAHE HA
UMYHUTET CPELLY XENATUT B BUPYC

Y. Memaurnosa, B. MoHyesa, E. Monkoyesa-Mapkosa’,
T. Tenes!, C. Kpymosa?

"HPN ,XenatutHu Bupycu®, HU3MB, Codus
2HPN ,Mop6unn, napotut u pybeona“, HL3MB, Codus

B cBetoBeH mawab okono 1/3 0T xopaTaca CbC CEPONOTUYHN AaHH K
3a MUHana vnu HacToswa xenatut B BupycHa (HBV) undekums, a 350 xu-
NANYM Ca XPOHUYHM HOCMTENW Ha BUpyca. B audepeHuantaTa guarHocTuka
Ha HBV uHdeKkuns Hal-npunoxum e UMyHOEH3UMHUAT MeTOA. XenaTut B
MOBBPXHOCTHMSAT @HTUTEH € OCHOBEH MapKep Ha Ta3u MHEKL s, KaTo
3abPXKAHETO My 3a NOBeYe 0T 6 MeceLa e Npu3HaK 3a pa3BuTHe Ha XPo-
HuieH xenatut. O6pasyBaHeTo Ha aHTMTena cpely HBV noBbpxHocTMA
aHTUreH (aHTu-HBs) uMa npoTeKTUBHO 3HaYEeHHe. Taka onpedensiHeTo Ha
aHTH-HBs cTaBa He3aMeHMMO CpeacTBO Npu NPOCNEAsABAHE HA XYMOpaH!S
umyHUTET cnep npebonepyBaHe unu BakcuHauus. Kato uaxoaeH matepuan
NPUANATHOCTUYHUA aHanU3 Cce 3non3BakpbBOTBEHONYHKLMS. BobnacTu
KaTo HEOHATOMNOTUA M MeANaTPUS BEHONYHKLUSATA HE BUHATU € YCnelwHa,
anonyyeHata KpbB HeaocTaTbyHa, 3aToBa ce pa3paboTBa MeToaa Ha
Nacywennte Kpweru MeTHa (MKM), KoiRTO Lem fa ynecHu anarHocTuka-
Ta, CbXPAHEHNETO, TPAHCMOPTUPAHETO W 1a NPEOf0Nee HefOoCTaTbLUMTE,
KOWTO MMa BEHOMYyHKLMATA KAaTo METOA 3a CbOMpaHe Ha kKpbBHYU Npobu.
EfvH ot ocHoBHUTE NpoBaemi npu u3nonssaxeto Ha UKM B konuyecTs eHus
aHanus Ha anti-HBs e mukpoobema Ha npobaTta KosTo cemscnensa.

Lien: OueHka Ha edukacHocTTa v Bb3nponssogumocTTa Ha KM/ UCT
(M3cylweHnTe CepyMHU NETHA) KAaTO CTAPTOB KNMHMYEH MaTepuan 3a npo-
CrefsBaHe Ha umyHuTera cpewy HBV npu uanonssaHe Ha UMyHO-EH3UMEH
MeTOon 3a feTeKums.

Matepuanu umeTogm: Ype 3uMyHo-eHaumeH aHanua (ELISA) TutbpbT
HaaHTu-HBs e namepeH B: 20ce pyMHMNpobNHaNauMEHT NN CbOTBET-
cTBawmTe UM 20 n3cyLeHnk pbeHU kap T (MKIT); 20 cepymHmu npobu ot
BakCMHUpaHu cpely HBY 3apaBHu paboTHULM M CBHOTBETCTBALMUTE UM
nacy wewu cepyMHu kaptu (ACTT); v yeTupn npobu MMy HoBEHNMH, C U3BECTHA
KOHLIEHTpa LS Ha aHTU-HBS 1 CbOTBETCTB ALLMTE MM M3CYLLEHNKAPTU.
MPUNOXEHM Ca Pa3nuyH i NPOTOKONY 3a eNyupaHe Npu n3c neiBane Hanpobne-
Ma C paspexaaHeTo Ha npobara.

Pesyntatu: CneumduyHocTt ot 100% u YyBCTBUTENHOCT OT 45% Ca
yctaHoBeHu npu UKI cpely ,3naTeH cTaHAapT' KaTo CTapTOB KNUHWYEH
maTepuan. beweycTaHoBeHo paspexaaHe HaenyupanutenpobuotUKM/
WCIMkapTuTe kato BHAKOMCIyYannamepeHusT aHTu-HBs Tutopcnag-
Hanog 10 mlU / mlnpu koeTo ce nonyyasat panwuso oTpuLaTenHu pe-
syntatu. Mpu ToBaHe e HabniogaBaHa Kopenauns Mexay NONOXUTENHUTE
HayanHu aHTu-HBs cepymuu Tutpu u Teannonyyena 3a KM/ UCT npobu.
Mpv uanon3saHe Ha NpobuTe IMyHOBEHMH Ce M3MepH pa3pexaaHe Haenyara
mexay 205050 nbTuH.MopagnToBabeweysennyeHobemataenympanaor
NUCM-kapTanpoba koeTo goBeAe A0 NOBUWABAHE CTOMHOCTUTE HA AHTU-
HBs TuTbpAa.

Jaknivenne 3a paspellaBaHe Ha npobnema ¢ paspexjaHeTo e Heobxo-
[MMO [a Ce BanuavpaT pa3nuyHi NPOTOKONM 3a eNnyupaHe, Thil KaTo Manko -
70 konuyecTBO npobda B MKM /UCI BogM [O NO-HUCKM aHanmMTUYHM TUTPU.

KntoyoBu pymu: aHTu-HBs, Xenmatut B supyc, WK

IMOCTEPHA CECHUA 1 300AHTPOTIOHO3M C EIIUMAEMMUUYEH PHCK.

12. USEOFDRYBLOOD SPOTS TODEFINED
POSTVACCINATION IMMUNITY AGAINSTHBV:
ROLE OF ANTIBODY DILUTION

C. Ismailova’, V. Yoncheva', E. Golkocheva-Markova’,
T. Tenev', S. Krumova?

"NRL ,Hepatiis Viruses®, Virology Department, NCIPD, Sofia
2NRL ,Measles, mumps and rubella®, Virology Department,
NCIPD, Sofia

Globally, about one-third of people have serological evidence of past
or current infection with hepatitis B virus (HBV) infection and 350,000 are
chronic carriers of the virus. Thereis awide variety of assays fortesting HBV
infection. In practice, the immunoenzymatic method is most useful. HBsAg is
basical marker for this infection. It's present for most than 6 month is indicative
of the development of chronic hepatitis. Formation of HBs antibodies has
protectivesignificance. That's why the determination of anti-HBs becomes
anindispensabletoolinthefollow-up of humoralimmunity aftervaccination.
Blood from venipuncturewas usedas thestartingmaterial. Inareas suchas
neonatology and pediatrics, venipuncture is not always successful, and blood
obtained is not sufficient, so the DBS (dried blood spots) method is being
developed tofacilitate diagnostics, storage, transport, and overcome the
disadvantages of venipuncture as a method of collecting blood samples. This
presentation aims at assessing the advancements and drawbacks of the DBS
tovenipuncture when monitoring immunity against Hepatitis B virus. One of the
main problems with the use of DBS in the quantitative analysis of anti-HBs is the
microbe of the sample to be tested.

Aim: Evaluation of efficacy andreproducibility of DBS/DSS (driedserum
spots) as a starting clinical material for the detection of immunity against
hepatitis B virus usingan immunoenzymatic detection method.

Materials andMethods: Antibodies against hepatitis B surface antigen (anti-
HBs) were detected by immune-linked immunosorbent assay (ELISA). Serum
samples from 20 patients and paired 20 DBS, 20 serum samples from HBV
vaccinated healthcare workers and paired 20DSS andImmunoveninwere
testedinthe present study. Different elution protocols were usedin orderto
study the problem with sample dilution.

Results: The specificity of 100% and sensitivity of 45% were established
for DBS vs ,gold standard® Dilution of the eluted DBS/DSS samples was
established andinsome cases measured anti-HBs titer dropped under 10 miU/
ml. Correlation between positive initial anti-HBs serum titers and obtained for
DBS / DSS value was not observed. When Immunovenin were tested dilution
between 20 to 50 foldwere measured for eluted DSS samples. Theincreasing
of eluted sample concentration raised DS S anti-HBs titer.

Conclusion: To resolved the dilution problem, it is necessary to validate
different elution protocols because the small amount of sample in the DBS led
to lower assaytiters.

Key words: DBS, anti-HBs, HBV
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13. ANGEPEHLUMANHA OUATHO3A

HA OCTPUTE BUPYCHUXEMATUTN,
W3CJIEABAHU B HPN , XEMNATUTHU BUPYCU“

3ATEPNOOA 2016-2018 TOOAUHA

B. Nonuesa, Y. Mcwaunosa, E. I onkoyesa-Mapkosa, T. TeHes

HPI ,Xenatuthu supycu®, HU3MB, Codus

Llen: la ce npocneav BUA0BOTO pa3npeeneHne Ha 0CTpUTE BUPYCHU
XenaTuTu cped nauueHTH OT MHEKLUMO3HUTE OTAENEHUA Ha NevebHuTe
3aBefeHns, 3a nepuoga 2016-2018 roa., kouto ca uacneasanu s HPJ , Xena-
TUTHKM BUpycH , kbM HLI3MB.

Matepuanu n Metou: 3a NoCOYEHUS NepUod ca U3CNe[BAHU CEPYMH U
npobu ot 1545 naunenTw, kouto camsnpatenu B HPJ1 , Xenatuthu Bupy-
ci* OT pasnuyHu nevebHu 3aBeaexns. NMayneHtnTe ca bunu nexawo 6onHM ¢
[uMarHosa ,ocTbp BupyceH xenatur* ot CBANIUMG ,Mpod. WB. Kupos® rp.
Cous, YMBAN ,CB. Anna“~ rp. Cochua, MBAJT ,P. Axrenosa“- rp. MepHuk u
ap.. Benukwnoctvnunm npobu ca uscnensannypes ELISA metog 3a Hanmyvne
Ha xenatuthn A, B, C, D u E mapkepm.

Pesyntatu: OT nacnegBanute 1545 nauneHtn 830 ca mbxe(53.7%)
n715caxenn (46.3%). Hai- mankusTnaumneHT e momye Ha 1r.9m., a Haii-
Bb3PACTHUAT — MbX Ha 94T.Mp1n 828 (53.6 %) OT BCMuKM N3cneaBaHm
nauneHTi ce 40Ka3a nonoXMTENeH pesynTaT3aefnH ununoBeyexenatur-
Hv mapkepy. Tpu 368 (23,8%) nauveHTv epnokasaHo Hamuume Ha HAV- IgM
- octbpxenatutA. CoctbpxenatutE—antiHEV-IgM (+),ca 238
(15,4%) pyww.. Mpu 196(12,6%) bonHuce gokasanonoxutunex pesyntat
3aHBsAg,katooT X 120(61,2%)cacoctbpxenaturB—antiHBc-IgM
(+). Mpu ocTananute 76 (38,7%) e fokasaHxponuyex xenatut B. 3a anti-
HCV nonoxutenun ca 18 (1,2%) ot uscneasanute npobu. C xenatntD ce
ycTaHoBuxa 8 (0.5 %) naumeHTn, kato camo 4(50 %). oT Tax ca c ocTbp
xenatutD,nonoxutennucasaantiHDV-1gM Mpu32(2,07%)naunextnce
yCTaHOBYW, Ye MMakoH(ekuuac 2unoseyexenatutHusmupycu. (HAV +HEV,
HCV+HEV; HBV +HCV; HAV+HBV; HBV+HEV; HAV+HCV). Eanx (0,06%) na-
LneHTOele ycTaHoBeH C TpoitHa kouHdekuna c HAV+HBV+HEV. Mpu 717
(46.4 %) oTM3cnefBaHUTE NALMEHTH He Ce 40KA3a HaNWYMe Ha Mapkep 3a
BupyceH xenatut A,B,C,DuE

akntovenme: JTabopatopHaTa guarHocTika e OT CbLECTBEHO 3Haye-
HWe 3a oTAUDEepeHUMpPaHE Ha TUNA BUPYCEH XenaTwT. [1poBeAeHUAT aHanu3
noKa3ea, Ye Npv NONOBUHATA OT NALMEHTHUTE, C KNIMHUYHA KApTHHA 3a OC-
Thp BUPYCEH XenaTuT, H(MeKLUMATa e Npefu3BMKaHa OTXxenaTuTeH BUPYC,
KaToHal-BUCOK e NPOLIEHTaHa OCTbPBUPYCEHXeNnaTUTTUNA, aHanHu-
cbk Ha xenaTuT [I. KouH(eKLum ¢ pasnuyHn BULOBE XeNaTUTHN BUPYCH CE
[okasaxa npu 2% ot n3cnegBaHata nonynauus.

KntoyoBm Aymu: 0CTpM BUPYCHN XENATUTH, MALNEHTH, XenaTUTHU Map-
kepm
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13. DIFFERENTIAL DIAGNOSIS
OF ACUTEVIRAL HEPATITIS,
TESTED IN NRL ,,HEPATITIS VIRUSES*
FOR THE PERIOD 2016-2018

V. Yoncheva, Ch. Ismailova, E. Golkocheva-Markova T. Tenev

NRL ,Hepatiis Viruses®, NCIPD, Sofia

Aim: Tofollow species distribution of hepatitis in patients from infectious
wards in hos pitals for the period 2016-2018, who were tested in NRL ,Hepatitis
viruses“in NCIPD.

Materials andmethods: Forthe given periodthere weretestedserums from
1545 patients, who were sent in NRL ,Hepatitis viruses® from different hos pi-
tals. The patients were lying in hospitals with diagnosis ,Acute viral hepatitis “
like SBALIPB , Prof. Iv. Kirov*, Sofia; UMBAL ,St. Anna“- Sofia; MBAL ,R. An-
gelova - Pernik etc. All serums were tested with ELISA method for presence or
not of hepatitis markers against all hepatitis viruses—A,B,C,D,E.

Results: From allthe serums (1545)830werefrommen(53,7%)and 715
from women (46,3%). The youngest patient were a boy who were 1.9 year old,
andthe oldestwasamanwhowas 94yearsold. From thetestedserain 828
(53,6%) were positiveforone or more markers. In368(23,8%) patients was
detected HAV-IgM -acute hepatitis A. Withacute HEV -anti-HEV -1gM(+)
were 238 (15,4%) from allthe tested people. 196 (12,6 %) patients were positive
forHBsAg, and from them 120 (61,2%) were with ,acute hepatitis* with positive
HBc - IgM (which shows ac ute form of infection). The other 76 (38,7%) people
were with chronic hepatitis B.

Foranti-HCVwerediagnosed 18 (1,2%) people. WithHD Vwere diagnosed
8(0.5%) people, but from them only 4 (50%) were positive for HDV- IgM.

In 32 (2,07%) patients were found positive markers for 2 or 3 coinfections.
(HAV +HEV; HCV+HEV; HBV +HCV; HAV+HBV; HBV+HEV; HAV+HCV). In1
(0.06%) patient was detected third coinfection with HAV+HBV+HEV.

In717 patients from all the studied were negative forall markers.

Conclusion: Laboratory diagnosis is essential for the differentiation of viral
hepatitis. Verifiedanalysis showsthatin half of patients witha clinical picture
of acute hepatitis virustheinfectionis caused by ahepatitis virus, the highest
being the rate of viral hepatitis type A and the lowest of hepatitis E. Coinfections
of different types hepatitis viruses are found in 2% of the prevalent population

Key words: acute hepatitis, patients, hepatitis markers.
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14. NPOYYBAHE PA3MPOCTPAHEHUETO
HATRICHOMONAS VAGINALIS
B MATEPWAIN OT YPOTEHUTAJTHA
CUCTEMA 3AEQHOIOAULWLEH NEPUOA

K. EHesa’, E. Pyega?

MY -ITnosdus, Kamedpa no uxghekyuosHu 6onecmu, napaumonoeus u
mponuyecka MeOuyuHa
2CMAN - Hoeanab, rp.Cr. 3aropa

BbBepeHue: YporeHutanHata TpUXOMOHA3a € Hail-4ecTo cpelyaHaTa
CeKcyanHo TpaHCMUCUBHA NPOTO30/HA aHTPONOHO3a. HelHoTo pasnpoc-
TPaHeHUe e KOCMOMONUTHO, KaTO HUBOTO HA ONapasNTEHOCT Bapupa Mex-
By 5-75% B pasnuynute cTpaHu. bonegysat npeaumo xopata B akTUBHA
NonoBa Bb3pacT, kKaTo U3TOYHMUK € CaMO ONapa3UTEeHUAT YoBek — BoneH
UnW napasuToHoCUTEN.

Len: MpocnepssaHe Ha pasnpocTpaHeHneto Ha Trichomonas vaginalis
NP ANLA C KNMHUIHY CUMATOMYU — MbXKe v XeHu ot rp. lnosaue v obnac-
tTanrp. Ctapa 3aropa vobnactra 3anepuog ot 1roguHa (2018).

Matepuanu v meTogu: MacnefBaHu matepuanu: BnaranuiyeH cekpet
072121 xeHnmneakynarot 1092 mbxe. 3anonagaxme cnegHute Mopdono-
TMYHM METOSM 3a NapasnTonorMyHa AuarHocTuka Ha Trichomonas vaginalis
XapaKkTepHu 3a pyTuHHaTa nabopaTopHa npakTMKka: HaTUBEH Npenapar,
ouseTeH npenapat no PomaHoBcku-Tum3a, 6bp3 JD's aHTUTEHEH TeCT,
KynTypenHa nocsiska Ha cpepa TV4.

Pesynratn u obcbxkgane: OT u3cnefBaHuTe MaTepuanu NONOKUTENH U
ca1,23% otxeHute n4,12% or MbXeTe. Bb3pacToBUAT AnanasoH Ha
nuuata be mexay 211 57 roguun. Bouuku nonoxutensu 3aTrichomonas
vaginalis nuua UMaT aHaMHECTUYHU JLAHHW 33 CYDOEKTUBHU OMNaKBaHUS Wnu
npekapaHa TpuxoMoHo3a. C nek NpeBec ca MbXeTe OTKONKOTO NpU Xe-
HUTE. XPOHUYHO peLMAUBUPALLMAT XapakTep Ha Napa3nTo3aTta, KakTo U
KOMNAEeKCUANOAXOANPYU ANArHOCTULMPAHETO - OT aKy LWeprHeKonor, y po-
norunapasuronor, buxa Mornu fa Mackupatckputasabonesaemoctcpes
HaceneHueTo.

U3soau u 3akntouenme: HabniogeHneTo HU BLPXY U3cCneaBaHuTe nuua
nokasa 2,21% uHBasupanuc Trichomonas vaginalis. Cpea MbxeTeycTa-
HOBMXME NO-BMCOK NPOLEHT HA ONapasuTEHOCT OTKONKOTO NpPU KEHUTe.
HawnTe faHHW 0T NPOBEAEHOTO NPOYYBaHe HaNbNHO CbBNAAAT ChC CBe-
TOBHUTE [aHHM.

KniowoBM mymu: TPUXOMOHO34, CEKCyanHO-TPaHCMMUCUBHM NapasuTo3u.

15. EKCTPEMHA PAOWOPE3UCTEHTHOCT U
MOP®ONIOrTMAHAKPBBHNA MUKPOBMOM B
PAHEH ETAN HA KYNTUBUPAHE

C. MaHatiomog’, B. Tonukog!, E. Hukonoga? P. Kangur®

" HauvoHareH LEeHTHp Mo 3apasHi 1 napasuTHn Gonectw;
2 MIHCTUTYT MO eKcriepuMeHTanHa Mopdonorms, naTonorus u

mopdonorus — bAH; 3. WHcTuTyT no HeBpobuonorus — bAH

KpbBHMATMUKPOGHOM e BCE OWe cnabonpoyyeH. TpyaHOCTUTECA CBBP-
3aHM C MpUNaraHeTo HanoaxoAs LM METOAN 3a KyNTUBUPaHe, MOpdonommyeH
aHanu3, M3cnedBaHe Ha eTanuTe Ha pasHOXaBaHe, BU3yanu3aLus, W30NMpaHe

INIOCTEPHA CECHUA 1 300AHTPOTIOHO3U C EIIUAEMMUYEH PHUCK. PA3HI.

14. STUDY PREVALENCE
OF TRICHOMONAS VAGINALIS
IN THE UROGENITAL SYSTEM
OF MATERIALS FORONE YEAR

K. Eneva', E. Roueva?

" Medical University — Plovdiv, Department of Infectious diseases,
Parasitology and Tropical medicine

2 |ndependent Medical Diagnostic Laboratory — NOVALAB, Stara
Zagora

Introduction: Urogenitaltrichomonasis is the mostcommon sexualtrans-
missible protozoan antroponosis. Its prevalence is cosmopolitan, with the level
of infestation varying between 5-75% in different countries. People in active sex
areill,only theinfected person —thesick orthe parasite—is thesource.

Objective: To monitor the prevalence of Trichomonas vaginalis in persons
with clinical symptoms - men and women from Plovdiv and Stara Zagora and
the districtfor a period of 1 year (2018).

Materials and methods: Materials studied: vaginal secretion of 2121 wom-
enand sperm of 1092 men. We used the following morphological methods for
parasitologic al diagnosis of T richom onas vaginalis characteristic of routinelabo-
ratory practice: wet preparation microscopy, stained preparation of Romanovski-
Giemsa,JD’s Antigen test, culture of TV4.

Results and Discussion: 1.23% of women and 4.12% of men were posi-
tive. The age range of the subjects was between 21 and 57 years. All patients
positive for Trichomonas vaginalis have a history of subjective complaints or
trichomonasis. Men are slightly overweight thanwomen. The chronically recur-
rent nature of parasitosis as wellas the complex approachto diagnosis by a
obstetrician gynecologist, urologist and parasitologist could mask hidden mor-
bidity among the population.

Conclusion: Our observation on the subjects tested showed 2.21% invasive
with Trichom onas vaginalis. Amongmen, we found a higher incidence of infes-
tation than inwomen. Oursurvey data fully matches the world data.

Key words: trichomonasis, sexual-transmissible parasitosis

15. EXTREME RADIORESISTANCE AND
MORPHOLOGY OF THE BLOOD MICROBIOTA AT
EARLY STAGE OF CULTURING

S. Panaiotov', V. Tolchkov', E. Nikolova?, R. Kalfin®

" National Center of Infecous and Parasic Diseases;
2|nstitute of Experimental Morphology and Pathology - BAS; 3.

Insttute of Neurobiology — BAS

The blood microbiome is still not fully studied. Difficulties are related
to the application of appropriate methods of cultivation, morphological
analysis, exploration of the life cycle stages, visualization, isolation of
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Ha HY KNEVHOBY KUCENUHN 1 BeNTb UM 1 (M3MKO-XUMUYHW XapaKTe puc TUKK Ha
KPBbBHUTE MUKPOBMOTMH.

Llenma Ha HaweTo u3cneaBaHe be ga npoyyYnm Ype3 MUKPOCKONCKM Tex-
HUKM MHAMUKATA HA Pa3BUTUE HA KPbBHUTE MUKPOBUOTHM B MbPBUTE Ya-
COBE Ha kynTUBMpaHe npunaraitku ctpecoy ycnosus. Cbllo Taka, npegmer
Ha HaleTo u3cneaBaHe be ekCTpPEMHATa PafMOPE3UCTEHTHOCT Ha KPbB-
HUTE MUKPOBMOTH.

Marepuanu u meTogu: bsxa nsneBaHu KpbBHW NpobM ¢ aHTUKoary-
naHT K2EQTA Ha7 knuHUYHO 3apaBu nuua. EfuH mn kpbB Be nusupanacd
obema fecTunupaHa cTepunHa Boga HacTaiiHa TeMnepaTypa 3a 45 MuH.
Nusnpanara kpvB 6e duntpysanac duntpu 0,451 0,22 mukpoHa. [lBecTa
MUKponuTpa oT dmnTpata bsixanocsTue 1mnTeyHacpegaBHIc1rp/n
BuTaMuH K v kyntueupanv Ha 43°C. Mpo6u o1 500 mkn GsixaB3emaHu npes
30 MUH O CenMu Yac  pUKCUpaHu crnyTapoB anfexus 2,5% kpaiHaKoH-
LieHTpaLus.

PaguopesncTeHTHOCTTa Ha KpbBHUTE MUKoOUOTH Be n3cnefBaHa ¢
npomuwneH rama-06nbysaten sapegenc ©Co. Kpbe 017 3gpasu nuuac
obem 1,5 Mn nocTaBeHaB KpuoenpyBeTkM Ha BUHT be 06nbyeHa ¢ paguo-
aktmeHa nosa 71,3kGr.JosaTabe gocturHara aaokono3 yaca. Tpucta
MUKpOnUTpa oT 06nbyeHata npoba bekynTuupana 3a72 yaca Ha43°C 8
cpena BHIc pobasen 1r/nsutamun K Mukpockoncku npenapatute 6sxa
W3CnefBaHUYpe3CBETNMHHA, BTHMHONOME N CKaHUPALLa eNeKTPOHHA M-
Kpockonus.

Pesynratu: Kyntypute go BTopu yac 6sxa LeHTpodyrupanu Ha 15.000
06/MuH 32 15MUH € Lien Aa ceyTasTnpopacnute Mukpoouotn. Mukpo-
CKONCKM BUAMMO HaTPYNBaHe Ha kpbBHUTE MUKpObMOTH Be 0TYeTeHCnes
BTOpMA Yac Ha kynTuupaHe. Habniogasaxa ce eAMHUYHI UMK CTPyNaHU
Tenuac pasmep okono 200 HM. CnepYeTBLPTUA YaC HA Ky NTUBUPaAHE Ce
Habnipasaxa roneMu cTPyKTypuC pasmep Hag 1 MUKPOH CaMOCTOSTENH U
unu Ha sepuxku. Mpu ontumanto ysenuyerue o1 20.000-30.000 nb CEM
nokasa, Ye OT rONEeMUTe CTPYKTYpK, C TpanaBa NOBbPXHOCT, Ce OTAens T
mankw Tenua.

B TbMHo none ce HabnwpaaBaxa Cblwo MOPGONOTMYHO Pa3NUIHM CTPYK-
TYpW, KOUTO CbOTBETCTBAT Ha Te31 0T CEM — no-manku, okpbrneHxm ¢
pasmMepy OKONO MUKPOH-ABA W NO-TONEMH, YMSTO BLTPELIHOCT M3rNexaa
3bpHecTa.

AHanu3bTC MUKPOCOHAA NOKA3a, Ye YacTULUTE HeCbABPXAT XKenaso,
eOUHCTBEHOBBINEPOA, CEAMN OT KUCTIOPOA ¥ a30T. YTalkuTe Ha Ky nTUBHU-
paHuTe npobu bsxa kathsBo-yepHu. He ce fokasa CbbpKaHve Ha xeMornoou-
HOBO X€ns30 B yTalkute OT MUKPOBMOTU.

C NpemviHM Halm ekCnepuMeHTH Aoka3axMe, e KpbBHUTE MUKPOOHO -
TUM3gbpKaTHanocnenosatenHoobnbysaHe c4o3a25+25kGr. Cerawnu-
AT eKCNepUMEHT 40ka3a Ype3 KyNTMBMPaHe U MUKPOCKONCKM aHanu3 npexu -
BsiemocT cneg gosaot 71.3 kGr.

006cbxpane: Mpu CTPECOBU YCNOBMS KPbBHUAT MUKPOBUOM pearnpa ¢
BUAMMO pa3MHOXaBaHe cnef BTOpUA yac. KpbBHUAT MUKpoOUOM nputexa-
Ba EKCTPEMHA PaAMOPE3NCTEHTHOCT HaABULIABALLA EfHOKPATHA [034 Ha
obnbusaHe ot 70 kGr.

BnaropapHocTH: ABTOpUTE M3ka3BaT CBOSiTA BriarofapHOCT 33 (MHaHCoBaTa
nogkpena Ha ®oHp ,Hayunu nacnegsanus” no npoekt JJ,H-0~1—4/16.12.2016 i 3a Tex
HU4eckaTa nomoll okaaHa ot MeTs Kosauesa u Meopm MopaaHos ot GakynreTa
no xummns 1 ciapmauins, Codmincku yHMBEpCUTET
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nucleic acids and proteins, and physico-chemical characteristics of
blood microbiota.

The aim of our study was toinvestigate the dynamics of blood
microbial growthin the first hours ofcultivation using stressful conditions
using microscopic techniques. Also, the subject of our study was the
extreme radioresistance of blood microbiota.

Materials and methods: Blood samples of 7 clinically healthy
subjects were collected in K2 EDTA tubes. One ml of blood was
lysed with 3 volumes of distilled sterile water atroom temperature for
45 minutes. The lysed blood was filtered with 0.45 and 0.22 micron
filters. Two hundred microliters of the filtrate were seeded in 1 ml of BHI
mediumsupplemented with 1 g/l of vitamin K and cultured at 43°C.
Samples of 500 pl were taken every 30 minutes to 7 hours and fixed with
glutaraldehyde at 2.5% final concentration.

Radioresistance of blood microbiota was investigated with an
industrial gamma-irradiator loaded with ®°Co. Blood samples of 1.5 ml
of 7 healthy subjects were placed in screw-cap vials and irradiated with
aradioactive dose of 71.3 kGr. The dose was reached in about 3 hours.
Three hundred microliters of the irradiated sample was cultured for 72
hours at43 ° CinBHImedium supplemented with 1 g/lofvitamin K.

Microscopic preparations were investigated by light, dark field and
scanning electron microscopy (SEM).

Results: Thesamples from the firsttwo hours of culturing were
centrifuged at 15,000 rpm for 15 minutes in order to concentrate and
pellet the proliferating microbes. Microscopically visible accumulation
of blood microbiota was recorded after the second hour of cultivation.
Single or piled bodies of size about200 nm were observed. After the
fourth hour of culturing, large structures with a size of over 1 micron and
microbiota chains were observed. With an optimal increase of 20,000~
30,000 times CE Mshowedthats mallbodies were pealed off fromthe
large with a rough surface bodies.

Ina dark field microscopy we observed structures with different
morphalogy, corresponding to those of the CEM - smaller, rounded with
dimensions about microns orlarger, theinterior of which looks grainy.
Analysis with a microprobe demonstrated that the microbiota particles
do notcontainiron, but nitrogen, traces of oxygen and nitrogen. The
sediments of the cultured samples were brown-black. Haemoglobin iron
content inmicrobial sediments has not been demonstrated.

Our previous experiments proved that blood microbiota withstand a
25 + 25 kGrirradiation dose. The current experiment demonstrated by
culture and microscopy analysis survival of blood microbiota at 71.3 kGr
irradiation dose.

Discussion: Under stressful conditions, the blood microbiome reacts
with visible reproduction after the second hour of culturing. Blood
microbiota posses an extreme radio-resistance exceeding a single

radiation dose of 70kGr.

Acknowledgment: Thiswork wassupported by grant 1H-01-4/16.12.2016
of National Science Fund, Bulgaria and the technical assistance of Petya Ko-
vacheva and Georgi Yordanov from the Faculty of Chemistry and Pharmacy,
Sofia University
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16. MPOYYBAHUA BBPXY CEPOTUMOBETE
STREPTOCOCCUS PNEUMONIAE,
KONOHU3UPALLN HASO®APUHKCA NMPU AELIA
CNEAPCV10

M. Manyqesa’, W. CumeoHoscku', B. [leemeposa’,
H. Bparkosa’, N. ®ununosa’, T.KaHmapdxuee'

" HauvoHarneH LEeHTBp Mo 3apasHi 1 napasuTHi Gonecty
(HL3MB)

YBoa: Mpes 2010 r. B bvnrapws bewe sbBeaeHa 10-BaneHTHA NHeB-
MOKoKoBa koHtwrupaHa BakcuHa(PCV10)c Hap 90% nokputue B nepuoga
2011-2017r. cnepgoueHkaHa C30 n YHUL E® 3aHaLmoHanHUTE UMyHU3aLMM.
Bakcunanuuteceportunose (cepotun i, 4,5,6B, 7F,9V, 14, 18C, 19F n 23F ),
Hai-4€CTU NPUYMHUTENM HA UHBA3UBHU MHEBMOKOKOBM 3ab0nsBaHus, Ousat
W30NMpPaHUC NO —HMCKA YECTOTA NPy AeLa HOCUTENN Ha MHEBMOKOKM. Ha-
Bnwaasa ce 0THOCUTENHO YBENUYEHNE HAa YECTOTATa HA HOCUTENCTBO Ha
HEeBaKCUHamMHN CepoTUMNOBE.

Llen: Lienta Ha HacToAWOTO U3cneaBaHe e 4a ce onpeaenst npeobna-
faBaluTe cepotunose Strepfococcus pneumoniae npu HasogapuHreanto
HOCUTENCTBO Ha Aela, BakcuHupanu ¢ PCV10.

Matepuanu u metogu: Mpeanpuexme npoyysaHe 3a yCTaHOBABAHE Ha
npeobnafasaluTe CEpOTUNOBE NPU HOCTUTENCTBO HA S. pneumoniae 3a
BakCcuHupaHu geua. O6wo 778 geya Ha Bb3pacT OT 2 Mecela [0 8 ropu-
Hu BXa M3cnenBaHu Ky NTYPEnHO v Ype3 reHeTuIHU MeTogu. BaeTn baxa
TaMNOHKU C Ha3o(hapuHreaneH cekpet u e 6axa TpaHcNOpTUPaHu B nabo-
patopust HPIT ,MonexynapHa mukpobuonorma“ B HL 36, upes cpeaa eSwab
(Copan, Italy). Mpo6ute 6sxa kyntusupanu e arap HaColumbiaCNAc 5%
0BYa KPbB ¥ ONTOXUHOB AUCK, 3@ Aa ObAaT pasrpaHnyeHn MHEBMOKOKUTE
0T Apyra MukpobHa dnopa. OT Bcekn TaMnoH Bele napanenHo u3ompaxa
OHKvkynTypenHo oTpuuatenHute npobu 69xanoanoxeHu Ha CKPUHMHT C
RT-PCR 3a Hanuyue Ha nHeamokokosa [IHK. Wsonatu, kouto baxa nonoxu-
TenHunocpsAnlytA reHn 6axaTunuanpanuc obwo 39 npaimepHu 48O K.
OTkynTypenHononoxutenHute npobucwo dewe uzonupana AHK, kato
T bewe aHamuanpaHa uypes konseHuuoHaneH PCR wReal Time PCR.

Pesyntatu: HocutencTeo Oelle ycTaHoBeHO B 52% oT npobute,
kato KynTypenHo nonoxutentn 6axa 21%. OT aupekTHO u3onupaHata
OHK - 3,5% oT Bcuuku npo6m 6sxa ¢ ycTaHOBEH NOBEY € OT €ANH Cepo-
TN, C ABAMNU CTPUCEPOTUNAICEPOrpY M, KONOHU3NPALLM Ha30(hapuHKea
Mo e[HO M Cbl0 BpeMe. YCTaHOBEHO e NpeobnagaBallo HOCUTENCTBO Ha
fBaBakcuHanHucepotuna-4u23FunpeobnagasaneHacepotun 6C npu
HEBaKCUHaNHUTE CEepoTUMOBE.

Jaknioyenne: B 3aknioueHne Hue onpenesmxme BUCOK NPOLEHT HOCUTEN-
CTBO, XapakTepu3anpalo ce OCHOBHO C HEBaKCUHaANHK cepoTunose. Makap
W CUMHO HAaManANa, KONOHM3aLMATA C BakCUHAHW CEPOTUNOBE NPU AeLa OC-
TaBa HanMyHa OCeM roguHu cneq BbeexaaHeTo Ha PCV10 BakcuHauusTa.

KnioyoBu Aymu: NHEBMOKOKOBO HOCWTENCTBO, TUnMpaHe, PCV10

INOCTEPHA CECHUA 2 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

16. STUDIES ON SEROTYPES
STREPTOCOCCUS PNEUMONIAE,
COLONIZING THE NASOPHARYNX

IN CHILDREN AFTER PCV10

M. Malcheva’, | Simeonovski', N. Brankova’,
I. Philipova’, T. Kantardjiev'

" Natonal Center of Infecous and Parasic Diseases (NCIPD)

Introduction: In 2010, a 10-valent pneumococcal conjugate vaccine
(PCV10)was introduced in Bulgaria with over 90% coverage inthe period 2011-
2017, according to WHO and UNICEF assessment of national immunizations.
Vaccine serotypes (1, 4, 5, 6B, 7F,9V, 14, 18C, 19F and 23F ), the most common
causes of invasive pneumococcal disease, are found with lower carriage rate
in children. A relative increase in the incidence of non-vaccine serotypes was
observed.

Objective: The aim of the present study is to determine predominant
Streptococcus pneumoniae serotypes in nasopharyngeal carriage in children
vaccinated with PCV10.

Materials and methods: We undertook astudy to determine the prevalence
of S. pneumoniae serotypes invaccinated children. Atotal of 778 children
aged 2 months to 8 years were tested by cultural and genetic methods.
Nasopharyngeal swabs were taken and transported to the NRL Laboratory
of Molecular Microbiology at NCIPD via eSwab (Copan, Italy). Samples were
cultured in Columbia CNA agar with 5% sheep blood and an optochin disc
was usedto distinguishthe pneumococci from other microbial flora. From
each sample in parallel with culture DNA was isolated and the culture negative
samples were screened with RT-PCR for the presence of pneumococcal DNA.
Isolates that were positive forthe cpsAand lytA genes were typed with a total of
39 primer pairs. From culture - positive samples DNAwas also isolated, which
was analyzed by conventional PCR and Real Time PCR.

Results: Carriage was foundin 52% of the samples, witha 21% culture
positive children. From directly isolated DNA - 3.5% of all samples were found
tohave more than one serotype - two or three serotypes / serogroups colonizing
the nasopharynx at the same time. The prevalence of two vaccine serotypes -
4and 23F andthe prevalenceof serotype 6Cin non-vaccineserotypes was
established.

Conclusion: In conclusion, we identified a high percentage of carriers
characterized mainly by non-vaccinalseroty pes. Althoughreduced, colonization
with vaccine seroty pes in children remains eight years after the introduction of
PCV10 vaccination.

Keywords: pneumococcal carriage, typing, PCV10
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17. IABOPATOPHO IOKA3BAHEHATAPOTUTEH
BUPYCBBBJIFAPUASANEPUOOOTNET
roanH" (2014-2018)

Cm. Kpymosa', H. Brnadumuposa’,
A. Kypuamosa', enudemuonosu om P3i?

" HaunoHaneH LeHTbp No 3apasHu 1 napasuTHu 6onectu
(HU3Mb), Codums, Bbnrapus
2 PervoHanHu 3gpasHu uHenekuu B Codpus, Ctapa 3aropa, Bpaua

MapoTutHuaT BMpYyc (MuV)BCE Owe LupKkynupa B EBpona uno ceera.
MoBEYETO CNyyan ca cCamMo KNUHUYHO AMATHOCTMLMPAHM, KaTO € HanoXuTen-
HO NpoBexaaHe Ha koMOuHMpaHa nabopaTopHa auarHoc Tuka. Mpubnusuten-
HO egHa TpeTa 40 nonoBuHata oT MuV uHdekymnTe ca aMMNTOMaTUYHU
WNM BOZAT [0 NEKO NPOTMYaLLM PECNMpPaTOpHN 3ab0NABaHNS, MOHAKOTA NpU-
LPYXEHM OT Tpecka.

Uen: [la ce aHanm3upa LMpKynauusTa Ha napoTuTeH Bupyc B bunrapus 3a
nepuof OT neT roanHn (2014-2018).

Matepuanu/Metoan: HactoswoTo uscneasaHe obxpalwa neTroguleH
nepnop(2014-2018), npeskoittocacbobuenu 150 cbMHUTENHYN 3anapo-
TMT cnyyvas B ctpaHata. B HPJT ,Mop6unu, napotut, pybeona‘, HL3MB e
UIBBPLIEHA Cnelmuanmsvpata nabopatopHa fuarHocuka Ha 93 oT TaX ypes
n3cnefBaHe HanauueHTCKN KNUHWYHI Npobu: cepymHmunpodn (n=93), opan-
Ha TeyHocT (n=14) u ypuHa (n=9). W3non3sanu ca ceponornynu (indirect
ELISA TecT3a gokassaHeHacneynduyHunapotuthulgM/IgG antutena s
cepy M) v monekynsaphu (end-point RT-PCR aHanu3 3a gokasgaHe Ha napotm-
TeH SH reH) nabopaTtopHn MeTogM.

Pesynrat: Obwusat 6poit nabopatopHo notBbpAeHN cnyyas B HPJl e
53. Pasnpenenenunetoum norogutm, e kaktocneasa: 4/53(8%)npes2014,
2/53 (4%) npe3 2015, 14/53 (26%) npe3s 2016, 11/53 (21%) npe3 2017 «
22/53 (41%) npe3 2018. PasnpeneneHn no non cnyyaute ¢ noTBbpAEHa na-
POTUTHA MHGEKLMS ca 29 Npu MBXKE U 24 NPU XKEHU.

Hait-sucok bpoinapoTutIgM nonoxutennu (33/53, 62%)ca gokasanu
npv peuaxasbapactor 140 9roaunn. MapotutHa PHKu SHreHca poka-
3aHn ype3 RT-PCR npun 14/23 (61%).

akntovenue: NlabopaTopHuTe n3cneaBaHus 3a Joka3BaHe Ha napoTuT-
HaTa MHGEKLUS ca B HeJOCTaTbyeH 00eM 3a LieNUTE Ha MOHUTOPUHTA Ha
LMpKynauuATa Ha NapoTUTHMA BUPYC B CTPaHaTa Npe3 pasrnexaaHus ne-
puog. Heobxommo e nogobpsBaxe Ha enuaeMnonorMyHug U nabopatopHus
Haf30p Ha enuaemMuyeH napotut B Bbnrapus.

KniovoBu pymu: enugemuuen napotut, ELISA IgM/lgG, PCR
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17. LABORATORY DETECTION
OF MUMPS VIRUS IN BULGARIA
FOR FIVE YEARS PERIOD (2014-2018)

St. Krumova',N. Vladimirova',
A.Kurchatova', epidemiologists from RHI?

" Natonal Centre of Infecious and Parasific Diseases (NCIPD),
Sofia, Bulgaria
2Regional Health Inspectorates in Sofia, Stara Zagora, Vratsa

Background: Mumps virus (MuV) is still circulating throughout in Europe and
the worldwide. The most of cases are only clinically diagnosed and combined
laboratory diagnosis is required. Approximately one-third to one-half of MuV
infections are asymptomatic or result in only mild respiratory symptoms,
sometimes accompanied by fever.

Aim: Toanalyzethecirculation of mumps virus in Bulgariaforfive years
period (2014-2018).

Materials and Methods: T his study covers a five-year period (2014-2018),
during which 150 suspected mumps cases were reported inthe country. InNRL
,Measles, mumps, rubella®, NCIPD is made specialized laboratory monitoring
of 93 of them by testing of patient clinical samples: serum samples (n =
93), oral fluid (n = 14) and urine (n = 9). Serological (indirect ELISA test for
demonstration of specific mumps IgM/IgG antibodies in serum) and molecular
(end-point RT-PCR analysis for detection of mumps SH gene) laboratory
methods were used.

Results: During the study period atotal of 53 cases were laboratory
confirmed. Confirmed cases inNRL by years were as follow: 4/53 (8%)in 2014,
2/53 (4%)in 2015, 14/53 (26%)in 2016, 11/53 (21%) in 2017 and 22/53
(41%)in2018. The highest number of IgM positives was found among children
from 1to 9 years old 33/53(62%). More males (n=29)thanfemales (n=24)
weremumps IgM positive. Mumps RNA and SH genewas detectedin 14/23
(61%) laboratory tested by RT-PCR.

Conclusion: Laboratory investigation to prove the mumps infection
are insufficient forthe purposes of monitoringthe circulation of the mumps
virus in the country during the study period. Itis necessary toimprove the
epidemiological and laboratory surveillance of mumps inBulgaria.

Key words: mumps, ELISA IgM/lgG, PCR
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18. BWUPYCHWUNPUYUHUTENN HA OUAPUEH
cCnHAPOM CPEQ NALUMEHTU BUHOEKLUO3HU
OTAEJNEHUA

A. CrosHoBa', M. [eopeuesa’, T.Tomos?, P. [lobpes?,
T. YepseHsikosa?, L. loiumHosa’, J1. Hukonaesa-I nomo'

"HPN ,ExTeposupycn’, Otgen Bupyconorus, HL3MB, Codus;
2 CneuwanuaupaHa OonHMLa 3a aKTUBHO NEYeHMe Ha 3apasHu
u napasutHu Gonectu (CBAJIUMB) ,Mpod. MBaH Kupos®,

Codpus;
3 KnmHnka no uHdekumosnm 6onectn, YMBAIT [-p eopru
CrpaHcku®, TneseH

LEN.[Jace pa3wmpn 06xBaThT HA HAA30p Ha OCTPUT € BUPYCHM rac-
TPOEHTEPUTY Ype3 BKNKYBAHE Ha MONEKY NAPHA [UArHOCTUKA Ha NaHen oT
4peBHU BUPYCH, MPUYMHABALLYM [UAPUEH CUHOPOM.

MATEPWANIUMETOOWU. N scneaBatu ca80 dbekanHun npobu Ha nauneHTm,
XOCMUTANM3MPaHu B UHDEKLMO3HNTE OTAENEHNS Ha ABe neyebHu 3aBeneHns
C AMarHo3a npu NpUeMaxeTo BUPYCHA YpeBHa MHEKL M. MTPUNOXKEH € Mone-
kynsapxo-6uonoruyen merog RT-PCRBNOCTaHOBKA HA MYNTUNNEKCHA
peakLus 3a fioka3saHe Ha potasupycu rpyninA, B u C, Hoposupycw
reHorpynu I nll, canoBmpycu,YpeBHN aBeHOBUPYC Y MY PEBHN ac TPO-
BUPYCH.

PE3YNTATW YpesHu Bupycuca gokasanu 8 40% (32/80) oT knunuunute
matepuanu. B 62,5% (20/32) ot nonoxutenxute npobu ce fokassart po-
TaBupycu ot rpyna A, 812,5% (4/32) —upesHu apeHosupycu, 89,4% (3/32),
- Hoposupycu reHorpynall, 8 9,4% (3/32) -canosupycu, 88 3,1% (1/32) -
Hoposupyck ot rexorpynal ue 3,1% (1/32) actposupycu. Mpu yeTupuma
0TNaLMeHTUTe e YCTAHOBEHA CMECEHANHMEKLMUA C POTABUPYC U APy TYpe-
BeHBupyc:npugeteHalr. 10m. eycTaHoBeHa KOMH EKL S CafeHOBMPYC,
NPUBBH3PACTEH NALMEHT Ha T2T. - C HopoBUpYC reHorpynall, npu geTe Ha
11 M.—cbccanosupycunpu geteHal r.5m.—c HopoBUpyC reHorpyna |.

SAKMIOYEHUE. [lanHuTe nokassart, Ye poTaBupycuTe npodbnxapat
fia 6baT BOAEWNTE €TUONOTUYHIN AreHTH NpU OCTPUTE HebakTepuanHu
racTPOEHTEPUTH, HOE HEO0OXOANMO THPCEHE U HA APYTU NPUYMHUTENN NPU
NauMeHT! CbC CTOMALLHO-YPEBHU Pa3CTPOMCTBA.

KniowoBn gymu: multiplex RT-PCR, 4peBHu BUpycw, anapums

19. EK30TUYHA CAJIMOHENA
CPEAMEAONLUHCKUMEPCOHAN

M. Masnosa’, M. Kapazeopaues', E. AnekcaHOposa’,
I. Kameros" B. Benee? P. Padocnagosa®, T. KaHmapOxues'

" HauuoHaneH LEeHTBP MO 3apasHu 1 napa3uTHuU Bonectu.
2CBAJIUMB ,Mpodh. U. Kupos* — Cocpust
*P3U - Pyce

Hal-yectata enuaemus, npefaBaHa c XxpaHu v BOau B CTpaHaTa, 3a-
cArala Hail-MHOTO X0pa, 0T TAX NPEeANMHO feua, ce Abnxu Ha Salmonella
entericasp. entericanoganHntaHLU3MB uHLO3A. Mpe3 natoto Ha2018r
e perucTpupaHa enupemus Ha TeputopusiTa Ha rpag Pyce, 3acsrawa me-
AMLMHCKM NepCOHan OT fiBe 3ApaBHuM 3aBedeHns. ETnonormyeH npuyntuten
Ha B3puBa e ek30TW4eH 3a bvnrapus cepotun S.London. Mot bpxaaBaHe
W fOKa3BaHe Ha enMEeMUONOrnyHaTa CBbP3AHOCT HA CanMOHENHUTE U30-

INOCTEPHA CECHUA 2 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

18. VIRAL CAUSATIVE AGENTS
OF DIARRHEA AMONG PATIENTS
ININFECTIOUS DISEASEWARDS

A. Stoyanova’, I. Georgieva', T. Tomov?, R. DobreV’,
T. Tcherveniakova? T. Doichinova?®, L. Nikolaeva-Glomb'

"NRL ,Enteroviruses®, Department of Virology, NCIPD, Sofi;

2 Specialized Hospital for Active Treatment of Infeciious and
Parasitc Diseases ,Prof. Ivan Kirov*, Sofia;

*Infecous Diseases Clinic at University Hospital ,Dr. Georgi
Stranski‘, Pleven

0BJECTIVE. Toexpand the scope of surveillance of acute viral gastroe nteritis
by applying molecular diagnosis for a panel of intestinal viruses causing
diarrheal syndrome.

In this study we aim to extend the scope of supervision of acute non-
bacterial gastroenteritis in Bulgaria by including molecular diagnostics of other
viruses causinggastrointestinal disorders apart fromrotaviruses.

MATERIALS AND METHODS. 80 fecal samples of patients hospitalized in
the infectious wards of two hospitals because of viral intestinal infection were
examined. Multiplex RT-PCR with specific pairs of primers detecting rotavirus es
group A, Band C, noroviruses genogroups | andll, sapoviruses, intestinal
adenoviruses and intestinal astroviruses.

RESULTS. Intestinal viruses werefoundin 40% (32/80) of specimens. In
62.5% (20/32) ofthe positive samplesrotaviruses groupAwere detected, in
12,5% (4/32) - intestinal adenoviruses, in 9.4% (3/32) - norovirus es genogroup
[1,in9.4% (3/32) - sapoviruses,in 3.1% (1/32) - noroviruses genogroup |
andin 3.1% (1/32) - astroviruses. Four of the patients were presented with
mixed infections: rotavirus acompanied by another intestinal virus - norovirus
genogroup |, norovirus genogroup Il, sapo- and adenovirus.

CONCLUSION. Theresults reveal that rotaviruses are still the leading etiologic
agentsin acute non-bacterial gastroenteritis butitis also necessary toseek
other viral agents in patients with dairrheal syndrome.

Key words: multiplex RT-PCR, intestinal vruses, diarrhea

19. EXOTIC SALMONELLA AFFECT
MEDICAL STAFF

M. Paviova’, M. Karageorgiev', E. Aleksandrova’,
V. Velev?, R. Radoslavova®, G. Kamenov', T.Kantardjiev'

' National Center of Infectious and Parasitc Diseases
2Hospital for Infectous and Parasiic Diseases.
®Regional Health Inspectorate, Ruse, Bulgaria

The most frequent food and waterbome epidemic affecting most people, mostly
children, is due to Salmonella enterica subsp. enterica according to data from NCIPD
and NCPHA. In the summer of 2018 an outbreak was recorded on the territory of the
city of Ruse, affectingmedical personnelfrom twohealth care establishments. The etio-
logical agent of this outbreak s an exotic for Bulgaria serctype - S. London. Confirma-
tion and proof for epidemiological connectivity of the Salmonella isolates was made in
the NRL of Pathogenic Diseases at the NCIPD through phenatypic and genetic methods.
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natuce ussbpwu BHPI no YA kemHL3MB ype3 heHOTUNHYN M TEHETUYHY
METOoLM.

Matepuanu u metogu. O Bwms T 6pont Ha N3NeaBaHNTE KOHTAKT HUTE
nmua e 144 gyww, MmeauUMHCKM NepcoHan Ha e 3npasHu 3asegexns. Ha 18
(18/144)0T nacneaBaHnTe NnLa e M30NUPaAH €TUONOTUYEH NPUYMHUTEN S,
London, 2(2/18)cacn3pasenaknuinyHadopma, a6 (16/18) acumntoma-
Tu4HU. CepoTunbTHan3onaTute enoTebpaeH kato O:E:1,v: 1,6 8 HPJI
no YW. NsBbpleH e PFGE aHanu3 3a reHeTMYHO JOKA3BaHE Ha enuaeMuono-
TMYHA CBBP3AHOCT Ha CaNIMOHENHUTE W30MnaTy.

PesynTatu u o6cbikgane. Pesyntatute ot PFGE aHanusa gokassar,
ye uscnegsaHuTe uonatu §. London ca emmaemuyHo cBbp3aHu. Enugemuy -
HaTaBpb3Kka MEXZY 3aCerHaTute nuua ot ABETE MEAULUHCKM 3aBEieHUS
ce onpedens o1 06wy dakTopu- focTaBeHaTa B ABeTe NeyedHN 3aBefeHus
XpaHa, ce NPUroTes 0T efiHa U Cblua dupMa, YacT 0T 3acerHatute pabo-
TAT M B ABeTe NeyebHy 3aBefeHws. Hama cboblyeHm cyyan Ha canMoHenosa
cpeaxocnuranuavpannTe 60NHUB 3aCerHaTUTE OTAENEHUS Ha NeyebHuTE
3aBefeHus.

KniowoBu gymu: canmoHenoasa, enugemusi, PFGE

20. CPABHUTENHO NPOYYBAHE HA IBE
PA3NNUYHNTA3-TEHEPUPALLUU CUCTEMU HA
MUKPOAEPO®WUITHA CPE[A 3A KYNTTUBUPAHE

HA TEPMO®UIIHW CAMPYLOBACTER SPP.

M. Masnoga’, K. NeaHosa’, B. Beneg?,
E. AnexcaHdposa’, M. Kapazeopaueg', T. KaHmapdxuee'

"HauwnonaneH LleHTbp no 3apastu v Mapasuthu bonectun —
Codus
2CBANMNG , Mpod. NeaH Kupos* — Codus

Tepmocunuute Campylobacter Spp. ca B3MCKaTENHU U TPYAHW 3@ Ky ITU-
BUpaHE MUKPOOPraHM3MI, KOUTO N3UCKBAT MUKpOaepodunHacpenaoT80%
N,10%C0,5%H,ud%0,3acBos pacTtex. Lilenta HaToBanpoy4saHe
efaceoueHupactexana Campylobacterspp. npu e pasnuyHuras-rexe-
pUpalLy CUCTEMY 3a OCHTYPSIBaHE HA MUKPOAaepoduUiHa Cpefa: raso-reHe-
pupauwo cawe (Tzvetika, ST-RIDACOM) 3a1 go 3netpu uras-reHepupaly
komnnekt (Oxoid) 3agxap.

Yuctata kyntypa C. jejuni ATCC33560 ce cycnengupat B NaCl 0.9%,
0.5McFarland uce pascasa Ha kpbseH arap + 5% KB (BIOMAIMA, Monwa). W
npW fiBeTe TecTBaHW cucteMu netpute 6axa uHkybupanu npu 42 ° C 3a 42
h. Cnep koeto 6axa npebpoeHn npopacnute eanHnyHyu konoHuute. Lenuat
ekcnepumeHT 6e nosTopeH 10 nbTw.

PesyntaTute He noka3sar 3HayMTenHa pasnuka B 6pos Ha KonoHumMTe
CpeATecTBAHUTECUCTEMU 3aTEHEPUPAHE HAMUKpOaepodunHa aTmoc de-
pa. B3akntouenue, geete ras-reHepupalyu cuctemn Tzvetika, ST-RIDACOM ¢
Oxoid ca B CbCTOAHME [ OCUTYPAT ONTUMANHA MUKpPOAepoduaHa cpeda 3a
pactex Ha Campylobacter spp.

Mpenopbvysame cawerata Tzvetika, ST-RIDACOM kato no-eBTH Uno-
[ocTbneH meTognpuu3bopaHaras-reHepupaliu cucTeMu3aocurypssane
Ha MUKpoaepoduiHa cpeaa.
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Materials and methods. The total number of the surveyed contact persons
(medical staff of thetwohealthestablishments)is 144, From 18 (18/144) of
the tested subjects were isolated etiological agent S. London, 2 of them (2/18)
have an acute clinical form and 16 (16/18) are asym ptomatic. The serotype of
isolates is confirmed as O:E: l,v: 1,6 in NRL of Pathogenic Diseases. A PFGE
analysis has been carried out to provide genetic evidence of the epidemiclogical
linking of salmonellaisolates.

Results and discussion. The results of the PFGE analysis have shown
that S. London isolates are epidemically related. The epidemic link between
theaffected persons from thetwomedical establishments is determined by
common factors - the food delivered in the two medical establishments is
prepared by thesamecompany,someof the affected persons areworkingin
both medical establishments. There are no reported cases of salmonellosis
among hospitalized patients in the affected departments.

Key words: salmonellosis, outbreak, PFGE

20. COMPARATIVESTUDY OF TWO DIFFERENT
GAS-DELIVERY SYSTEMS FORCULTURING
THERMOTOLERANT CAMPYLOBACTER SPP.IN A

MICROAEROPHILIC ENVIRONMENT

M. Paviova', K. lvanova', V. Velev?,
E. Alexsandrova’, M. Karagerogiev!, T. Kantardjiev'

"National Center of Infecious and Parasiic Diseases — Sofia
2Hospital for Infeciious and Parasiic Diseases ,Prof. Ivan

Kirov* — Sofia

Thermotolerant Campylobacter spp. are dificult to cultivate and require a
microaerophilicenvironment 80% N, 10% €0, 5%H,,and 5%0, for growth.
The aim of this study was to evaluate Campylobacterspp. growth by means of
2different gas-delivery systems for generating amicroaerophilic environment:
gas-generating sachet for 1to 3 petridishes (Tzvetika, ST-RIDACOM), and Gas
Generating Kit (Oxoid).

Pure culture C. jejuni ATCC 33560 cells were suspended in NaCl 0.9%,
0.5 McFarland and spread onto Blood lab-agar +5% KB (BIOMAIMA, Poland)
plates. For the two systems, plates were placed in an incubator at42°C for 42 h.
After that colonies were counted. The entire experiment was repeated 10 times.

Results indicated no significant difference in colony counts among the
Atmosphere Generation System tested. In conclusion, the both gas delivery
methods were able to produce similar Campylobacter growth results.

Werecommendthe Tzvetika, ST-RIDAC OM sachet as acheaper and more
availability methodwhenchoosing a gas-delivery systems forgenerating a
microaerophilic environment.
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21.0PO®APUHTEANIHA W NUHTECTUHATTHA
KOJNNIOHU3ALIUA CTbBUYKK OT PO
CANDIDATPU NALUMEHTU CMAJTTIUTHEHU
XEMATOJIOMMMYHU 3ABONABAHUA

[. Teopauesa®, X. Xumkoea', M. Xpucmoe?
[1. Xpucmosa®, T. bbneapaqosa’, B. Edpesa’; M. Cpedkosa’

'Kategpa no Mukpobuornorus, Bupyconorus u MeauumHcka
l'eHeTuka, MY - MneseH

2 KaTeppa no Hedponorus, XemaTonorms n flactpoeHTtepono-
s, MY — lNneseH

Buveegenne: [TayueHmume ¢ ManueHeHU xeMamono2uyHu 3abonsigaHus ca
C BUCOK pUCK 3a KonloHu3ayusi U uHgbekyus ¢ Candida spp.

Lien: la ce npoyyu yectoTata Ha opocdapuHreanHa U UHTECTUHANHA
konohu3auus ¢ Candida spp. cpea NaUMEHTH C ManUTHEHU XeMaTONOTMYHN
3abonasaHua, face ugeHTUdULMpaT 4O BUA rbOMYHNTE M3onaTi u dace
onpedeniu msxHama aHmUMUKOmUYHa 4y8cmeumenHocm.

Matepuanu v metoaw: Mpe3 nepuona fekemepu, 2018 r. - suyapu, 2019
r. 6sxa nscnensanu 06u0 88 nauneHTa o1 KnuHukata no xematonorus
npv YHusepcutetcka 6onuuua J-p I.Ctpanckn®, NMneseH. 3ansonupane
W MbPBUYHO UAEHTUdMUMPaHe Ha mbOudkuTe ce nsnonssawe CHROM Agar
Candida. OkonyatenHata BuoBa uaeHTMduKaLua ce usbpeale ¢ VITEK
2compact. MICs Ha9aHTummkoTMUM ce onpepenuxac Micronaut- AMuce
uHTepnpetupaxa cnopeg EUCAST, 2018 r.

Pesynratu: KonoHusauus c Candidaspp. ce yctanoBu npu39 nauuenra
(44.3%): 21 6s1xa ¢ uHTECTMHANHA, 9 - C OpOapuHreanta 9 — e fHOBPEMEH-
HO C MHTECTUHANHA M Opo(apuHreanHa konoxusauus. 3ompaxa ce o6wo
49 ro6uykm, kaTo eauH nauneHT bewe HocuTen Ha ABa Buaa. Pasnpepe-
NEeHMeTO Ha HenoBTapaAWMUTe ce 3onaTu no Bupose bewe cnepxorto: C.
albicans (30), C. glabrata (7), C. krusei (1), C. parapsilosis (1) v C. boidinii
(1). Benykm robuyku 6axayyscTeutentu Haamepotepuuuts B(MICs: 0.5-1
Hg/ml), 5-chnyopoumtosmd (MIC,: 0.125 pg/ml) u exuxokanauum ¢ MIC, Ha
MuKagpyHeuH, aHudynayreur u kacrogpyHeur cvomeemro 0.015, 0.031 and
0.125 pg/ml.MICs Ha asonuTeBapumpaxa wupoko—o1< 0.0078 1o>128
pg/ml 3a dpnykoHason, >8 pg/ml 3a BOPUKOHA30N MnocakoHa3on U >4 ug/ml 3a
WTpakoHason. BMCOKO HUBO HA PE3UCTEHTHOCT KbM a30MM ce Habnpasawe
npu 60% ot uonatute Ha C. albicans wnpu Bcuuku C. glabrata wamose.

JaknioyeHue: Moyt NoNoBNUHATA OTNALUEHTUTE C MANTUTHEHW X EMa-
TonoruyHu 3abonssaxvs ca konoxHusapatu ¢ Candida spp, kato npeobnaga-
Balla & MHTECTUHANHATA KONOHULAUA. YCTAHOBEH € BUCOK OTHOCUTENHU-
araanHacC. albicans (76.9%) v BUCOKay €cToTa Ha Pe3UCTEHTHOCTKLM
asonu cpeq rebuyHMTE uM3onatu.

Kniowon pymu: Candida spp, KONOHW3aUNs, aHTUMUKOTULM, pe3uc-
TEHTHOCT

INOCTEPHA CECHUA 2 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

21. OROFARIGNAL AND INTESTINAL
COLONIZATION WITH FUNGI FROM
GENUS CANDIDA IN PATIENTS WITH
HEMATOLOGICAL MALIGNANCIES

D. Georgieva', H. Hitkova', I. Hristov?,
P. Hristova', T. Bulgaranova’, V. Edreva’, M. Sredkova’

" Department of Microbiology, Virology and Medical Genefics,
Medical University — Pleven
Department of Nephrology, Haematology and Gastroenterology,
Medical University — Pleven

Introduction: The patients with hem atological malignancies are ata highrisk
of colonization and infection with Candida spp.

Aim: Todetermine the ratio of oropharyngeal and intestinal colonization with
Candidaspp. in patients with hematological malignancies, toidentify fungal iso-
lates up toa species level and to determine their antifungal susceptibility.

Materials and methods. During the period December, 2018 —January,
2019, atotal of 88 patients in the Hematology ward at University Hos pital ,Dr. G.
Stranski‘, Plevenwere investigated. F or isolation and preliminary identification
of fungi was used CHROM Agar Candida. Definitive species identification was
performed by VITEK 2 compact. MICs of 9 antimicotics were determined with
Micronaut—AM and were interpreted accordingto EUCAST, 2018.

Results: C olonization with Candida spp. was detected in 39 patients (44.3%):
21 were with intestinal, 9 - with oropharyngeal and 9 - with both intestinal and
oropharyngeal colonization. Overall 49 yeasts were isolated, so one patient was
carrier of two species. The species distribution of non-repeated isolates was
as follows: C. albicans (30), C. glabrata(7), C. krusei (1), C. parapsilosis (1)
and C. boidinii (1). All fungi were sensitive toamphotericin B (MICs: 0.5-1 pg
I'ml), 5-fluorocytosine (MIC,: 0.125 ug/ ml) and echinocandins with MIC,,
of micafungin, anidulafungin and caspofungin 0.015, 0.031 and 0.125 pg/ml,
respectively. MICs of azoles varied widely —from <0.0078to > 128 pg/ml of
fluconazole, > 8 pg/ml of voriconazole and posaconazole, and > 4 ug/m/ of
itraconazole. A high-level of azole resistance was found in 60% of C. albicans
isolates and inall C. glabrata strains.

Conclusion: Almost half of patients with hematological malignancies were
colonized with Candida spp. with prevalence of intestinal colonization. A high
relative ratio of C. albicans (76.9%) was found and a high rate of azole resistance
among yeast isolates was detected.

Key words: Candida spp, colonization, antifungals, resistance
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22. POTABUPYCHWU TEHOTUIMOBE CPEQl
XOCMUTANU3NPAHU NALWUEHTW, CE3OH
2018/2019

U. leopeuesa’, A. CmosHosa’, I1. [lempos?, T. Tomos?,
P. lobpes*, T.Yepsenskosa®, L. [JolvuHosa*, Jl. Hukonaesa-Inomb’

"HPJ1 ,ExTepoBupycu”, Otgen Bupyconorus, HLU3MB, Codus;

20tpeneHne no uHgekumosHn Gonectu, YMBAI ,CB. AHHa",
Codpus;

® CneunanmanpaHa GonHMLUa 3a aKTUBHO NEYEHUE Ha 3apasHu U
napasuthu 6onectu (CBANMB) ,Mpod. MeaH Kupos®, Codus;

4KnuHuka no mHdekumo3nn bonectn, YMBAIT [-p eopru
CrpaHcku®, TneseH

LEN:BupyconornyHa xapakTepucTuka Ha fokasaHutecpesxocnutanm-
3MpaHun NaumeHTn potasupycu npes cesoH 2018/2019 r.

MATEPWANIMUMETOLW: B nepuoga otm. oktomepm 20 18r.40 Kpasi Ha
mecel despyapu 2019 r. B HPIT ,ExTepoBupycu’ Ha HL 3Mb ca uscneasaxu
KNMHWYHY MaTepuanu (pekanHu npobu)oTXocnUTanu3npanu naLueHTym
UH(EKLMO3HM OTAENEH NS Ha HAKONKO BONHULYM B CTpaHaTa, nocTbnuAm C fu-
arHo3a BUpYCHa YpeBHa MHGekuA. [lokasBaHeTo Ha POTaBUPYCH B KIUHMY -
HUTE MaTepnani e u3BbPLIEHO Ype3 UMYHO-EH3UMEH METOZ 38 AUPEKTHO
[0Ka3BaHe Ha BupycHus antureH (ELISA) winnnypes moneky nspHo-6uonorm-
yeH MeTOf (RT-PCR). lokasaHuTe BKNUHUYHUTE MATEpUanu poTaBupycu
careHoTUnMpaHn nocpenctsom semi-nested PCR.

PE3YITTATIL OT nabopaTopHo uacnefBanute 271 kKNMHUYHM MaTepuana
poTaBupycucanokasannB74(27.3%).0T1tax219caHageuanog5ro-
[MWHa Bb3pacT. lTonoxuTenxute 3a potaBupycu npobu (n=27) carexo-
TUNMpaHu upe3 semi-nested RT-PCR cbC ceToBe OT npaitMepu, nNo3gongea-
WK MAEHTM(ULMPaHe Ha reHorpynosata npuHagnexHocT. MeHotun G2P[4]
€ fokasaH B 19 ot nonoxutenxute npotu (70%); reHotun G4P[8] -8 4
npo6u(15%); renotun G12P[8]-B 2 npobu (7%); reHoTn G8P[8]-B 1
npoba. BknioueHnaT B npunaraxaTa B cTpaHata BakcuHa reHotun G1P[8]
€ [j0Ka3aHcamoB efHa ot npobute. B npesenTaunaTaHakoHrpeca we 6b-
[aT NpefcTaBeH! MbAHUTE [AaHHY 3 LieNnus poTaBUpPYCEH Ce30H, 06xBalla Ly
nepuoga 1oktomepu 2018 r. — 30 anpun 2019 .

SAKMIOYEHUE: PoTaBupycute ca cpeg Hal-4ecTUTe NPUYMHUTENN Ha
OCTPWBWPYCHY racTpOEHT epuT . PoTaBupycuTe ce xapaktepesupar ¢
FONAMO reHeTUYHO M aHTUTEHHO pa3Hoobpasne. XapakTepHa e eaHOBPEMEH -
Ha LMPKYNauus Ha HAKONKO pOTaBUPYCHY FEHOTUNOBE. YCTaHOBABA Ce [0-
MUHUPALLO pa3npocTpaHenie HareHotun G2P[4], kbM KOMTO BaKCHHATA,
npunaraHa B bbnrapus, nposiBsiBa No-HUcka ePuKacHoCT.

KntoyoBu gymu: PoTaBupyc, poTaBUpPYCEH racTpOEHTEPUT
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22. ROTAVIRUS GENOTYPES
AMONGHOSPITALIZEDPATIENTS,
SEASON 2018/2019

I. Georgieva', A. Stoyanova’, P. Petrov?, T. TomoV,
R. Dobrev*, T. Tcherveniakova®, T.Doichinova*, L. Nikolaeva-Glomb'

"NRL ,Enteroviruses®, Department of Virology, NCIPD, Sofi;

2Infecous Disease Ward at University Hospital ,St Anna“,
Sofia;

3 Specialized Hospital for Active Treatment of Infeciious and
Parasitc Diseases ,Prof. Ivan Kirov*, Sofia;

“Infectous Diseases Clinic at University Hospital ,Dr. Georgi
Stranski®, Pleven

0BJECTIVE: Virological characterisation of rotaviruses detected among hos-
pitalized patients during the 2018/2019 season.

MATERIALS ANDMETHODS: Inthe period October 2018tillend of February
2019, clinical materials (fecal samples) from hospitalized patients in several
hos pitals were collected in NRL ,Enteroviruses, NCIPD. Patients were diag-
nosed with viral intestinal infection. Samples were tested by ELISA for direct
detection of viralantigen and/or RT-PCR. Detected rotavirus es were genotyped
by semi-nested PCR.

RESULTS: Atotal of 271 clinical samples were enrolled inthe study dur-
ing the above mentioned period. Rotaviruses were detected in 74 (27.3%). Of
these, 219 were from children under 5years of age. Rotavirus-positive samples
(n=27)were genotyped by nested RT-PCR with sets of primers allowing ge-
nogroups to be identified. Genotype G2P[4] was detected in 19 of the positive
samples (70%); G4P[8]-in4samples (15%); G12P[8] -in2samples (7%);
G8P[8]-in1.Thevaccinestrain, genotype G1P[8], was detectedinonly one
of the samples. During the congress days complete data forthe whole rotavirus
seasoncoveringthe periodfrom October 1% 2018till April 30, 2019, will be
presented.

CONCLUSION: Rotaviruses are amongthemostcommon causes ofacute
viral gastroenteritis. Rotaviruses are characterized by great genetic and antigenic
diversity. Simultaneous circulation of several rotavirus genoty pes is quite often.
Dominant prevalence of genotype G2P[4] is found, to which the vaccine applied
inBulgaria, showed lower efficacy.

Key words: Rotavirus, rotavirus gastroenteritis
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23. TPUXVNHENO3EH B3PUB

B MAJIKO TbPHOBO - AHYAPU 2019 T.

P. bopucosa, . PaiiHosa, A. MeaHosa,
H. Lisemkoea, P. XapusaHos, Y. KagpmanOxues, M. BudeHosa

HaumoHaneH LEHTHp No 3apasHu W napasuthu 6Gonectu, OT-
pen lMapasuTonorns 1 Tponuyecka MeguupHa

Llen Ha HacTOAWOTO NPOyYBaHe € Aa ONPeAenu eNnAeMUONOTUYHITE
XapakTepucTUKM Ha enMAEMIYEH B3PUB OTTPUXMHENO3a BB 3HUKHAM Ha Te-
puTopuATa Habypracka obnacT, Ho ob6xBaxan nuuaw ot Apyru obnacTv Ha
CTpaHaTa,kakTo 1 Aa npefcTaBu pe3yntaTure 0T CaHUT apHo-napasu-
TOMNOMMYHOTO U3CNeABaHe Ha KOHCYMUPaAHOTO Meco.

Matepuanu u meToau: 3a LennTe Ha NpoyYBaHe To ca nsnonseaHu: (i)
[AHHW OT KapTUTE 3a €NUAEMUONOTUYHO NPOYYBAHE HA PErUCTPUpaH cry-
Yail Ha TpUXMHEeno3a; (ii) NpoTOKON M OT MPOyYBaHE Ha enuaeMUYeH B3pHB;
(iii) pesynTaTi OTCAHMTAPHO-NAPa3UTONOTMYHN M3CNEABAHNA U3BBPLLEHH
BHPI,AnarnocTkaHanapasutosuTe' —~KOMNpecUBHA TPUXUHENOCKONKUA
1 CMUMNaHe B U3KYCTBEH CTOMALLEH COK.

Pesynmat: B pe3yntat Ha KOHCyMaLusi B CypOB BMA Ha NykaHka npuroT-
BEHa 0T MeCO Ha 4UBO npace, o1 38 nuua, 27 pasBMBaT KIMHUYHN NPOSBU
Ha TPMXMHENOo3a U J1arHo3aTta e NOTBbPAEHA CeponomyHo. Jluyaraca ot
obnactute byprac (n =21), Codma (n =2) u Mephuk (n = 4). OT 3abonenmTe
nuua, 25ca Bb3pacThu 1 aBe aeuaHa 14 . Bcuyku ca nexyBatu ¢ Anbexgason
no cxema. lpu CaHWTapHO-NapasuTONOMYHUTE U3CneaBaHns W3BbPLIEHU B
HPIT,JuarHocTvka HanapasutosnTe®,ce yCTaHoBU HaMMY e Ha TPUX UHENTHU
napsv B NpobuTe OT NyKaHKK, W30NMpPaHN N0 METOAA HA CMUNAHE B U3Ky CT-
BEHCTOMALIEH COK, PefBMA HEBUCOKATA TPUXUHENHA MHBA3UA B MECOTO U
N0-BMCOKATa YYBCTBUTENHOCT HA METOAMKATA, CPABHEHA C KOMMPECUBHA-
Ta TPUXMHENOCKONUS, NPK KOSTO pe3ynTaTtute bsxa oTpuLaTenHu.

3akntouenme: Cped cTpaHuTe yneHku Ha EC, bvnrapus 3aema efHo 0T
BodewuTe MecTa no 3abonsemoct ot TpuxiuHenosa. CpepHata 3abonqe-
MOCT OTTPUXUHEN03a B bbnrapusnpe3nocnefHNTE rOAUHN HEKONKOKPAT-
HOHapBuwaBacpeaHaTasa EC. OcHoBHUTE NpUYMHM3aTO3M akTCnopead
Hac, Ca HEJOCTaTbYHUAT BETEPUHAPHO-MEULMHCKU KOHTPON Ha Meca,
[O6WMTY NPy NOB ¥ JOMALLHO CBMHEBBACTBO M HE3aJ0BOMMTENHATA 3[paBHa
KynTypa Ha yacT 0T HACENEeHNETO Ha CTpaHaTa, He3aBUCUMO OTycuuaTa
Ha XYMaHHU W BETEPUHAPHW MeLuLM.

KnioyoBu gymu: TpuxuHenosa, enuAEMIUYeH B3PUB, CaHNUTapHO-Napasn-
TONOrMYHKU U3CneBaHNs

24. BUAOBO ONPEAENAHE HA NMPUMUHUTENUTE
HATPUXWHENO3HU B3PUBOBE B B'bJITAPUA
(AHYAPU-®EBPYAPWU,20190f.)
YPE3 NESTED MULTIPLEXPCR

A. MgaHosa', H. Lisemkosa’, W. PaliHosa’,
P. Bopucosa’, M. BudeHosa’, P. XapusaHos', . Kagpmardxues'

'Otpen MapasuTonorus W Tponuyecka MeguuwHa, HauuoHaneH
LeHTBp Mo 3apasHu u napasuthn Bonectn (HL3MB), Codus

LlenHaHacToAWOTONPOyYBaHE € BUAOBOTO ONPEAENSHEHA TPUIUHUTE-
NUTe Ha TPUXUHENO3HV B3PMBOBE HA TepUTOPUSTa Ha bbnrapus 3a nepuopa
aHyapu-Gespyapu 2019 roguda upe3 nested multiplex PCR.

INOCTEPHA CECHUA 2 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

23. AN OUTBREAK OF TRICHINELLOSIS
OCCURRED IN TOWN
MALKO TARNOVO - JANUARY 2019

R. Borisova, I. Raynova, A. Ivanova, N. Tsvetkova,
R. Harizanov, I. Kaftandjiev, M.Videnova

National Center for Infecous and Parasiic Diseases,
Department of Parasitology and Tropical Medicine

The aim of the present study was to determine the epidemiological charac-
teristics of an epidemic outbreak of trichinellosis occurred in the territory of the
Bourgasregion, although persons from otherareas of thecountry werealso
coveredas well, and to present the results of the sanitary-parasitological study
of the consumed meat.

Materials and methods: For the purpose of the study, the following data
were used: (i) data from epidemiological survey cards of a all registered cases
of trichinosis; (ii) protocols from an epidemic outbreak; (iii) results of sanitary -
parasitological examinations performed in the National Reference Laboratory
(NRL)forDiagnosis of Parasitic Diseases -compression method (trichinellos -
copy) and artificial digestion in gastric juice.

Results: As a result of consumption of raw meat products preparedfrom
wild pigmeat, 38 persons, 27 developed clinical manifestations of trichinellosis
andthe diagnosis was confirmed serologically. The persons were from Bourgas
(n=21),Sofia(n=2),andPernik (n=4).Ofthoseaffected,25were adults
andtwowere 14 yearsold. Allinfected weretreated with Albendazole. The
sanitary-parasitological examination of the raw meat products showed the pres -
ence of trichinella larvae in the samples processed by the method of digestion
in artificial gastric juice, giventhelowtrichinellalarvalcountsinthe meatand
the higher sensitivity of the method compared with trichinelloscopy, where the
results were negative.

Conclusion: Amongthe member states ofthe EU, Bulgariais one of the
leading countries withhighest levels of trichinellosis morbidity. Intherecent
years the average annualincidence of trichinellosis in Bulgariais severaltimes
higherthanthetotal EU averageincidence. Inouropinionthe mainreasons
forthis, arethe insufficientveterinary control of meatacquiredin huntingand
home-breedingandthe unsatisfactory healthculture of partof the country’s
population, despite the efforts of human and veterinary doctors.

Key words: Trichinella, epidemic outbreak, sanitary-parasitological studies

24. SPECIES IDENTIFICATION OF THE CAUSATIVE
AGENTS OF TRICHINELLOSIS OUTBREAKS IN
BULGARIA(JANUARY-FEBRUARY,2019)BY

NESTED MULTIPLEX PCR.

A. Ivanova’, N. Tsvetkova', |. Rainova’, R. Borisova’, M. Videnova',
R. HarizanoV', |. Kaftandjiev’

' Department of Parasitology and Tropical Medicine, National
Centre of Infecous and Parasific Diseases (NCIPD), Sofia

Aim of this study was to identify the species of the causative agents of
trichinellosis outbreaks in Bulgaria for the period January-February 2019 by
nested multiplex PCR.
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Marepuanu n metoaun: B Hayanoto Ha2019 r.BcTpaHaTaca peru-
CTpUpaHv ABa TpuXMHenosHnsapueas obnactute byprac u Kvpaxanu. B
HP1,[narHocTukaHa napasutosnte” kbm HL3MB noctonuxa 12 6pos ny-
KaHku ¥t iBe Npoby Meco OT AMBYM NpaceTaoT 4BaTa B3puBa 3anscneapaHe
C M3KyCTBEH CTOMALIEH COK 3@ HAnUyMe Ha TPUXUHENHN NapBu U BUOBO
onpedensiHe Ha npuynHuTENs. Bugosata uaeHTMdUKaLMS 3B bPLUINXME Ypes3
nestedmultiplex PCRc gBe gBOiKMNpaiMepuBNbPBYUS €Tan UNeT 4B OAKN
BbB BTOPUSA (Zarlenga v CbaBT.), KOATO 3@ BCEKN BU TEHEpUpPa YHUKaNEH
enektpodopeTnyeH npodun ot JHK 6aHzoBe.

Pesyntatu: AMnmM@uKaLuMOHHUTE NPOAYKTM Ha wusonupanute [JHK
npobu OT TpUXUHENHW Nnapeu nokasaxa Hanuuue Ha GaHzose, cneunduyHu
3a Trichinella BRITOVI v npu BaTa perMcTpupaHu 40 MOMEHTa B CTpaHaTa
B3puBa. [laHHUTE OT HACTOSLLOTO NPOyYBaHE KOPeNMpaT ¢ AaHHUTE OT
NPEAVILHY HAWW NPOYYBAHUS BbPXY BUAOBATA MAEHTUDUKALMS HA MPUYUHI-
TEMMTE Ha TPUXUHENO3HY B3PUBOBE B CTPAHATa 3a NOCNE[HUTE MET roau-
hn. OT 0610 19 B3puBa 3a neprofa, npu 8 (42%) OT TAX € yCTaHOBEH BUAa
Ha npuiutuTens. B 62,5% (n = 5) npuyunuten Ha sabongsaHeto e T. BRITOVI,
aB37,5% (n=3)-T spiralis.

3akmovenue: TpuxuHenosata € MPUPOAHO M CUHAHTPOMHO OrHUWHA
300aHTPOMOHO3a, MpUuMHIBaHa OT HemaToau OT pog Trichinella. Budosa
udeHmuehuKayus Ha npuyuHUMens He Moxe da 6b0e u3sbpweHa ¢ Mopgpono-
2UYHU Memodu, KOemo Hanaea U3M0/3eaHemo Ha MOMeKyns PHO-BUOM02UYHU.
B bunrapus, [o MOMeHTa, KaTO NPUYMHUTENN HA TPUXUHENO3HYN B3PUBOBE
ca goka3saun sugosete T. BRITOVI, T. spiralis w T. pseudospiralis. KakTo B EB-
pona, Taka i B bbarapug T. BRITOVI e JOMVHMpALL BUA Cped nonynauumuTe Ha
[IVBYM npaceTa, fokato T. Spiralis ce u3onMpa NpeauMHO B JOMALUHM CBUHE.

Kniowosn gymw: Trichinella spp., BumoBa upeHTdiukauns, nested multiplex PCR.

25. KPUNTOCNOPUANOIATA NPU XOPATAB
BBJITAPUA: PETPOCMEKTUBHO MPOYYBAHE,
OBXBALUALLOMNEPNOOA2007T1.—2016T.

H. Lisemkosa,’, . PatiHosa’, P. bopucosa’, H. fAH4yesa?
P. XapusaHos', U. KagpmanOxuee', A. MgaHosa', M. BudeHosa’

'Ot gen ,Mapasutonorus u Tponnyecka megunumuna“, HLU3MB,
Codusa, Bwrrapus

2Cneuumanusnpara 6onHMua 3a MHQEKLUMO3HU U napasuTHu 6o-
nectu, Megnumunckn yuneepcutet, Codus, Bonrapus Otpe-
neHve 3a npupobuta umyHHa HepocTtaTbyHocT, CBANNMB!
Mpodh. MBaH Kupos“-Codous

PE3IOME

Len: la ce aHanu3upart, 0606WAT 1 HanpaBAT OCTbNHM 33 HayyHaTa
0bWHOCT faHHUTE 3aCNyyan HakpunTocnopuauosanpuxopa sa10-rogm-
weH nepuog (2007-2016 r.) B Bvnrapus.

Matepuanu u meToau: 13non3saHu ca roguLl HUTE aHanu3n Ha napa-
3uTHute 6onectu B Penybnuka bvnrapus, uaroteeHu ot oTaen Mapasu-
TONOTMA M TPONMYECKA MELULMHA  KbM HaUNOHaNHWS LEHTBP MO 3apasHiu
nnapasutiu 6onectu, Codus; rofUWHATE ENUAEMUONOTUYHI OKNASMN U
[aHHuTe 0T 0606WeHNe foknad Ha EBponeiickus Cbi03 3a TEHAGHLUMTE N
W3TOYHULMTE HAa 300HO3M, aTEHTUTE, MPUYUHSABALLM 300HO3M, U B3PUBOBE-
Te,MPUYNHEHNOTXpaHu, 3anepnoga2007-2016r.MposeaeH e peTpocnek-
TUBEH aHanu3 Ha pesynTaTuTe 0TU3cneaBaHuaTa HadekanHu matepuanm
32 Hanuymue Ha KOKLMAMIAHWM OOLMCTH, UZEHTU(ULMPAHY Ype3 npunaraHe Ha
cnegHuTe iBa MeTofa - mosuduumpan Metog HaZiehl-Neelsen (MZN) u
RIDA®QUICK Cryptosporidium/Giardia Combi Immunochromatographic Test
(ICT).
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Materials andmethods: At the beginning of 2019in Bulgariawere registered
twotrichinellosis outbreaks inthe districts of Burgas and Kardzhali. Twelve
samples of raw sausages and two samples of meat from wild boars were
examined inNRL ,Diagnosis of Parasitic Diseases “ at the NCIPD with artificial
gastricjuice forthe presenceof Trichinellaspp. larvae. Isolated larvaewere
subjected to species identification by nested multiplex PCR with two of primer
pairs in the first round and five pairs in the second (Zarlenga et al.), which
generates a unique electrophoretic profile of DNA bands foreach species.

Results: Amplification products from the isolated DNA samples from
Trichinella larvae revealed the presence of specific bands for Trichinella BRITOVI in
both registered so far in the country outbreaks. The present data correlate with
that from our previous studies on the species identification of the trichinellosis
causative agents in the country over the past five years. The causative agent
was identified in 42% (n = 8) out of the 19 outbreaks for this period. T. BRITOVI
was identified as causative agent in 62,5% of the outbreaks (n = 5) and T.
spiralis in 37,5% (n = 3).

Conclusion: Trichinellosis is a zooanthroponotic disease with rural and
urban focality caused by Trichinel/la nematodes. The species identification of
the causative agent can not be performed by morphological methods, which
necessitates the use of biomolecular. Currently in Bulgaria, as causative agents
of trichinellosis outbreaks are proven species T. BRITOV, T. spiralis, and T.
pseudospiralis. Both in Europe and in Bulgaria T. BRITOVI is the dominant species
in wild boars populations, while T. spiralis is predominantly isolated in dom estic
swine.

Keywords: Trichinella spp., species identification, nested multiplex PCR.

25. HUMAN CRYPTOSPORIDIOSISINBULGARIA:
ARETROSPECTIVESTUDY COMPRISING THE
PERIOD 2007-2016

N. Tsvetkova', . Raynova’, R. Borisova’, N. Yancheva?,
R. HarizanoV', |. Kaftandjiev', A. Ivanova’, M. Videnova’

' Department of Parasitology and Tropical Medicine, NCIPD,
Sofia, Bulgaria

2Department for AIDS, Specialized Hospital for Active treatment
of Infecious and Parasific Diseases , Prof. Ivan Kirov“, Sofia,
Bulgaria

ABSTRACT

Aim: Toanalyze, summarize, andmake accessible tothe scientific com-
munity the data on human cry ptos poridiosis cases for a 10-year period (2007-
2016) in Bulgaria.

Materials andMethods: Annualanalyzes of parasitic diseases inthe Repub-
lic of Bulgaria, prepared by the Department of Parasitology and Tropical Medi-
cine at the National Center of Infectious and Parasitic Diseases in Sofia, Annual
epidemiological report and data from the European Union summary report on
trends and sources of zoonoses, zoonotic agents and food-borne outbreaks
for the period 2007-2016 were used. A retrospective analysis of the stool ex -
amination results obtained with both modified Ziehl-Neelsen method (MZN) and
RIDA®QUICK Cryptosporidium/Giardia Combi Immunochromatographic Test
(ICT)inthe diagnosis of intestinal coccidia oocysts was made.

Results: Stool samples of a total of 2774 patients were examined in parallel
by bothMZN method andICT duringthe studied period. Oocysts of Crypto-
sporidium spp. were detectedin 14 (0.50%) patients. In 13 of patients both
(MZN/ICT) assays were positive and 1had MZN(+)/ICT(-)result. Six (42.86%)
of the positive individuals were HIV-infected. In one patient Cryptosporidium
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Pesynratu: pes npoyysaHusa nepuos napanenHo no fBata MeToAa
(MZN nICT) camscnegBaHu dekanii Matepuani o1 00wWo 2774 nauueHTu.
Oouuctn Ha Cryptosporidium spp. caotkputi npu 14 (0,50%)u3cnensanu
nuua. Mpu13otnaunenTute ngsata(MZN/ICT)aHanu3acanonoxuTenu,
acamonpu 1naumeHTpesyntarbTe MZN(+)/ICT (-).WecT(42,86%) 0T
nonoxurentute nayueHtu ca XMB-undektparm nuua. Mpu eanH naumeHT
ooumcTuHa Cryptosporidium ca Gunun3onupaxu B NPOALIXEHINE HA HAKOMKO
Mecela, He3aBMCMMO 0T NPOBEXAAHOTO NeyeHue. Hai-ronsm e 6posT Ha
CbOOLEHUTE CNyYam Ha KpUNTOCNOPUANO3a NPM Bb3PACTHUTE NALUEHTH
(25-44 rogunn) (8/14, 57,14%), cneasanu oT feya HaBb3pacT0-4 roguHu
(2114, 14,28%).

3aknmoye Hue : [laHHUTE MOKa3B aT, Ye HACOUEHOCTTa KbM O OPT HOHUC-
TUYHMTE Napa3nTo3n ecnaba u MncBa ACHOTa 3a peanHaTtasabonsemoct
yHac. MWHdekumm, npuanHenn ot Cryptosporidium spp. ca 0TKPUTU CaMo B
HsKonko nabopaTopuu BcTpaHata. Heobxoaumo e face nouwatycum-
SiTa Ha NapasnToNorMyHMTe NabopaTopui HA HALMOHANHO HUBO 33 M3CTef -
BaHe Ha (eKanHuTe MaTepuany, 0cobeHo Tedn Ha fela U MMy HOKOMMPOME -
TUpaHW MHIMBMOW C AMapus, 3a Hanuuueto Ha oouvcti Ha Cryptosporidium.

KniowoBu pgymu: Cryptosporidium, nabopaTtopHa [uarHocTuka

26. BPb3KA MEXAY BONACTTAHA ANUXAAMEP
U3bBHUATNATOIEH PORPHYROMONAS
GINGIVALIS

B. Tonukos, C. [MaHaliomos

Cektop Mukpobuom, Otpen Mukpobuonorvs, HaunoHaneH
LleHTbp no 3apasHu u MapasutHu bonectu, Codus

bonecTTa Ha AnuxaiMep e Heneyumo, JereHepaTMBHO U TEPMUHANHO
3abonsare. bonecTTa e Hal-pasnpocTpaHeHaTta opMa Ha [EMEHLUA U
00MKHOBEHO Ce AMAarHOCTMLMPa NPy Xopa Ha Bb3pacT Hag 65 roauHu,Makap
Yye CbLUeCTByBa Ut NO-paHHa hopma Ha BONEeCTTa, KOSITO MOXE [a Bb3HMKHE
MHOTO no-paHo. B EBponelickust Cbio3 B feNbT HA HEBPOAEreHepaTUBHUTE
3abonABaHus cpeg npuiMHuTe 3a cMbpPT HapacTea oT 1.7% npes 1999 no
4.1% npe3 2015 rogvHa nopagu 3acTapABaHETO Ha HaCENEeHWeTo  Hapa-
CTBaLLaTa cpejHa NpoabNKUTETHOCT Ha kuBoTa. Kbm 2006 r. 6posT Ha
fonHMTEe OT TOBa 3abonsiBaHe B CBETOBEH Malyab ce oLeHsiBa Ha 26.6 MnH
Ay lwm, kaTo cnopeg nporHoaute fo 2050 r. To we 3acdra 1 Ha 85 gyww.
Hackopo e ycTaHoBeHa Bpb3ka Ha bonecTTa Ha Anuxailmep ¢ MHdeKuuaTa
oT Porphyromonas GINGIVALIS, MpUYMHUTEN HA NAapOJOHTUT W TUHTMBMT.
BeposTHa 0CHOBHA NpMyMHa 3a AereHepalLmMsTa Ha HepBHATa ThKaH e npo-
TEOMMTUYHATA U apMMHVMH-Je3aMiHa3HaTa aKTUBHOCT Ha TO3M aHaepod,
U3Non3Ball YoBELWKNTE BENTHLM KATO U3TOYHUK HA @30T ¥ aMUHOKUCENMHMU
3a cobcTBeHaTa cu fenTbuHa cuHTe3a. [luarHocTukaTta Ha MHGeKusTa
OTP. GINGIVALIS € Bb3MOXEH PaHEH MHAUKATOP 3a NPeApa3nonoXeHOCT KbM
passuTUe Ha BonecTTa Ha Anuxaiimep. B oTaen Mukpobuonomms Ha Haumo-
HanHUs LeHTbP NO 3apasHu v napasuTHu BonecTu e paspaboTeH NPOTOKON
33 fleTeklus Ha To3n BuA upe3 PCR o1 3b06HM wudtose 6e3 nsnon3saHeTo
Ha TpaHCMOPTHA Ccpeda, MpunoxuMm B Objewy ucnedsaHus 3a ponsiTa Ha
P. GINGIVALIS B pa3BMTMETO M NPOTUYAHETO Ha DonecTTa Ha Anuxaiimep.

KniowoBu pymu: Porphyromonas GINGIVALIS, GonecT Ha Anuxaiimep, PCR
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oocysts persisted several months despite the treatment. The highest number
of reportedcases of cryptosporidiosis wasinadults aged 25-44years (8/14,
57,14%), followed by children aged 04 years (2/14, 14,28%).
Conclusion: The data show that focus on opportunistic parasitoses is weak
and lack of clarity about the real morbidity in Bulgaria. Only several laborato -
ries inthe country detected infections with Cryptosporidium spp. It is important
to strengthen the efforts of parasitological laboratories on the country level to
examine diarrheal stool samples, especially those of children and immunocom-
promised individuals, forthe presence of Cryptosporidium oocysts.
Keywords: Cryptosporidium, laboratory diagnosis

26. RELATION BETWEEN ALZHEIMER’S
DISEASE AND TOOTH PATHOGEN
PORPHYROMONAS GINGIVALIS

V. Tolchkov S. Panaiotov

Microbiome Group, Department of Microbiology, National Center
of Infecious and Parasific Diseases, Sofia, Bulgaria

Alzheimer’s disease is incurable degenerative and terminal disease. It is the
most common kind of demention usually affecting people in age over 65 but
sometimes younger patients can be affected. In the European Union the part of
neurodegenerative diseases as a reason of death increased from 1.7% in 1999
to 4.1% in 2015 as a result of aging of the population and the increase of the
life expectancy. Patients diagnosed with Alzheimer's disease in 2006 were 26.6
million worldwide and the forecast is to be reached 1 of 85 people in 2050.
Relation between Alzheimer disease and Porphyromonas GINGIVALIS infection-
causative agent of periodontitis and gingivitis is estimated in the last years.
Most probably one of the reasons of the degeneration of the nerve tissue is
the proteolytic and arginine-deaminase activity of this anaerobe using human
proteins as a source of nitrogen and amino acids for synthesis of its own
proteins. Diagnosis of P. GINGIVALIS infection is a possible early indicator for
predisposition to Alzheimer's disease. Protocol for detection of P. GINGIVALIS in
samples from tooth pins using PCR technology is optimized inthe Department of
Microbiology of the National Center of Infectious and Parasitic Diseases and can
be used in future investigations of the role of this pathogen in the progression of
the Alzheimer's disease.

Key Words: Porphyromonas GINGIVALIS, Alzheimer's disease, PCR.
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27. AHXUBUTOPHA AKTUBHOCTB YCJTIOBUAIN
VITROHA LLAMOBELACTOBACILLUS CPELLY
CANDIDA ALBICANS

J1. Voyesa', /1. Lieposcka’, A. [laHzynesa-Yonakosa?,
E. KapausaHosa?, I'. Xenesosa', P. [eopauesa’

1CY“Cs. KrmmeHT Oxpugcku®, MeguuwHcku chakynTet, kaTe-
opa ,buonorus, meguumHcka reHeTuka u Mukpobuonorms”
2 Nlaktuna O0[, Codpus

Len: la ce nacnesBa aHTMMUKPOOHATA U KoarperauMoHHa akTUBHOCT
Ha WwamoBe oT pop Lactobacillus Bbpxy Candida albicans.

MaTepuann u metoau: scneaBanero be npoBefeHo ¢ WecTHageceT
wama oT Bugosete Lactobacillus reuteri, L. paracasei, L. acidophilus, L.
rhamnosus, L. delbrueckii subsp. bulgaricus, L. plantarum, L. fermentum, L.
delbrueckii subsp. lactis, L. HELVETICUS, L SALIVARIUS u L gasseri OT Konekuu-
ata Ha ,JlaktuHa“0O0[] u pedbepenter wam Candida albicans NBIMCC 74.
3a oueHKka aKTWBHOCTTA Ha MakTofaLunuTe ca M3NOM3BaHM CTAHAAPTHM
in VIR0 meTopu. WHxmBUTOpHATA aKTMBHOCT Ha KUCEna W HeyTpanuavpa-
Ha (pH~5,50) beskneTbyHa cynepHaTaHTa, NonyyeHa cnes KynTuBupaHe B
MRS cpega # cyxo obeamacneHo MIsiKo € onpegensHa no arap-mudysuoHHMs
meToA. KoarperauusiTta Ha MIEYHOKMCENWTE LAMOBE C TECT MUKPOOpra-
HU3Ma € OnpeaensiHa CeKTpOd 0TOM ETPUYHO.

PesynTatu: M3cnenBaHeTo Ha aHTUMUKpPOBHaTa akTMBHOCT Ha Ku-
CeNu CynepHaTaHTU Nokasa, e feceT NakTobaUMIHY WaMa umat noTvc-
kaw edext Bbpxy C. albicans. Bcuuku wamose ot BugoseTe L. paracasel,
L. rhamnosus n L. delbrueckii subsp. bulgaricus, kaktow L. plantarum, L.
fermentum wn L. acidophilus nposiBsBaT akTUBHOCT, KaTo AMaMeTbpa Ha
30HaTaBapupamexay 12 16 mm. He 6e oTyeTeHa HUKAKBA aKTUBHOCTC
HeyTpanuaMpaHuTe CynepHaTaHTy.

Mpyu u3cnefBaHe Ha koarperayusTa, Hai-Bucoka akTuBHoCT be pern-
cTpupaHa npu L. fermentum LLF-01, cnegsana ot L. delbrueckii subsp. lactis
LLL-14, L. acidophilus LLA-01 w L. delbrueckii subsp. bulgaricus LLB-02.

aknrouenue: MpodykuMATa Ha MNeYHa KWCenMHA W CbNPOBOAEHOTO C
TOBA NOHUXKaBaHe Ha pH Ha cpefjata e OCHOBHUSAT hakTop, onpejens
aHTUMUKpOOHAaTa aKTUBHOCT Ha YaCT OT U3cnenBaHuTe nakrobauunu
cnpsmo C. abicans. B gonbnHeHue, BucokatakoarperanoHHa akTMBHOCT
Ha YeTMpU OT LiaMoBeTe Moxe Aa bb/ie OCHOBAHUE 3@ BKMIOYBAHETO UM B
npobuoTUYHa (opMyna 3a NpeofonsBaHe Ha CbCTOAHUS Ha AucbakTepuosa
¢ yyacTueto Ha C. albicans.

Kniowou gymu: Lactobacillus, koazpeeayus, Candida albicans

28.EOEKTUBHOCT 1 TOKCUKOJIOrMYHA
XAPAKTEPUCTUKAHAPENENEHTHU
CbAbPXALLUU IR3535

C. bykoscka', H. Mumkosa’, C. Ljonosa?

' HaunoHaneH LeHTBp no 3apasHu 1 napasutHn bonectu, Co-
¢us, Bvnrapus

2HaumoHaneH LeHTbp no obLLecT BeHO 3apaBe W aHanmau,
Codus, Bbnrapus

Emun Gytunayetunamutonponuonat (IR3535) e cpeg Hai-Wupoko w3-
NON3BaHUTE aKTWBHWU BELIECTBA Ha PEMENEeHTH 3a 3awmuTa OT KpbBOCMY-
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27. IN VITRO INHIBITORY ACTIVITY OF
LACTOBACILLUS STRAINS AGAINST CANDIDA
ALBICANS

L. Yocheva', L. Tserovska', A. Danguleva-Cholakova?,
E. Karaivanova?, G. Zhelezova', R. Georgieva?

' Sofia University ,St Kliment Ohridski‘, Faculty of Medicine,
Department of Biology, Medical Genefics and Microbiology
2] actna Ltd, Sofia

Aim: Toinvestigate antimicrobial and coaggregation activity of strains from
genus Lactobacillus against Candida albicans.

Materials and Methods: The study was carried out with sixteen strains of
the species Lactobacillus reuteri, L. paracasei, L. acidophilus, L. rhamnosus,
L. delbrueckii subsp. bulgaricus, L. plantarum, L. fermentum, L. delbrueckii
subsp. lactis, L. HELVETICUS, L. SALVARIUs and L. gasseri from the collection of
Lactina Ltd and reference strain Candida albicans NBIMCC 74. Standard in
VTR0 methods were used to assess the activity of lactobacilli. The inhibitory
activity of the acidic and neutralized (pH ~ 5.50) cell-free supernatant obtained
after cultivation in MRS medium and dry skim milk was determined by the agar
well diffusion method. The coaggregation of the lactic acid strains with the test
microorganism was determined spectrophotometrically.

Results: The study of the antimicrobial activity of acidic supernatants showed
thattenlactobacillus strains hadinhibitory effecton C. albicans. Allstrains of
the species L. paracasei, L. rhamnosus and L. delbrueckiisubsp. bulgaricus, as
well as L. plantarum, L. fermentum and L. acidophilus exhibited activity, with the
diameter of the zone varying between 12 and 16 mm. No activity was observed
with the neutralized supernatants.

Inacoaggregation study, the highest activity was recordedin L. fermentum
LLF-01, followed by L. delbrueckii subsp. lactis LLL-14, L. acidophilus LLA-01
and L. delbrueckii subsp. bulgaricus LLB-02.

Conclusion: The production of lactic acid accompanied with decreasing
ofthe medium’s pHisthe majorfactordeterminingthe antimicrobial activity
of apart of the lactobacilli tested against C. abicans. In addition, the high
coaggregation activity of four of the strains may be a motivation for their
inclusion in a probiotic formula toovercome dysbacteriosis with C. albicans.

Key words: Lactobacillus, coaggregation, Candida albicans

28. EFFICACY AND TOXICOLOGICAL
PROFILE OFREPELLENTS
WITH IR3535

S. Bucovska. ', N. Mitkova ', Sv.Tzolova?

"National Center of Infecious and Parasiic Diseases, Sofia
2National Center of Public Health and Analyses, Sofia

Ethyl butylacetylaminopropionate (IR3535) is among the most widely used
active substances of repellents against biting insects and ticks, alongwith N,N-
diethyl-m-toluamide (DEET).
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yelun Hacekomu W kbpnexy Haped ¢ N,N'-guetun-m-tonyamug (AETA). 3a
nepnona2014-2018 r.enabopatopHuycnosus e u3nuTaHa e@ekTUBHOCT-
TaHa 6 npoaykTa, cbabpxawu IR3535 8 pasnuynu koHuexTpauum (10%,
15% wu 20%). PenenexTtute ca TecTBaHu cpely komapu oT Buga Aedes
aegypti. OueHkaTa Ha e(heKTUBHOCTTA € HanpaBeHa N0 OTHOLEHMUE Bpe-
METO Ha MbIIHA 3aliMTa Ha YoBeK 0T yxansaHus. llonyyexuTe pesyntatu
nokasgat, ye IR3535 ocurypsiBa 3awmta cpewy komapu ot 3 o 8 vaca.

TokcuKkOnoruyHaTa OLeHKa B paMkuTe Ha eBponeiickata lporpama 3a
npernej Ha akTUBHUTE BELECTBA B CbCTaBa Ha OMOLMAN, MOKA3BA faHHMU
3aHucka TokcuyHocT HaIR3535 unpueMnuB 3apaBeH puck 3aBb3pacTHM U
feuanpuynoTtpeba Ha dhopmynaums, cbabpxata 20% IR3535. Bv3ocHoBa Ha
OLleHKaTa Cca OnpefeneHn OrpaHnYeHsa U M3MCKBaHUA ¢ ornes 6e30nacHoTo
NPUNoXeHue Ha peneneHTute, cbabpxawm IR3535.

KniowoBu pymmn: edpektmBHOCT, peneneHTu, IR3535

29. OLUEHKA HA PA3MPOCTPAHEHMETO HA KY-
TPECKA B BBJITAPUA 3ATNMEPUOMA 2016 -2018
Ir: CEPOENMMAOEMMONIOrMYHO U MOJEKYIAPHO-

BUOJNIOTMYHO MPOYYBAHE

[1. leHosa-Kany', C. Kpymoea', T. Benucnasosa?, B. Momyesa®

"HaunonaneH LeHtbp no 3apashn u MapasutHu Bonecty,
Otpen ,Bupyconorus’;

2 P31A-rabposo, Oupekuusi ,Hapsop Ha 3apasHute Bonectu”;
3 P3W-bnaroesrpan, [Oupekuus ,Hapsop Ha 3apasHute bone-
cTun’

Untpopykums: 3abonasaneTo Ky-Tpecka, NpU4MHEHO OT MH(EKLMO3-
Hus areHT Coxiella burnetii e wnpoko pasnpocTpaxeHo. Mpes nocnepHuTe
roguin B EBponace otbensssa pbeT Ha Ta3n MHAEKLNS 1 Ce perncTpu-
paT 3HauMTENHM N0 pa3Mepy enuaeMnyHy oruuwya. Mopaau pasHoobpasHus
CNEKTbP Ha KNUHWYHYM NPOSIBI U HECNIELUNDUYHMA XapaKkTep Ha CUMMTOMMTE,
afeksaTHaTa guarHocTuka Ha Ky-Tpeckata uma peliaBallo 3HayeHue 3a
HaBPEMEHHOTO NeYeHue MMPefoTBpaTABAHE Ha XPOHMGULMPAHETO I,

Uen: [la ce u3BbPLWM CEPOENMAEMUONOTMYHO U MONIEKY N PHO-BMONOTMYHO
MPOyYBaHe Ha pa3npocTpaHexneto Ha Coxiella bumetii B knuHuyHYM Npodu Ha
NauMeHTU CpasiMyHU KMMHUYHW CUHEPOMM 33 Tpu roguweH nepuod (2016
-20181.)ypeskombuHaums/Habop oTCbBPEMEHHN NabopaTopHU METOAM
(MmMyHoeH3MMHU 1 PCR TexHuKK).

Marepuanu u metoau: B nepmona 2016 —2018 r. camscnenpaqu 954
KAnHWIHM Npobu oT ambynaTopHU M XOCMMTanU3upaHu NaLuneHTn ¢ pas-
NMYHW KIMHAYHY CUHOPOMM, CPEA KOUTO NPOAB IKUTENHO HEACHO (hebpunHo
cvetosHne (HOC) (51%), atunuira nHeBMoHUA (32%), pasnuyHu kapam-
ONOMYHM yCNOXHeHNS (27%) v ap. U3nonssanu bsxa ceponornyhm (ELISA
3apgokassaHeHacneunduyrnIgM/igG ph.1lulgG ph.lanTutenacnpsmo C.
burnetii) w Moneky nspxu (cTaHaapTeH konseHunoHaned PCR 3a sodB peeu-
OHa u3a nnasmuga QpH1 Ha C. burnetii) meTogw.

Pesyntatu: OT u3cneaBaHnTe YOBELLKM Ce PyMHWU NPob U, Mb PBUYHO
peaktuHu IgM ph. Il aHTuTena cnpamo C. burnetii 6sxa gokasanu B 97
(10,17%) npobu. 3awmthu C. burnetiilgG ph. Il aHTuTena, ceMgeTencTso
3anpekapaHaundekuus, 6axaotkputus 136 (14,25 %) npobu. C. burnetii
IgG ph. laHTuTena 6axa guarnocTuuupanu npu 10 (10,3%) nauneHT c uH-
(hekumo3eH eHfoKapanT. BenykucepymHnnpobu 6axaTecTBany 3a fokas-
BaHe Ha C. bumetii uHpekunosHa AHK Monoxutenen PCR curkan (sodB pe-
2uoH)bewe nonyueHnpu 900t TecTupanute npobu (92,8 %), kouto umaxa
pecnektuBHO noautueH aHtu-C. burnetii 1gM w 1gG ph. Il pesynrart. MMpes

INOCTEPHA CECHUA 2 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

During a 5-year period (2014-2018)the efficacy of 6 products with dif-
ferent IR3535 concentration (10%, 15%, 20%) was studied under laboratory
conditions. The repellents were tested against mosquitoes of the species Aedes
aegypti. The efficacy was evaluated based on the complete protection time on
human skin. The results show that IR3535 provides protection against mosqui-
toes from 3 to 8 hours.

The toxicological assessment within the EU Review Programme for active
substances of biocides,shows evidence of lowtoxicity ofIR3535, and an ac-
ceptable health risk for adults and children, treated with a20% IR3535 formula-
tion. Based onthe assessment, a number of requirements and restrictions have
been introduced for the safe use of IR3535 repellents.

KEYWORDS: efficacy, repellent, IR3535

29. ASSESSMENT OF THEDISTRIBUTION
OF QFEVERINBULGARIADURING THE PERIOD
2016 —2018: SEROEPIDEMIOLOGICAL
AND MOLECULAR BIOLOGY STUDY

P. Genova-Kalou', S. Krumova', T. Velislavova®, V. Momcheva®

"National Centre of Infectous and Parasific Diseases,
Department of Virology

2RHI - Gabrovo, Department of Surveillance of Infecious
Diseases

3 RHI - Blagoevgrad, Department of Surveillance of Infectious
Diseases

Introduction: Qfever,caused by infectious agent Coxiella burnetiiis world-
widespread. Inrecentyears, there has been anincreaseinthisinfection in
Europe and significant epidemic outbreaks are recorded. Due to the diverse
spectrum of clinical manifestations and nonspecific nature of the symptoms,
adequate diagnosis of Qfeverwas crucial for prompt treatment and prevention
of chronicity.

Aim: Toconduct a seroepidemiological and molecular biology study of the
distribution of Coxiella burnetii in clinical sam ples of patients with various clini-
calsyndromes for athree-yearperiod (2016 - 2018) through a combination/s et
of modem laboratory methods (immunoenzymes and PCR techniques).

Materials and Methods: During the period 2016 —2018, were examined
954 clinical samples from ambulatory and hospitalized patients with various
clinical syndromes, included fever with unknown origin (FUO) (51%), atypical
pneumonia (32%), various cardiovascular complications (27%)and others. Se-
rological (ELISA for proving specific IgM/IgG ph. Il and IgG ph. | antibodies to
Coxiella burnetii) and molecular (standard PCR technique for sodB region and
C. burnetii plasmid QpH1) methods were used.

Results: Of the all serum samples tested, primary reactive IgM ph. Il antibod-
ies against Coxiella bumetii were demonstrated in 97 (10,17 %) samples. Pro-
tective C. burnetiilgG ph. Il antibodies, evidence of past infection, were detected
in 136 (14,25%) samples. C. bumetiilgG ph. | antibodies were diagnosed in 10
(10,3%) patients with a diagnosis of infective endocarditis. All serum samples
were tested for the detection of C. bumnetiiinfectious DNA. A positive PCR signal
(sodBregion)was obtainedin 90 of the test sam ples (92,8%), res pectively, hav-
ing positive anti-C. burnetiilgM and IgG ph. Il result. During the reporting period,
two epidemic self-limited outbreaks of Q fever are recorded on the territory of
the municipalities Blagoevgrad and Gabrovo.
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OTYETHUA Nepuoa B CTpaHaTa bxa pemcTpupaHi 4Ba camoorpaHuyasa-
WK ce enuaemMnyHn B3pusa ot Ky-tpecka Ha TeputopuaTa Ha 00WnHuT e
bnaroesrpag 1 abposo.

3akmoyerue: B pesyntar Ha HaTpynanus omuT B HPJT ,Puketcum n
KneTbyHM Ky nTypu” e paspaboTeHa AuarHOCTMYHA CXEeMa, BKNIOYBALLA KOM -
nnekc 0T MeToaM3a nogobpsaBaHe Ha paHHaTa nabopaTopHa gMarHocTuka
Ha C. burnetij, no3songBalla npeaAnpUeMaHeTo Ha HaBpPEMEHHO 1 afekBaTHO
nevexve.

Kniowosu pymm: Coxiella burnetii, ceponorus, cragapteH PCR meton

30. CIYHAMHA BHECEHA MATIAPUA
B BBJITAPUA 3A MEPUOA 2016-2018T.

W. Kagpmardxues’, P. Xapuzaroe', W. PaiiHosa’, O. Mukos’, H.
Lieemkoea’, E. KbHesa', P. bopucosa’, A. MeaHosa', M. BudeHoga'

'HaunoHaneH LeHTBp MO 3apasHu M napasuTHu 3abonssaHus,
Otpen ,MMapasutonorna u TponuMyecka MeguuMHa“.

LenHa HacToswaTa pa3paboTka e Ja aHanu3upa faHHUTE 3aBHECEHA-
Ta manapus B bbnrapus 3a nepuoga 2016-2018r.

Matepuanu n metogu. M3anon3gaxu ca JaHHUTE OT €NUAEMUONOTUYHN-
T€ NPOyYBaHNS Ha PErMCTPUPaHUTE ClyYanHa ManapusiB cTpaHaTta.

Pesy ntatu u 06 bk aaHe .3a npoyyBaHus nepuog B cTpaHaTtaca peru-
cTpupanv 06wo 43cnyyan Ha BHeceHa manapus. OT 1sx 28 ca peructpu-
paHunpes 2016r., kato 9ca bunucpes 6bnrapckurpaxgaHu (Npu e guH o1
TSIX, 3aBBPLUN NETANHO, Ce Kacae 3a MHAy LlupaHa —XeMoTpaHc by 3MoHHa
Manapus, kaToJOHOpa e CTyAeHT, rpaxaanun HaKamepyH), 2cnyyascpes
YyK IV TpaXZaH M, KOUTO He ca BexaHuy u 17 cnyyast Ha BHECEHa Manapus ca
[marHocTuunpanu cpef bexanun. Mpes 2017r. ca perucTpupanu 8 cnyyas,
kato oT TAx 4 cacpep Obnrapcku rpaxpaHy, TpU Cped YyKAM rpakaaHi,
KouTo He ca 6exaHuy U emuH cnyyail Ha BexaHel ¢ BHeceHa Manapus. lpes
2018r.cnyyanTe Ha BHECEHa Manapus cbuwo ca bunu 8, kato 3 0T TAX ca
pemcTpupanu cpeg bbnrapeku rpaxfaHu, fga cpefd 6exaHuuu 3 cpeq yyxau
rpaxaaHu, KouTo He ca bexaHum.

Jaknouerue. OT 1965r. Bvnrapus e ceptuduunpana ot C30, kato
cTpaHac nukBuaMpaHa manapus. Bbnpekutosa, noaxoaawuTe knumaro-
(ayHUCTMYHM yCNOBUS MHapacTBaWNATBpoit Ha BbArapckurpaxaatn nb-
TyBalW B €AHEMUYHU CTPAHW, KAKTO MYBENMUYEHNA NPUTOKB CTPaHaTa Ha
YYXKLUTPaXAaHUNPUCTUTALLM 0T TaKMBA, Cb3AaBan0TeHLMANHA 0NacHoCT
0T Bb300HOBABAHE Ha MECTHOTO M NpefasaHe. GatanHo 3aBbPLMNUAT
Cnyyail Ha XeMOTPaHC Gy 3MOHHA Manapus NOBRUra BbNPOCA Ca OCh LecTBs -
BaHETO Ha N0-e(eKTUBEH HAZ30P U KOHTPOM Ha BHACAHUTE 3abonaBaHua
cpen ObIrapckuTe MYyKoW rpaxgaHy, MpUCTUTaly OT EHREMUYHU CTPaHMU.

KniowoBu pymu: BHeceHa mManapusi, 6exaHUm, YyXaeHum.
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Conclusions: As aresult of the experience gainedinthe NRL ,Rickettsiae
and cell cultures®, including a set of methods to improve early laboratory diag-
nosis of C. burnetii, allowing taking proper treatment.

Key words: Coxiella burnetii, serology, standard PCR method

30. CASESOF IMPORTED MALARIAINBULGARIA
FOR THE PERIOD 2016-2018

|. Kaftandjiev!, R. Harizanov', I. Raynova’, O. Mikov', N. Tsvetkova’,
E.Kaneva', R. Borissova’, A. Ivanova’, M.Videnova’

"National Center for Infectous and Parasitc Diseases,
Department of Parasitology and Tropical Medicine

Aimofthestudyistoanalyzethedataon malariain Bulgariaforthe period
2016-2018.

Materials and methods. D ata from epidemiological survey cards of the
recorded inthe country malaria cases were used.

Resultsand discussion.F orthe survey period, atotalof 43 cases of malaria
havebeenrecordedinthe country. Of these, 28 were registeredin 2016, 9were
among Bulgarian citizens (one of them was lethal, it was induced, transmitted
via blood transfusion malaria, the donor being a student of Cameroon), 2 cases
among foreign citizens who are not refugees and 17 cases of imported malaria
were diagnosed amongrefugees. In2017 there were 8 cases, of which 4 among
Bulgarian citizens, three among foreign citizens who are not refugees andone
inarefugeewithimported malaria.In2018 cases of malariawerealso8, 3 of
which were registered among Bulgarian citizens, two among refugees and 3
among non-refugee foreigners.

Conclusion. Since 1965 Bulgariais certifiedby WHO as acountry with
eradicated malaria. However, the appropriate climate and fauna conditions and
the increasing number of Bulgarian citizens traveling to endemic countries as
well asthe increasedinflowsintothe country of arriving foreigners arriving
from such, creates a potential danger of aresumption of the local malaria
transmission. The fatal case of haematransfusion malaria raises the issue of
more effective surveillance and control of imported diseases among Bulgarian
and foreign citizens arriving from endemic countries.

Key words: imported malaria, refugees, foreigners.
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31. HAPACTBALLA AHTMBUOTUYHA
YCTOWYMBOCT MPU YPOTEHWUTANHM
U30NATHU OT AMBYNNATOPHW NALMEHTH

M. UaHkoea', W. nues’, C. KocmaduHosa',
J1. Unuesa?, M. Mbpxosa’

"Kategpa ,bruoxumus u mukpobuonorusa“, buonomye-
cku pakyntert, nosanBCKu yHuBepcuteT [llancui
XuneHgapcku®

2CMIN ,XpoHona6“-Mnosane (no Hactoswem ,CuHeBo®)

Len: MpoBeaeHo e eQHONOA UL HO MPOYYBAHE Ha NlekapcTBeHaTa
4YYBCTBUTENHOCT HA M30M aTH, aCOLMNPAHN C UH(EKLIMM HAYpOreHu-
TanHua TpakT npu ambynatopHu naumeHT Ha CMIJT ,XpoHona6'-
Mnosaus.

Marepuanuumetoau: OT anpun 2016 so mapT 2017 cacbbpa-
HI 546130nata ot Npo6u Ha ambynaTopHU NaLUMEHTUC MHAEKLMMHA
YpOTeHUTanHNATPaKT —2791Wwama oTypuHa u267 oTreHuTaneH
TpakT. TeCTBAHETO Ha NekapcTBeHa YyBCTBUTENHOCT € NpoBes e-
HO Cb0BPa3HO NPOTOKONMTE MNPENOpbKUTE HA EUCAST V. 6.1 (2016)
nv.7.1(2017).

Pesyntati: JomuHupaly etnonorudeH areHt npu YT e E. col,
cneasaH ot Klebsiella spp., Proteus mirabilis, Enterococcus faecalis U ap.
bakTepuanHa BaruHo3a € Cpef HaW-4ecTo AuarHoCTULMpaHuTe
UHeKLMN Ha penpopykTueHata cuctema (59%), cnegpaxa o Ba-
TMHanHa kaHamuao3a (35%). YctaHoBeHa e HapacTBalya pe3ucTeHT-
HOCT KbM (D1TyOPOXMHONOHN KaKTO Npu npu Fpam-oTpuLaTenHu, Taka
u npu Mpam-nonoxutentm wamose — 21% n 20% CbOTBETHO KbM
nesognokcaut u 21% n 38% kbm HopdriokcauuH. OtyeTeHa e 25%
YCTOWYMBOCT KbM HUTPOYPaHTOUH U 22% KbM TpUMeTopnim/
cyndameTokcason npu usonatu ot UYT. U3onupaH e naH-pesucTes-
TEH Wam Klebsiella pneumoniae U-230 0T ypuHa Ha 8-MECEYHO MOMYe.

3akmoyenue: OTyeTeHa e 3Ha4Ma Pe3UCTEHTHOCT KbM (ny-
OPOXMHOMOHM W HUTPOGY PaHTONH, Hal-BEPOSTHO B Pe3ynTar Ha
yBenuyeHa u HeobocHosawa ynotpeba. Vi3onupat 1 ugeHTudmumMpaH e
naH-pe3nCcTEHTEH Wam Klebsiellapneumoniag0T am bynaTopeH naum-
€HT C MHAeKLMS Ha ypUHAPHWSA TpakT. [l aHHUTE nokasBsar, Ye € Ha-
NOXUTENHO TepaneBTUYHUTE NOAXOAM NPU HEYCTOKHEHN MHAEKLM
Ha yporeHuTanHusa TpakT, npugobutn B obwecTsoro, fa bbaar
CBOEBPEMEHHO Cbobpa3eHn C pesynTatuTe 0T OLeHKaTa Ha aHTy-
BnoTUYHaTa YyBCTBMTENHOCTHA ETUOMOTNYHUTE areHTH.

KntoyoBu gymu: aHTMOMOTUYHA YYBCTBMTENHOCT, NaH-pe3uc-
TEHTHOCT, YpOreHUTaneH TpakTt

INOCTEPHA CECHUA 2 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

31. INCREASING ANTIBIOTIC RESISTANCE
AMONGUROGENITAL ISOLATES FROM
OUTPATIENTS

M. Tsankova', I. lliev', S. Kostadinova’, L. llieva?, M. Marhova’

' Department of Biochemistry and Microbiology, Faculty of
Biology, University of Plovdiv
2IMDL ,Chronolab ,-Plovdiv (currenty ,Sinevo ,)

Objectives: A one-year study was carried outto determine the antibiotic
susceptibility of urogenital pathogens isolated from outpatients at IMDL
,Chronolab ,-Plovdiv.

Materials and methods: From April 2016 to March 2017, 546 strains were
collected from samples of outpatients with urogenital infections - 279from
urine and 267 from the genital tract. The isolates were tested for antimicrobial
susceptibility accordingto EUCASTv.6.1(2016) nv.7.1(2017).

Results: The dominant UTI etiological agents were E. coli, followed by
Klebsiellaspp., Proteus mirabilis, Enterococcus faecalis, etc. Inthe current
study, bacterial vaginosis was one of the most frequently diagnosed infections
ofthereproductivetract (59%), followed by vaginal candidiasis (35%). The
tested strains showed increased resistance of the Gram-negative as well as the
Gram-positive isolates to fluoroguinolones with 21% and 20% res pectively to
levofloxacinand 21% and 38% to norflox acin. A25% resistance to nitrofurantoin
and 22% to trimethoprim/sulfamethoxazole among the UTI isolates was
established. Pandrug resistant (PDR) strain Klebsiella pneumoniae U-230 was
isolated from urine of 8-month-old boy.

Conclusion: Significant resistance to fluoroquinolones and nitrofurantoin
was detected as aresult oftheirincreased and misuse consumption. PDR
stain Klebsiella pneumoniae was detectedfrom aUTl outpatient. Our data
suggest that the therapeutic approac hes to community-acquired uncomplic ated
urogenital tract infections need to be permanently coordinated with the res ults of
the assessment of the antibiotic susceptibility of the etiological agents.

Key words: antibiotic susceptibility, pandrug resistance, urogenital tract
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32. PbCTB CJTYYAUTE HA 3ANAAHOHUIICKA
TPECKABBBJITAPUATNPE32018rI.

E. Nanatiomoea, 1. Xpucmosa, U. TpugoHosa,
E. Tacesa, O. Mukos, T.nadHuwka, B. eaHoga

HaLlVIOHaJ'IeH LEHTBP NO 3apasHu U napasuTHU Bonectu

BuBegenne: 3anagHoHunckata Tpecka (3HT) e npenasaHa ¢ Ko-
Mapu 300H03a, eHaemmuyHa 3aAdpuka,Aans,Amepuka n Espona. B
EBponakomapure ot Buga Culex pipiens ca OCHOBEH BEKTOP Ha 3a-
bonsaBaHeTo, KOETO MOXEfa npoTeye 0T bescumnToMHa 40 da-
TarnHa HeBpomoruyHa uHdekums. Mpes 2018r 8 EBpona u 8 bbarapus
ce 0TYMTa 3HAYMTENHO NoBuLLaBaHe B cnyqaute Ha 3HT, obycnoseHo
OT PaHHOTO 3ano4YBaHe Ha TPAHCM UCUBH IS CE30H W KNUMATUY HUTE
yCcrnoBus npesroguHaTa.

Len: LienTa Ha npoy4BaHeTo € fja Ce aHanuaupar en1aemMuornormy-
HUTE nnabopaTopHu faHH ot cnyyaute Ha 3HT B buarapus npes
2018r.

Matepuanu u metou: Mpes 2018r 6sxa uscnenBam 145 kKnuHuy-
H NPOBY OT NaLMeHTH (CepyM, NUKBOP, KPbB U YPUHA), CYCNEKTHO
6onHu cbe 3HT. 3aaeTekuns Ha cneumduyHI aHT UTena belue 13nons-
BaH TbproBekn kUTE LISA; 3ap okassaHe HaBupyctHa PHK 6sixa npo-
BeXfaHn koHseHumoHanHa RT-PCR ureal timeRT-PCR. PHK HaBupyca
notbpcuxme v B 1871komapaotsuga Culex pipiens, cbbpaHn npes
tonu u asryct Ha 2018 rno nopeuneto Ha p.[yHas.

Pesyntatu: Mpe32018r.8 bunrapus 6sxa gokasaxn 15 cnyyas Ha
3HT -8 noTBbpLeHN 1 7 BEPOATHY, 2 OT TAX CMbPTHN. MaLneHTw-
Te npousxoxaaxa ot obnactute Codus (4), byprac (4), Mnosaus
(3),Nazapaxuk(1), WymeHn(1) nAmbon (1).P HKHaBupyca bewwe oT-
Kputa npu6 ot naumentute. Ype3 qRT-PCR PHK HaBupycaHa 3HT
bewesanbpBu NbT OTKPUTAM NPUNET OT U3CNEABAHNTE NYNOBE
komapu—oTobnacTtullneseHmn Pyce.

akniovenne: Yenuuenuat 6poi cnyyan Ha 3HT npes 2018r B bun-
rapus,kaktouHanuyneto HaP HKHaBsupycacpea komapu rosopusa

3acuneHa UMpKynaluua Ha Bupyca B CTpaHaTa.
BrarogapHocTu: ToBa npoyysaHe e uHancupano ot ®HW no npoekrt
[H03/15/19.12.2016
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32. INCREASEIN WESTNILEVIRUS CASES
IN BULGARIA IN 2018

E. Panayotova, I. Christova, . Trifonova,
E. Taseva, O. Mikov, T. Gladnishka, V. Ivanova

Natonal center of infectious and parasic diseases

Introduction: West Nilefever is a mosquito-borne zoonosis, which is en-
demic in Africa, Asia, America and Europe. In Europe, the mosquito species
Culex pipiens is the main vector for West Nile virus (WNV). The clinical signs of
WNV vary from asymptomatic to fatal neurologicalinfection. In2018 in Europe
andBulgariatherewas asignificantincreaseinWNVcases dueinparttothe
unusual early start of WNV season and the favorable climate.

Aim: The aim of this study was to analyze the epidemiological data and
laboratory findings of WNV cases in Bulgariain2018.

Materials and methods: In 2018 a total of 145 clinical samples (serum,
blood, urine, CSF) of suspected patients were tested. We used ELISA methodfor
the detection of specific IgM and IgG antibodies. For the detection of WNV RNA
conventional and real-time RT-PCR were performed. Real-time RT-PCR was
also used to detect the presence of viral RNAin 1871 Culex pipiens mosquitoes.
The insects were collected inJuly and August 2018 along the Danube River.

Results: Atotal of 15patients with (WNV)infection were detectedin 2018
in Bulgaria: 8confirmedand 7 probable, with 2deaths amongthem. The pa-
tients originated from the following districts: Sofia (4), Burgas (4), Plovdiv (3),
Pazardzhik (1), Shumen (1) and Yambol (1). Viral RNA was detectedin6 of the
patients. For the first time in Bulgaria through qRT-PCR WNV RNA was detected
in mosquito pools —in Ruse and Plevendistricts.

Conclusion: Theincreasednumberof WNVcasesin 2018in Bulgaria, as
wellas the presence of WNVRNAin mos quitoes, indicate the increased circula-
tion of the virus in the country.

Acknowledgement: This work is supported by research grant
[H03/15/19.12.2016, Bulgarian National Science Fund
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33. MPOMEHUW B ETUONIOTNYHATA CTPYKTYPA
HANENTOCMNUPO3UTE NPUXOPATA B b bJITAPUA
3ANEPUOOOT 5TOANHN, 2014-2018T.

E.Tacesa, .Xpucmosa, E. [MaHatiomosa, T. [ nadHuwka, B. MeaHosa

HauuoHaneH LleHTbp no 3apasHu ullapasntHu bonectu, Codus
HaunoHanHa pecepeHTHa nabopaTopus no npefaBaHu C Kbp-
NeXu UHGEKLUMM, NenTocnupu 1 NUCT epun

BBBE[EHUE: lentocnupo3sata e 300aHTPONOHO3a C NPUPOJHA OTHULL -
HocT. [Tpe3 nocnefHNTE TOQUMHMTA NpoAbNxXaBa fa bbfie efHo 0T3abona-
BaHMATa C roNAMa 3Ha4uMocT 3a 06WecTBEHOTO 34paBe  ce cboblwasa
KaTo HOBOMOABABALLA Ce MH(EKLUA B MHOTO CTpaHu. B Bvnrapus sanepu-
opa 2009-2013r. bewe oTyeTeHa Hucka 3abonaemoct - 0,13/100 000, a
cpeaHatacmbpTHocT Bewe 0,016%. HacTbnunute kKTMMATUYHM NPOMEHM
npe3nocneHuTe roAMHN BOAAT 1O M3MEHEHUS B GuoTONMTE Ha pe3epBo-
apuTe MyBenMYaBaHe YNCNEHOCTTa Ha TexHuTe nonynauuu. OcBeH TOBa,
334€CTUNUTE HABOLHEHUS 1 YBEIMYEHOTO KONMYECTBO Banexv J0BEA0Xa A0
NPOMSIHA B €TUIOTUYHATA CTPYKTypa Ha NPUYMHUTENUTE HA TENTOCAMPO-
31 npyu xoparta.

LEN: LlenTaHanpoyyBaHeTo e aace aHannaupa eTuonornyHara cTpyk-
TypaHanentocnupo3uTte 3anepuoga 2014-2018r., jace cpaBHATpe-
3ynTaTuTe CNPeAaXoaHNNPOyYBaHNS NAA CE YCTAHOBSAT HAaCTbNUNUTE
NPOMEHN B EHOEMUYHWTE PErvoHM Ha cTpaHaTa.

MATEPUANMUMETOOMU: U3cneasatu 6sixa 724 6pos cepymHu npobu ot
naLueHTH, CYCNeKTH! 3a nenTocnupo3a, cbbpaHuor ugnartactpana. flpu-
noxex be pehepeHmHus Memod-MUKPOCKONCKUS a2y muHayUuoHeH mecm.
Kamo aHmueen 6xa u3non3gaxu wamose om 15 GHeaHu XvBK NenTocnmpHu
KynTypW, npeacTaBuTenu Ha 9ceporpyny, uvpkynupawu Bbwvarapus.

PE3YNTATU: 06wo npu 73 6p. (10.08%) oT n3cnepBaHute npobu Hsxa
[0ka3aHu aHTUTENa cpelly Leptospira interrogans. Cpeaxata 3abonsemoct
3a npoyyBaHus nepuof bewe 0.25%, noBulEeHa B CpaBHEHUE C MPEOXOOHM
npoyyBaHus. Hait-BUCOK MPOLEHT CEpPONoruyHO MONOXKMTENHM npobu Haxa
fokazanu npe3 2014 r. (13.45%), a Hai-Hucwk npes 2017 r. (4.13%). C Hai-
BUCOK OTHOCWTENEH AN B €TMONOTMYHATA CTPYKTYpa Ha NenTocnuposn-
Te 3a nepuopa bewe ceporpyna Icterohaemorrhagiae (45.21%), cnegpaHa
oT Pomona (26.03%). Hai-HMCbK OTHOCMTENEH Zsn 3aemalle ceporpyna
Autumnalis (1.37%). Ceporpyna Sejroe MMale Ha@-BUCOK OTHOCMTENEH
pan npe3 2014 r., gokato npe3 2016 r. u 2018 r. TakuBa cnyyan He baxa
fokasaHn. Hait-ronamo Gewe mHoroobpasueto OT ceporpyny npe3 2014
r. Expemmynn pervonn Oxa obmacture: Codms obmacT (11 3abonenw),
fabposo (10), Mnesen (6), Wymen (5). B obnacT Codws BogeLwa pons umawe
ceporpyna Icterohaemorrhagiae, emuHudHM cnyyan 6sxa perucTpupaHu Cbe
ceporpynu: Sejroe u BATAVIAE. B obnacTute abpoBo U MneseH Haii-BUCOK
OTHOCWTENEH AAN UMale ceporpyna Icterohaemorrhagiae, 6sxa perucTpy-
paHv e MHWYHYM Clyyan cbe ceporpyna TARASSOVI. B obnacT LlymeH - BopeLla
Bewe ceporpyna Pomona v 6sxa perucTpupaHm e[uHYHN CNy4au CbC CEpor-
pyna Australis.

SAKMIOYE HUE: Hakou nenTtocnupu umatcneunduyeH Hosoreorpadekiu
apean Ha pasnpocTpaHeHue. o3HaBaHeTo Ha WHdeKTUpalaTa ceporpyna
Npv 3apassBaHe C NenTocnMpy e BaXHO OT enuaeMUoNOoriyHa rnesHa Touka,
3a 4ace NpeLeHM Kou PUCKOBK rpyny npodecu ¢ kosi Ceporpyna nentocnupu
Brxa mornu aa ceuHdekTUpar.

KniowoBu gymu: femmocnuposa, ceporpynu, eTMONOMYHa CTPYKTypa
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33. CHANGES INTHEETIOLOGICAL STRUCTURE
OF HUMAN LEPTOSPIROSIS INBULGARIAFORA
PERIOD OF 5 YEARS, 2014-2018

E. Taseva, I. Christova,, E. Panayotova, T. Gladnishka, V. lvanova

Natonal Center of Infecious and Parasiic Diseases, Sofia
National Reference laboratory of fick/vector- borne infections,
leptospirosis and listeriosis

INTRODUCTION: Leptospirosis is zooantroponosis with natural focus. In re-
cent years, leptospirosis remains one of important diseasesfor public health,
reported as an emerging infection in many countries. In Bulgaria for the period
2009-2013themorbidity of leptospirosis was significantly lower -0.13/100
000, and the average mortality was 0.016%. Climate change in recent years
has ledto changes in biotopes of reservoirs and anincrease in their population
numbers. In addition, frequent floods and increased rainfall have led toachange
inthe ethiological structure of human leptospirosis.

OBJECTIVE: The aims ofthe study was to analyze the etiological structure
of leptos pirosis forthe period 2014-2018, to compare the results with previous
studies and toidentify changes inthe endemic regions of the country.

MATERIALS AND METHODS: A total of 724 serum samples from patients
suspected for leptospirosis were collected from the whole country. The refer-
ence method - microscopic agglutination test was used. Live strains of lepto-
spira cultures (15 day), belonging to 9 serogroups circulating in Bulgaria, were
used as anantigen.

RESULTS: Antibodies against Leptospira interrogans were detected in 73
(10.08%) of the samples tested. The mean morbidity for the study period was
0.25%, increased compared to previous studies. The highest percentage of se-
rologically positive samples was detected in 2014 (13.45%), and the lowest in
2017 (4.13%). The highest relative part in the etiological structure of leptospi-
roses for the period has serogroup Icterohemorrhagiae (45.21%), followed by
Pomona (26.03%). The lowest relative part has serogroup Autumnalis (1.37%).
Serogroup Sejroehad the highest relative part in 2014, whereas in 2016 and
2018 such cases were not detected. The largest variety of serogroups was
found in 2014. As endemic regions were identified the following districts: Sofia
region (11 patients), Gabrovo (10), Pleven (6), Shumen (5). In the Sofia region,
the leading role had a serogroup Icterohaemorrhagiae, single cases were reg-
istered with serogroups: Sejroe and BATAVIAE. In the districts of Gabrovo and
Pleven - the highest relative part had the serogroup Icterohemorrhagiae, single
cases were registered with serogroup Tar4SSovI. In the Shumen region, the sero-
group Pomona had a leading role and single cases with the serogroup Australis
were registered.

CONCLUSION: Some Leptospira serogroups have specific nosogeografic
distribution range. Knowledge of the serogroup Leptospira, causing infection
isimportant from an epidemiological point of view inorderto assess the risk
groups of occupations and with whichserogroup Leptospira they could be
infected.

Key words: /eptospirosis, serogroups, etiological structure
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34. PCR MPOYYBAHE BBbPXY 3APA3EHOCTTA
HA KbPJIEXWUTE C BORRELIA BURGDORFERI,
CBAJIEHUOT NALUMEHTUNPE3 2018 TOAUHA

T. MadHuwka, E. NaHatiomosa,
B. NsaHosa, M. Xpucmosa, U. TpugpoHosa, E. Tacesa

HL3MB

Len: flace npoyuu 3apa3eHocTTa Ha kbpnexute ¢ Borrelia burgdorferi,
cBaneHu or nauneHTu npe32018 . 0T pa3nuyHu pernoHu Harpag Codus u
CTpaHaTa.

Marepuanu/metogu: Cv6paHu 6sxa 06wo 2347 Hpos kbpnexu, cBanexu
0T MaLMEHTV OT LAnaTa cTpaHa 1 onpejeneHn 1o Bua. Msnonssaxme nested
PCR 3a fj0ka3BaHe Ha 4Ba y4acTbka 0T CNeiCh pHUA pemoH Mexay 5S u 23S
Ha pPHK Ha Borrelia burgdorferi sensu lato.

PesynTatu: Cnep onpenensiHETO Ha Kbprexute yCTaHOBUXME, Ye
2275 Gpos (Hag 96%) ot Tax cnagaxa kbm Buga Ixodes ricinus, 30 Gpos
- Dermacentor marginatus, 26 6pos - Rhipicephalus sanguineus, 8 -
Rhipicephalus bursa u 8 - Hyalomma marginatum. C PCR nony4uxme faxHv 3a
3apa3seHocT 01 9,85% (224/2275)cpenHo 3a cTpanatanpes 2018 r. 3apa-
3eHocTTaHakbpnexuteorCowus rpagsbanusawe Ha9,47% (155/1636) v
cboTBeTHO 10,66% (39/366) Ha kbpnexute oT Coduiicka obnacr.

Jakntovenme: Cnea HabNwaBaHOTO NOBUWABAHE HA 3apa3eHOCTTa Ha
kbpnexutenpe3 2017 r.(21%), BcpaBHenue c gaHHuTe ot 20161. (16,7%),
npes u3amuHanata 2018 r. PCR paHHuTe nokasaxa HamansBeaHe Ha 3apase-
HOCTTa, Bb3nu3awo Ha 9,85%. Mo-HaTaTblWHKM NpoyyBaHMA, BasnpaHu Ha
no-ronsim 6pot KbpNEXu  NpocnefsBaHe Ha 3apaseHOCTTa UM NPe3 roguHI-
Te Lue MO3BONAT aHanM3 Ha TEHZEHLUWTE B 3apa3eHOCTTa Ha KbprnexuTe.

KniowoBu gymn: Borrelia burgdorferi, PCR, kbprexu

35. ENUAEMUONTIONMYHO TUNMU3UPAHE HA
MHOXECTBEHO - PESUCTEHTHU N30NATHU
ENTEROBACTER CLOACAEOT KPBbB HA
NMALUUEHTWU,XOCNUTANU3UPAHU B YMBAT
»CBETA MAPUHA", BAPHA

L. Qumumposa’, T. Cmoesa’, P. Mapkoscka?, [1. CmaHkosa?
K. Muxoea®, P. KbHesa®, M. boxkosa', B. Kamerosa’, U. Mumosg?

"Karegpa no mukpobuonorus u Bupycomnorus, MeonuuHckm
YHuBepcuteT - BapHa; YMBAJI'CBeta MapuHa“ - BapHa
2KaTegpa Mo mMeauuuHcka Mukpobuonorus, MeauumHckn YHu-

Bepcutet — Codomst
*LleHTbp NO mMonekynHa MepuuuHa, MeauumHckn YHuBepcutet
- Codhust

Llen: na ce npoyyn enMAeMUONOrMYHaTa CBBHP3AHOCT MEXAY Pesuc-
TeHTHU Ha Ledanocnopuuulll-tarenepauns Enterobactercloacae usona-
TMOT KPbB, NONYYEHU OT NaLMeHTH, xocnutanuaupann 8 YMBAN ,Ceeta
Mapuna“ B nepuoga Mmapt 2014 - aHyapn 2017r. u gace oxapaktepusupa
npoaykuuataHa ESBLs B Tean n3onati. Matepuanu u MeTOAM: NPOY4EHN
ca 06wo 47 Hepybnupalwm ce uonata Enterobacter cloacae, pe3ucTeHTHM
Ha IIl-Ta reHepaLma uedanocnopuHi, U30NMpaHu 0T XeMOKYITY pu Ha nauu -
EHTM, XOCMUTaNM3MpaHN Bpas3nuuHi Knuhuku Ha YMBAN ,Cseta Mapuha“,
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34. PCRSTUDY ONINFESTATION WITH BORRELIA
BURGDORFERIOF TICKSREMOVED FROM
PATIENTS IN 2018

T. Gladnishka, E. Panayotova,
V. Ivanova, I. Christova, I. Trifonova, E. Taseva

NCIPD

Aim: Toinvestigate the infestationwith Borrelia burgdorferiin ticks removed
from patients in 2018 from Sofia and regions of the country.

Materials/methods: A total of 2347 ticks were collected and identified.
Nested PCR was performed to detect two regions of the spacer region between
58S and 23S of Borrelia burgdorferi sensu lato rRNA.

Results: 2275 ticks (over 96%) of the species Ixodes ricinus were
collected, 30 - Dermacentor marginatus, 26 - Rhipicephalus sanguineus, 8 -
Rhipicephalus bursa and 8- Hyalomma marginatum. The overall infestation of
ticksinthe country was determines as 9,85% (224/2275)in2018. PCR data
for infestation of ticks from Sofia city revealed 9,47% (155/1636) and 10,66 %
(39/366) for infestation of ticks from Sofia region.

Conclusion: PCR data identified areduction intick infestationto 9,85% in
2018. Ourprevious datashowedanincreaseininfestationin2017(21%) as
compared with 2016 (16,7%). Obtaining more detailed data on tick infestation
by species and stage of development will be the subject of further studies based
onalargernumberofticks andtracking of theirinfestation overthe years will
allow analysis of the trends in the infestation of the ticks.

Key words: Borrelia burgdorferi, PCR, ticks

35. MOLECULAR EPIDEMIOLOGY OF MULTIDRUG
RESISTANTENTEROBACTER CLOACAEBLOOD
ISOLATES, OBTAINED FROM PATIENTS,
HOSPITALIZED INUNIVERSITY HOSPITAL ,,SAINT
MARINA® -VARNA

D. Dimitrova’, T. Stoeva’, R. Markovska? P. Stankova?,
|K. Mihova®, R. Kaneva®, M. Bozhkova', V. Kamenova', I. Mitov?

" Medical University, Department of Microbiology and Virology,
Varna, Bulgaria; University Hospital ,Saint Marina®, Varna,
Bulgaria

2 Medical University, Depariment of Medical Microbiology, Sofia,
Bulgaria

®Medical University, Molecular Medicine Center, Sofia, Bulgaria

Abstract: Aim: to evaluate the epidemiological relationship between 3rd
generation cephalosporin resistant Enterobacter cloacae blood isolates col-
lected from patientsinthe University Hospitalin Varnacity during the period
March2014andJanuary 2017 andtocharacterize the ESBLs productionin
these isolates. Materials and methods: a total of 47 consecutive (nondupli-
cate) 3" generation cephalosporin resistant isolates of Enterobacter cloacae,
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BapHa. YyBcTBMTENHOCTTA KbM HAabOp OT aHTUMUKPOOHM nekapcTBEHN
CPeACTBa € YCTAHOBEHA Ype3 AUCKOBO-AU(Y3MOHHUA METOS M aBTOMATH-
3ipaHara cuctema Phoenix (BD), kato pesyntaTute ca MHTEpNpeTUPaHH
cnopepn npenopbkute Ha EUCAST 2017. MoeHTudukaLuaTa Ha reHn, kopu-
pawy ESBLs e ussbplwena upe3 PCR u cexksexupane. M3onatute ca reHotu-
nupanu nocpeacteom ERIC PCR. Pesyntatu: AHTubuoTuyHata 4yBCcTBu-
TEMHOCT BMpOyYBaHaTa rpyna uonaTu €kakto cnesga: meropenem, 100%
>amikacin, 97.8% > levofloxacin, 76.6% > trimethoprime/ sulphom etoxazole,
40.4% > ciprofloxacin, 19% > gentamicin, 8.4% > cefepime, 4.2% >
piperacillin/tazobactam, tobramycin, 2.1%. MHOXecTBeHa pesuCTEHTHOCT e
yctaHoBeHaB 70.2%. Hait-yecTo gokassatHataESBL e CTX-M-15(95.5%,
n=43). U peHucbuumpanu ca feset pasnuynun ERIC npocuna. lenaporpama-
TapasKkpuea TpW OCHOBHM KIoHa E. cloacae: KnoH |, cbeTos ce oT4Ba
6m3ko cBbp3anu cy bknoxa (ERIC npodun A Aa) (koe huLMEHT Ha MAEHT UMY -
HocT0.92), zoMUHMpaLYy BKAMHUKUTE N0 XemaTonorus (n=9), Xemoguanusa
(n=8), KAUN (n=6), Kapaunoxupyprus (n=3), Mynmonoms (n=4) u ractpo-
eHteponorus (n=1); knou Il (ERIC npodun C)m knowlll canpenctaBexn o1
5u3un3onaracuaeHTUYIHN NPODUNK, M30NNPAHN OT NALUEHTH, XOCTIUTa-
NM3UpaHW B Pa3nuyHM KNUHMKM Ha BonHuuarta. ERIC npodmmm K, L, Mn P ca
YCTAHOBEHW B EAVHUYHM U30NATU UCAUHTEPNPETUPAHN KATOCTOPAfUYHIA.
3aKknioYeHne: MHOXECTBEHATa PE3UCTEHTHOCT B NPOyyYBaHATa KONeKLus
oT u3onatu E. cloacae ot xemoKynTypu ce acouunpa ¢ BbTpebONHNYHO
aucemuHupane Ha Tpu CTX-M-15 npopyunpawm knoxa E. cloacae. Know | e
[OMMHUPALY U A€MOHCTPUPA BUCOKNOTEHLMAN 3@ KPOC-TPAHCMUCHS, eNu-
[ieMUYeH U MHBA3MBEH noTexuuan. Bla, .. € 0CHOBHUAT MEXaHU3bM Ha
PE3NCTEHTHOCT KbM Ledanocnopuhu ot Ill-Ta reHepauus B usonatu E.
cloacae oT KpbB.
KniowoBu mymm: Enterobacter cloacae, ESBL renw, enugemuonorus.

36. KMTMHUYEH CNYYAU HA TEXKA
KOMBWUHUPAHA BUPYCHA UBAKTEPUAITHA
WHOEKLWUA NP UMYHOKOMMNPOMETUPAH

NAUMEHT

W. Kanyes'? T Jlenzeposa’, U. Asif *
X. bypHycysoe®, M. Mypdxesa®??

'Kategpa MukpoGuonorns u umyHororus, ®apmalieBTudeH
takyntet, MeauumHcku YnusepcuteT - 1noBaus

2 Nab6opaTopua no MukpoGuonorus, YMBAJT ,Cs. Feopru®—

[nosavB

NabopaTopus no knuHu4Ha umyHonorus, YMBAI ,,Cs. 'eop-

rm*“ —lnoeave

*CTygeHT no mMegnumHa, MegnumHekn dakyntet, MeauumH-
Ckn YHuBepcuteT — nosaus
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Uen: [aceaHanuanpa 3HaueHueTo Ha MHdexuus or Listeria monocytogenes
MY MMYHOKOMMPOMETUPAH WHOMBMA B ACOUMALMA CbC CBUHCKW Tpu.

Knunuyen cnyyai: XeHa Ha 49 1. noCTbNBA B CNEWHO BbTPELWHO 0TAe-
NeHne c ONNakBaHus 0T acTeHoaauHamus u gebpunutet 1o 38,5° C, cneg
npoedeHa nomxummotepanus (escBEACOPP) no nosog umyHoxucToxn-
MMYHO BepuduLmpat XoaxkuHOB numdom (cmeceH Lenynapwtet) MC IV B.
lMauneHTKaTa € XOCNUTanu3npaHa, Ho CTaBa YHECEHa U HEKOHTAKTHa, a
N0-KbCHO MCUX OMOTOPHO Bb30yaeHa. Mpe3 cneaaluyuTe fHU € CbC CUMHO U3-
paseH TOKCO-MH(EKLMO3EH CUHAPOM C TPy AHO NOBRUsBALY ce debpunuter.
Habntofasa ce nporpecupaly xo4 Ha BRolWaBaHe Ha 06LOMO3bYHATA CUM-
nTomMaTvka [0 koma. Bbnpeku Obpsata MukpobuonoruyHa MarHocTHKa W

INOCTEPHA CECHA 3 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

obtained from blood samples of patients admitted in different wards in Varna

University Hospital, were investigated. Antimicrobial susceptibility to set of an-
timicrobial agents was tested by disc diffusion method and Phoenix (BD) and
the results were interpreted according toEUCAST guidelines 2017. Identification
of ESBL encoding genes was performed by PCR and sequencing. Isolates were
genotyped by ERIC PCR. Results: The antimicrobial susceptibility in the whole
collection of isolates is as follows: meropenem, 100% > amikacin, 97.8% >
levofloxacin, 76.6% > trimethoprime/ sulphometoxazole, 40.4% > ciprofloxa-

cin, 19% > gentamicin, 8.4% > cefepime, 4.2% > piperacillin/ tazobactam,

tobramycin, 2.1%. Multidrug resistance was detected in 70.2% of the isolates.
The most widespread enzyme was CTX-M-15, found in 95.5% (n=43). Nine
different ERIC types were detected. The dendrogram of similarity revealed three
main clones of E. cloacae: Clone |, comprising two closely related subclones

(ERIC type Aand Aa) (similarity coefficient 0.92), was predominant, detected in
Haematology (n=9), Haemodialysis (n=8), ICU (n=6), Cardio surgery (n=3),
Pulmonology (n=4) and Gastroenterology (n=1); Clones Il (ERIC type C) and
[llwere presented by 5 and 3 isolates with identical profiles, obtained from pa-
tients, hospitalized in different wards. The ERIC profiles K, L, M and P were
found in single isolates only and were interpreted as sporadic. Conclusions:
multi-drug resistance in E. cloacae was associated with successful intrahospi-
tal dissemination of three CTX-M-15 producing E. cloacae clones. Clone | was
predominant, demonstrating high cross transmission, epidemic and invasive

potential. Bla,, ., was identified as amajor mechanism of resistance to 3
generation cephalosporins in E. cloacae blood isolates.

Key words: Enterobacter cloacae, ESBL genes, epidemiology

36. CASEREPORT OF A SEVERE
COMBINED VIRAL AND BACTERIAL
INFECTION IN AN IMMUNOCOMPROMISED
INDIVIDUAL

Y.Kalchev'?, G. Lengerova', U. Asift, H. Burnusuzov?, M. Murdjeva'#

" Department of Microbiology and Immunology, Faculty of
Pharmacy, Medical University — Plovdiv, Bulgaria

2 Laboratory of Microbiology, St George University Hospital,
Plovdiv, Bulgaria

$  Laboratory of Immunology, St George University Hospital,
Plovdiv, Bulgaria

“Medical student, Faculty of Medicine, Medical University —
Plovdiv, Bulgaria

Aim: To analyze the importance of Listeria monocytogenes infection in as-
sociation with swine flu in an immunocompromised individual.

Casepresentation: A49-year-oldwomanwas presentedtothe Emergency
department with complaints of asthenoadynamia and fever up to 38,5°C. This
was after receving polychemotherapy (escBEACOPP) due to Hodgkin lymphoma
MCIVB (mixed cellularity subtype) verified by immunohistochemistry. She
was admitted to the hospital where she was initially sleepy and unresponsive
and this was followed by phsychomotor agitation. Over the next few days she
developed asevere toxoinfectious syndrome andresistant fever. The impaired
responsiveness gradually increased to coma. Despite the rapid microbiological
diagnosis and the initiated antimicrobial therapy (ampicillin/sulbactam,
vancomycin, meropenem and oseltamivir) she died becaus e of acute circulatory
and respiratory failure.
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NpUnoxXeHaTa aHTUMUKPOOHA Tepanus (aMmuuunuHicynbakTam, BaHKOMM-
LMH, MEPONEHeM, 03eNTaMUBMP)CE PErucTpupa neTaneH u3xoackapTuHa-
TaHa 0CTpa CbpAeYHO-Cb0BA U AuXaTenHa HeLOCTaTbYHOCT.

Pesy ntatu: MpoBeneHuT e nabopaTopHN TECTOBE YCTAHOBSB AT TEX-
Ka annacTuyHa aHeMusu noBuwweHn cToiHocTh Ha CRP.pu uscnenBaHeTo
Ha NIMKBOP Ce OTKPUBAT JaHHM 3@ NNeoLuUTo3a, C npeobnagasaHe Ha cer-
MEHTOSAPEHUTE NEBKOLMTH, XUNEpnpoTeMHopaxus uxunornukopaxus.C
mynTunnekceH PCR ca u3BbpluieHM MUKPOBUONOrYHU M3CNEfiBaHNS Ha Tbp-
NeH cekper, uepebpocnuHanHa Te4HOCT MKkpbB. [JokasaHu calnfluenza A
H1(2009) winfluenza AH3BupycuoT hapuHreaneH CEKpeT, a 0T NUKBOP ¢
kpbB-Listeriamonocytogenes, KOATO Ce N30NMpaMuAeHTUGULUPA NUpe3
PY TUHHU MUKPOBUONOTUYHN METOLW. BakTepusT nokasa YyBCTBUTENHOCT
KbM BCUYKM aHTUOMOTMLY, NpenopbyBany 3a Tepanus oT EUCAST 2019 -
amnuLUIMH, ePUTPOMULUH, MEPONEHEeM i epuTpoMuLMH. OKoHYaTenHa av-
arHo3a -MMCTEPUO3eH CEMCUC C NUCTEPUO3EH MEHUHTO-eHLedamT, rpun u
XOOXKNHOB NTUMEOM.

3akntoveHue. TpeACTaBEHUAT KNIMHUYEH CNyYalicneaBa a HAC 04U BHY-
MaHWETOKbM WUPOKMS CNEKTHP MHDEKUMM, HabniodaBawy Ce NPUUMYHO-
KOMNPOMETHpaHU Nnuua, 1 HeobxoAMMOCTTa OT TAXHATa 6bp3a, TOYHA U
KOMMIieKCHa MUKpoDMOnorMyHa AuarHosa.

Kniowou pymu: Listeria monocytogenes, Influenza A VIRUS, uMyHoCynpecus

37. ACASEREPORT:UH®EKLINUA C OLIGELLA
UREOLYTIKANMPUNALUEHTCOCTPA
B IMM®OBJIACTHA JIEBKEMWA CINEQ
TPAHCIJNIAHTALNA

M. Bopucosa, E. Monosa, E. leopmesa, b. Munesa, K. Bnaxosa, [. MnwH

CBAITX3 EAL, rp. Cocpus

OT rbpneH cekpeTMXeMoKky NTypaHanauueHT ¢ guarxo3a octpa Bnum-
dobnactHa neskemus e usonupan Oligella ureolytika. MaunexTkata e Ha 59
FOAWHM, Cref anoreHHa TpaHCMNaHTauMs 0T xannouaeH AoHop. Mpodunbt
HanauueHTacbBnagac onucanuTeB nuTepatypatacnyyan Ha Oligellann-
(heKLym: NaLuMeHTH C OCHOBHO 3M0Ka4eCTBEHO 3a00nsBaHe Umm ¢ 06C TPy KU
Ha MUKOYHMTE MbTULIA.

MukpoOHuaT BuA 6e fokasaH ot VITEK 2, a aHTubuotnyHata yyscTeM-
TenHocT 6e TecTBaHa ¢ AMCKOBO Ay 3HMa MeTos Ha bayep-Kbpbu

Bunpekn ye Oligella ureolytika ce cunta 3a KOMEHcan Ha yporeHuTanHus
TPaKT, Ca OMMUCaHW Manko Cnyyau, B KOUTO TO3M MUKPOOPraHU3bM e npu-
YuHa 3a MH ey ns. MHOrokpaTHOTO My U30MnMpaHe B YMCTa KynTypaot
rbpno, KakTo M NONOXUTENHATA XEMOKY Ty pa HeABYCMUCTIEHO FOBOPY, Ye
BTO3MCIyYalToNe ETMONOTMYHMATareHT. bb p30TOMY noBnusBaHe ot
aHTMOMOTMYHOTO NeYeHNe N0ACKA3Ba, Y€ MUKPOOPTraHN3MbT € C Hucka na-
TOTEHHOCT M BMPYNEHTHOCT 1 HaW-BEPOATHO CE Kacae 3a EHAOTEHHO UH-
hekTupaHe.

Bb3MOXHO €, TOBa 1a € NbPBMAT onucaH cnyyaun Ha usonat Ha Oligella
ureolytika oT repno.

Kniowosu pymu: Oligella ureolytika, neBkemus, TpaHCNNaHTaLKS
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Results:Thelaboratory tests conducted demonstrateds evere aplasticanemia
andelevated CRP. Cerebrospinalfluid (C SF) evaluationshowed pleocytosis with
neutrophil predominance, hyperproteinorachia and hypoglycorrhachia. Multiplex
PCR was used for microbiological assessment of throat swab, CSF and blood.
Two types of viruses have been detected - Influenza AH1(2009) and Influenza
AH3fromthe pharyngeal swab and Listeriamonocytogenes from the CSF and
blood samples. The latter was also identified by conventional microbiological
methods. The bacterium showed sensitivity to all recommended by EUCAST
2019 antibiotics -ampicillin, benzylpenicillin, trimethoprim-sulfamethoxazole,
meropenem and erythromycin. Final diagnosis —Listeria monocytogenessepsis
with listerial meningo-encephalitis, flu and Hodgkin lymphoma.

Conclusion: The presented case reportshould draw attentiontothe wide
spectrum of infections that could be observed in immunocompromised
individualsandemphasizetheroleof rapid, accurateandcom plexmicrobiological
diagnosis.

Key word: Listeria monocytogenes, Influenza A VIRUS, immunosupression

37. ACASEREPORT:OLIGELLA UREOLYTIKA

INFECTION IN A B-CELL ACUTE
LYMPHOBLASTIC LEUKEMIA PATIENT
AFTER TRANSPLANTATION

M. Borisova, E. Popova, E. Georgieva, B. Mineva, K. Viahova, D. llin

National Hospital of Active Treatment of Hematological
Diseases, Sofia

Oligella ureolytika was isolated from throat and blood cultures from a B-Cell
Acute Lymphoblastic Leukemia patient. The patient is after a haploidentical al-
logeneic transplantation and is 59 years old. The patient’s profile corresponds
to Oligella infection cases described in the literature: patients with a malignant
disease or with urinary tract obstructions.

The type of bacteria was detected by VITEK 2 and the antibiotic sensitivity
was tested by Kirby-Bauer disk diffusion.

Although Oligella ureolytika is regarded as a urogenital tract commensal, it
isdescribedinasmall number of cases thattheinfectionwas caused by this
microorganism. Its numerous isolation as a pure throat culture and its positive
blood culture is clear evidence that it is the etiological agent. Its quick reaction
to the antibiotic treatment suggests its low pathogenicity and virulence. High
probability for an endogenous infection.

This couldbethefirst casefor Oligella ureolytikaisolationfromthroat cul-
ture.

Key words: Oligella ureolytika, leukemia, transplantation
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38. NPOYYBAHE HA BNUAHUETO
HA BENTBYHOTO HATOBAPBAHE
HA CPEJATA BbPXY UVC AE3UHOEKUUATA
B MPAKTUKATA

M. Hukonosa'., C. Mopdarosa', E. Anexcos’

" HaumoHaneH LEHTbp Mo 3apasHn W napasuTHu Gonecty

B nutepatypatacblyecTsyBar faHHU 32 HaMansBaHe eeKTUBHOCT-
TaHaUVC peanndekunsta npu Bucoko 6enTb4HOHaTOBapBaAHE Ha Cpefa-
Ta.Mopagun wupokataynotpeba Ha 6akTepuLMaHN NaMnyu B MEAULMHCKA-
TanpakTMka ce Npoy4u BAMSHUETO Ha OPTaHUYHOTO 3aMbPCABAHE BbPXY
KpaitHus edekT OT KOPEKTHO NPOBEAEHOTO 06nbYBaHe ¢ BakTepULMAHN
namnu. M3nuTBaHwsTa ca NpoBeAEHI B NabopaTopHi ycnosus ¢ Aa pede-
PEHTHN TecT-Wama - Enterococcus hirae u Candida albicans. O6mbyBaHeTo
enpoBeneHoc 30W bakTepuunaHanamna 3a15u20 muHy T, Pasnukatas
OTYETEHATA peAyKUMsiHaABaTaTECT-LUama, MOCTUrHaTanog AeicTaun-
eToHa pasnuyeH UVC MHTEH3NTETBYCNOBUS Ha HUCKO U BUCOKO BENTBYHO
HaTOBapBaHE HaCcpeaaTta He e CTaTUCTUYECKM 3Haunma.

KniowoBnaymu: Y B, nesunderuns, baktepuunaxu namnu, 6enTb4YHO Ha-
TOBapBaHe

39.MMYHONOIMYEH CTATYCHAHIV+JIULA,
AWATHOCTULIMPAHMU NMPE3 2018 TOANHA

P. Emunosa’, 5. Todoposa’, H. SHuesa?,
W. Enenkoe?, W. Anekcues®, P. [Jumumposa®, M. Hukonosa’

"HPJ1 no umyHonorus, HaumoHaneH UeHTHbp MO 3apasHu v napa-
3uTHu Bonectyn, Codus

2CBANUING ,npodh. MBaH Kupos*, Codomst
*HPI1 no XMB, HauuoHaneH LeHTBbP No 3apas3Hu ¥ napasuTHM

Gonectun, Codus

BuBepeHue. CBOEBPEMEHHOTO 3anM0YBAHE HA aHTUPETPOBUPyCHATa
Tepanus (APT) e ycnosue 3a 6bp3o notuckaxe Ha HIV-pennnkaunsta, orpa-
HUYaBaHe pa3MepuUTe Ha BUPYCHUSA pe3epBoap, CbXpaHABaHe Ha KMeTbYHUA
VUMY HUTET U HaMandBaHe Ha pucka OT npedaBaHe Ha uHekumuaTa. CbracHo
aKTyanHuTe eBPONECKYN M HaUMOHanHu ctanaapTu, APT Tpabea gacrtap-
THPaBb3MOXHO Hail-6bp30CNefNOTBbPKAABAHE HA AUArHO3aTa, HE3aBM-
cumo oT abcontoTHusa 6por Ha CD4 numdountute (CD4AC).

Len.lace oueHvn 06xBaLLaHETO C MMyHONOTUYEH MOHUTOPMHT 1 Tepa-
nus Ha HIV+ nuua, guardoctuumpann npes 2018r.

Marepuan u meToan. PeTpocnekTMBEH aHanns Ha JaHHU OT UMYHO-
NOTUYHUS MOHUTOPHHT, ocblecTeaBaH BHPIW, HL 3MB. CD4AC e onpe-
fenex dnoyuutomeTpuyHo nocpeacteom 4- color Multitest, TRUCount,
(FACSCanto I, BD).

Pesyntatu. OT HoBOOTKpUTUTE Npe3 2018r. 311 HIV+ nuua 301
UMaT MMYHOMOTNYEH CTATyC NPM NOCTaBAHE Ha Auarnosara. (97% cpewy
94%n80% npe3201712016r.,p<0.001)CD4AC e 6uncpepHo 339 knetku/
pl, kato fensT Ha HIV+nuua c CD4 AC > 350 e 43% (56% npe3 2017r.,
p<0.05),anuuatac CD4 AC <200 ca 33% (27% npe32017r., p<0.05).
Mpe3 2018r. BpeMeTo 0T NOCTAaBAHE Ha AuarHosata 40 perucTpupaHeTo
B nevebrn 3asedeHus (N13) e cpeano (muH. -makc.) 23(1-110) gHu B cpasHe-
Hue ¢ 25 (4-25) npe3 2017r. (p>0.05). [enbT Ha peructpupanute B 13 go

INOCTEPHA CECHA 3 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

38. IMPACTOFAPROTEIN LOAD ON THE
EFFECTIVENESS OF UVC DISINFECTION
CONDUCTED UNDERPRACTICALCONDITIONS BY

BACTERICIDALLAMPS

M. Nikolova M.", S. Yordanova', E. Alexov

"National Centre of Infectious and Parasiic Diseases

Some studies have explored that high proteinload in the environment
reduces the effectiveness of UV disinfection in healthcare facility. Inthe labora-
tory was established the impact of a bovine albumin on the effectiveness of UV
disinfection performed with bactericidal lamps. Tests were conducted with two
reference strains - Enterococcus hirae and Candida albicans. Irradiation was
carried out with a bactericidallamp 30W for 15 and 20 minutes. The results
show that the effectiveness of correctly carried out UV disinfection under practi-
cal conditions is not affected by high protein load.

Keywords: UV, disinfection, bactericidal lamps, high protein load

39. IMMUNOLOGICAL STATUS OF PERSONS
NEWLY DIAGNOSED WITHHIVIN 2018

R. Emilova’, Y. Todorova’, N. Yancheva?,
I. ElenkoV?, I. Aleksiev®, R. Dimitrova®, M. Nikolova'

"NRL on Immunology, National Center of Infecious and Parasiiic
Diseases, Sofia

2SBALIPP ,Prof. Ivan Kirov ,, Sofia

3NRL on HIV, National Center of Infectous and Parasitic
Diseases, Sofia

Introduction. Timely initiation of antiretroviral therapy (ART)is a prerequisite
forrapidly suppressing HIV-replication, limiting the size of the viral reservoir, pre-
serving cellular immunity and reducing the risk of transmission of the infection.
According tocurrent European and National standards, ART should be started
as soon as possible after confirmation of the diagnosis, regardless of the abso-
lute number of CD4 lymphocytes (CD4 AC).

Aim. Toevaluate the coverage withimmunological monitoring and therapy of
HIV + persons diagnosed in 2018.

Material and methods. Retrospective analysis of datafrom immunological
monitoring performedin NRLI, NCIPD. CD4AC were determined by flow cytom-
etry using the 4-color Multitest, TRUCount, (FACSCantoll, BD).

Results.In2018 out of 311 HIV +persons, 301 haveimmunological status
whenwere diagnosed (97% vs. 94% and80% in2017 and 2016, p<0.001),
anaverage CD4ACwas 339cells/ pl, asthe share of HIV +persons with CD 4
AC>350 was 43% <0.05), whereas with CD4 AC <200 were 33% (27% in
2017, p <0.05). In 2018 the time from diagnosis to registration in medical
facilities (MF)is average (min-max) 23 (1-110)days comparedto 25 (4-25)
in2017 (p>0.05). The share of those registeredin the MF untilthe 30" day
of diagnosis was 62%, and upto 60 days- 73%, withno significant change
compared t02017. When registered in the MF the share of HIV + persons with
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30neH oTnocTaBsiHE Ha AnaHo3aTa e 62%, ano 60 neH—73%, kaTto He
CeoTYNTaChLLecTBeHa npomMsiHa BcpaBHeHuec 2017r. lenbTHaHIV+
naunentuc CD4AC <200 npupeructpupane B 13 nnpusanoysate HaAPT
npe32018r. e buncvotBetHo 36% u 32% (cpewy 26% n 27%, CbOTBETHO,
npe3 2017 r.,p<0.05).

Usogu.Mpe3 nocnefHaTa rofuHa ce 3anassa noONOXMTENHaTa TEHE-
NS 33 CBOEBPEMEHHA OLLEHKA HA UMyHONOTUYHUS CTATYC U CBOEBPEMEHHO
obxBalaHe HaHoBOOTKpuTUTE HIV+ Nnuacbe agpaBHUrpuxu. Hesasucu-
MO OT TOBQ, BCE OLUE 3HAYUTENEH MPOLEHT OT MH(EKTUPaHUTE Ce OTKpU-
BaT B CbCTOSHWE Ha HanpegHan WUMyHeH geduuut.

Kniovosu gymu: HIV, APT, UMyHONOMMYEH MOHUTOPUHT

40. BE3CUMINTOMHO NMPOTUYALLIN
MAPA3UTO3U OTKPUTU NPU3AOBINKUTEINHU
NMPO®UNAKTUYHUN U3CNEOABAHUA

[1. Nopdarosa, W. Bukos, P. Muxatinos

CamocTOSATENHA MEAWKO AUarHocT uiHa nabopaTopus ,Pa-
myc* 00f, Codms

BcTpaHaTaceunsBbplBaT 3HauuTeneH 6poii pernameHTUpaHu npodu -
NaKTUYHWM M3CNeBaHNs 3a Napa3nTo3u, KakTo Cpef Aelata Taka u cpef
Bb3pacTHOTO HaceneHue. LjenTa Ha HacTOALETO NPoOyYBaHe € Aanokaxe
KoMnapasuTo3ncecpewat Hain-4ecTo NPUNPOdUNAKTUYHN M3CIEABAHUS,
TEXHUA eKCTEH3UTET W pasnpocTpaHeHue.A3non3saHun ca NbpPBUYHUTE
LaHHW OT npounakTuiHu uscnepnsanus 8 CMN ,Pamyc“ O0[ 3a netro-
guwen nepnog (2014-2018r). MpunoxeHun ca HaTUBHYK, 060raTUTENHN 1
UMyHoxpomatorpadcku MeTOAN, kakTo U cTaTucTuyecku 3a obpabotka
Ha MH(opMaLmaTa. M3BbpLueHn CanpodunakTuyHi nacneasaxms Ha 134 329
nuuaucaotkputn 1328 nonoxutendu (1%) 3a entepobuosa, nambnuosa,
BnacTouucTo3a, ackapuaosa, XMMEHONENUA03a v KpunTocnopuinaosa. Hait-
BMCOK OTHOCUTENEH AAn uMa eHTepobuosata 79,59% (n=1057), nambmu-
03ata 17,62% (n=234), 6nactoumnctosara 1,81% (n=24), ackapuposata
0,53% (n=7), xumexonenugo3sata 0,45% (n=6). OTkpUTH ca u CMECEHHM
WHBA3MM XMMEHONEeNuao3a v Nambnuosa, kakTo M ackapupo3a U eHTepobu-
03a 0,15% (n=2). EHtepobuo3aTa e no-yecta cpef Aeuata U HOWMTE
o100 19r. 91,36% (n=963) nno-manko cpea Bb3pactHute ot 20 g0
69r.8,89% (n=94). [uHamukataHaToBa3abonABaHe nokassaHapacTBaHe
npeanocneaHnTe 5ToauHN. 3a pasnukaoT eHtepobuosata, nambnuosarta
cecpella no-yectocpenBbapacTHoToHacenexue 74,36% (n=174). Acka-
puzo3ara v XuMeHonenuzo3ara ce Cpelar no-Ckopo kato cnyyaiHa Haxon-
kaB npoduNakTUYHUTE N3cNefBaHus. CMeCeHnTe NapasuTo3ncaoTkpuTu
B €[1HO HACENEHO MACTO C KOMNAKTHO POMCKO Hacenexue. Bcuyku otkpu-
TH NApa3nTOo3M Ca NeKyBaHW M CaChC NOCNEABALLM KOHTPOMHU U3CNeaBa-
Hus. MpoyyBaHeTonokasa, yeB 1% oTnpodunakTMYHUTE M3cneaBaHusCe
OTKpMBaT 6E3CUMNTOMHO NPOTHUYaLL 1 Napa3mTo3n. Hai- ronsm oTHo-
CUTENEH [N MMaT KOHTAKTHUTE Mapa3uTo3n eHTepobnosa npu euata
(91,36%) u nambnuo3a cpef Bb3pacTHOTO HaceneH e (74,36%) npu npodm -
nakTUYHM M3CcnefBaHuA 3anoctbneae BN u[lA, kakTo u3a nocTbnBawu
Ha paboTa B XpaHUTENTHM 3aBefEeHNS.

KniowoBu Oymu: napasuTosn, I'IpOCbMJ'IaKTMHHM n3cnenBaHusa
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CD4 AC <200 and at start of ART in2018were 36% and 32% (versus 26% and
27%, respectively,in2017, p <0.05).

Conclusions. Over the past year, the positive trend for a timely assessment
ofthe immunological status and timely coverage of newly identified HIV +
people with health care has been maintained. Nevertheless, still a significant
percentage of the infected are found in a state of advanced immune deficiency.

Key words: HIV, ART, immunological monitoring

40. ASYMPTOMATIC PARASITIC DISEASES
FOUND DURING PROPHYLACTIC
MEDICAL EXAMS

D. Jordanova, I.Bikov, R. Mihaylov

Independent medico-diagnostic laboratory ,Ramus® LTD, Sofia

Asubstantial number of required prophylactic examinations among children
and adults for parasitic diseases are performed in the country. Aim of our study
is to establish which parasitic diseases are most often diagnosed during pro-
phylactic medical examinations. Data used in theresearch were collectedin ‘Ra-
mus’ laboratory during 5 year period (2014-2018). Parasitological methods as
examination of wet smear, sample concentration techniques, immunologic and
immuno-chromatographic tests were applied. Collected data were processed
with descriptive statistics. Prophylactic examinations were performed on 134
329individuals and 1328 of them have been diagnosed as positive (1%). Of the
positive with enterobiosis were diagnosed 79,59% (n=1057), with giardiasis
17,62% (n=234), with blastocystosis 1,81% (n=24), with ascaridosis 0,53 %
(n=7) and with hymenolepidosis 0,45% (n=6). Mixed invasions, hymenolepia-
sis with giardiasis and ascariasis with enterobiosis were found in two patients
(0,15%). Pinworm infection was diagnosed more often amongchildrenand
adolescents between 0 and 19 years old (91,36%) (n=963) and less com-
monly among adults from 20to 69 years old (8,89%) (n=94). Data suggest
increas e in the incidence of enterobiasis for the past 5 years. In comparison to
it, giardiasis more often was found among adults 74,36% (n=174). Ascaridosis
and hymenolepidosis were rarely diagnosed and can be defined as sporadic
cases. The two mixed infections were diagnosed in one location inhabited by
acompact group of roma ethnic origin. Alldiagnosed cases received treatment
andthe patients were assignedforfollow-up medical examinations. Ourre-
search displays that during prophy lactic examinations in 1% of the patients were
found parasitic diseases with otherwise covert clinical symptoms. With high-
estincidence were community acquired infections such as enterobiasis among
children (91.36%) and giardiasis among adults (74.36%). Most of the medical
prophylactic exams were performed as a routine procedure before admission
toakindergarten or before admission toajob inthe food orhealth industries.

Key words: parasitosis, prophylactic exams
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41. MPOYYBAHE HA PA3NMPOCTPAHEHUETO HA
TOKCOKAPO3ATA CPEQ JIULIA, U3BBPLUBALLU
NPO®ECUOHAIHN OEUHOCTU, CBbP3AHU C
FOPUTE B BBJITAPUA (MbPBOHAYANTHU [OAHHW)

E. KvHesa', . Hukonos', 5. KaH0osa?

"HL3MB, Codust
2Bbyn Buo — HU3MB, Codus

Tokcokaposara e napaauTHo 3abonsBaHe, MPUYMHABAHO OT MUrpaLMATa
Y NoKanu3auUMATa Ha XUBOTMHCKA HEMATOZHM NapBu — OCHOBHO Ha Toxocara
canis W T. catiBOpraHuTe W TbKaHMTE Ha 4yoeka. OCHOBHMST HauuH Ha 3a-
pa3fBaHe € MoMblyaHeTO Ha MHBA3MOCMOCOOHYM fiia OT KOHTAMUHMPaHK
W3TOYHULM —NOYBM, BOMW, 3ENEHYYLIM U NNOZOBE. 3HayeHue 3a pasnpocTpaHe-
HMETO Ha TOKCOKAp03aTa MpW Xopata MMaT YCroBMATa Ha OKOMHaTa Cpefa,
0MapasnTeHOCTTa Ha XUBOTHUTE (OMALIHW W OMBM), KaKTO W HSKOM CO-
LManHo-MKOHOMIMY eCKI  (hakTopu — 0Bpa3oBaHue, HauuH W YCrOBUS HA KMUBOT.
MpoyyBaHMATa NO OTHOWEHWE Ha puCKoBW 3a 3abonsBaHETO Ipymu B
Bvnrapus ca orpaHuyeHn. Manko ce 3Hae 1 3a WUHBA3MPaHOCTTa Ha JuBMTE
KUBOTHM. ETO 3ali0 Len Ha HaweTo u3cnedBaHe e fda MmpoyyuM pasnpoc-
TpaHeHMeTO Ha TOKCOkapo3aTa Cped /uua, M3BbpLBAL NpOheCHOHaMHM
LEfHOCTH, CBbp3aHu ¢ ropute B Bbnrapus.

W3non3ganucacepymuunnpobu o133 nuua- 8cnyxutenuuaMHeturyT
3aropata-bAH, 16 paboTewu kato gbpBocekaym (6 o1 rp. Muramx n 10
oTc. Moubpexe) n 9 paboTHMLM B ropcku pascagHuk B rp. Nnosame, npe-
focTaBeHu HU oTkabuHeTa no Aneprus koM HaunonanHata PedepeHTHa
nabopatopus no UMyHONOrUS, KbAETO NPefBApUTENHO Ca U3CNedBaHn 3a
cneunduyHa aneprmyna ceHcubunusauma. M3cnensaxeTo 3a ToKCoKaposa e
U3BBPLIEHO CbCceponornyHu Metoan —ELISA IgG nW. blot.

PesyntatuTe nokasaxa BMCOKa CEPONO3MTUBHOCT 3@ TOKCOKApO3a Ha
nacneasanute nuua s ELISA-11(33.3%), v cbLwo TONKOBA B NOTBBLPAN-
Tentua metod Western blot - 11(33.3%). Moarpynute Ha AbpBOCEKaynTe
W paboTHULMTE B FOPCKA pascapHuk nokasaxa BMCOKA CEpONPeBAnEHTHOCT
- cboTBeTHO 45% 1 44.4%, xoeTo onpefens TexHuTe npodecun kato pu-
CKOBM 3a Tasu napasutosa. Macnegsanute cnyxutenu Ha MHcTutyTa no
ropata Gsxa C oTpuuaTeneH pesyntar.

MpoyyBaHUATa N0 OTHOLWEHNE PA3NPOCTPAHEHNETO Ha TOKCOKapo3aTa
[ONBNBAT ChLUECTBYBALMTE JaHHW B HAlaTa CTpaHa v UMaT 3HayYeHune
3a ONpefensiHe Ha pUckoBuTe HakTopy U yCNOBUATA HA TPAHCMUCUA HA
TOBa 3abonsBaHe.

KnioyoBu pymu: TOkcOKaposa, ceponosutuBHocT, ELISA, W. blot.

42. TEHWAPUHXO3ATA B BbJITAPUA
3ATNEPWOJMA 2008 -2017 FrOOUHA

M. BudeHosa', H. Lisemkosa’,
P. bopucosa’, U. PaiiHosa’, P. XapusaHos', A. MeaHosa'

'Orpgen MapasuTonorus u Tponuyecka MeauumHa, HaumoHaneH
LEeHTBbP Mo 3apasHn 1 napasutHu Bonectn (HUS3MB), Codwms

Llen Ha HacToAWOTO NPOyYBaHe € fa Ce aHanu3upa AuHamukaTa Ha
pasnpocTpaHeHNEeTo Ha TEeHNapuHxo3aTa (TeHMUL03a C NPUYUHUTEN
Taeniarhynchus saginatus) cped Hacenexuneto Ha bvnrapws, 3a nepuoga ot
2008 - 2017 roguHa.

INOCTEPHA CECHA 3 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

41. STUDY ON THE PREVALENCE OF
TOXOCARIASIS AMONG PERSONS ENGAGED IN
FORESTRY ACTIVITIES INBULGARIA

(INITIAL DATA)

E Kaneva', G. Nikolov!, Y. Kandova?

'NCIPD, Sofia
2BIO BIO - NCIPD, Sofia

Toxocariasis is a parasitic disease caused by migration and localization of
animal nematode larvae - mainly Toxocara canis and T. cati in human organs
andtissues. Mainway of infectionis throughingestionof invasive eggsfrom
contaminated sources - soils, water, vegetables and fruits. The spread of
toxocariasisamong humans dependsonenvironmentalconditions, thepresence
of parasites in animals (domestic and wild), and some socio-economic factors
- education, personal habits and living conditions.

Studiesonthegroups atrisk inBulgariaarelimited. Littleis known about
theinvasion of wildlife. Aimof ourresearch is to investigate the prevalence
of Toxocariasis among persons engaged in professional forestry activities in
Bulgaria.

Serum samples of 33 persons were used - 8 employees of the Forest
ResearchInstitute -BAS, 16 working as woodcutters (6 from Maglijand 10
from Poibrene) and 9workers in aforest seed plotin Plovdiv, provided to us by
the Allergy Cabinet at the National Reference Laboratory of Inmunology, where
they were first tested for s pecific allergic sensitization. Toxocara-investigation
was performed with serological methods -ELISA IgG and Western blot.

The results showed a high Toxocara- seropositivity for the subjects
tested in ELISA - 11 (33.3%), and in Western blot confirmation method 11
(33.3%). Subgroups of woodcutters and workers in a forest seed plot showed
high seroprevalence for Toxocariasis - 45% and 44.4%, respectively, which
determines their professions as being at risk forthis parasitic disease. The
surveyed employees of the Forest Research Institute had a negative result.

Research on the prevalence of Toxocariasis complements existing data in
our country and is important for determining the risk factors and transmission
conditions of the disease.

Key words: Toxocariasis, seropositivity, ELISA, W. blot.

42. TAENIARHYNCHOSIS IN BULGARIA
FOR THE PERIOD 2008 -2017

M. Videnova', N. Tsvetkova',
R. Borissova', |.Raynova', R. HarizanoV, A. Ivanova’

" Department of Parasitology and Tropical Medicine, National
Center of Infeciious and Parasic Diseases (NCIPD), Sofia

Theaimofthe presentstudyistoanalyzethe dynamics ofthedistribution of
taeniarhynchosis (caused by Taeniarhynchus saginatus)among the population
of Bulgaria for the period 2008-2017.
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Matepuanu u meTogun. AHanusbT e n3roTBeH Ha 6asarta Ha nabopa-
TOPHU M KTMHUYHA JaHHV 33 QUATHOCTULMPAHW W NEKyBaHW NaLUeHTH ¢
TeHnapuHx03aBOMNTM koM HL 3MB, kakTonHa faHHN OT €NUAEMUONOTNY -
HM NPOYYBaHMA HANOTBBPAEHM ClyYau, U3BbpLBaHHK 0T P3W, cbrnacHo ¢
JeiicTallata HopmaTueHa ypenba BCTpaHaTta.

Pesynratu. 3a npoyyBaHus 0T HAC NepMOfA, CNyyan Ha TEHUAPUHX03a
CayCTaHOBEHW Ha TepuTopusiTaHa 21 obnacTu Ha cTpaHata, npu 215
nuua. Tpute 0bnacTu ¢ Ha-ronsim Bpoit perucTpupaHin cnyyan B pamku-
TeHauenuanepuogcallymen -14%, Mnosaue-14% u Masapaxuk-7%. lo-
mmwnara sabonaemoct sapupa ot 0.63 %, (2008 r.) no 0.23 %, (2017
), kato cpegHaTa 3abonsemocT 3a MpoyyBaHUS NEpUOS 3a CTpaHaTa e
0,37%,,, 3abonasaxeTo npesanupacped nuuata o1 xexckunon (55.3%),
a pasnpedeneHveTo No Bb3pacT NOKA3Ba 3HAYUTENHO MO-BUCOKO 3acAraHe
Ha Bb3pacTHuTe (83.3%) cnpAmo rpynata Ha geuata W nogpacTBalluT e
(16.7%). Hai 3acernaTu casb3pactosute rpynu 35-39r.(13.49%) n 55-
59 1. (13.02%). OnapasuTexuTe nULa C pasnuyeH 0T BbATapC Kus eTHUY eCky
npousxog npeactaBnsasat 54%.

3aknioyeHue. [laHHWTE OT HALLEeTO NPOyYBaHe NOKa3BaT, Ye Makap
CNOPafNYHO CAyYal Ha TEHUAPMHX03a CE PErUCTPUPAT EXEr0fHO B CTpa-
HaTa. TAXHOTOPa3NpoCTPaHeHue e Hal-BUCOKO B PErnoHnc nobpe passu-
TO YaCTHO XMBOTHOBBACTBO M BUCOK OTHOCUTENEH ASAN Ha KITaHHNYEH
MecofobvB B AOMALHN YCROBUA U Be3 BETEPUHAPHO-MEQULMHCKM KOHTPON
Ha fo6MT0TO Meco. 3a eHAEMUYHOTO Pa3NPOCTPaHEHUE HA TEHUAPHUHXO-
3aTa B CTpaHaTa cnocobcTBat OCHOBHO HefobpuTe 34paBHU NO3HAHMSA
Ha Hacenexuero, cnocobCTBALLM KOHTAMUHALMATA HA OKONHATa Cpefa ¢
YOBELUKN EKCKPEMEHTU MBB3IMOXHOCT 3a3apa3saBaHe Ha MeXAUHHUTE roc-
TONPUEMHULU, KOHCYMaLuATa Ha Hedobpe TepMuyHO 06paboTeHn MECTHY
NPOZY KT, NPOU3BEAEHN B AOMALLH W YCNIOBMS W NPONYCKM BbB BETEPUHAPHO-
MELNLMHCKWS KOHTPON.

KnioyoBu mymun. TeHMapuHxo03a; 3abonsemMocT; eHOeMWU4HOCT

43. KOATYNA3A-HETATUBHU CTA®UJIOKOKK BbB
BNATAJIMLLUETO-KOJTOHU3ALIUA
NN UHOEKUUNA?

T. epmerdxues®? P. Paliyesa ° 3. Pauykoscka?, M. MypOxeea'?

'Kategpa no Mukpobuonorus u MmyHonorus, ®apmaueBTuyeH
takynteT, MeauumHckn YHusepcutet, [lnosavs

2 JlabopaTopus no Mukpobuonorus, Bupyconorus u imyHono-
rusi, YMBAI ,Cg. l'eopru”, Mnoeane, bvnrapus

*Kategpa no CounanHa meguuuHa u obliectseHo 3gpase, da-
kynter no ObwecrBeHo 3gpaBe, MeauunHCKN YHMBEpCUTET
[nosavB

Llen: [la ce npoyuu BAOBUS CbCTAB Ha koarynasa-HeraTusHUTE CTa-
(unoKok1 M30NUpaHK OT BNAranuLLHyM CeKPeTH 1 Bpb3kaTa UM C BRaranuiy -
HaTa MHMeKuus.

Marepuan u meTogu: lMpoyusarce 91 BnaranuwiHu cekpeTn o165
OpemeHHN 1 26 HebpeMeHHM XeHu, nauneHTkn Ha KnuHukatano Akywep-
cTBO UM runekonorus kom YMBAN ,C.leopru’, Mnosams. MN3non3gar ce
aTomatu3upann (MALDI-TOF MS) u KOHBEHLMOHAMHU MUKDOBUONOTMYHMU
MEeTOAM 33 MLEHTU(UKALNS, KaKTO UCKOPOBYU CUCTEMM 33 IMArHOCTUKA Ha
WH(EKLUMO3HUTE BarvHUTY.

Pesyntatu: OT koarynasa-HeraTuBHUTE CTadUIOKOKK, HaR-4eCTo
ce usonupar Staphylococcus haemolyticus - 55(60.44%), Staphylococcus
epidermidis - 27(29.67% ) v Staphylococc us hominis 5(5.49%). [aHHu 3a neko
W yMepeHo M3paseH aepobeH BarmHMT ce ycTaHossiBaT npu 37(40.66%) ot

80

Materials and methods. The analysis is based on laboratory and clinical
data for diagnosed and treated patients with taeniarhynchosis in OPTM at the
NCIPD, aswell as data from epidemiological studies carried out by RHIs in ac-
cordance with the currentlegislationin the country.

Results. Forthe studied period, cases of human taeniarhynchosis have been
establishedintheterritory of 21regions ofthecountry, with215 diseased per-
sons. Thethree areas withthehighest number of reported cases during the
whole periodwas Shumen - 14%, Plovdiv - 14% and Pazardzhik - 7%. Annual
morbidity ranges from 0.63per 100,000 (2008)t00.23 per100,000(2017),
with the average morbidity for the surveyed period at 0,37%,,, The prevalence
was higher among female subjects (55.3%), and the distribution by age showed
asignificantly higher incidence of elderly (83.3%)comparedtothe group of
children and adolescents (16.7%). Most affected were the age groups 35-39
(13.49%)and 55-59 (13.02%) years. Patients of different ethnic origin from the
Bulgarian one represent 54%.

Conclusion.Datafrom ourstudy showthat evensporadic cases oftaenia-
rhynchosis are reported annually in the country. Their distribution is highest in
regions with well-developed private livestock farming and a high relative share
of slaughter meat production athome and without veterinary control of the m eat.
Poorhealthknowledge ofthepopulationcontributeto environmentalcontamina-
tion with human excrement and possibility for infection of intermediate hosts,
consumption of uncooked domestically home-made products and omissions in
veterinary health control mainly contribute to the endemic s pread of taeniarhyn-
chosis in country.

Keywords. taeniarhynchosis; morbidity; endemicity

43. COAGULASE-NEGATIVE STAPHYLOCOCCI
IN THE VAGINA - COLONIZATION
OR INFECTION?

T. Dermendzhiev*?, R. Raycheva®, Z. Rachkovska?, M. Murdjeva’?

' Department of Microbiology and Immunology, Faculty of
Pharmacy, Medical University of Plovdiv

2L aboratory of Microbiology, Virology and Immunology, UMHAT
.St George®, Plovdiv, Bulgaria

* Department of Social Medicine and Public Health, Faculty of
Public Health, Medical University of Plovdiv

Objective: Tostudy the composition of coagulase-negative staphylococci
isolated from vaginal swabs and their association with vaginal infection.

Material and Methods: We havetaken 91 vaginal swabs from 65 pregnant
women and 26 non-pregnant women, patients of the Obstetrics and Gynecology
Clinic of UMHAT ,St. George®, Plovdiv. Automated (MALDI-TOF MS)and
conventional microbiological identification methods, as well as score diagnostic
systems for infectious vaginitis were used.

Results: The most oftenisolated from the coagulase-negative staphylococci
were Staphylococcus haemolyticus — 55 (60.44%), Staphylococcus
epidermidis - 27(29.67%) and Staphylococcus hominis 5(5.49%). Dataon
mild and moderate aerobic vaginitis were found in 37 (40.66%) of the subjects
surveyed. In24(64.86%) of womenwithaerobic vaginitis, the conditionwas
associated with a massive presence of Staphylococcus haemolyticus in the
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uscnensanute. Mpu 24(64.86%) o1 xeHute ¢ aepobeH BaruHuT, CbCTOA-
HWETO Ce acoLmMMpa ¢ MacuBHO npuchCTaue Ha Staphylococcus haemolyticus
BbB BNaranuHus cekper. Benukwn wamose Staphylococcus haemolyticus ce
M30MMpaT OT BRaranuiLHUTE CEKPETU Ha BpEMEHHMN.
akmouenue: OT koarynasa-HeraTuBHUTE CcTadunokokn Staphylococcus
haemolyticus ce u3onupa Hai-4ecTo OT BRAranuLyHUA CEKPeT, KakTo Ha
3npait BpemeHHu, Taka v oT BPEMEHHN XeHM CHaHHM 32 aepobeH BarMHuT.
KnioyoBM mymu: koarynasa-HeraTuBHU CTaQMNOKOKM, BRaranuiieH ce-
KpeT, aepobeH BarvHuT.

44, Bb3MOXHOCTU HA MYNTUNJIEKCEH PCR
B BbP3ATAUAEHTU®UKALIUA HA MATOMEHU
OT XEMOKYNTYPU

I". lleneeposa ', B. Kupuna "2 E. Xpucmosa *
M. Mempos ', M. Mypdxesa *?

'Kategpa Mukpobuonorns u umyHororus, ®dapmaLeBTuyeH
takynteT, MeauumHckn yHuBepcuteT — [noBams;

2 [labopaTopua no Mukpobuonorns npu YMBAI ,Cs. Meoprun“—
MnoBauB;

*Kategpa CoupanHa meguuuHa U oblecTBeHo 3gpase, Pakyn-
TeT no ObwecrBeHo 3gpaBe, MeaguuwHckM yHUBEpCUTET —
MnosauB

BuBege Hue: i feHTMMKALMATA HA MUKDOOPTAaHN3MUTE OT MONOXMTEN-
HMXEMOKYNTYPUC PYTUHHU METOSM OTHEMA BPEME U TOBA MOXE [1a 40BE-
[ie JOHeafekBaTHaHayanHaTepanus, pasBuTue Ha aHTMBMOTUYHA pesuc-
TEHTHOCT, Y AbNXeH DONHUYEH NPECTOl, yBENMYaBaHE HA MEULMHCKNTE
pasxo4n W40 MOHWKABaHe NPEXMBAEMOCTTA Ha NaUMEHTUTE.

Lien: [la ce npoyyar Bb3MoxHocTUTe Ha myntunnekced PCR (mPCR) 3a
[eTeKUM Ha bakTepuanHu natoreHu M OTKUBAHE HA TeHW 3a Pe3nCTEHT-
HOCT, AMPEKTHO OT MONMOXMTENHM XEMOKYNTYpU B pamkuTe Ha 70 MUHYTH.

Matepuanu nmetogn: C nomolyta Ha mynTunnekceH PCR(FilmArray,
Biomerieux, France) 6sxa uacnefsatu 59 noauTvBMpani XemokynTypu OT aB-
ToMaTuaupaHa cucrema BactAlert. MMonyyenute matepuanu 6sxa ot xoc-

NUTanu3MpPaHN NaUMeHTH CKAMHUYHW ¥ NabopaTOPHM [aHHM 3 CENTUYHO
CbCTosHMe. Pesynratute 6Xa CPaBHEHW CPYTUHHM BUOXMMUYHYM MeTOaM,
nonyaBTOMATU3MPaHW W aBTOMaTU3MPaHU CUCTEMYU 3a MUKpoBHA wuaeHTU-
(ukaumua. AHTUBMOTMYHATA YYBCTBUTENHOCT Ce ONpefensiue upes ucko-
BO-avbyanoHHMa MeTog Ha bayep-Kbpbu uc MIC ypes aBToMatvsupaxata
cucrema VITEK-2 Compact. Cramuctuveckata o6paboTka Ha [aHHUTE

BKMKYBALLE [JECKPUNTMBHA CTATUCTUKA, HENapameTpuyHW TecToBe 3a
npoBepKa Ha xunoTesara, ctatuctudeckn naket SPSS (Bepcusi19) m
Microsoft Excel.

Pesyntatu: Mpu 84,7% ot nacnensanute ¢ mPCRNONOXMTENHM Xe-
MOKYNTYpU pe3ynTaTuTe ce NOTB bPANXa C KNacu4YecknTe MeToam 3a
naeHTudukaumna. B octananute 15,3% Hece ycTaHOBUXA MUKDOOPraHu3-
mnc mPCR, TbiikaTo TE HE Ca BKNIOYEHN B criekTbpaHaTecTa. Cpefn
[oka3aHuTe eTnonorniHu areHtuc mPCR Mpam-nonoxutennute (40,4 %)
fomunmpat Hap lpam-otpuuatentute (40,3 %), cnegsanu ot Candida spp.
(19.3 %). Acouunpanu kpbBHYM UHdekummnceycTanoBuxa B 11.9%. B wecT
ot cnyyauTe (10.2%) ¢ mPCR 6bp3o 65xa [oKka3aHy reHu, KoaupaLLm peauc-
TEHTHOCT KbM aHTHEMoTUUM (KPC, mec/A, vanA/B), kouto ce noTBbpaM-
Xa M4Ype3n3non3BaHnTe CTaHAapTHY METOAM 32 ONpeensiHe HaaHTubuo-
TMYHA YYBCTBUTESTHOCT.

3akmoverue: FilmArray Blood culture mPCR e ToueH TecT 3a Obp3a
MOEHTU( MKALMS HA NaTOreHW W TeHW 3a PENCTEHTHOCT [MPEKTHO OT no-

INOCTEPHA CECHA 3 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

vaginalswab. All strains of Staphylococcus haemolyticus areisolatedfrom
pregnant vaginal swabs.

Conclusion: From the coagulase-negative staphylococci Staphylococcus
haemolyticus is most often isolated from the vaginalswabs of both healthy
pregnant women and pregnant women withaerobic vaginitis.

Key words: coagulase-negative staphylococci, vaginal swabs, aerobic
vaginitis

44, MULTIPLEX PCR FOR RAPID
IDENTIFICATION OF PATHOGENS
INPOSITIVEBLOOD CULTURES

G. Lengerova ', V. Kirina *?, E. Hristova *,
MM. Petrov ', M. Murdjeva®?

' Department of Microbiology and Immunology, Faculty of
Pharmacy, Medical University — Plovdiv

2 Laboratory of Microbiology and Immunology, St George
University Hospital, Plovdiv, Bulgaria

% Department of Social Medicine and Public Health, Faculty of
Public Health, Medical University — Plovdiv

Introduction: The identification of blood cultures by routine methods takes a
long time and this canlead toaninappropriate initial therapy, the development of
resistance to antibiotics, a prolonged hospital stay, increas ed medical costs and
reduced survival of patients.

Aim: To explore the capabilities of the multiplex PCR (mPCR) for rapid
detection of bacterial pathogens and resistance genes directly from positive
blood cultures for 70 minutes.

Materialand methods: Multiplex PCR (FilmArray, Biomerieux, France) was
applied on 59 positive blood cultures from the BactAlert automated system. The
specimens were collected from hospitalized patients with clinical and laboratory
data of SIRS. The results were compared with routine biochemical methods,
semi-automated and automated microbial identification systems. Antibiotic
sensitivity was determined by disk -diffusion method (Bauer-Kirby) and MIC
(VITEK-2 Compact automated system). Statistical data processing included
descriptive statistics, nonparametric analysis for testing hypotheses, using
SPSS (version 19) and Microsoft Excel.

Results: [n 84.7% of positive blood cultures tested with the mPCR, the
results were confirmed by the classic identification methods. Inother15.3 %
casesnomicroorganisms werefoundby mPCR. Thiswas duetothefact that
not all microorganisms are included in the test spectrum, but routine methods
identified other bacteria. Among the mPCR detectedpathogens, Gram-positives
(40.4%) predominated over Gram-negative (40.3%), followed by Candida spp.
(19.3%). Associated blood infections were found in 11.9%. In six of the mPCR
cases (10.2%) antibiotic resistance genes (KPC, mecA, van A/ B) were detected,
which were confirmed by the standard antibiotic susceptibility methods used.

Conclusion: The FilmArray Blood Culture Panel is an accurate test for rapid
identification of pathogens and resistance genes directly from positive blood
cultures. It enables simultaneous detection of more than one pathogen in the
specimen. Reducedidentificationtimehelpsto initiate an adequate antimic robial
therapy thus preventing complications or alethal outcome in patients.

Key words: blood cultures, multiplex PCR, rapid microbiological identification
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NOXUTENHN XEMOKY NTYpH, C Bb3MOXKHOCT 38 €iHOBPEMEHHA AeTEKLMA Ha
noBeyYe 0T eAuH NaToreH B Matepuana. CokpalaBaHeTo Ha BpeMeTo 3a
WEEHTU(UKALUS cnoMara 3a CTapTMPaHeTo Ha afeKBaTHa aHTUMUKPOG -
Ha Tepanus M npeaoTBpaTABAHE HA NETANeH N3XOA UMM YCNOXKHEHNS NPy
nauMeHTuTe.

Kniowosn aymu: xemokyntypu, myntunnekcen PCR, 6bp3a mukpobuono-
TMYHa MaeHTdMKaLms

45. MOJNIEKYNAPEH METO[ 3A OMNMPEAEJNIAHE HA
AHTUMUKPOBHA PEBUCTEHTHOCT HA HAKOU
BMOOBE HETYBEPKYJIO3HU MUKOBAKTEPUU

}0. Amaracosa, A. Batikosa C. Mlopdarosa, E. bayuticka

HauuoHanHa pecepeHTHa nabopaTopus no Ty6epkynosa
HaunoHaneH UEHTBP NO 3apasHu M napasuTHU Oonecty

Lien: BuBexaaHe Ha HoB MonekynspeH aHanua (GenoType NTM-DR) 3a 6bp-
30 OTKpUBAHE Ha ecTeCcTBEHa M npuaobuta pe3nCTEHTHOCT KbM MaKpo-
MMM W aMUHOTMMKO3MAM B KIMHUYHO 3Hauymmu Bugose HTM (M. abscessus
(subsp. abscessus, bolletii and massiliense), M. chelonae u npeacTasuTem-
Te Ha M. Avium complex (M. AviuM, M. intracellulare w M. chimaera).

Matepuanu u metogu: JHK ekcTpakums OT M30NMUPaH Liam Ha TBBbP-
[a Ny Te4Ha XpaHUTeNHa CPefa, NoCneBaHa OT MONEKypspHa MAEHTH-
(ukaumnaypesuanbnHexneto Hatectosete Mycobacterium CM/AS (Hain
LifeScience). OcbuectsssaHeto Ha NTM-DR, BkmoyBa amnaudgmkaums Ha
cneLMduIHM ONMTOHYKNeOTHAM, nocnedsaHa ot obpatHa xubpuausaums.
KOHTpon®bT Ha Ka4yecTBOTO BKIIKOYBA M OTpULATENHA KOHTpOna.

Pesyntat: TECTbT KOPEKTHOTO UAEHTUDULMPA KMUHUYHO 3HAY M-
mu 6bp3opacTawm sugose HTM kakTo u npegctaButenute Ha M. avium
complex BkmoyuTenHo, u M. chimaera -6nnskopoacTeeH fo M. intracellulare
BW, CBbP3BaH C MHBA3WBHW CbPAEYHO-CHAOBU MHDEKLMM.

Pe3uCTEHTHOCTTa KbM aMUHOTMINKO3NAMN CEONPeAensypes OTKpUBaHe
Ha MyTauuu B rrsreHa.

MakponuaHa pe3ucTeHTHOCTCE JOKa3BaYpe3AeTeKL S HaHal-4ecTH-
Te MyTaumu B rrireHa, anpu Bugose M. abscessus Berm [41] reH.

TectsT e BbBedeH BHP noTh, HU3MB npe3 M. Hoempu 2018r. Ypes
Hero e onpefeneHa aH TUMUKP OBHaTa YyBCTBUTENHOCT Ha L aMOBE OT
nauMeHT C gokasaHa abarorogniwHa HTM MHAEKUMA 1 Ha KOHTPOMEH  LuaM
M. abscessus subsp. massiliense, nonyyeH oT Instand e. V. [Jokasaxa ce: no
emuH wam M. abscessus subsp. abscessus u M. intracellulare ¢ makponmgHa
peaucTeHTHoCT. [la wama M. AVIUM u M. chelonae ce onpegenaiT kaTo
YYBCTBUTEMHN KbM MAKpOTMZM W aMUHOMUKO3N M.

3akntoveHne: 3anpbB NbTB bbnrapus ce BbBeAE TeCT 3a ONPefensiHe
Ha nekapcTBeHayyBcTBMTENHOCTHA HTM wamoBe. [penopbyBa ceBKOH-
TEKCTa Ha [joKasaHa Wy peuuamBupalia MHGeKUms.

Kniowosu gymu: HTM, T4, NNA

BrarogapHoctn. Tosa npoyysaHe 6enposeneHo, bnarofapexue Habes-
Bb3Me37HO NpeAoCcTaBeHUTe anapatypa U TeCTOBE N0 Nporpamute, Gu-
HaHcupaHa ot [nobankus donp 3a 6opba cve CTINH, Tybepky nozan manapus
B bvnrapus: BUL-607-G02-T; BUL-809-G03-T; BGR-T-MoH, 2015-2018

82

45. MOLECULARMETHOD
FOR DRUG SUSCEPTIBILITY TESTING
IN NONTUBERCULOUS MYCOBACTERIA

Y. Atanasova, A. Baykova, S. Yordanova, E. Bachiyska

Natonal Reference Laboratory of tuberculosis
National Center of Infectious and Parasiic Diseases,

Purpose of the study: is to apply a new molecular approach (GenoType
NTM-DR) for the rapid detection of natural and acquired resistance to mac-
rolides and aminoglycosides in clinically relevant types of NTM (M. absces-
sus, M. chelonae and M AviuM complex (M. AviuM, M. intracellulare and M.
chimaera).

Materials and Methods: DN A extraction from of strain from solid or liquid
media followed by molecular identification by performing Mycobacterium CM/
AS (Hain LifeSciences) assays. The implementation of NTM-DR involves the
amplification of specific oligonucleotides followed by reverse hybridization.
Quality control also includes a negative control.

Results: The test allows the correct identification of clinically significant
rapid growing NTM as well as of M. Avium complex including identification of
M. chimaera - species related to M. intracellulare associated with invasive car-
diovascular infections.

Resistance to aminoglycosides is determined by detecting mutations in the
Irs gene.

Macrolide resistance is demonstrated by detecting the most common muta-
tionsinthe rrigene, andinM. abscessus speciesintheerm[41] gene.

The testwas introduced inNRL of tuberculosis, NCIPD in November 2018.
We apply this molecular DST test to strains of patients with proven prolonged
NTM infection. We used control strain M. abc essus subsp. massiliense obtained
from Instand e. V.

We obtain the next results: macrolide resistance - by one strain of M. ab-
scessus subsp. abscessus and M. intracellulare and strains sensitive to 2 target
group antimicrobial agents: M. Avium and M. chelonae.

Conclusion: Forthefirsttimein Bulgaria a drug susceptibility test of NTM
strains is introduced. Itis recommended in the context of aprovenorrepetitive
infection.

Keywords: NTM, DST, LPA

Acknowledg em ents: This study was conducted thanks to the equipment and
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46. MMKPOBUONOIMYHAXAPAKTEPUCTUKA
HA MYNTUPE3UCTEHTHA TYBEPKYJIO3AB
BBJIFTAPUA MPES3 2018 TOOUHA

A. balikosa, E. bayulicka,
0. Amanacoea, C. MopdaHosa, M. MuHkosa

HaumoHareH LeHTHp Mo 3apa3Hn 1 napasuTHW Gonecty
(HU3MB), rp. Codous
HawoHarHa pedhep eHTHa nabopaTopus no Tybepkyrosa (HP1 TE)

Len: flace npoyun MukpobuonornyHata xapakTepucTuka Ha Myntupe-
3UCTeHTHN Wwamose M. tuberculosis B bbnrapus npes 2018r.

Marepuanuu metopu: Mpe3 2018r. s HPNTno Tybepkynosa, HL3Mb baxa
notebpaeHn 25 MDR-TB cnyyas ot usnata cTpaHa. [auneHTute bsxa Ha
Bb3pacTMexay 191 71 roguHn (cpegHo45r.),0TTaX 17 MbXeN 8eHu.
Wsonupaxuca ot 6enonpobeH matepuan: 23 oTxpayka u 2 o1 BAJL. 3a onpe-
pengHeHaMDR-TBe usnonssaH peHOTMNEH TECTC aBTOMATU3NPaHacuc-
Tema BACTECMGIT 960 v moneky napeH TecT GenoType®MTBDRplus (HAIN,
Lifescience)saoTkpusaHenamyTauunsrenute:rpoB, inhAnkatG. TN kb m
BTOpW pef npenapatv eonpegeneHa no gBata MeToga.

Pesynratu: [lokasarm 69xa25 MDR TB wama ypes geHotunHo TNY. O1
1ax 60% (n=15) ca peancteHTHM kbM HRSE, 16% (n=4) pesucTeHTHU
kbM HRE, 12% (n=3) peaucteHTH1 KbM HRS 1 12% (n=3) peancteHt-
HUKkbM HR. MyTauusaTas rpoB reHa, onpefensilapesMcTeHTHOCT KbM
Pudamnuuun e S531L8100% oTcnyyaute. M3oHuasngoBatapesncTeHT-
HocTB56% (n=14)ceabmkuHamytauma C 15T BinhArena, 8 32% (n=8)
Ha myTauus S315T1 BkatG rena, 8 8% (n=2) -na C15T u S315T. B eaux
Lam He e ycTaHoBeHa MyTaums B inhA n katG. 40% (n=10) or MDR-TB
LamoBeTe ca (PEHOTUMHO PE3UCTEHTHW KbM NpenapaTti OT BTOpU peq
- 6 KbM (nyOPOXMHOMOHN M 3 KbM MHKEKLMOHHW NpOTMBOTY Bepky No3HM e -
kapctea oTBTOpM ped. Kato XDR e onpegened 1 wam. Mytauus A90V 8
gyrArena bewe otkputaB 83% (n=5), aD94G -8 17% (n=1). MyTayusra
A1401G B rrsreHa ce cpelyaB 2 OT Cy4auTe, pe3UCTEHTHU KbM aMi-
HOFMMKO3UAM W UMKNWYHM NenTugw.

akntovenue: Mpe3 2018r. 8 bvnrapus canotebpaexn 25 MDR TB. de-
HOTMNHATa U reHeTuYHaTa xapakTepuctuka Ha MDR-TB wamose e ot
ChULECTBEHO 3HAYEHMe 3a ONpefiensHe Ha HaBPEMEHHaTa W afiekBaTHa Te-
panusi Ha nauueHTuTe.

KniovoBu gymu: MDR - TB, T4

BnaropapHocTh. ToBa npoyyBate 6enposeseHo, bnarogaperue Habes-
Bb3ME3[HO NPEJOCTABEHNUTE anapaTypa U TECTOBE N0 nporpamute, u-
HaHcupaHa ot nobanHus doHp 3a 6opba cve CTINH, Tybepky no3an manapus
B bwrapus; BUL-607-G02-T; BUL-809-GO3-T; BGR-T-MoH, 2015-2018

INOCTEPHA CECHA 3 300AHTPOTIOHO3U C EIIMAEMMUYEH PHUCK. PA3HI.

46. MICROBIOLOGICAL CHARACTERISTICS OF
MULTIDRUG RESISTANT TUBERCULOSIS IN
BULGARIA IN 2018

A. Baykova, E.Bachiyska,
Y. Atanasova, S. Yordanova, M. Minkova

National Center of Infectious and Parasitic Diseases (NCIPD),
Sofia

National Reference Laboratory for Tuberculosis (NRLTB)

Purpose: To study the microbiological characteristics ofmultidrug resistant
M. tuberculosis strains isolated in Bulgaria in 2018.

Materialsand methods:In2018,intheNRLTB,NCIPDwereconfirmed
25 MDR-TB cases from all over the country. Patients were between 19 and 71
years old (on average45years), of whom 17weremen and 8were women.
Isolated from pulmonary material: 23 sputum and 2 BAL. MDR -TB was deter-
mined using phenoty pic test BACTEC®MGIT 960 System. Mmolecular method
LPA, GenoType®MTBD Rplus (HAIN, Lifescience)was us ed to detect mutations
in the genes: rpoB, inhA and katG. DST to second-line drugs was determined
by both methods.

Results: There were defined 25 MDR M. tuberculosis strains using the con-
ventional DST. Resistance to HRSE were 60% (n=15), 16% (n=4) resistance
toHRE, 12% (n=3)resistancetoHRS and 12 % (n=3)resistance to HR. The
mutation in the rpoB gene that determines resistance to Rifampicin was S531L
in 100% of cases. The Isoniazid resistance was associated with the C15T mu-
tationintheinhA gene - 56% (n=14), withthe S315T 1 mutationinthe katG
gene -32% (n=8) and simultaneously tothe C15T and S315T1 mutations - 8%
(n=2).Inonestrain was not detected mutationininhAand katG. 40% (n=10)
of the MDR-TB strains were phenotypic resistant to second line drugs: 6 were
resistant to fluoroquinolone (s) and 3 -totheinjectable secondline drugs. One
strain was XDR-TB. Mutation A90Vinthe gyrA gene was detected in 83% (n=5)
andD94G - 17% (n=1). Mutation A1401G in rrs gene was detected intwo
cases resistance to the injectables.

ConclusionWere confirmed 25 MDR-TB cases in Bulgariain 2018. The phe-
notypic and genetic characteristics of MDR TB are essential for determining
timely and adequate therapy for patients.

Key words: MDR-TB, DST
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