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Llenv uccnedosanus. AnpoOanus MeTola YCKOPEHHOM MOJIEKYIISIPHO-TE€HETUYECKON
OILIEHKH TPOTHUBOMHKPOOHOW aKTHBHOCTH XMMHYECKHX COCIMHEHHWH Ha Mojenu Pseudomonas
aeruginosa.

Mamepuanvt u memoosi. JIns npoBeNeHUS MOJEKYJISIPHO-TEHETUYECKOW OLIEHKU aHTH-
MHUKpPOOHO#H aKTHBHOCTH B OTHOILICHHWU TPaMOTpPHUIIATENbHOI OakTepun P. aeruginosa (mramm
SS14 KC 866140) 6buti BRIOpaHBI CASAYIOIIME aHTAOMOTHKH : aMUKAIIWH, TEHTAMUITUH, MTe(I0K-
canuH, nunpoduokcany u nedpTpruakcoH. [1onoKuTeabHbII KOHTPOIb MOJIyYadl BCTpauBaHHEM
yuactka renoB 16S pPHK Pseudomonas aeruginosa B Bekrop pAL-TA («EBporen», Poccus) ¢
nocieayromeil Tpaichopmaieii 1 HapaboTkol Tuasmuabl B kiaetkax E. coli XL1-Blue. J{ns
nonydeHus: gaHHeix o kommuectBe JIHK Pseudomonas aeruginosa (I'3/oGpaserr) mpoBOmHIH
[IIIP B pexxuMe peabHOro BpEMEHU.

Pesynemamur. HanGonee 3ppeKTUBHBIM U3 5 HccleyeMbIX aHTHOAKTEepHUalIbHBIX Mpena-
paToB okazaics nunpodaokcanun. [Tomydennsie 3HadueHus adcomoTHOro konmmuectsa JJHK P.
aeruginosa B pacTBOpe aHTHOMOTHKA MOCIIEC HEMPOIOHKUTEIBHOTO KYJIbTUBUPOBAHKS OKA3aJIUCh
HAaWMEHBIIIMMU 10 CPABHEHUIO C aMUKAIMHOM, T€HTAMHIIMHOM, Me(IOKCAIINHOM U e TPUAKC O-
HOM. MuHUMaNbHas TOMABISIONIAS KOHIEHTpAIUs JJIsl JAHHOTO AaHTHOMOTHKA COCTaBWIA 2
MKT/MJL.

3axntouenue. PazpaboTaHHass HaAMH METOAMKA MO3BOJIET MPOU3BOIUTH KOMILIEKCHYIO
OIIEHKY MPOTHBOMUKPOOHOIH aKTHBHOCTH HOBBIX XUMHUYECKUX COCTUHEHHU C IMOMOIIBI0 METO/AA
[IL[P B pexxume peasbHOr0 BPEMEHH IPU 3TOM YCKOpSsis Mpoliece JiedeHns: NHPEKIINOHHBIX 320 0-
JeBaHUM Onaronaps noxdopy Hanbosee 3PpPEKTUBHOrO Npenapata B KOPOTKHUE CPOKH.

Kniouegvie cnosa: GaxrepuanpHas WHQEKIUS, aHTUOMOTHKYU, YyBCTBUTEIbHOCTh MUK O-
OpraHU3MOB, AHTUOAKTEpHAIbHAS AKTUBHOCTh, MOJIEKYJIIPHO-T'€HEeTUY €CKUE METOABI.
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Aim. Approbation of the method of accelerated molecular genetic assessment of the anti-
microbial activity of chemical compounds on the model of Pseudomonas aeruginosa.
Materials and methods. The following antibiotics were selected for the molecular genetic
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assessment of the antimicrobial activity against the gram-negative bacterium Pseudomonas
aeruginosa (strain SS14 KC 866140): amikacin, gentamicin, pefloxacin, ciprofloxacin and ceftri-
axone. A positive control sample was obtained by embedding a 16S rRNA gene region of Pseu-
domonas aeruginosa into the pAL-TA vector (Eurogen, Russia), followed by transformation and
plasmid production in E. coli XL1-Blue cells. To obtain data on the amount of Pseudomonas
aeruginosa DNA (GE / sample), real-time PCR was performed.

Results. The most effective of the 5 studied antibacterial drugs was ciprofloxacin. The ob-
tained values of the absolute amount of Pseudomonas aeruginosa DNA in the antibiotic solution
after a short cultivation turned out to be the smallest in comparison with amikacin, gentamicin,
pefloxacin and ceftriaxone. The minimum inhibitory concentration for this antibiotic was 2 pg /
ml.

Conclusion. Thus, our methodology will allow for a comprehensive assessment of the an-
timicrobial activity of new chemical compounds using real-time PCR, while accelerating the
treatment of infectious diseases due to the selection of the most effective drug in a short time.
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