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MOJIEKYJISAPHAS UIEHTUO®UKAIIMA U BUOTEXHOJIOTI MUECKUIA
INOTEHIHUAJI BAKTEPUAJIBHBIX HITAMMOB, N30/ IMPOBAHHbIX U3
CUMBUOTHYECKOI'O COOBIIECTBA SHAEMHUYHOM I'YBKA
LUBOMIRSKIA BAICALENSIS

Jlumuonornyeckuit unctutyt CO PAH, Upkytck, Poccus

Lenv. WnentuduuupoBarh OaKTepUaNbHBIC IITAMMbI, BBIICICHHBIE W3 MHKPOOHOTO
coobmiecrBa ryoku Lubomirskia baicalensis u mposectu IILIP-ckpHHMHI Ha HalW4YWe B HX
TreHOMaX FeHOB CHHTE3a OMOAKTUBHBIX META0OIHUTOB.

Mamepuanvt u memoowi. IlpoBeneno cexBenupoBanue 16S pPHK wuccnexyembix
LITAMMOB, UX HJeHTUuKanus no 0azae naHnHbiX EMBL u ITLP-CKpUHUHT C BBIpOXKIECHHBIMU
npaiiMepaMH Ha HaJln4re TeHOB CHHTe3a monuketuacunuras (PKS).

Pezynemamur. Unentudumupoano 30 KynabTyp, OmpeneieHa HX MPUHAMICKHOCTh K
dumam Firmicutes, Actinobacteria u Proteobacteria; B 15 mraMMax 0OHapY:KEHbBI MPOIYKTHI
[1LIP, cooTBeTcTBYIONIME MO pa3Mepy (parMeHTy KETOCHHTA3HOTO JOMEHa T€HHOTO KiacTepa
PKS.

3axntouenue. PaboTa BHOCHT BKJIQJA B HM3YY€HHE TAKCOHOMHUYECKOTO pPa3HOOOpa3us
KYJIBTUBHPYEMBIX MHKPOOPraHU3MOB Oaifkanbckux ry0ok. Ilokazano, uro wmertox IILIP-
ckpuauHra TeHoB PKS mnpumenmM ams  mccienoBaHUS  MOTEHIMAIBHOW  CHOCOOHOCTH
MUKPOOPTaHU3MOB Pa3HBIX TAKCOHOMUYECKUX TPYII BhIPAOATHIBATH BTOPUYHBIE META0OTUTHI.

Kniouesvie crosa: baktepualibHbIe MITaMMbI, CAMOHOTHYECKOE coobmiecTBo Lubomirskia
baicalensis, reust 16S pPHK, rensr monukextuacunatas (PKS), TTIP-cKkpuHUHT, CEKBEHUPOBAHHUE
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Objective. Identify the bacterial strains, isolated from a microbial community of sponge
Lubomirskia baicalensis and hold the PCR-screening for the presence of bioactive metabolites
gene synthesis in their genomes.

Materials and methods. Sequencing of the 16S rRNA of the investigated strains was
made and their identification by EMBL database and PCR-screening with degenerate primers for
the presence of genes polyketide synthesis (PKS) was fulfilled.

Results. It is determined that 30 strains belong to bacterial phyla Firmicutes,
Actinobacteria and Proteobacteria; in 15 strains the PCR-products corresponding to the size of
ketosynthase domain of PKS gene cluster were found.

Conclusions. This work made a contribution to the taxonomic diversity of cultivated
microorganisms community from Baikal sponge. It is shown that the method of PCR screening
of PKS genes applicable to investigate the potential ability of microorganisms of different
taxonomic groups to produce secondary metabolites.
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