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Pesiome:

MoHorpadusita pasriexaa pacTeHUsITa KaTO aJTepHATUBHU TOCTONPHUEMHHIIM Ha KPbCTOCAHUTE
MaTOT€HU M TMpenocTaBs HWH(OpMalMs OTHOCHO NPEANOCTaBKUTE 3a BB3HUKBAaHE Ha HOBU
OMOJIOTMYHM ONACHOCTH B pacTUTENHUTE XpaHu. DOKyCchT € HacOouyeH KbM Ta3u 4acT OT Haii-
pasnpoCTpaHeHUTE YOBEIIKU U PACTUTEIHH MATOTE€HU, KOUTO MMAaT T€HETUYEeH NMOTEHLHUAN Jla ce
aJanTupar KbM pa3IMyHU OWOJIOTUYHH TOCTONPUEMHUIM, KOETO € OT KJIIYOBO 3HAueHHE 3a
TeXHUs ycnex. B KpaTpK IUIaH ca NpEeICTaBeHW IIbTUINATA 332 BBBEXK/JAHE HA NATOICHUTE B
pacTuTenHaTa cpefa U (akTopuTe, BIUSCIIM Ha TAXHATa MpexuBsieMocT B Hes. [lokazaHo e, ye
KPBCTOCAHUTE MMATOIEHU €A B ChCTOSIHME HE CaMO aKTHBHO J1a B3aMMOJECHCTBAT C PACTEHUATA, HO
U Ja OCBIIECTBAT 4acT OT >KU3HEHHS CHU LUKBI U3BBbH €CTECTBEHUTE CH EKOJOTMYHM HHUIIU.
Jloka3zaTencTBara, 4ye 4acT OT YOBEIIKHTE MAaTOIeHH KOJOHU3UpAT pacTeHUsTa MOJ00HO Ha KO-
€BOJIIOMPATIH €HAO0- U eNU(UTH, OCHUIECCTBIBANKUA KPHCTOCAHH MH(GEKUHUU MEX]Y ABE HAIIBIHO
oT/ajeuyeHu OMOJIOTUYHU L1IapCTBA — PACTEHUS U )KUBOTHHU (YOBEK), 0OSICHSIBAT 3a0eneKuTeaHaTa
4YecToTa Ha XpaHUTENHUTe 3a00JyiABaHMs, CBBbpP3aHM C KOHCyMallMaTa Ha 3apa3eHu
CEJICKOCTOTIAaHCKH KyATypH. Temara € 0coO0eHO BBIHYBAIlA, 3alI0TO Pa3KpHBa HOBU AaCIEKTH OT
OuosorusATa Ha HAKOM MHUKpPOOM, KOMTO BEYE C€ CUMTAT 33 MHOTO J00pe XapakTepu3HpaHHU.
KonoHuzanusta Ha roCTONPUEMHULIM OT PA3JIMYHU OMOJOTMYHU LIAPCTBA € MPEJCTaBeHa 4pe3
CpaBHEHHE Ha OOIIUTE MOJEKYIHU MEXaHW3MH, U3MOJI3BaHH OT MATOTCHHUTE 32 OCHIIECTBSIBAHE HA
KpbhCTOCaHATa MATOTC€HHOCT, Ype3 YCTAaHOBSBAHE Ha OOLI IUIaH 3a MpOTHYaHE HAa MHQEKINO3HUS
IIPOILIEC U Ch3/laBaHEe Ha OOIl UMYHEH OTTOBOP B KpbCTOocaHUTE LapcTBa. OTAEICHO € BHUMaHHE
Ha TEHETUYHUTE IMPEANOCTaBKA 3a BB3HMKBAHE HA HOBU KPbCTOCAHM NATOT€HU U Ha
€BOJIIOIIMOHHUTE MOJIENIM, KOUTO Ouxa OOSCHUIM TOsiBaTa HAa HOBUTE B3aMMOOTHOIICHUS.
IIpencraBenata HayyHa HMH(OpMaLus MOXKe Ja TOCIY)KH 3a MoJ0OpsiBaHE Ha HACTOSIIUTE
CTaHJAPTH 3a MPOU3BOJICTBO Ha OE30MACHHM PACTUTEIHM XpPaHU U MOKa3Ba HEOOXOJUMOCTTA OT
LIEJICHACOYEHN MHTEPAUCLMILUIMHAPHA W3CIEABAHNS U CH3/1aBAHE HA CUCTEMEH MOAXO0J, KOWTO J1a
pa3no3HaBa He caMO LEJHs JKU3HEH IMKbJI Ha OMOJIOrMYHATa CUCTeMa MaTOreH-pacTeHue, HO U
I'BJIHUS TPOLIEC Ha 3a00JIIBaHETO, KaKTO U pa3paboTBaHE HAa HOBU CTPATErMM 33 MUHMMHU3HpPaHE
Ha pUCKa OT Bb3HUKBAaHE Ha HOBH OMOJIOTMYHM OIACHOCTH.


http://www.unipress.bg/

Abstract:

The monograph considers plants as alternative hosts for cross-pathogens and provides
information on the preconditions for the occurrence of new biological risks in plant foods. The
focus is on this part of the most common human and plant pathogens, which have the genetic
capacity to adapt to different biological hosts, which is the key to their success. The ways for
introduction of pathogens in the plant environment and the factors influencing their survival in it
are presented. It has been shown that cross-pathogens are able not only to actively interact with
plants, but also to carry out part of their life cycle outside their natural ecological niches. Evidence
that some human pathogens colonize plants like co-evolved endo- and epiphytes, cross-infecting
between two completely distant biological kingdoms, plants and animals (humans), explains the
remarkable incidence of foodborne diseases associated with the consumption of infected crops.
The topic is particularly exciting because it reveals new aspects of the biology of some microbes
that are already considered to be very well characterized. Colonization of hosts from different
biological kingdoms is represented by comparing the common molecular mechanisms used by
pathogens to carry out cross-pathogenicity, by establishing a common plan for the course of the
infectious process and creating a common immune response in cross-kingdoms. Attention is paid
to the genetic preconditions for the occurrence of new cross-pathogens and evolutionary models
that would explain the appearance of new relationships. The presented scientific information can
serve to improve current standards in the production of safe plant foods and shows the need for
targeted interdisciplinary research creating a systematic approach that recognizes not only the
entire life cycle of the biological system pathogen-plant, but also the entire process of the disease,
as well as developing new strategies to minimize the risk of new biological dangers.

IMOKA3ATEJI I 7. Hayynu ny0JiuKanuy B U31aHMs1, KOUTO ca pedepupanu u
HHIeKCHPAHHU B CBETOBHOM3BECTHH 0a3u JaHHM ¢ HayyHa uHopmanus (SCOPUS n WEB
of SCIENCE), u3BbH Xa0MJIHTANIMOHHHUS TPY/

Kenarova, A., Encheva, M., Chipeva, V., Chipev, N., Hristova, P., & Moncheva, P. (2013).
Physiological diversity of bacterial communities from different soil locations on livingston
island, south shetland archipelago, antarctica. Polar Biology, 36(2), 223-233, ISSN:0722- 4060
(print); 1432-2056 (web). IF: 2.346

Abstract:

Terrestrial food webs of Antarctica are simple and dominated by microorganisms. Soil bacteria
play an important role in nutrient cycling, yet little is known about their capacity to utilize different
carbon sources and to participate in site nutrient turnover. BiologEcoPlateTM was applied to study
the catabolic activity and physiological diversity of bacteria inhabiting the soil of moss, vascular
plants, and fell field habitats from Livingston Island, Antarctica. Additionally, the number of
oligotrophic and copiotrophic bacteria was counted by the agar plate method. Results indicated a


https://www.google.com/search?q=polar%2Bbiology%2Bissn%2B%D0%BD%D0%BE%D0%BC%D0%B5%D1%80&amp;sa=X&amp;ved=2ahUKEwj-ypq17cLsAhUgURUIHVBzAzMQ6BMoADARegQIDxAC

lack of site-specific distribution of bacterial abundance, in contrast to bacterial catabolic activity
and community level physiological profiles. Community level physiological profiles revealed a
common capacity of soil bacteria to intensively utilize polyols, which are cryoprotectants widely
produced by Antarctic organisms, as well as site-specific phenolic compounds (vegetated habitats),
amino acids/amines (moss habitats), carbohydrates and carboxylic acids (fell field habitat). It was
concluded that the physiology of soil bacteria is habitat specific concerning both the rate of
catabolic activity and pattern of carbon source utilization.

Pesrome:

Cyx03eMHHTE XpaHUTETHH BEpPUTHM Ha AHTapKTHIA ca TPOCTH W ca JAOMHHHpPAHH OT
MUKpoopranu3Mu. [louBeHWTe OakTepuu WrpasT BakHA POl B IMKBJIA HA XPAHUTEIHUTE
BEIIECTBa, HO BCE OIIE CE 3HAae MAJIKO 3a CMOCOOHOCTTA UM J1a U3MOJ3BAT Pa3IMYHU U3TOYHHUIIN Ha
BBIJVIEPOJl U Ja y4acTBAaT B KPbroBpaTa Ha XpaHUTEIHHTEe KOMHOHeHTH. BiologEcoPlate ™ e
MPUJIOKEH 3a M3CIe[BaHe Ha KaTaOoJIMTHATa aKTUBHOCT M (PU3MOJOTHYHOTO pazHooOpaszue Ha
OakTepunTe, OOMTABANIN MBXECTHTE IOYBH, PACTCHHS H TIOJIEBUTE MECTOOOWTAHHS OT OCTPOB
JluBuHTCTHH, AHTapkTHUAa. B nombiHeHwWe, OposT Ha ONUTOTPO(GHUTE W KOMHOTPO(DHHUTE
OakTepuy ca OTYETEHW 10 METOJa Ha TIOCeB Ha arap. PesyiaratuTe moka3Bar JHIca Ha
cienu(UYHO 3a MSCTOTO pA3Mpe/ieieHne Ha OaKTepHaTHOTO pa3HoOoOpasue, 3a pasiuka OT
OakTepuanHata KaTaOOJIUTHA AKTUBHOCT U (U3MOJIOTMYHUTE NpO(UIM Ha HHUBO OOIIHOCT.
@dwusmnonornynuTe NMpodwiM Ha OONIHOCTHO HHUBO pa3KpWBAT OONI KamalUTeT Ha TOYBCHUTE
OaKkTepuu Ja U3M0JI3BAaT MHTEH3UBHO IMOJIMOJIU, KOUTO Ca KPUOTIPOTEKTOPH, IIUPOKO IPOU3BEICHU
OT AHTApKTUYECKH OpraHW3MH, KaKTO M CHEeUUPUYHHU 32 MACTOTO (EHOJHU ChEAWHEHUs
(pacTuTeTHH MECTOOOWTAaHMsI), AMHHOKHCEIIMHM / aMUHU (MBXOBE), BBIVIEXHApPATH U
KapOOKCUITHU KucelnuHU. belie HampaBeHO 3akiioueHue, 4e (U3HOJIOorusTa Ha TOYBEHUTE
OakTepun € crenuduuHa 3a MECTOOOMTaHMSTa KAKTO IO OTHOIICHHE Ha CKOpOCTTa Ha
KaTaboJuTHATa aKTUBHOCT, Taka M MO OTHOILIEHHWE Ha MOJeNia Ha M3MO0JI3BaHe HAa M3TOYHHKA Ha
BBIJIEPO/I.

Encheva, M., Zaharieva, N., Kenarova, A., Chipev, N., Chipeva, V., Hristova, P.,Moncheva,
P. (2013). Abundance and activity of soil actinomycetes from livingston island, antarctica.
Bulgarian Journal of Agricultural Science, 19, 68-71, ISSN 1310-0351 print, ISSN 2534- 983X
—online. 1F:0.228

Abstract:

The soils of Antarctica are severe environments inhabited by well adapted microorganisms, the
knowledge of which is scarce. The study on their abundance, diversity and physiology will provide
the investigators with new data on the mechanisms of their adaptation and gives new opportunities
to isolate microorganisms with unique properties for practical use. The aim of the present work
was to study bacterial abundance including actinomycetes and physiological diversity of Antarctic
soils, by agar plate method and BIOLOG EcoPlates technique, respectively, and based on this
actinomycete strains to be isolated, identified and screened for antimicrobial activity against
different test bacteria. The objectives of our investigation were seven Antarctic soils taken from



moss, Deschampsia vegetated and fell field habitats of Livingston Island. Some of the soil
physicochemical parameters, like pH, moisture and humus, were determined. Bacterial
physiological activity and diversity were assessed based on the average color development of
EcoPlate wells, and community capacity to utilize different chemical categories of carbon sources,
respectively. The results showed that highest physiological diversity and more intensive utilization
of polyols, amino acids and phenolic compounds, and high abundance of actinomycetes
characterized soil bacteria from habitats with cryptogam (moss) coverage. Most morphologically
different actinomycete strains were isolated from the moss habitat denoted in the study as S6. The
affiliation of the strains to genus Streptomyces was proved by the PCR amplification of 16S rDNA,
using genus-specific primers. The screening of antimicrobial activity of the isolates by diffusion
bioassay, using agar plugs showed that the strains synthesized antibacterial substances, active
against both Gram-negative and Gram-positive bacteria. We conclude that the soils of moss
habitats are favorable environments supporting high bacterial physiological activity, and high
number and diversity of actinomycetes most of which are active producers of antibacterial
metabolites.

Pesrome:

[TouBuTe Ha AHTApKTHJIA Ca CypOBa cpejla, OOMTaBaHa OT J0Ope aTanTHPaHU MUKPOOPTraHU3MH,
MO3HAHUATA 32 KOUTO ca OCKbAHU. [IpoydBaHeTO BBpPXY TAXHOTO H300MIME, pa3zHOOOpasue u
(Gu3HOJIOTHS e TPEJOCTaBh Ha H3CIICIOBATCIIUTe HOBU JIAHHW 332 MEXaHW3MHTE Ha TIXHATa
ajlanTanyus ¥ JaBa HOBU Bb3MOXHOCTH 32 M30JIMpaHE Ha MUKPOOPraHU3MU C YHUKAIHH CBOMCTBA
3a mpakTudecka ymotpeba. Ilenra Ha Hacrosimata paboTa € Jga ce M3cienBa M300WMIMETO Ha
0aKkTepuu, BKIIOYUTETHO aKTUHOMMIIETH M (PU3HOJIOTHYHOTO pa3HOOOpazue Ha aHTApPKTUUYECKUTE
MOYBH, CHOTBETHO 4pe3 METOJ Ha moceB Ha arap u Texauka BIOLOG EcoPlates u Ha 6a3zara Ha
Te3U JaHHU J1a ObAAaT W30JIMpPaHU LIAMOBE aKTMHOMUIETH, WACHTU(UIIMPAHU W U3CJIEIBAHU 32
AHTUMHUKPOOHA aKTUBHOCT Cpelly pa3indyHu TecT Oakrtepuu. Llenn Ha Hamiero u3cienBaHe Osixa
celleM aHTApKTUYEeCKH IMOYBH, B3€TU OT MbBX, PAaCTCHHS M MOJIEBU MECTOOOMTAHMS Ha OCTPOB
JluBunrcreH. OnpeneneHu ca HIKOM OT (DU3MKOXMMHUYHUTE MapaMeTpu Ha moymaTa, karo pH,
Blara u xymyc. bakrepuannarta ¢u3nonornyHa akTUBHOCT M pa3HOOOpasue Osixa OLIEHEHU BbH3
OCHOBA Ha CPEJHOTO pa3BUTHE HA 1BeTa Ha coHaute EcoPlate m kamanurera Ha oOuIHOCTTA Ja
W3MO0J3Ba CHOTBETHO PAa3IMYHM XMMHUYHU KAaTeTOpUU H3TOYHHUIIM Ha Bbriepon. Pesymrarute
MoKaszaxa, 4e Hai-BHCOKOTO (PU3MOJOTHYHO pa3HOOOpa3ue U MO-WHTEH3WBHOTO HU3IMOJI3BAHE Ha
MOJINOJIM, AMHUHOKUCEIMHH U (DEHOJHU CHEIUHEHHUS U TOJSIMO KOJIMYECTBO AKTWHOMMIIETH
XapaKTepu3upar MOYBEHUTE OAKTEPUU OT MECTOOOUTaHUS OKPUTH C KpuntoraM (Mbx). [loBeuero
MOP(OJOTUYHO pPAa3IUYHU [[AMOBE AKTHHOMMIIETH Ca H30JIUPAaHH OT MECTOOOMTAaHHETO Ha
MBbXOBeTe, 0003HauUeHO B H3cieABaHeTo kato S6. [lpuHamiexHOCTTa HAa IIAMOBETE KbM POJ
Streptomyces e nokazana upe3 PCR ammiudukanus nHa 16S rDNA, kato ce u3mosisBaT
cnenuduIHU 3a poja npaiiMepu. CKpUHUHI'BT HAa aHTUMUKpPOOHATa aKTUBHOCT HA M30JIaTUTE YpPe3
nudy3MoHeH OnoaHanu3, M3MOJI3BallKi arapoBU MpOOH, MOKa3a, 4e MIaMOBETE Ca CHHTE3HpaH
aHTHOaKTepHalHU BEUIECTBa, aKTUBHM KaKTO cpeiry ['pam-oTpunatenHu, Taka u cpemty ['pam-
MOJIOKUTETTHH  OakTepuu. 3akiroyBamMe, dYe TOYBUTE Ha MBXOBHTE MECTOOOMTaHHUS ca
OnmarompusiTHa cpejia, MOAIbprKaIla BHCOKAa OakTepuanHa (U3HOJIOTMYHA aKTUBHOCT U TOJSM



Opoit u pa3zHOOOpa3ue OT aKTUHOMUIICTH, IMOBEYETO OT KOWTO Ca aKTUBHU MPOW3BOJIUTEIHN Ha
aHTHOAKTepUATHA METaOOUTH.

Kizheva, Y., Vancheva, T., Hristova, P., Stoyanova, M., Stojanovska, M., Moncheva, P., &
Bogatzevska, N. (2013). Identification of xanthomonas strains from tomato and pepper and their
sensitivity to antibiotics and copper. Bulgarian Journal of Agricultural Science, 19, 80- 82,
ISSN 1310-0351 print, ISSN 2534-983X — online. IF: 0.228

Abstract:

This study aims to characterize 136 Xanthomonas strains causing bacterial spot of tomato and
pepper from different regions in Bulgaria and Macedonia. Three species were identified by PCR
with species-specific primers. Xanthomonas vesicatoria affects tomato and pepper and is the
dominant species in Bulgaria on tomato while Xanthomonas euvesicatoria affects only pepper.
This is the first report of Xanthomonas gardneri of tomato and X. euvesicatoria of pepper in
Bulgaria. Amylase activity and ability to utilize cis-aconitate of the strains vary and cannot be used
for species differentiation. The tested Xanthomonas were sensitive to streptomycin. Copper ions
in generally used concentrations in practice were effective only against pepper strains.

Pesrome:

ToBa mpoyuBaHe WMa 3a Ied jAa xapakrepusupa 136 mama Xanthomonas, mpuunHsABaIIn
OaKTepuaNHO CTPYISCBAHE [0 JOMAaTH U MUIEP OT pa3IuyHu peruoHu B bearapus u MakenoHus.
Tpu Buna 6sixa uneHtuduuupanu upe3 PCR cve cnenunduynm 3a Buga npaiimepu. Xanthomonas
vesicatoria 3acsra qoMaTd M MUMEP W € JOMHHUPAINUAT BUA B bbirapus mo gomartH, JI0KaTo
Xanthomonas euvesicatoria 3acsra camo mumep. ToBa e mppBUAT AoKaam 3a Xanthomonas
gardneri mo momatu u X. euvesicatoria ma nmmep B beiarapus. AMuia3Hara aKTHBHOCT H
CHOCOOHOCTTA /1a U3MOJ3BAT LIMC-aKOHUTAT HA I[aMOBETE BapupaT M HE MOrar Jia ce U3IMO0JI3BaT 3a
nudepeHanus Ha BUIoBeTe. TecTBaHUTe KCAHTOMOHAIM Ca YyBCTBUTEIHH KbM CTPEITOMUIIUH.
Mennute HOHM B OOIIO M3MOI3BAHU KOHIIEHTPAIIMK HA IPAKTHKA ca OMIIM €(PeKTUBHU CaMO CpeLLy
[aMOBe IUIIEP.

Koleva, Z., Dedov, I., Kizheva, J., Lipovanska, R., Moncheva, P., & Hristova, P. (2014). Lactic
acid microflora of the gut of snail cornu aspersum. Biotechnology and Biotechnological
Equipment, 28(4), 627-634. doi:10.1080/13102818.2014.947071, Print ISSN: 1310-2818 Online
ISSN: 1314-3530. SJR: 0.173

Abstract:

The intestinal lactic acid microflora of the edible snail Cornu aspersum was studied by culture-
based methods and was phenotypically and molecularly characterized. The antibacterial activity
of lactic acid bacteria (LAB) isolates was investigated. Snails in different stages of development
were collected from farms located in several regions of Bulgaria. One hundred twenty-two isolates,
belonging to the group of LAB, were characterized morphologically and were divided into four
groups. Representative isolates from each morphological type were subjected to phenotypic



characterization and molecular identification. The snail gut lactic acid microflora was composed
by Enterococcus (17 isolates), Lactococcus (12 isolates), Leuconostoc (7 isolates), Lactobacillus
(18 isolates) and Weissella (1 isolate). The species affiliation of Lactococcus lactis (12),
Leuconostoc mesenteroides (4) and Lactobacillus plantarum (2) was confirmed by species-
specific primers. The Lactobacillus isolates were identified by sequence analysis of 16S rDNA
as Lactobacillus brevis (12), L. plantarum (2), Lactobacillus graminis (1) and Lactobacillus
curvatus (3). The species L. brevis, L. graminis and L. curvatus were found in snails in a phase of
hibernation, whereas L. plantarum was identified both in active and hibernation phases.
Antibacterial activity (bacteriocine-like) was shown only by one strain of L. mesentereoides P4/8
against Propionibacterium acnes. The present study showed that the LAB are a component of the
microbial communities in the snail digestive system. This is the first report on Lactobacillus strains
detected in the gut of C. aspersum.

Pesrome:

WHuTecTuHamHaTa MIIeYHOKHCENa MUKpO(dIIopa Ha sUIMBY OXJIOBH OT BHaa Cornu aspersum e
u3cienBaHa (EHOTHITHO Ype3 KyITypalTHO-0a3upaHd METOJM M MOJIEKYISIPHO XapaKTeph3UpaHa.
W3cnenBana ¢ aHTHOAKTepHATIHATA aKTUBHOCT Ha M30JIaTHTE HA MiieuHOKucenn Oakrepun (LAB).
OxioBUTE B Pa3IMYHU €TalM Ha Pa3BUTHE ca CbOMPAaHU OT (QepMu, pasMoIOKEHH B HIKOJIKO
pernona Ha boeirapusa. Cto nBameceTr M ABa M30JjaTa, NMpUHAAIEKAIKU KbM rpynata Ha LAB, ca
XapaKkTepU3npaHu MOPQPOJIOTHYHO U ca pa3JelieH! Ha YeTUpH Tpymnu. [IpeacTaBuTeTHUTE N30TIaTH
OT BCEKHM MOP(OJOrMYeH THUI ca MOMJIOXKEHH Ha (EHOTUIIHA XapaKTEepUCTUKAa U MOJIEKYIIHa
unaeHTudukanus. MiedHokucenara MUKpoQuiopaTa Ha WHTECTHHAIHUS TPAaKT Ha OXJIIOBUTE €
cberaBeHa ot Enterococcus (17 wmzomara), Lactococcus (12 uzonara), Leuconostoc (7 usonara),
Lactobacillus (18 uzonarta) u Weissella (1 u3omar). BugoBara nmpunamiexxHoct Ha Lactococcus
lactis (12), Leuconostoc mesenteroides (4) u Lactobacillus plantarum (2) e moTBbpmeHa ot
cnenuduuHM 3a Buaa rpyHaose. M3omarute Ha Lactobacillus ca naentudunupanu upes ananmms
Ha mocienoBarenHoctra Ha 16S pJ/IHK karo Lactobacillus brevis (12), L. plantarum (2),
Lactobacillus graminis (1) u Lactobacillus curvatus (3). Bumosere L. brevis, L. graminis u L.
curvatus ca OTKpUTH B OXJIOBMTE BBB (asa Ha xubepHauums, gokaro L. plantarum e
uIeHTU(UIIMPAH KAaKTO B akTWBHA ¢asza, Taka U B (a3a Ha xubOepHainus. AHTHOAKTepuaIHaTa
aKTHBHOCT (110100Ha Ha OAKTEPHOIIMH) € II0Ka3aHa caMo OT ¢auH mam Ha L. mesentereoides P4 / 8
cpemty Propionibacterium acnes. Hacrosimoro mpoyuBaHe mokasza, ye LAB ca xkoMmoHeHT Ha
MUKpPOOHHTE CHOOIIECTBA B XpaHOCMUJIaTeTHATa CUCTEMa Ha OXJIIOBUTE. ToBa € MBbPBUSAT AOKIIAL
3a mamoBe ot poj Lactobacillus, otkputu B uepBarta na C. aspersum.

Ganchev, |., Koleva, Z., Kizheva, Y., Moncheva, P., & Hristova, P. (2014). Lactic acid bacteria
from spontaneosly fermented rye sourdough. Bulgarian Journal of Agricultural Science, 20, 69-
73, ISSN 1310-0351 print, ISSN 2534-983X — online.IF: 0.218

Abstract:

Sourdough represents a complex biological system in which lactic acid bacteria and yeasts exist
in symbiotic relationships. Changes that occur in the environment parameters affecting microbial
associations lead to the development of specific and characteristic associations of species of each
particular case. The aim of this study is to characterize the composition and the growth dynamics
of the microflora of rye sourdough samples from the region of Stara Zagora, prepared by mixing
of water and flour in the ratio 1:1. The fermentation was carried out at 30° C for 72 hours. During



the fermentation the population of the lactobacilli displayed highest growth rate (0.12 h—1) at 48 h
compared with the growth of streptococci and yeast populations. After 72 hours a reduction of the
number of all microbial groups was determined. In the composition of rye sourdough microbiota
from the region of Stara Zagora the species of Lactobacillus spicheri, Lactobacillus
paralimentarius, Lactobacillus kimchii, Lactobacillus sanfranciscensis were detected by
phenotypic and molecular methods. This is the first report of these bacteria from the rye sourdough
in Bulgaria.

Pesrome:

PrpxeHara 3akBacka Ipe/CTaBisBa CIOKHA OMOJIOTUYHA CHCTEMA, B KOSITO MJIEYHOKHCEIUTE
6aKT€pI/II/I U OpOXKAOW CbIICCTBYBAT B CUMOHMOTHYHHA B3aUMOOTHOIIEHHS. HpOMeHI/ITe, KOUTO
HAcTHIIBAaT B MapaMEeTpUTE Ha OKOJIHATA Cpeja, 3acsraiuid MUKPOOHUTE acoLMallUH, BOJAT 0
Pa3BUTHETO Ha CIEUU(PUUHU U XapaKTEPHU ACOLMAllMM OT BHMJIOBE 32 BCEKM KOHKPETEH CIydai.
[lenTra Ha HACTOSIIOTO M3CJIENBAHE € Jla XapaKTepu3upa ChCTaBa U JUHAMMKATAa Ha PacTeX Ha
MUKpodIopara Ha MpoOUTe OT phKEeHa 3aKBacka oT pailoHa Ha Crapa 3aropa, IPUrOTBEHU Upe3
CMecBaHe Ha BoJia U OpamHo B choTHouieHue 1:1. depmentammsra ce u3BbpuBa npu 30°C B
npoabkeHne Ha 72 dvaca. [lo Bpeme Ha QepMeHTamusaTa MOMyJalusTa Ha JIAKTOOAIMINTE
nokasBa Haii-Bucok Temn Ha pactex (0.12 h — 1) na 48 h B cpaBHeHHe ¢ pacTexa Ha TOMYJIAIIMUATE
Ha CTPENTOKOKH W npoxkau. Cien 72 vaca Oemie ompeneseHO HaMmayisiBaHE HA Oposi HA BCUYKHU
MUKpOOHHU Ipynu. B cbcTaBa Ha MUKpoOHOTa OT phKEeHa 3aKBacka oT paiioHa Ha Crapa 3aropa no
(GEHOTUIIHM U MOJIEKYJISIPHA METOM ca oTKpuTH Bumosere Lactobacillus spicheri, Lactobacillus
paralimentarius, Lactobacillus kimchii, Lactobacillus sanfranciscensis. Toa e mbpBUAT JOKITa[
3a M30JMPAHETO Ha Te3U BUAOBE OaKTEpUM OT phKeHaTa 3aKkBacka B bbarapusi.

Guzel, M., Geng, Y., Aksoy, A., Moncheva, P., & Hristova, P. (2015). Investigation of three
different methods for detection of ESBL production and antibiotic resistance percentage of
ESBL producing gram negative bacteria. [Gram negatif bakterilerde GSBL Uretiminin (¢
farkli{dotless} yontemle arasti{dotless}ri{dotless}Imasi{dotless} ve antibiyotik diren¢
oranlari{dotless}], Turk Hijyen Ve Deneysel Biyoloji Dergisi, 72(2), 131-138.
doi:10.5505/TurkHijyen.2015.33239, ISSN: 0377 — 9777, e-ISSN: 1308-2523. SJR: 0.132

Abstract:

In this study, it was aimed to evaluate the efficacy of chromogenic agar for rapid and accurate
identification of bacteria producing extended spectrum beta-lactamase (ESBL) and to investigate
the antibiotic resistance rates of 10° bacteria that were determined to produce ESBL. A hundred



and five strains (81 Escherichia coli, 24 Klebsiella spp.) were found to produce ESBL by
combined disc method, while 96 strains were found to produce ESBL by E-test and 99 strains by
chromogenic agar. The sensitivity and positive predictive value of chromogenic agar for ESBL
production was 94.8% and 91.9%, respectively. All strains were found to be resistant to
cefuroxime, cefazolin and cefotaxime, the antibiotics that ESBL producing strains are considered
to be resistant to. Among beta-lactam/beta-lactamase inhibitor combinations, the highest resistance
was against ampicillin-sulbactam (75.2%), and the lowest resistance was against piperacillin-
tazobactam (31.4%) and cefoperazone-sulbactam (32.4%). A total of 8 strains (7.6%) were found
to be resistant to carbapenems (imipenem, meropenem, and ertapenem) and the lowest resistance
rate was observed to this group of antibiotics. Klebsiella spp. strains were found to be more
resistant to beta - lactam - betalactamase inhibitors, aminoglycosides, trimethoprim sulfametho-
xazole and chloramphenicol than that of E. coli, but E. coli strains were found to be more
resistant to quinolones. It was observed that the use of chromogenic agar has no advantage in
detecting ESBL enzymes, the lowest resistance rate in ESBL producing strains was to
carbapenems, and the species of ESBL producing bacteria was important in determining the
resistance rates and selection of the appropriate antibiotic for treatment.

Pesrome:

Ilenta Ha TOBa MpOyYBaHE € Jia ce OIeHN e(hMKacCHOCTTa Ha XPOMOT€HEH arap 3a 0bp3a U TOYHa
uaeHTUGUKAIMSA Ha OaKTepUu, IPOU3BEXKIAIIN MIMPOK CHEKThp Oera-nakramasza (ESBL) u na ce
u3cle[BaT HUBATA HA aHTHOMOTUYHA PE3MCTEHTHOCT Ha 10° GakTepuy, KOMTO OsAXa OMpeieleHH
na mpousBenar ESBL. YcranoBeHO € mpu mpuiaraHeTo Ha KOMOWMHHUpPaH IUCKOB METOI ca
cenekimonupanu cro u et mama (81 Escherichia coli, 24 Klebsiella spp.), kouto mpoussexaar
ESBL, nokaro npu npunarane camo Ha E-tect ca aerexktupanu 96 mama na npoussexaar ESBL
nu 99 mama ca J0KazaHM Ha XpPOMOT€HEH arap. YyBCTBUTEIHOCTTa U MOJOKUTEIHATA
MMPOTHOCTHYHA CTOMHOCT Ha XpOMOTEHHHUS arap 3a npou3BoAcTBoTO Ha ESBL e crotBeTHO 94,8%
n 91,9%. YcraHoBeHO €, Y€ BCHYKM IIAMOBE Ca PE3UCTEHTHH KbM liePpypokcum, 1eda3oiuH u
nedoTakcuM, aHTUOMOTHUIIMTE, Ha KOUTO IamoBere, mpousBexkgamu ESBL, ce cuurar 3a
ycroiunBu. Cpes KoMOMHAIMUTE OT OeTa-akTaMm / OeTa-lakTama3a MHXHOUTOPH, Hail- BUCOKaTa
PE3UCTEHTHOCT € Cpelly aMIuUuInH-cynoakTam (75,2%), a Hail-HHUCKa € Cpelly MUIepalInH-
tazobaktam (31,4%) u riedonepazon-cynbakram (32,4%). YcraHoBeHo e, ue 06110 8 mama (7,6%)
ca yCTOMYHMBH Ha KapOarneHeMu (MMHUIIEHEM, MEPOIIEHEM U epTalleHeM) U Hail-HHUCKaTa CTeIeH Ha
PE3MCTEHTHOCT ce HaOmoaaBa mpu Tasu rpyma antubuoTuiu. Klebsiella spp. e ycranoseno, ve
[IaMOBETE ca MO-yCTOWYMBM Ha OeTa-lakTaMm-OeTamakTaMa3HU HHXHUOUTOPH, aMUHOTIMKO3UIM,
TpUMETONpUMCYi(aMeTokca3on 1 xiaopambeHUKOI, OTKOJIKOTO Te3U Ha E. coli, HO € YyCTaHOBEHO,
4ye mamoBeTe Ha E. coli ca Mo-yCTOMYMBHM HA XWHOJIOHH. YCTaHOBEHO €, Y€ M3MOJ3BAHETO Ha
XpOMOTEHEH arap HsMa MpeauMCTBO Iipu oTKpuBaHeTo Ha ESBL en3umu, Hali-HUCKaTa CTENEH Ha
PE3UCTEHTHOCT MpH LaMoBe, mpoayuupaiu ESBL, e kbM kapbaneHemu, a BUAOBeTe OakTepuu,
npousBexaany ESBL, ca BaykHU Tpu ONpeesTHETO Ha CTENEHTa Ha PE3UCTEHTHOCT U n30opa Ha
MOAXO AU aHTUOUOTHK 32 JICUSHHE.



Kizheva, Y., Vancheva, T., Stoyanova, M., Bogatzevska, N., Moncheva, P., & Hristova, P.
(2016). 16S-23S its rDNA PCR-RFLP approach as a tool for identification and differentiation of
bacterial spot-causing xanthomonas. Journal of Plant Pathology, 98 (3)
doi:10.4454/JPP.\VV9813.041, ISSN: 1125 — 4653. IF: 1.267

Abstract:

Bacterial spot of pepper and tomato plants is one of the most important constraints limiting
crops yield in Bulgaria and Macedonia. Therefore, early identification of the pathogen is
necessary for the control and prevention of the disease. In order to explore the strength of 16S-23S
ITS rDNA PCR-RFLP as an approach for identification and differentiation of the causative agents
of bacterial spot 262 Bulgarian and Macedonian strains pathogenic of pepper and tomato plants
were used. The strains were previously identified as Xanthomonas euvesicatoria (132 strains),
Xanthomonas vesicatoria (115 strains), and Xanthomonas gardneri (15 strains). Each restriction
analysis resulted in two profiles that grouped the used strains. The restriction with Alul
endonuclease differentiated X. vesicatoria isolates from the other three species. The enzyme Hpall
separated the X. euvesicatoria strains. A combination of three restriction endonucleases (Alul,
Mbol, Hpall) successfully differentiated the four species described as causative agents of bacterial
spot.

Pesrome:

bakTtepuanHoTo cTpymscBaHe MO NMUIEPEHH W JIOMATeHW PACTEHUS € €IHO OT Hal-BaKHHUTE
3a00JiABaHMs, OrpaHHWYaBalld 1o0uBa Ha KynTypu B bwarapus m Makenonusa. CrnenoBaTelHo,
paHHaTta WACHTHU(UKAMS Ha TMaToreHa € HeoOXoauma 3a KOHTPOJ H TpoduiakTHKa Ha
3a00iBaHeTO. 3a ma ce n3ciensa noreruuana gHa 165-23S ITS rDNA PCR-RFLP karo mogxon 3a
uaeHtTuguuupane W audepeHuupaHe Ha MPUUYMHUTENNTE Ha OakTepuaniHO CTPYIsCBaHE ca
M3MOJI3BaHU 262 OBATApCKU M MAKEIOHCKH Ilama, MaTOTeHHM 3a munep u aomartu. [Ipemu ToBa
1aMoBeTe ca GEHOTUITHO M MOJIEKYJIHO MacHTH(duUIMpanu kato Xanthomonas euvesicatoria (132
mrama), Xanthomonas vesicatoria (115 mama) u Xanthomonas gardneri (15 mama). Bceku
PECTPUKIIMOHEH aHajlu3 TeHepupa MO JBa npoduia, KOUTO IpylHpaxa TECTBAHHUTE IIaMOBE.
Cpsi3BaneTo ¢ enaonykieasa Alul mudepenmupa uzonarute ot X. vesicatoria ot ocraHaaute TpU
Buma. Emsumbsr Hpall paspmens mnomynamusTa Ha miaMoBe OT Buaa X. euvesicatoria.
KomOunarusita oT Tpu pecTpukimonHd engoHykineasu (Alul, Mbol, Hpall) ycneriso
nudepeHpa YeTUpUTe BUAA, ONMCAHN KaTO MPUYUHUTENHN Ha OaKTEpUATHO CTPYIISICBAHE.

Guzel, M., Geng, Y., Aksoy, A., Moncheva, P., & Hristova, P. (2016). Antibiotic resistance and
metallo-beta-lactamase positivity in carbapenem-resistant non-fermentative gram negative bacilli.
Turk Hijyen Ve Deneysel Biyoloji Dergisi, (Turkish bulletin of hygiene and experimental
biology) 73(1), 9-14. doi:10.5505/TurkHijyen.2016.55706, ISSN: 0377 —9777, e-ISSN: 1308-
2523.SJR: 0.132.

Abstract:

Antibiotic resistance in Gram negative bacteria is an increasing problem worldwide and a
challenging issue for the physicians in both nosocomial and community-acquired infections.
Infections caused by metallo-beta-lactamase (MBL)-producing bacteria are particularly threatening
as the resistance genes of these bacteria may render an entire antibiotic class ineffective. Moreover,



the rates of multidrug-resistant strains are also higher among MBL-producing bacteria. Multidrug
resistance has been gradually increasing among non-fermentative Gram-negative bacilli (NFGNB).
The present study aimed to investigate resistance rates of carbapenem-resistant NFGNB isolated
from patients’ specimens to other antibiotics and to evaluate MBL production by E-test method.
The study included 110 carbapenem-resistant NFGNB strains. Of these strains, 44.5% were
Acinetobacter baumannii and 36.4% were Pseudomonas aeruginosa. The NFGNB strains were
mostly isolated from tracheal aspirate (37.9%), followed by blood (22.3%), wound (17.5%), and
urine (13.6%) specimens. When all carbapenem-resistant NFGNB strains were considered, the
highest rate of resistance was ampicillin-sulbactam(95.5%), followed by ciprofloxacin (87.8%),
and cefepime (83.3%). Of 110 strains, only 1 (0.9%) was determined to be MBL positive. This was
an Acinetobacter baumannii isolated from urine sample. Conclusion: Detection of enzyme-
producing strains by appropriate antibiogram and routine MBL screening of clinical isolates,
surveillance, and rational antibiotic use are essential in the control of resistant NFGNB infections,
the rate of which is gradually increasing and the treatment of which is difficult and costly.

Pesrome:

PesucreHTHOCTTa KBM AHTHOMOTHIM TpU ['paM OTpHIATETHHTE OaKTEpHH € HapacTBaIll
mpoOJIeM B CBETOBEH Maiad v MPeAN3BUKATEIICTBO 3a JICKAPUTE KaKTO MPU BHTPEOOJHUYHH, TaKa
u npu npupodbutu B oOmHocTTa uHpekuuu. HWHpexkuuure, npudMHEHH OT OaKTepuu,
MPOM3BEKIANTN MeTao-0eTa-nmakrama3a (MBL), ca ocobeHo 3acTpamMTeNHd, Thil KaTO TEHUTE
Ha PE3MCTEHTHOCT Ha Te3W OAaKTepUU MOTraT Ja HampaBsT 11 aHTHOMOTHYEH Ki1ac Hee(eKTHUBEH.
OcBeH ToOBa yecToTaTa Ha MYJITHPE3UCTEHTHUTE LIAMOBE CBHILO € MO-BHCOKA Cpell OaKTepHHTE,
npousBexaan MBL. MynTupe3ucTeHTHOCTTa MOCTETIEHHO HapacTBa cpell HepepMEeHTaTUBHUTE
I'pam-otpunarenan 6ammmu (NFGNB). Hacrosioro nmpoyuBane nMa 3a 11en Ja u3cliie/lBa HUBaTa
Ha pe3nCTeHTHOCT Ha kKapOaneHeMm-pe3ucteHTHH NFGNB, n3ommpanu ot npobure Ha manueHTUTE
KbM JIpyrd aHTHOMOTHIM, W Ja OIeHW mpousBojacTBoro Ha MBL mo wmerom na E-tect.
[IpoyuBanero BkimrouBa 110 kapb6anenem-pesuctentHr mama NFGNB. Ot te3u mamose 44,5% ca
Acinetobacter baumannii u 36,4% ca Pseudomonas aeruginosa. IllamoBere NFGNB ca u3osupanu
MpeIMMHO OT TpaxeasieH acnupat (37,9%), nocnensan ot nmpodu ot kpbB (22,3%), panu (17,5%)
u ypuna (13,6%). Korato ce B3emar npeaBuj BCHYKH YCTOWYMBU Ha KapOaleHeM IaMOBe
NFGNB, naii-BucokaTa CTENeH Ha PE3UCTEHTHOCT € aMNULIWINH-cynoakTaM (95,5%), nocneasan
ot nunpoduokcanut (87,8%) u uedenum (83,3%). Ot 110 mama, camo 1 (0,9%) e onpenenen 3a
MBL mnonoxurenen. Tosa e Acinetobacter baumannii, wusomupan ot mnpoba OT ypHHA.
3axiouenue: OTKPUBAHETO HA €H3MMHO MPOIYIMPAIIH [IaMOBE Ype3 MOIXO0A1a aHTHOHOrpaMa
u pyruHeH MBL CKpUHHHT Ha KIMHUYHHM W30JIaTH, HAOIIOJACHHE W PallMOHATHO M3MOJ3BaHE Ha
aHTHUOMOTHIIM Ca OT CBHUICCTBEHO 3HAYEHHE MpPHU KOHTPOJA HA PE3UCTEHTHUTE WH(GEKUUU C
NFGNB, uusito crerneH NOCTENEHHO Ce YBeIHUaBa U JCUEHUETO Ha KOUTO € TPYIAHO CKBIIO.

Dolashki, A., Nissimova, A., Daskalova, E., Velkova, L., Topalova, Y., Hristova, P., Dolashka,
P. (2018). Structure and antibacterial activity of isolated peptides from the mucus of garden
snail cornu aspersum. Bulgarian Chemical Communications, 50, 195-200, ISSN: 0324-1130.
IF:0.52



Abstract:

The world provides a rich source of peptides with antimicrobial, antiviral and antitumor activity.
Peptides and glycopeptides are an expanding group of structurally complex anti Gram positive
antibacterial agents, which are used in human and veterinary medicine. Quite a series of proline-
rich peptides, isolated from arthropods and molluscs, were considered to be promising candidates
for the treatment of microbial infections and suppression of microbial resistance. In the present
study, we report the primary structure and antimicrobial activity of peptides produced by the mucus
of garden snail Cornuaspersum in comparison to similar peptides isolated from molluscs. Several
peptides with molecular masses between 1 and 4 kDa measured by mass spectrometric analysis
were identified in the mucus. Their amino acid sequences were determined by MS/MS analysis as
is shown for peptide at m/z 1438.87 [M+H]+ (ML/INVAVNQ/KGEVKH). The fraction with
peptides with molecular masses below 3 kDa exhibited antibacterial activity against Gram-
negative Pseudomonas aeruginosa AP9 and Gram-positive Brevibacilluslaterosporus BT271
bacteria and the inhibition effects of the peptides can be explained with the amino acid residues.
The de novo sequence of six peptides revealed that most of them contain glycine, proline,
tryptophan and valine which are typical for peptides with antimicrobial activity.

Pesrome:

CBeThT mpeaocTaBs Ooratr pecypc Ha MENTUIU ¢ aHTUMHKPOOHA, aHTUBUPYCHA M aHTUTYMOPHA
akTUBHOCT. [lenTuauTe M TIMKONENTUIMTE ca paslliupsBaIla Ce rpymna oT CTPYKTYPHO CJIOKHHU
aHTHUu FpaM-HOJ'IO}KI/ITeJ'IHI/I aHTI/I6aKTCpI/IaHHI/I Cp€acTtBa, KOUTO C€ HIIOJI3BAT B XyMaHHaTa MU
BeTepuHapHaTa MemunuHa. Jlocta mopeawma oT OoraTd Ha MPOJIMH TENTHIW, W30JUPAHU OT
YICHCCTOHOTH U MCKOTCIIM, C€ CMATaxa 3a MNEPCICKTHBHU KaHAWAATHU 3a JICUCHHUEC Ha MI/IKp06HI/I
MH(PEKIIMY ¥ TOTHUCKAaHE HAa MHUKpoOHaTa pEe3UCTEHTHOCT. B HACTOSIMIOTO mNpoydyBaHEe HHE
JAOoKiIaABaM€ 3a IIbpBHYHATA CTPYKTypa H aHTI/IMI/IKpO6HaTa AdKTUBHOCT Ha NIICHOTUIHNTC,
IIPpOU3BCACHU OT CIIy3Ta HAa I'Pa/IMHCKHA OXJIIOB Cornu aspersum B CpaBHCHHE C l'IOI[06HI/I NeITHau,
H30JIMpaHU OT MEKOTCIIN. B CIIy3Ta Osxa I/I,Z[eHTI/I(l)I/IHI/IpaHI/I HAKOJIKO II€NTHAa ¢ MOJICKYJIHH MacCu
Mexay 1 u 4 xkDa, usmepenu upe3 MacCHEKTPOMETPUYEH aHAIU3. TEeXHUTE aMUHOKHCEIUHHHU
I10CJIEA0OBATCIIHOCTHU 0sxa OIIpEACIICHU YpPE3 MS / MS AHAJIM3, KaKTO € IMOKAa3aHO 3a ICITUI Ipu
m/ z 1438.87 [M + H] + (ML / INVAVNQ / KGEVKH). ®pakuusTa ¢ NenTuay ¢ MOJIEKYIHU
Macu non 3 kDa mposiBsiBa aHTHOaKTepHaliHa aKTUBHOCT cpemty ['pam-oTpunarenHu OakTepuu
Pseudomonas aeruginosa AP9 u I'pam-monoxkutennu Oakrepun Brevibacillus laterosporus
BT271 n uaxubupamure epekTu Ha MENTUIUTE MOTaT Ja ObJaT 00SCHEHH C aMUHOKUCETMHHUTE
ocCTaThlU. HOCJ’ICI[OBB.TGJIHOCTT& de NOVO Ha I1IeCT menTuaa pasKpuBa, 4€ IIOBCYCTO OT TAX
CbAbPKAT I'NIMIHH, IIPOJIMH, TpI/IHTO(I)aH M BaJIMH, KOUTO Ca TUIIMYHH 3a IICIITHIHN C aHTI/IMI/IKpO6Ha
AKTHUBHOCT.

Guzel, M., Afsar, Y., Akdogan, D., Moncheva, P., Hristova, P., & Erdem, G. (2018). Evaluation of
metallo-beta-lactamase production in multiple antibiotic-resistant pseudomonas spp. and
acinetobacter baumannii strains. Biotechnology and Biotechnological Equipment,



doi:10.1080/13102818.2018.1500146, Print ISSN: 1310 - 2818 Online ISSN: 1314-3530 IF:
1.097

Abstract:

This study aimed to evaluate the metallo-beta-lactamase (MBL) production in Pseudomonas
spp. and Acinetobacter baumannii using phenotypic and genotypic methods and to determine the
most appropriate phenotypic method. The study included 55 Pseudomonas spp. (53 Pseudomonas
aeruginosa, 1 P. fluorescens and 1 P. putida) and 33 A. baumannii isolates which were resistant to
imipenem (IMP) and/or meropenem (MEM). Six phenotypic and one genotypic (real-time
polymerase chain reaction [RT-PCR]) methods were used. According to the phenotypic tests, the
rates of MBL-positive Pseudomonas spp. and A. baumannii were, respectively: 25.5% and 39.4%
by the gradient test; 21.8% and 21.2% by the Rosco rapid CARB screen test; 9.1% and 21.2% by
the modified Hodge test (MHT); 32.7% and 66.7% by the combined EDTA disk diffusion test;
56.4% and 100% by IMPp EDTA and 49.0% and 72.7% by MEM p EDTA and 9.1% and 3.0%
by IMPp dipicolinic acid (DPA) for the Rosco MBL confirm test; 36.4% and 6.1% by IMPp DPA
and 54.5% and 6.1% MEM p DPA for the double disk synergy test. MBL genes were detected
only in three Pseudomonas spp. (blaIMP in two P. aeruginosa isolates and blaVIM in a P.
fluorescens isolate). For Pseudomonas spp., the MBL positivity rate did not significantly differ
between the RT-PCR and MHT and between the RT-PCR and Rosco MBL confirm test (with
IMPp DPA) (p > 0.10). In conclusion, the Rosco MBL confirm test (with IMPp DPA)
phenotypically predicted the MBL positivity most closely to the RT-PCR method for both
Pseudomonas spp. and A. baumannii isolates.

Pe3iome:

ToBa mpoy4BaHe MMa 3a I J1a OIEHU MPOU3BOJICTBOTO Ha MeTano-Oera-imakramaza (MBL) B
Pseudomonas spp. u Acinetobacter baumannii, wusmon3Baiiku pazmuHr (HCHOTHIIHA U
FeHOTUIIMYHU METOJU, C OIJIe]l Ha ONpeNeNisHe Ha HaWU-TOIXOIAIIUS (PEHOTUIIEH METOJ.
ITpoyuBanero BkiarouBa 55 Pseudomonas spp. (53 Pseudomonas aeruginosa, 1 P. fluorescens u 1
P. putida) u 33 umsonara ma A. baumannii, xouto ca ycroitunBu Ha umuncaem (IMP) u / win
meponieaeM (MEM). Usnonssanu ca mrect (eHOoTUNHHM Tecta W eauH reHoturncH (RT-PCR)
meroa. Criopen peHOTUIMHUTE TecToBe HUBarta Ha MBL-monoxutennu Pseudomonas spp. u A.
baumannii ca crotBeTHO: 25,5% 1 39,4% OT rpaguentHus Tect; 21,8% u 21,2% ot 6bp3us CARB
tect Rosco; 9,1% u 21,2% ot momudumupanus tect Ha Xomx (MHT); 32,7% u 66,7% ot
koMOuHupanus tect 3a audysus Ha EDTA muckose; 56,4% u 100% ot IMPp EDTA u 49,0% u
72,7% ot MEM p EDTA u 9,1% u 3,0% ot IMPp nunuxonunoBa xucenuna (DPA) 3a Tecta 3a
noTBepkaeHre Ha Rosco MBL; 36,4% u 6,1% ot IMPp DPA u 54,5% u 6,1% MEM p DPA 3a
TecTa 3a CHHeprusi Ha JBoeH auck. MBL renu ca otkputu camo B Tpu Pseudomonas spp. (blaIMP
B 1Ba m3ojara Ha P. aeruginosa u blaVIM B m3onat na P. fluorescens). 3a Pseudomonas spp.
cTemneHTa Ha no3uTuBHOCT Ha MBL He ce pazmmuaBa 3HaumtenHo mexay RT-PCR u MHT n
mexy RT-PCR u Tecra 3a morBepkaenne Ha MBL nHa Rosco (¢ IMPp DPA) (p> 0.10). B
3aKIIIOYEeHUe, TecThT 3a MoTBbpkaaBaHe Ha MBL Ha Rosco (¢ IMPp DPA) ¢denotunno
MPOTHO3Upa MOJoXKuTenHocTTa Ha MBL Haii-6muzo mo meroma RT-PCR wu 3a gBata Buaa
Pseudomonas spp. u uzonaru Ha A. baumannii.



Kizheva, Y., Urshev, Z., Rasheva, I., Vancheva, T., Hristova, P., Bogatzevska, N., & Moncheva,
P. (2018). PFGE: A tool for examination of heterogeneity between the bacterial spot-causing
xanthomonads of tomato plants in bulgaria. Zeitschrift Fur Naturforschung - Section C Journal
of Biosciences, 73(7-8), 257-264. doi:10.1515/znc-2016-0205, Online ISSN: 1865 — 7125, Print
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Abstract:

Pulsed-field gel electrophoresis (PFGE) is a highly discriminative molecular typing method that
is used for epidemiological studies and investigation of outbreaks caused by different pathogens,
including phytopathogenic Xanthomonas species. Bacterial spot (BS) is the most common and one
of the most destructive diseases of tomato and pepper plants in Bulgaria. Several Xanthomonas
species are known to cause BS, but the global distribution and genetic diversity of these species
are not well understood. A collection of 100 BS-causing strains, isolated during the period of
1985-2012 from different tomato cultivars and weeds associated with tomato production areas
from 11 geographic regions in Bulgaria, were screened for genetic diversity by genomic DNA
restriction with rare-cutting endonucleases (Xbal and Spel) subsequently resolved by PFGE. Two
haplotypes for Xanthomonas vesicatoria and one haplotype for Xanthomonas gardneri strains were
found.

Pesrome:

[TyncoBara enexkrpodope3ata (PFGE) e cuiaHO AMCKpUMUHATUBEH METOJ Ha MOJICKYJIHO
TUMH3UpaHe, KOWTO ce M3MOJ3Ba 3a EMUIACMHOJIOTMYHU M3CIIEIBAaHUS U aHAIU3 Ha OTHUIIA,
OPUYMHEHH OT pa3jIM4HU [ATOTCHH, BKIIIOYMUTEIHO (QuTOomaToreHHn Bumoe Xanthomonas.
bakrepuannoro crpymsiceane (BS) e Haif-uecTo cpemaHOTO W €IHO OT Hal-pa3pylHIUTEITHUTE
3a00JiIBaHMs MO pacTeHHsTa JoMaT M nurep B bbiarapusa. M3BecTHO e, ue HIKOJIKO BUAA
Xanthomonas npuuunnsBat BS, HO r100aHOTO pa3npoOCTpaHEHHE W TEHETHYHOTO PasHOOOpasue
Ha Te3H BUJOBE He ca qo0pe pa3zdopanu. Konekmus ot 100 mamose, npuunHsaBamy BS, nzonupanu
npe3 nepuoaa 1985-2012 r. ot pa3jauvyHM COPTOBE JOMATH U IUJICBEIH, CBBP3aHH C PAOHH 3a
MPOU3BOJICTBO Ha Jomatu oT 11 reorpadcku pervona B bwarapus, Ogxa u3cineaBaHH 3a
TeHETHYHO pa3HooOpasue upe3 renomua JIHK pecrpukuus ¢ penku pexerin ennonykieasu (Xbal
u Spel) BmocnenctBue paspemend or PFGE. Otkpuru ca aa xammotuma 3a Xanthomonas
vesicatoria u eauH XaIuIOTHII 3a ImamoBe Xanthomonas gardneri.

Kizheva, Y. K., Rasheva, I. K., Petrova, M. N., Milosheva-lvanova, A. V., Velkova, L. G.,
Dolashka, P. A., Hristova, P. K. (2019). Antibacterial activity of crab haemocyanin against
clinical pathogens.Biotechnology and Biotechnological Equipment,33(1), 873-880. doi:
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Abstract:

The increasing antibiotic resistance among pathogenic bacteria is a challenge that drives the
development of new antibacterial substances. Marine inhabitants are excellent sources of
antimicrobial proteins and considered as promising candidates for the treatment of microbial
infections. In the present study, we obtained haemocyanin from Eriphia verrucosa and studied its
potential to suppress the growth of some pathogenic bacteria and yeasts. The putative antibacterial
molecules were isolated from the haemolymph by chromatography appropriate for producing the
native haemocyanin (EvH) and its five structural units (SUs). The results showed that EvH had no
antimicrobial activity unlike its glycosylated SUs. All haemocyanin SUs exhibited differential
antibacterial activity depending on their grade of glycosylation. The strongest antimicrobial
activity of SU1 (with highest carbohydrate content) was against Escherichia coli and Bacillus
subtilis. The least glycosylated SU3 and SU4 exhibited the lowest antimicrobial activity against
all strains. The fraction SU1 has the potential to be applied as a substitute for some commonly
used antibiotics. It was demonstrated that the grade of haemocyanin glycosylation plays an
important role in its functional antibacterial properties.

Pesrome:

HapactBamata ycroH4uMBOCT cpelly aHTHOMOTHIIM CpeJ [AaTOreHHUTEe OakTepuu e
MpPEeIM3BUKATEIICTBO, KOETO HacoyBa pPAa3BUTHETO HA HOBU aHTHOAKTEpUAIHU BELIECTBA.
Mopckute obutaTenu ca OTIMYHU HM3TOYHUIM HAa AHTUMHUKPOOHM MPOTEMHU M CE€ CUMTAT 3a
obOemaBaimy KaHIWIATH 3a JICUCHHE Ha MHUKpOOHM HWH(QeKnuu. B HACTOSIMIOTO mNpoyvBaHe
MoJIydrxXMe XeMmonuaHuH ot Eriphia verrucosa u mpoy4rxme HEroBHs MOTEHIMAT 338 MOTHCKAHE
Ha pacTeka Ha HAKOUM NaTOreHHu Oaktepuu u Apoxau. [lpenmomaraemurte aHTHOAKTEpHAIHU
MOJIEKYJIM ca U30JIMpaHH OT XeMmoiumdara upe3 xpomarorpadus, Moaxos11a 3a Iporu3BOJICTBOTO
Ha HatuBHHS XxemouuanuH (EvH) u neroute mer crtpykrypuu enuuunu (SU). Pesynratute
nokaszaxa, 4ye EvH Hsima aHTMMHKpOOHA aKTMBHOCT 3a pa3iuka oT riaukoswiupanute cu SU.
Beuukun  xemommanuHoBu SU mnokas3BaT audepeHLpaHa aHTUOAKTepUalHa AaKTHUBHOCT B
3aBUCHMOCT OT CTEIeHTa Ha rmko3winpane. Hail-cunnata antumukpoOHa aktuBHocT Ha SUI (c
Hali-BUCOKO ChIbpPXKaHHE Ha BbIVIEXuaApaTH) e Owmia cperry Escherichia coli u Bacillus subtilis.
Haii-manko rnuko3uwnupanutre ¢pakuuun SU3 u SU4 nposiBsiBaT Hali-HUCKAa aHTUMHKPOOHA
aKTUBHOCT cpenly Bcuuku mamose. @pakuuara SUI uma noteHuuan na 0ble MPHIOKEHA KaTo
3aMecTUTe]l Ha HIKOM YeCTO W3MOJA3BaHM aHTHOMOTHIM. JlokazaHO e, 4Ye CTemeHTa Ha
XEMOLIMaHUHOBOTO IJIMKO3WJIMpAHE Wrpae BakxHa poOJsi B  HEroBUTe (YHKIHMOHATHH
aHTHOaKTepHaIHU CBOMCTBA.
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Abstract:

Today people focus on healthy lifestyle. It is well known that probiotics have a number of
beneficial health effects in humans. They play an important role in protecting the host against
harmful microorganisms, reduce metabolic disorders and support immune functions. In the present
study, we investigated 26 probiotic products: 16 commercially available ones and 10 from a local
manufacturer. None of the commercial products contained all labelled LAB and some of them
contained unacceptable microorganisms. Of 890 isolated strains only 420 met the criteria for LAB.
Ninetyseven strains were investigated by phenotypic and genotypic methods. 16S5-23S rDNA
amplification was performed for all putative LAB isolates. Fifty-seven rod-shaped bacteria
referred to genus Lactobacillus and 16 coccus bacteria, to genus Weissela. Two-step multiplex
PCR identified the rodshaped strains to belong to four species: Lactobacillus delbrueckii ssp.
bulgaricus (three strains), Lactobacillus acidophilus (four strains), Lactobacillus casei (three
strains), Lactobacillus rhamnosus (two strains), Lactobacillus reuteri (four strains) and
Lactobacillus plantarum (one strain). The transit tolerance of the isolated bacteria to in vitro
simulated gastric juice (pH 2) was examined. Only four strains survived after 90 min of incubation.
The antimicrobial activity of the native supernatants of the isolates was tested and 10 of them
showed slight activity against three pathogenic bacteria. Our results demonstrated that only freshly
produced products possessed the expected number of viable cells. The data revealed that one of
the most common problems is the lower concentration of viable cells, misidentification and the
presence of undesired microflora.

Pe3iome:

Jlnec xopata ce (okycupaT BBPXY 3/paBOCIOBHHS HauuMH Ha KUBOT. [loOpe M3BecTHO e, ue
MpOOHOTHULIMTE UMAT PeuIia MOJIe3HH e(heKTH BbPXY 3paBeTo. Te urpasrt BakHa poJisl B 3aliuTaTa
Ha FOCTOMPUEMHHUKA CPelly BPeIHU MUKPOOPraHU3MU, HaMalsiBaT METa0OJTUTHUTE HapyLIEHUS U
MOJIbPKAT MMYHHUTE (QyHKUMU. B HacTosmoro mpoyuBaHe wuscienBaxMe 26 MpoOMOTHYHU
npojaykra: 16 HamuyHU B ThproBckara mpexa u 10 oT mecreH mpousBoautesn. Huto eaun ot
THPrOBCKUTE MPOJIYKTH HE ChABPKA BCUUKH MMOCOYEHU B TEXHHUYECKaTa crienu@uKaius BUIOBE
LAB, a HIKOM OT TAX ChABPKAT HENPUEMIIMBUA MUKpoopranu3mMu. Ot 890 n3osMpanu njama camo
420 otroBapsaT Ha kputepuute 3a LAB. [leBernmecer m cemem mama Osixa W3CieABaHU 4pe3
(heHOTUITHU W TEHOTHITHU METOJU. AMIUTH(UKAIMSA Ha WHTepreHHuTe ydactoim 16S-23S p/IHK
Oele M3BBpILEHA 3a BCUUKU mpenmnonaraeMu LAB uzonartu. Ilernecer u cegem NmpbUYKOBUIHU
u3ojara ce otHacaT KbM pox Lactobacillus u 16 koxosau mama kM pox Weissela. JIBycrenenen
mynturuiekc PCR uaentuduimpa npuHaanekHOCTTa HA MPHUYKOBUIHUTE I1IaMOBE KbM BUIOBETE:
Lactobacillus delbrueckii ssp. bulgaricus (tpu mama), Lactobacillus acidophilus (detupu mama),
Lactobacillus casei (rpu mama), Lactobacillus rhamnosus (xsa mama), Lactobacillus reuteri
(uetwpu mama) u Lactobacillus plantarum (eaun mam). M3cienBan € TpaH3UTHUAT TOJIEPAHC HA
U30JUpaHUTe OakTepuu KbM IN Vitro cumynupan cromamier cok (pH 2). Camo uetupu miama
onensBar cien 90 munytn uHKyOarus. TecTBaHa € aHTUMUKPOOHATA aKTUBHOCT HAa €CTECTBEHUTE
CymepHaTaHTH Ha u3osnatuTe U 10 OT TAX MoKa3Bar cinaba aKTUBHOCT CpElly TPHU MaTOTeHHU
Oaktepuu. Hamure pe3ynraTé AeMOHCTpHUpaxa, Y€ CaMO MPSCHO MPOU3BEIECHUTE MPOIYKTH
MPUTEKaBaT OYaKBaHMs Opoi )KU3HECTIOCOOHU KIIeTKH. JJaHHUTE pa3Kpuxa, ue €UH OT Hali-4ecTo
CpellaHuTe NpoOJIeMH € TMO-HUCKAaTa KOHIIEHTpAllUs Ha >KU3HECTIOCOOHU KIIETKH, MOTPEIIHOTO
uaeHTUQHUIMpPAHE U HATUYUETO Ha HeXellaHa MUKpodIopa.
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Abstract:

Bacterial spot (BS) is one of the most serious diseases of tomato (Solanum lycopersicum L.) and
pepper (Capsicum annuum L.) worldwide. To date, four pathogens have been defined as causative
agents of BS. Until 2015, only the species X. vesicatoria and X. gardneri have been isolated from
tomato fields in Bulgaria. In this study, for the first time, we report X. euvesicatoria as BS pathogen
on tomato in Bulgaria. Twenty seven strains were isolated from different regions, identified by
species-specific PCR amplification and biochemically characterized by BIOLOG. The species was
presented by two pathotypes — tomato (T) and pepper-tomato (PT). PT pathotype was dominant
and typical for 63% of the strains. Among the T strains three races were determined — T1, T2 and
T3 with prevalence of T2 race, while among PT strains five races were identified (POT1, POT2,
P1T2, P4T1, and P4T2). The race P4T2 was characteristic for the largest number of strains — 41%
of all.

Pesrome:

bakrepnannoro crpymscBane (BS) e emHo oT Hail-cepro3HHWTE 3a00JsABaHHS Ha JOMATHTE
(Solanum lycopersicum L.) u numepa (Capsicum annuum L.) B cBeroBen mamab. Kem gHerrna
JlaTa 4eTUpHU MaToreHa ca ompeaesneHu karo npuunHuTenan Ha BS. Jlo 2015 r. or monerara c
noMatH B beirapus ca nuzonupanu camo BuzoBete X. vesicatoria u X. gardneri. B toBa nmpoyuBane
3a MBPBH BT A0KIaaBame X. euvesicatoria karo maroren Ha BS 3a momaru B bearapus. [IBagecer
U celeM IaMa 0sixa M30JUPaHU OT PA3NIWYHU PErHOHH, MACHTUPULKpaAHHU uype3 crenupuyHa 3a
Buaa PCR ammudukamnus u 6moxumuuno xapakrepuzupanu or BIOLOG. BuasT e npeacraBeH ot
nBa narortuna - gomar (T) u munep-momat (PT). PT matorunst Oemie moMUHMpAI] ¥ THITHYEH 3a
63% ot mamoBere. Cpen T mamoBere Osixa onpenenenu Tpu pacu - T1, T2 u T3 ¢ npeoOnanaBane
Ha T2 paca, nokato cpen PT mamoBe 6sxa uaentuduiupanu net pacu (POT1, POT2, P1T2, P4T1
u P4T2). Pacara P4AT2 Gemie xapakrepHa 3a Haii-rosisiM 0poii mamose - 41% OT BCHUKH.

Dermenzhieva Y., V. Marinova, I. Rasheva, Y. Kizheva, P. Hristova (2019) Investigation of
survival and viability of probiotic strains during storage. Annual of Sofia University “St.
Kliment Ohridski” Faculty of Biology Book 4 - Scientific Sessions of the Faculty of Biology
2019, volume 104, pp. 7-21.

Abstract:



Correct taxonomy identification, viability and transit tolerance of the probiotic strains are
crucial for achievement of the expected effects of probiotic supplements. Probiotics strains may
be incorporated in dietary supplements and other food matrices which are expected to have up to
24 months of stability. However, the viability of probiotic cultures depends on production
technology, type of the product and storage conditions during the entire shelf-life. Survival of
probiotic bacteria are also affected by the high concentration of digestive enzymes and the low
value of pH, during their passing through the gastrointestinal system. To increase the transit
tolerance of probiotic strains, capsule dosage form is often used. In the present study the survival of
probiotic strains was monitored at different periods of the product storage. Also, the effect of
pepsin and pancreatin on probiotic strains in various commercial formulations was tested. The
impact of the capsule on the viability of probiotic strains in terms of storage has been studied. In
vivo transit tolerance of the probiotic strains under simulated conditions was visualized by the
fluorescence microscopy method. Our results showed that the strains tested were more sensitive to
the simulated gastric juice conditions, and many of them did not survive after 90 minutes and
were more resistant to small intestine conditions. Viability of the probiotic strains at pH 3 is
higher than at pH 2. At pH 3 all strains in products showed similar stability, and their number
only slightly decreased. It was observed that after 90 days of storage, the number of bacteria
significantly decreased but was still in the order of 10 CFU/ml.

Pesrome:

[IpaBunHaTa TaKCOHOMHYHA HWACHTU(QUKAIMS, >KU3HECIOCOOHOCTTa M TOJEPAHTHOCTTA KBM
TPaH3UT Ha MPOOMOTHYHHTE IIAMOBE Ca OT PEIIaBaIIO0 3HAYCHUE 3a MOCTHUTaHE Ha OYaKBAHUTE
edexktrn oT mpoOmotnuHuTe aoOaBku. lllamoBere mpoOuoTHMIIM MoraT Aa OBJAT BKIIOYCHH B
XpaHHUTEIHN JO0ABKU M IPYTW XPAHWUTEIHW MATPHUIM, KOMTO CE OYaKBa Ja uMmar 1o 24 mecena
crabmHoCT. JKHU3HECTTOCOOHOCTTa HA TPOOMOTHYHUTE KYITYpH 00adye 3aBUCH OT TEXHOJOTHUSTA
Ha TIPOM3BOJICTBO, BUA HA MPOAYKTa U YCIOBHITA HA ChXpaHEHHE MPe3 IeIUs CPOK Ha TOJTHOCT.
OmnensiBaHETO Ha MPOOMOTHYHUTE OAKTEPUU CHIIO CE BIHMSC OT BHCOKATa KOHIICHTpAIMS Ha
XPAaHOCMUWJIATEIIHU €H3UMH M HHCKaTa CTOWHOCT Ha pH mo Bpeme Ha NMpeMHHABaHETO UM IIpe3
CTOMAIITHO-YPEBHATA CUCTEMA. 3a J]a ce YBEJIMYU TPAaH3UTHATA TOJICPAHTHOCT HA MPOOUOTUIHUTE
[IaMOBE, YEeCTO C€ W3MOJ3Ba J03upaHa ¢GopmMa Ha Karcylud. B HacTosmoTro mpoyuBaHe
OIICTSIBAHETO HA MPOOMOTHUYHUTE IIaMOBE ce HaOJroaBa Npe3 pa3InyHd TEePUOTH  OT
ChXpaHEHHETOo Ha MpoaykTa. Chio Taka Oerie TecTBaH €eKTHT HA MENCHUH U MTAHKPEATUH BBPXY
MPOOHOTHYHH IIAMOBE B Pa3JIMYHU ThProBcku (popMynupoBku. M3ciieiBaHo € Bb3ICHCTBUETO HA
Karcynara BBPXY JKH3HECIIOCOOHOCTTa Ha MPOOMOTHYHUTE MIAMOBE II0 OTHOILICHHE Ha
chXpaHeHueTo. INn VIVO ToliepaHTHOCTTa KbM TPAaH3UT HAa MNPOOHMOTHYHHTE II[AMOBE IPU
CHUMYJIMPaHU YCIIOBUS C€ BH3yallM3Mpa 4pe3 MeToJia Ha (uyopeciieHTHa MUKpockonus. Hamure
pe3yiITaTu MoKaszaxa, ye TECTBAHUTE IIAMOBE Ca IMO-YyBCTBUTEIIHU KbM CHUMYJIUPAHUTE YCIOBHUS
Ha CTOMAIIHUSA COK W MHOTO OT TAX He ouensBar cien 90 MUHYTH M ca MO-yCTOMYMBH Ha
CBhCTOSIHUS Ha THHKUTE YepBa. JKu3zHecrnocoOHOCTTa Ha MPOOHOTHYHUTE IIamoBe rpu pH 3 e mo-
Bucoka oT Ta3u npu pH 2. Ilpu pH 3 Bcuuku mamoBe B MPOAYKTUTE MOKa3BaT MOAOOHA
cTabuiIHOCT U OposT UM caMo Jieko HamaunsBa. bemie 3abensizano, ue cneq 90 THU chXpaHEHUE,
6poAT Ha GaKTepUHTE 3HAYMTEHO HaMaJsgBa, HO BCE Olle € OT mopsabka Ha 10° CFU / ml.
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Abstract:

The dynamics of the bacterial community in the intestinal tract of Cornu aspersum was
investigated during different states of its life cycle. Two approaches were applied — culture and
non-culture. The non-culture approach was performed by ARDRA of 16S rDNA using two of the
six tested endonucleases. Data were analyzed by hierarchical cluster analysis. The restriction of
16S rDNA samples from the snail of different physiological states with endonucleases Hinfl and
Csp6l resulted in generation of different profiles depending on the snail states. By the culture
approach we found that the total number of cultivable bacteria, representatives of
Enterobacteriaceae, lactic acid bacteria, amylolitic and cellulolytic bacteria were the most
abundant in active state of the snails. Cellulolytic bacteria were not detected in juveniles of C.
aspersum. Escherichia coli, Clostridium perfringens as well as bacteria from the genus Salmonella,
Shigella and Pseudomonas were not detected. Bacteria of the genus Aeromonas were found in
juveniles of C. aspersum, after that their number decrease and were not found in hibernating snails.
On the base of the two applied approaches this study shows that the bacterial flora in the intestinal
tract of C. aspersum is affected by the seasonal and environmental variations and undergoes
quantitative and qualitative changes during the different states of the life cycle. The snails harbor
in their gut intestinal bacteria, which possess biochemical potentiality to degrade the plant
components.

Pe3iome:

JunamukaTta Ha OakTepuaiHaTa OOIIHOCT B YpeBHUs TpakT Ha Cornua spersum e uscieaBaHa
[0 BpeM€ Ha pa3lIM4HU ChCTOSHUS OT TEXHHUS KU3HEH LUKbI. [lpunoxenu Osxa aBa moaxona -
KYJATUBUPYEM U HEKyATUBUpYeM. HexkynTuBupanust noaxon € peanusupan upe3 ARDRA na 16S
pAHK, kato ce u3mos3BaT ABe OT LIECT TECTBAaHMU €HAOHYKIea3u. [laHHuUTe Osixa aHaIU3UpaHU
ype3 HepapXudeH KIbCTep aHanu3. PectpukimonHusaT ananu3 Ha 16S p/IHK mpoGu ot oximoB ¢
pa3nuuHu (BU3HOJOTHYHHE ChCTOSIHUS ¢ eHpoHykieasu Hinfl u Csp6l moBeme 1o renepupane Ha
pas3nuYHU Mpo(UIu B 3aBHCHUMOCT OT CBHCTOSIHUATA HA OXJIIOBUTE. Upe3 KyNnTypaaHHs MOJIXOJ
yCTaHOBUXME, ue oOummsaT Opoil  KyITUBUpyeMH  OakTepuu, MPEICTaBUTEIA  Ha
Enterobacteriaceae, muiedHokucenn OaKTEpUH, aMUJIOJUTHH W HCIYJIOJUTHYHH OakTepuu ca
XapaKTepUHH Haii-MHOTO B aKTUBHOTO CHCTOSIHME Ha oXtoBUTE. Llenmynonutuynu Oakrepuu He ca
otkpuTH npu Miaau oximoBu ot C. aspersum. E.coli, Clostridium perfringens, kakro u 6akrepuu
or poma Salmonella, Shigella u Pseudomonas ceio He ca oTkpuTH. bakrepuute OT poja
Aeromonas 6sxa OTKpUTH TIpU MJaau oxiaroBU oT C. aspersum, ciea Koeto OposiT UM HaMaJs U He
0sixa OTKPUTH TpHU XUOEepHUpalld OXJIIOBH. Bb3 OCHOBa Ha ABaTa MPUJIOKEHU IMOAXO0Ja TOBA
MpoyuBaHe MOKa3Ba, ye OakrepuanHaTta ¢uiopa B dpeBHHs TpakT Ha C. aspersum ce Biuse OT
CE30HHHUTE M EKOJIOTMYHU MPOMEHU U MPETHPIIsBAa KOJUYECTBEHU U KA4eCTBEHHM MPOMEHHU Tpe3
Pa3TMYHUTE CHCTOSHUS HA KU3HEHUS ITUKBIL



OxJII0BHTE UMAT YPEBHU OAKTEPUU, KOUTO MPUTEKABAT OMOXUMHUYHA CIIOCOOHOCT Ja pa3rpakaar
PaCTUTEITHUTE KOMIIOHEHTH.

Rabadjiev Y., P. Hristova, I. lliev, I. Ivanova (2015) Identification of Lactic Acid Bacterial flora
within honey intestinal tract of Apis melifera from different regions of Bulgaria
J.BioSci.Biotechnol. 215-219, ISNN 1314-6246

Abstract:

In the present study, we analyzed LAB microflora in the intestinal tract of bees Apis melifera on
the territory of Bulgaria. Sixteen isolates were collected from the honey stomach of the honeybee
Apis mellifera. Poor growth was recorded when strains were incubated anaerobically in the
presence of D-glucose as sole carbon source. All of isolated strain showed fructophilic
characteristics fermenting fructose faster than glucose. The isolates were Gram-stained and tested
for catalase reaction. The 16S rRNA genes from extracted DNA of bacterial colonies were
amplified with polymerase chain reaction using universal primers 27F and 1492R and were
sequenced. The 10 isolated strains yielded five distinct 16S sequences of Lactobacillus plantarum,
L. pentosus, L. iwatensis, L. kunkeei, Weissella confusa. DNA of sequenced strains were amplified
with specific primers in order to confirm the genus of the samples LBMA-1
(CTCAAAACTAAACAAAGTTC) and R16-1 (CTTGTACACACCGCCCGTCA). Carbohydrate
fermentation reactions were recorded using APl 50CH. For detection of enzymes activities of
strains was used APl ZYM. These strains can be good candidates for potential application as
probiotics in honeybees and also as natural food preservatives, which, in turn, may be useful in the
food industry.

Pe3iome:

B nacrosmoTo uscnensane ananusupaxme LAB Mukpodiopa B upeBHHUS TpakT Ha mueaute ApPIS
melifera na Tepuropusita Ha beirapus. [llectHaneceT u3onatu 0sxa ChbOpaHU OT MEICHHS CTOMAx
Ha MenoHocHaTa mueiaa Apis mellifera. Jlomr pacrex Gerre perucTpupaH, KOraro mamMoBeTe Osixa
MHKYOHpaHU aHAaepOOHO B MPUCHCTBUETO Ha D-TIIOKO3a KaTo €AMHCTBEH U3TOYHUK HA BBIVIEPO/I.
Beuukyn  u3onupaHu 1miaMoBe MOKa3BaT  (PPYKTOPUIHU  XapaKTepUCTUKH, (HepMEeHTHpaIIH
bpykTo3a mo-6up30 OT riroKko3ara. M3onatute 0sxa onBeTreHu No ['pam U TecTBaHU 3a peakuus Ha
karanaza. 16S pPHK renute oT ekcrpaxupana JIHK na OakrepuanHu koJioHuu Osxa
aMIUTM(QUIIMPAHU C TIOJIMMEpPa3Ha BEepUKHA peaKius, U3IM0JI3Bailku yHuBepcanHu npaitmepu 27F u
1492R u ©Osaxa cekBeHupanu. 10-Te wu30MMpaHd IMaMa Jaaoxa NeT pasauyHu  16S
nocienoBareasocT Ha Lactobacillus plantarum, L. pentosus, L. iwatensis, L. kunkeei, Weissella
confusa. JIHK Ha cexBeHMpaHH 1aMoBe 0sixa aMIIH(UIMpaHn ChC criel(UIHN paiimMmepH, 3a aa
Ce TOTBBPAU pOJOBaTa MNPHUHAIICHKHOCT HA MIICUHOKHCENHUTE Ipodbu, chorBeTHO LBMA-1
(CTCAAAACTAAACAAAGTTC) u R16-1 (CTTGTACACACCGCCCGTCA). Peakiuure Ha
(dbepMeHTalMs Ha BBITIEXUIPATH ce 3anucBart, m3non3paiiku API S0CH. 3a oTkpuBaHe Ha €H3UMHHU
aKTUBHOCTH Ha 1mamMoBe ce usnonsBa APl ZYM. Te3u mamoBe morat aa 6b1aT 100pu KaHIUAATH
3a TMOTEHIMAIHO MPUJTIOKEHHE KaTo MPOOUMOTHIM TPU MYENUTEe, a ChII0 M KaTO E€CTECTBEHU
XpaHUTEIIHU KOHCEPBAHTH, KOUTO OT CBOsSI CTpaHa MoraT Ja ObJaT IMOJIe3HH B XpaHHUTEITHATa
WH]IyCTpUS.
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