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ONTUMM3ALMA YCJIOBUAI MHOKECTBEHHOM NP JIUIS1 POJOBOM
UIEHTUOUKAIIUU AKTUHOBAKTEPHUI

WHCTUTYT KIETOYHOTO U BHYTpHKIeTOUHOTO cuMbOno3a YpO PAH, Openbypr, Poccus

Lens. OnTHMHU3aIUSA TECT-CUCTEMBI HaeHTH(GHKanuu OakTepuii pomos Bifidobacterium u
Pronionibacterium ¢ momomipto cucremsl 1Byxda3Hoit MHOkecTBeHHOU [T1P.

Mamepuanvt u memoowl. Beinenennas u3 8 mrammoB 6akrepuii Bifidobacterium spp. u 6
mramMMoB Oaktepuii poga Propionibacterium us xosmekiuu naboparopuu OMHOMOHHTOPUHTA H
MouekyJisspHo-reneTnueckux uccinenoanuii MUKBC YpO PAH marpuunas JIHK noasepranace
TECTy Ha POJAOBYIO IIPUHAJICKHOCTh METOAOM MHOecTBeHHOH [II[P ¢ momompo npaiiMepos,
pa3paboTaHHbIX Ha ocHOBe BapuabenbHocTH reHa 16S PHK ¢ momomsio JIHK-ammnudukaropa
«Tepuuk MC2» (HII® «JHK-Texnomorus»). OTinagka anroputMa aMIuiM(puKanuy MpoOBOIH-
nach B ympasisitomiei nporpamme «TherCyc 2.1». JleTekuusi aMINIMKOHOB MPOU3BOAMIOCH Me-
TOJIOM arapo3HOro rejib-3JeKTpodopesa.

Pesynomameur. 1lpoBenennas ontumusanus anroputMa I[P myrem moseiieHus remiie-
patypsl okura 10 72°C u cokpanieHus Bcex (a3 mporecca mo3BoJIuWI0 YMEHBIIUTE 00IIee Bpe-
Ms rpoTekanus peakuuu ¢ 60 1o 40 MUHyT.

3axnouenue. OntuMuzanus alropuTMa amIuIM(QUKAIUKY NPUMEHUTEIBHO K BO3MOYKHO-
CTSIM KOHKPETHOTO OOOpYyIOBaHUS U MpaiMEpoOB MO3BOJSET JOOUTHCS COKpAIEHUS BPEMEHU
amun@ukanuu Ha 1/3.

Knrouesvie cnosa: muoxectsennas I[P, obnuratasle aHa’poObl, akTHHOOAKTEPHH, OU-
¢unobakTepun, IPONIUOHUOAKTEPUH

I.A. Denisova, S.V. Andryuschenko

THE OPTIMISATION OF MULTIPLEX PCR ALGORYTHM FOR GENUS
IDENTIFICATION OF ACTINOBACTERIA

Institute of cellular and intracellular symbiosis, UrB RAS, Orenburg, Russia

Aim. To optimize PCR test-system of identification of Actinobacteria genus: Bifidobacte-
rium and Propionibacterium.

Materials and methods. DNA matrix extracted from 8 strains of Bifidobacterium spp. and
6 strains of Propionibacterium (ICIS UrB RAS) and tested by multiplex PCR with primers to
16S RNA gene, in Thermal Cycler “MC2” (“DNA-technology”, Russia). Ammplification algo-
rithm optimization was performed in «TherCyc 2.1» software. Detection of amplicons was per-
formed by agarose gel electrophoresis.

Results. Amplification algorithm optimization by increase of the annealing temperature to
72C and by decrease of duration of all phases allowed us to reduce the time of reaction from 60
to 40 minutes.

Conclusions. Amplification algorithm optimization in accordance with fproperties of us-
ing equipment and primers is allow to decrease the amplification time on 1/3.

Key words: multiplex PCR, obligate anaerobes, actinobacteria, bifidobacteria, propioni-
bacteria.



