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Abstract

Antibiotic-resistance of Pseudomonas, Xanthomonas, Stenotrophomonas native soil
strains were studied in current paper. The prevalence of their multi-drug resistant
representatives was detected. For some strains the causes of plasmid-mediated resistance
stability were disclosed. The presence of antibiotic modification blaOXA-10, catB7, aac(6’)I1,
aph(3’)IV genes (containing in Pseudomonas clinical strains) was detected on both plasmids
and nucleoid of observed native bacteria. According to the results of research, tartaric acid
(TA) new synthetic derivatives are effective against the multi-drug animal and human
opportunistic pathogenic and phytopathogenic representatives of the studied bacteria.
Cyclohexyl- substituted imide and complex salts of TA have demonstrated the maximal effect
against all the majority of tested pathogens. Complex salts of TA are able to biodegradation
by soil non-pathogenic P. chlororaphis group bacteria. According to preliminary screening
data, their potential eco-toxicological safety was shown.

Key words: tartaric acid derivatives, Pseudomonas, Stenotrophomonas, Xanthomonas,
multi-drug resistance.

Introduction

One of the important problems of modern agriculture and healthcare is the struggle
against the antimicrobial-resistant pathogens. Antibiotics since the moment of their discovery
remains the predominant antimicrobial agents. Thus they are broadly used in various scopes
of human activity [1]. But the excessive usage of them fatally decrease the quality of food,
agricultural production and finally is being transferred into healthcare problem [2]. The
chronic usage of agricultural production which is overvalued by antibiotics led to formation of
resistance increase in opportunistic pathogenic and pathogenic micro flora what potentially
decreases the efficiency of infections antibiotic therapy. Besides, antibiotics have the range of
various disadvantages, such as like the versatile side effects, up to acute and chronic disorders
occurrence in patients [3].
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Pseudomonas, Xanthomonas and Stenotrophomonas are very common microorganisms
with a huge potential of adaptivity, which includes the high level of antimicrobial resistance
too [4]. They are well-known as xenobiotic-resistant bacteria, which are able to
biodegradation of various substances, such as like antibiotics, artificial toxic organic
compounds like oil products, etc. being widespread on all the geographical zones of Earth
planet, the mentioned bacteria are involved in various consumptions chains as reducers
(decomposers) [5,6]. And due to their active participation to intra specific gene horizontal
transfer, they can led to uncontrolled spread of antimicrobial resistance genes. The initial
source of these genes are native bacteria of soil and water. For the representatives of these
three genera the multiple mechanisms of antibiotic-resistance (chemical modification by
enzymes, target modification, efflux systems, etc.) are well-known. Moreover, their genes and
operons, which are responsible for antibiotic-resistance can be easily mutated by the pressing
of antibiotics in case of clinical selection [7,8]. As a result, it might become a cause of a
particular strain resistance diapason enlargement (such as like in case of mutant -lactamases,
which are not sensitive to clavulanic acid classical inhibitor. It might led to the formation of
new strains of pathogens too. The most dangerous representatives of multi-drug resistant
infections are different species of Pseudomonas and Stenotrophomonas which are
opportunistic pathogens of agricultural animals (P. aeruginosa, S. maltophilia, etc.). The harm
from the phytopathogenic species (P. syringae, X. beticola, X. vesicatoria, etc.) of the
Xanthomonas and Pseudomonas is significant for crops too. And due to their high level of
adaption the complex and combined agents of animal and plants production are often not so
effective [9,10].

Thus, the search of novel classes of chemical compounds against the multiple resistant
microorganisms is very actual. One of the direction in these research is the derivativeness of
natural antimicrobial compounds, such as like organic acids [11,12]. That is why in NPUA,
cyclic imides and complex amine salts of tartaric acid (TA) with improved antibacterial
properties were synthesized and tested on more than 200 native strains of animal and human
opportunistic pathogenic as well as phytopathogenic and non-pathogenic representatives
Xanthomonas, Pseudomonas, Stenotrophomonas.

Conflict setting and set of Methodology

All the experiments were carried out with the support of the specialists of RA NAS SPC
“Armbiotechnology” on strains form The National Collection of Microorganisms of
Microbial Depository Center (MDC). Field tests were carried out with support of Institute of
Fish Industry of the National Academy of Sciences of Belarus, the Scientific Center of
Agrobiotechnology SNCO, Armenian National Agrarian University [13]. There were used
the following strains of bacteria: P. aeruginosa, P. putida, P. putida, var. melanogenes, P.
geniculate, P. chlororaphis (P. chlororaphis subsp. chlororaphis, P. chlororaphis subsp.
aurantiaca, P. chlororaphis subsp. aureofaciens), P. taetrolens, P. syringae (P. syringae, pv.
syringae, P. syringae pv. lachrymans, P. syringae, pv. tabaci), Pseudomonas sp., P.
fluorescens, S. maltophilia, X. campestris, X. vesicatoria, X. beticola. On these bacteria
different concentrations were tested (25mcg/mL, 50mcg/mL, 500mcg/mL) of 13 antibiotics of
various classes and generations: penicillin/Pcn, ampicillin/Amp, amoxicillin/Amx,
augmentin/Amc, cefixime/Cfx, ceftriaxone/Cro, azithromycin/Azm, ciprofloxacin/Cip,
tetracycline/Tcn, chloramphenicol/Cam, streptomycin/Stp, gentamycin/Gnc, kanamycin/Kan.
As a control there were used the following sensitive E. coli DH50. and antibiotic resistant

4



AGRICULTURE
strains: E. coli DH50/NVOG16, E. coli DH50 I[pUC18, E. coli DH50. [PECT [14,15]. Genetic
analyses were carried out by plasmid and total DNA isolation by alkaline extraction and
benzyl chloride usage. Isolated DNA was studied by 0.8-2.5% agarose gel electrophoresis
with application of UV detection by ethidium bromide and bromophenol blue dyes. Plasmid
analyses were carried out by electrophoresis and transformation due to Mandel’s method of
chemically competent cells obtaining by low temperature centrifugation with presence of
Calcium chloride. Antibiotic resistance genetic analyses were carried out by PCR analyses of
antibiotic modification genes. Lipase and polyphenol oxidase (PPO) activities were identified
on solid cultural media due to standard protocols, and measured by the appropriate zones of
reaction product accumulation [16-18].

The development of new and comparably safe antimicrobial agents is extremely
significant. During the recent decades, antimicrobial properties have been studied for various
organic acids: tartaric, lactic, citric, oxalic acids, etc. These substances are now successfully
used in world practice for the production of environmentally friendly agrochemicals. TA is
especially widely used, being the most common organic acid of plants. This compound, as
well as its salts of alkali and alkaline earth metals, are considered safe food additives (E334 -
E337, E354). Also, it is used both in free form and in amide forms [19]. That is why, in
current paper the effect of a TA synthetic derivatives on more than 200 strains of 6 subspecies
of 12 species of soil native Pseudomonas, Xanthomonas, Stenotrophomonas is considered.
These substances were elaborated in Basic Research Laboratory of Agrarian Pesticides
Creation & The Quality Control at National Polytechnic University of Armenia (NPUA) on
the basis of natural tartaric acid obtained by purifying it from tartar, according to the
technology proposed in our laboratory [20]. The antimicrobial effect and biodegradation
potential were tested for Benzylimide of TA, Cyclohexylimide of TA, Phenylimide of TA,
cyclohexyl complex amino salt of TA, benzyl amino complex salt of TA, phenyl amino
complex salt of TA, ethamonlamino complex salt of TA (EACS). Microbiological evaluation
of antibacterial activity and biodegradation potential of TA new derivatives were detected on
different solid and liquid cultural media: 1% and 0.7% nutrient agar, L-broth, selective media
with antibiotics, M9 mineral salt media with substituted carbon source due to standard
protocols [21]. The ability of TA derivatives resistance spread was tested by the methods of
transformation and PCR [22]. In silicon experiments were carried by the molecular docking
with appropriate models of key role proteins of infection and pathogenicity of Pseudomonas,
E. coli and other Gram-negative opportunistic pathogens. It was carried out due to the
methodology, which was elaborated in Russian-Armenian University (RAU), the laboratory
of structural bioinformatics and chair of General and Pharmaceutical Chemistry [23]. The
statistical evaluation and verification of experiments were carried out due to standard
protocols [24].

Research Results

The results of cultivations series of more than 200 strains of Pseudomonas,
Xanthomonas and Stenotrophomonas on various selective media have demonstrated the
prevalence of antibiotic-resistance strains, and especially pun-drug and multi-drug strains.

The wide spectrum of diversity of resistance to 13 studied antibiotics from B-lactam,
aminoglycoside, fluoroquinolone, azalide macrolide, tetracycline and amphenicole classes
was identified for animal and human opportunistic pathogenic, phytopathogenic and non-
pathogenic representatives of different species (tab. 1). In strains P. chlororaphis subsp.
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chlororaphis 9171, Pseudomonas sp.9317 the presence of efflux system was identified. It is
responsible for the resistance to gentamycin and kanamycin correspondently. In Pseudomonas
sp. 9269 the same type of resistance is identified to azithromycin, in Pseudomonas sp. 9267 —
to penicillin and ampicillin, in Pseudomonas sp. 9312, 9333 — to tetracycline, in Pseudomonas
sp. 9325 - to ceftriaxone.

The results of genetic research of the studied both antibiotic-resistant and sensitive
strains have demonstrated the diversity of plasmid content in them (Fig. 1). According to the
obtained results, some non-plasmid strains were identified among the both resistant and
sensitive representatives of different species. Experiments with transformations series have
shown the presence in cells of P. aeruginosa and S. maltophilia various plasmids, which carry
more than one genes of antibiotic resistance (S. maltophilia 306d2). In some representatives
(P. aeruginosa 9059) the presence of more than one plasmid with different resistance genes
was identified. For all the studied strains of P. taetrolens the presence of plasmids was shown
which are not responsible for the resistance to 13 studied antibiotics. For P. taetrolens there
were no detected non-plasmid representatives. For the identification of resistance mechanisms
PCR analyses were carried out (Fig. 1-2).

Table 1
Antibiotic-resistance diapason of more than 200 soil native strains of Pseudomonas,
Stenotrophomonas and Xanthomonas of different species. R - resistant, S — sensitive

Native soil Antibiotic-resistance
bacteria B-lactam | aminoglycoside | Fluoroquinolone | azalide | amphenicole | tetracycline
P. aeruginosa 80% 60% 30% 50% 70% 40%
P. putida 98% 2% 2% 7% 40% 25%
P. fluorescens 99% 10% 22% 32% 24% 30%
P. geniculate 67% 37% 12% 5% 30% 25%
P. taetrolens 60% 12% 35% 35% 57% 35%
P. chlororaphis 79% 18% 21% 6% 31% 20%
P. syringae 98% 62% 57% 63% 50% 58%
Pseudomonas sp. 60% 38% 14% 9% 38% 30%
S. maltophilia 93% 17% 22% 15% 57% 26%
X. vesicatoria 70% 10% 3% 6% 7% 5%
X. beticola 3% 0% 0% 0% 0% 0%

According to PCR analyses, the genes blaOXA-10, aac(6’)Il, aph(3’)IV, catB7, which
are responsible for antibiotic modification and the resistance to B-lactams, aminoglycosides
and amphenicoles were identified in a minority of representatives of S. maltophilia, P.
aeruginosa, P. fluorescens, etc. Transformation have demonstrated nucleoid localization of
resistance streptomycin and chloramphenicol resistance genes in all the representatives of
Stenotrophomonas, Xanthomonas, Pseudomonas, including catB7 gene. In some strains
mutant forms of genes were identified with blocked or decreased activity (in P. fluorescens
9087 mutant blaOXA-10 gene with decreased enzyme activity, in P. chlororaphis, subsp.
chlororaphis 9171 — mutant aac(6’)II gene with decreased activity and in P. putida 9249
mutant inactive aac(6°)II gene), while in other ones there were detected mutations which led
to increase of resistance, such as like in case of augmentin-resistance (in P. putida 9249, P.
fluorescens 9110, P. fluorescens 9070 mutant blaOXA-10, with resistance to clavulanic acid).
For all the studied plasmids of Pseudomonas, Xanthomonas, Stenotrophomonas different
species the stabile replication in non-selective conditions was identified.
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For the identification of cases of stability, the series of analyses of other enzymes of
these plasmids were carried out which potentially may be involved in xenobiotic
biodegradation and cause the stability. There were studied extracellular lipase polysorbate
degradation and L-tyrosine, tannin and a-naphtol degradation by PPO. Due to the obtained
data, the maximal extracellular activity of lipases and PPO were detected for P. chlororaphis
group (Fig. 3).

Also, the same was registered for P. aeruginosa, P. putida and S. maltophilia representatives. In
various species of S. maltophilia, P. chlororaphis 3 subspecies, P. taetrolens, the presence of lipases
was detected which were able to degradation of polysorbates with different length of fatty acid residue
(Polysorbate -20, -40, -60, -65, -80, -85).
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Fig. 1 DNA electrophoresis of different strains
A:1-P.putida 9234, 2 — P. putida 9238, 3 - P. putida var. melanogenes 9254, 4 — P. putida var.
melanogenes 9253, 5 — P. putida 9227, 6 — P. putida 9223, 7 — P. putida var. melanogenes 9252, 8 — P. putida
9230, 9 — P. putida 9249; B: 1 — P. geniculate 9341, 2 — P. geniculate 9336, 3 — P. geniculate 9337, 4 — P.
geniculate 9211, 5 — P. geniculate 9202, 6 — P. geniculate 9203, 7 — P. geniculate 9209, 8 — P. geniculate 9212, 9
—P. geniculate 9205; C: 1 — P. taetrolens 9240, 2 — P. taetrolens 9242, 3 — P. taetrolens 9243, 4 — P. taetrolens
9244, 5 — P. taetrolens 9248, 6 — P. taetrolens 9246, 7 — P. taetrolens 9241. D: 1 — S. maltophilia 9303, 2 - S.
maltophilia 9308, 3 — S. maltophilia 9286 , 4 — S. maltophilia 9290 , 5 — S. maltophilia 9293 , 6 — S. maltophilia
9273, 7 - S. maltophilia 306d2, 8 — S. maltophilia 9285, 9 — S. maltophilia 9289, 10 — S. maltophilia 9306 , 11 —
S. maltophilia 9297, 12 — S. maltophilia 9300, 13 — S. maltophilia 9307; E: 1 — P. syringae path. lachrymans
8732, 2 — X. vesicatoria 8647, 3 — P. syringae, path. syringae 8736, 4 — X. beticola 8680, 5 — P. syringae, path.
tabaci 8663, 6 — P. syringae, path. tabaci 8665, 7 — S. maltophilia 9286, 8 — X. beticola 8681.

The differences in substrate specificity profiles of enzymes was detected. For some strains of S.
maltophilia there were identified enzymes, which were able to degradation of only one type of
polysorbates, while in other strains lipases were destructing all the studied polysorbates or few of them
(such as like for P. chlororaphis 3 subspecies).
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Fig. 2 A: PCR analysis of catB7 in P. aeruginosa
1 — control (EcoRI/Hind I11), 2 — P. aeruginosa 9059, 3 — P. aeruginosa 5249a, 4 — P. aeruginosa 5249b, 5 — P.
aeruginosa 9057, 6 — P. aeruginosa 9058, 7 — P. aeruginosa 9056, 8 — P. aeruginosa 9057; B - PCR analysis of
blaOXA-10 in P. putida and P. geniculate. 1 — P. geniculate 9335, 2 — P. geniculate 9202, 3 — P. geniculate
9340, 4 — P. putida 9230, 5 - 6 — P. putida 9234, 7 — P. putida 9249, 8 — P. putida 9216, 9 — control.

The transformation analyses have demonstrated the diversity of localization of their genes both
on plasmids and nucleoid. Also, the presence of plasmid-localized and nucleoid genes of lipases with
different substrate specificity was demonstrated for P. taetrolens and S. maltophilia.

Fig. 3 Pseudomonas and Stenotrophomonas extracellular lipases precipitation by fatty acids
Ca salts accumulation on solid mineral M9 media with substitutes by polysorbates carbon
source
1 — P. chlororaphis subsp. aurantiaca 9061 on polysorbate-20, 2 — P. taetrolens 9246 on polysorbate-85;
3 — S. maltophilia 9302 on polysorbate-85; 4 — S. maltophilia 9288 on polysorbate-85; 5 — P. putida 9229 on
polysorbate-60; 6 — P. fluorescens 9072 on polysorbate-40; 7 - P. chlororaphis, subsp. chlororaphis 9168 on
polysorbate-20; 8 — P. putida var. melanogenes 9254 on polysorbate-20; 9 — Pseudomonas sp. 9257 on
polysorbate-20.

PPO were also identified in different species representatives of Pseudomonas,
Stenotrophomonas and Xanthomonas. This property is correlating with tetracycline-resistance
in a majority of cases. The maximal level of activity was observed for P. chlororaphis group
representatives. Due to genetic analyses by transformation method, in all the studied
microorganisms, the genes of these enzymes were encoded by nucleoid (Fig. 4).

Then the series transformations of sensitive strains by the plasmids, which were isolated
from the strains, which have demonstrated lipase and PPO activity. As a result, it was found
out that in S. maltophilia, some resistance plasmids stability is related to the presence on them
lipases genes.
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Fig. 4 Pseudomonas and Stenotrophomonas polyphenol oxidases (PPO) precipitation by the
accumulation of tannin, a-naphtol, L-tyrosine degradation in mineral M9 media with carbon
source which was substituted to PPO substrates.

A — a-naphtol biodegradation by PPO 11 (lakase) of P. fluorescens 9075; B — (PPO 1) tyrosinase of P. geniculate
9335; C — tannin biodegradation by PPO II, PPO |1l of P. putida, var. melanogenes 9252; D — tyrosinase of P.
geniculata 9336; E — tyrosinase of Pseudomonas sp. 9312; F — tyrosinase of Pseudomonas sp. 9327; G —
tyrosinase of S. maltophilia 9288; H — tyrosinase of S. maltophilia 9302; | — tyrosinase of S. maltophilia 9310.

For P. taetrolens it was shown the ability of their plasmids to transmit the lipases genes.
For some of them it was identified more than one lipase genes on plasmids and nucleoid with
different substrate specificity [25, 26].

At the next step of current research, on all the studied bacteria there were tested 7 new
synthetic derivatives of TA. As a result, emphasized bactericidal effect of cyclohexylimide
and cyclohexyl amino complex salt of TA was detected. Benzyl- and phenyl substituted
imides and complex amino salts were effective too, but the strains in which PPO were active,
were predominantly resistant to these compounds.

This property was shown for non-pathogenic P. chlororaphis group different species
representatives, as well as for P. fluorescens. By the transformation series, it was
demonstrated impossibility of that properties transmission to other Gram-negative bacteria by
plasmids.

The negative results were obtained for P. aeruginosa 9056, as well as E. coli, S.
maltophilia, X. beticola, P. carotovorum and other bacteria. Some resistant to TA derivatives
P. chlororaphis have demonstrated the ability of growth on mineral media containing
cyclohexyl-, phenyl-, benzyl- complex amino salts, by utilizing it as carbon source. Imides
didn’t demonstrate that properties. Cyclohexyl-, benzyl- and phenyl- derivatives have
demonstrated their efficiency against the opportunistic pathogenic strains of P. aeruginosa, P.
putida, P. geniculate, S. maltophilia, as well as against the phytopathogenic bacteria of X.
vesicatoria, X. Beticola, P. syringae [27].

For the study of mechanism of antimicrobial activity of TA derivatives, the series of in
silico experiments were carried out. According to molecular docking analysis, the binding of
TA cyclic and ethanolamine synthetic derivatives to some membrane proteins and
transcription factors was found out which are responsible for the pathogenicity of bacteria and
infection of host organism: TsaR (3FXQ) transcription regulator of P. testosteroni, BenM,
benzoate receptor quorum sensing regulator of P. aeruginosa; OXYR (1169) hydrogen
peroxide sensor of y E. coli. The binding take place predominantly by the hydrophobic
aminoacids residues, with the formation of hydrogen, van der Waals, hydrophobic bonds.
Cyclohexyl- and benzyl- derivatives have demonstrated the maximal binding to the studied
model proteins.
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Conclusions

Among above than 200 studied Pseudomonas, Stenotrophomonas and Xanthomonas
soil strains of animal and human opportunistic pathogens, phytopathogens and non-
pathogenic decomposers species the wide diversity of resistance was detected. Multi-drug
resistant representatives of them are resistant to the antibiotics of last generations (such as like
azithromycin and ceftriaxone). In genome of the studied strains different genes of resistance
were identified, including efflux systems and antibiotic modification genes blaOXA-10,
aac(6’)ll, catB7, aph(3’)IV both on bacterial chromosome and plasmids. Genes of
chloramphenicol streptomycin resistance are related only with nucleoid. The plasmids
diversity was identified in both sensitive and resistant strains. The plasmids which are not
related with 13 studied antibiotics were identified too. In P. taetrolens, no plasmids of
resistance to these 13 antibiotics were identified. Biodegradation extracellular lipases and
PPO were identified in resistant and sensitive strains. In one part of them lipases genes are
related to stability of antibiotic resistance plasmids. PPO genes are identified only in nucleoid
of all the studied strains. TA synthetic derivatives in forms of imides and complex amino salts
are effective against both phytopathogenic and opportunistic pathogenic representatives of
Pseudomonas, Stenotrophomonas and Xanthomonas, as bactericide agents. Cyclohexyl
derivatives have demonstrated the maximal activity. All the tested salt forms are
biodegradable by soil non-pathogenic P. chlororaphis group representatives. The resistance to
them is not transmitted by plasmids and might be relate to nucleoid localization of PPO genes.
Thus, further research becomes interesting with the prospective antibacterial agents against
the multi-drug resistant pathogens of animals and plants with possible application in

agriculture, horticulture and veterinary.
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<NUU3hTL XANTHOMONAS, STENOTROPHOMONAS, PSEUDOMONAS
PURUULUSNKNLNRG3NRLLE B4 U U MU3LUNe 9hLGeedh LNr
uouuLs3uLuverr UhNsnd

P.Q. Pwpwjwi'?

"Cuywuppwuh wqquypti ynihippbubhuwlwt hwdwuwpwt, Yninuiptippbuwlw
pniuwphdhlywintbph uyppwgdwi U npwlh Jepwhuljdwt puquyht ghypnwhbypwgnipnwluwt
(wpnpuynphuw

2L FUU «Luwyphnipbfutininghw» FUY, Eyninghwlwt wadipwbgniyaynit jwpnpugpnphw

SYyw]  wofuwwnwupnd  nwnuuwupypty  Gu Pseudomonas,  Xanthomonas,
Stenotrophomonas ~ puwlwu  hnnwjhtu  nwdubiph  hwlwphnunhywlwniunie)niup:
Pwgwhwjnyty £ npwug pynwd pwqdwluwinit ubipyujwgnighsubiph gbipwywynwdp: Npno
omnwdubph hwdwp nwnwuwuppdtp  Gu wwaquhnubpny  wwjdwuwynpywd
ntghunbunnigywu b npw  Ywynwingjwu  wWwwbwnubpp: hwlwphnwhlyubiph
dnnhdhljugdwu blaOXA-10, catB7, aac(6')ll, aph(3)IV qbtubiph (hwjwnuwpbpjwd
Yihuhywywu Pseudomonas ~ punwdubipnid) wnwjnigyniup - hwynuwpbpdtp |
nuniduwuhpywd puwlwu dwuptubph huswbiu ywgdhnubpnd, wjuwbu L unynhnnd:
Lhwnwgnnnipjwu wpryniupubiph hwdwdwju' ghubppyh unp upupbunhy wdwugjwiubpp
wpryniuwybinn - Gu, nwnuuwuhpywd  pwynbphwubpht wwwnlwunn, Ytunwupubph L
dwpnnt pwqdwyw)nLu wwjdwlwywu wwpengbuubtiph L dhinnwwengbiu
uGplwjwgnighsuph nbd: Lwpuuwlwu nnwWuwuhpnyynUubph  wpryniuputph  hhdwu
Yypw gnyg £ wnpyb) npwug wynnbughw| Eynnnpupyninghwlwu wuywnwugnip)niun:

Pwtwh pwnbp. ghubppent, dhypnwwpwpuwujnie, gjninuntnbuwlwu pnyubip,
pnyubiph wbh fupwuhs (Shinunpdniyywnnp), fubjwgunn YndwGpuubp:
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MYJUDbBTHUPE3SUCTEHTHOCTD IIOYBEHHBIX XANTHOMONAS,
STENOTROPHOMONAS, PSEUDOMONAS Y BOPBBA C HEW ITPA
MOMOII HOBBIX MPOU3BOJHBIX BUHHON KUCJIOTHI

B.I'. Bagasin™”

'Hayuonanvmwii nonumexwuueckuii ynusepcumem Apmenuu (HIIVA), 6azoeas nayuno-
UCCRe0068amenbeKas 1abopamopus NOIYUEeHUs CelbCKO-X03AUCMBEHHBIX A0OXUMUKAMO8 U KOHMPOJIA
Kavecmea

?Hayuno-Ilpoussoocmeennviii Lenmp (HIIL]) «ApmGuomexnonozusy Hayuonansnoii Axademuu Hayx
Pecnybnuxu Apmenus (HAH PA), nabopamopus 5Koa02uyeckoli be3onacHocmu

B nanHO# paboTe u3y4eHAa aHTHOMOTHK-PE3UCTEHTHOCTH IPHPOAHBIX ITOYBCHHBIX
mrammoB  Pseudomonas, Xanthomonas, Stenotrophomonas. Cpeau HHX, BBISBICHO
npeoOyiaiaHie  MYJIbTUPE3UCTCHTHBIX — HpeAcTaBuTened. Js  HEKOTOpPBIX — IITaMMOB
UCCJICIOBAaHbl MPUYMHBI OMOCPEIOBAHHON IUIa3MUIaMU YCTOMYMBOCTH M €€ CTaOMIBHOCTH.
[MpucyrctBue reHoB Moaupukanuu antuonoTukoB blaOXA-10, catB7, aac(6’) II, aph(3’)IV
(BcTpeuaromuxcss B KIMHMYECKMX IITamMmax Pseudomonas) Obuto OOHApyKeHO Kak Ha
IIa3MUax, TaK ¥ Ha HYKJICOMIE M3y4YCHHBIX HATUBHBIX Oaktepuil. COrnacHoO pesyibraTam
VICCIIC/IOBAaHHI, HOBBIC CHHTETHYECCKUE IPOU3BOAHBIC BUHHON KUCIOTHI 3 ()EKTHBHBI IPOTUB
MYJIbTUPE3UCTEHTHBIX ~ ONMIMOPTYHHCTHYECKHX IATOT€HOB JKUBOTHBIX M 4YeJOBeKa U
(uTOMATOreHHBIX ~ TpeACTaBHTENCH  ucciuemyeMblx — Oaktepuid.  [lo  pesynbraram
NpPEBAPUTEIILHOIO CKPHHUHra I[O0Ka3aHAa WX MOTCHLIHUAIbHAS 3KOTOKCHUKOJIOTMYECKas
0€30MacHOCTb.

Knrouesvie cnoga: BUHHAsg KHUCIOTa, MHKPOYJOOpEHUs, CEIbCKOXO3SHCTBEHHbBIE
pacTeHus, CTUMYJISITOP pOCTa pacTeHU (GUTOCTUMYIIATOP), XENATUPYIOIINE KOMILIEKC.
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