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L]env. Boinenenue, uaentuduxanus 1 GEHOTUIINYECKOE ONMUCAHHE HEMAaTOr€HHbIX MHK-
POOPraHM3MOB — MOTEHIMAJIBHBIX areHTOB JUIsi O€30MacHOM Jerpajaniu OpraHu4ecKoro cyo-
cTpara, a Takxe (OpMHUPOBAHHME KOHCOPLIMYMa, CIIOCOOCTBYIOIIEro Oe30macHoi mepepadoTke
0CAaJIKOB CTOYHBIX BOJI B OUUCTHBIX COOPYKEHUSX

Mamepuanvr u memoowi. Jljia BblAENEHUS MUKPOOPTaHW3MOB HCIIOJIb30BaJIM CEMEHa U
KOPHM O3UMOM MILIEHUIBl U panca. OTaeabHble KOJOHUM NEPECEBAIN U TECTUPOBAIIN JJISl BBISIB-
JICHUS U30JISITOB, MPOSIBISIIOIINX (pepMEeHTAaTHUBHBIE aKTUBHOCTU. M3075ThI ¢ Hanbosiee pa3HO00-
pa3HBIMU CIEKTPaMU aKTUBHOCTH WACHTU(HUIIMPOBAIN Ha OCHOBE CpaBHEHHs ()parMeHTa reHa
16S pPHK. HenatoreHnHsie mraMMbl IPOBEPSIN HA COBMECTHMOCTh B YalleUHbIX TecTax. [IaTh
HITAMMOB, COBMECTUMBIX MEXIy c000ii, BHOCUIIU B ocaaku cTouHbiX Boj (OCB). [lns omnpene-
JICHUs BJIMSHHS BHECEHHBIX IITaMMOB u3Mepsuid temmeparypy OCB, a taxke ompenensiiud Ko-
JMYECTBO YHTEPOOAKTEPHATBLHBIX IITAMMOB.

Pezynomamer. I3 cemsiH 1 pu3ocdepsl MIIEHUIBI U parica ObLIN BbIIETIEHBI IITaMMbl Ba-
cillus subtilis MGMM115, Priestia megaterium MGMM116, Pseudomonas protegens
MGMM117, Brevibacillus brevis MGMM20, Streptomyces violascens MGMM®6, koTopbie ObLIu
COBMECTUMBI Mex Ay coboil. [lobasnenne nanupix mraMmoB B OCB npuBoanIio K pa3orpeBaHuio
00pabaTeIiBaeMOI0 0CaJika U CHUKEHHUIO KOJTMYECTBA YIHTEPOOAKTEPHil.

3axnouenue. PacTeHust MOT'yT OBbITh HCTOUHUKOM JJIs BBIIEJIEHUS O€30MacHbBIX ILITAMMOB,
HNPUTOJHBIX 11 6€301acHOM nepepaboTKH 0CaJKOB CTOYHBIX BOJ] B OUHMCTHBIX COOPYKEHUSIX.

Kniouesvie cnoea: Wbl OYHMCTHBIX COOpPYKEHHH, pusocdepa, MUKPOOPraHU3MBbI-
CcUMOMOHTHI, BuoBas ujaeHTudukanus, 16S pPHK, sx30pepmenTsl, sHTEpOOaKTEpUH.
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Aim. To isolate, identify and phenotypically characterize non—pathogenic microorganisms
- potential agents for the safe degradation of organic substrate, as well as to form a consortium
contributing to the safe processing of wastewater sludge in wastewater treatment plants.

Materials and methods. Seeds and roots of winter wheat and rapeseed were used to iso-
late microorganisms. Individual colonies were replated and tested to identify isolates exhibiting
enzymatic activity. Isolates with the most diverse activity spectra were identified based on a
comparison of a fragment of the 16S rRNA gene sequence. Non-pathogenic strains were tested
for compatibility in vitro. Five strains compatible with each other were introduced into sewage
sludge. To determine the effect of the introduced strains, the temperature of the treated sludge
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was measured, and the number of enterobacterial strains was determined in ti.

Results. Strains of Bacillus subtilis MGMM115, Priestia megaterium MGMM116, Pseu-
domonas protegens MGMM117, Brevibacillus brevis MGMM20, Streptomyces violascens
MGMM6 were isolated from the seeds and rhizosphere of wheat and rapeseed, which were com-
patible with each other. The addition of these strains to the sewer sluge led to heating of the
treated sediment and a decrease in the number of enterobacteria.

Conclusion. Plants can be a source for the isolation of safe strains suitable for the safe
processing of sewage sludge in wastewater treatment plants.
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