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important role in maintaining the basic functions of the
body. In recent years, there have been more data that the
nonselective herbicide glyphosate (GLY) can negatively Section
impact gut bacterial communities. The aim of our study Papers
was to investigate the composition of broiler caecal

microbiome under chronic exposure to GLY and the

introduction of a probiotic microorganism strain into the

diet. One hundred twenty broilers of the Ross 308 cross

were divided into three groups: Group 1 of control birds

fed the basic diet (BD); Group 2 of experimental birds fed

BD supplemented with GLY at 20 ppm; and Group 3 of

experimental birds fed BD supplemented with GLY and a

probiotic strain of the microorganism Bacillus sp. GL-8.

Using the next generation sequencing (NGS) technique,

we showed that GLY contained in the contaminated bird

feed, even at minimal concentrations, can adversely affect

gut microbial communities under chronic exposure. Under



Due to GLY administration, there was a trend of lowering
the biodiversity of normal microflora representatives,
along with the intestinal colonization by undesirable forms
of microorganisms. In particular, when adding GLY (Group
2), we observed a decreased number of Tepidimicrobium
representatives (0.001+0.00006%) that ferment
indigestible polysaccharides, while in Group 1 their
content was greater (0.3£0.02%; P = 0.05). In the GLY
presence in the feed, the probiotic introduction into the
diet in Group 3 had a positive effect on biodiversity and
the number of microorganisms. Addition of Bacillus sp. GL-
8 in this group was associated with a decline in OTU values
and the Shannon, Simpson and Chao1 a-biodiversity
indices (P = 0.05). In Group 3, there was also a lower
number of Firmicutes (by 16.7%) and a rise in the number
of Bacteroidetes (by 19.1%) as compared to Group 2 (P =
0.05). Given the widespread use of GLY and its negative
impact on the microbiome, an ecological strategy to
restore microbial balance with the help of probiotic

microorganisms is promising.
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BaXXKHYIO POJib B NOAAEPXKAHNM OCHOBHbIX QYHKLMI

opraHusMa. B nocnegHve rogbl nosiBnsieTcs Bce 6onbLue
OaHHbIX 0 TOM, YTO HeceneKTUBHbIN repbuumng rnndocat Pasgen
(F1) MOXKeT HeraTUBHO BNUSATL Ha 6akTepuanbHble CTaTbn
coobLLecTBa KMLweYyHrKa. Llenbto Halero nccnegosaHus

6b1/10 N3yyveHre cocTaBa MUKPOBMOMa CrienbiX OTPOCTKOB

KMLLEeYHVKa 6poiinepoB Npu XPOHNYECKOM BO34eCTBUN

11 v BBeAeHWN B paLMoH NPobMOTNYECKOro WTaMMa

MUKpoopraHusma. 120 6ponnepos kpocca Pocc 308 6binn

pasfeneHbl Ha TpY rpynnbl: 1 rpynna - KOHTPOSIbHASA,

nosny4asLUas OCHOBHOWM pauunoH (OP); Tpynna 2 nony4yana

OP c pobasneHunem 1 B konnyectse 20 ppm; 3-9 rpynna

nony4yana OP ¢ gpo6asneHuem 11 n npobnoTmnyeckoro

LwTaMMa MukpoopraHusma Bacillus sp. I1-8. Vicnonb3ys

MeTO[, BbICOKOMPOU3BOANTENbHOIO CEKBEHNPOBAHNSA

(NGS), Mbl nokasanu, uTo IJ1, copepxaLumnincs B

3apaXXeHHOM KOopMe OJid NTUL, AaXXe B MUHUMaJIbHbIX



KOHLEHTpaLMsX MOXeT HebnaronpuaTHO BNUATb Ha
MUKPO6Hble coobLLLecTBa KULLEYHMKA NPU XPOHNYECKOM
Bo3gencTeuu. Npu BBegeHnn N1 oTMeyeHa TeHAeHUMS K
CHMXeHUto bropasHoobpasus npeacraBmTenei
HOpMasnbHOM MUKPOdIopbI, HAPSAY C KONOHK3aLMeN
KMLLIEYHMKa HexenaTtenbHbIMU dopMamu
MUKpOOpraHn3moB. B yactHocTu, npu gobasnenun 1 (2-9
rpynna) Habno[anocb CHUXeHne KonmyecTsa
npegcrasutenen Tepidimicrobium (0,001+0,00006%),
depMeHTHpYOLWNX HeNepeBaprBaeMble nonncaxapuasbl,
TOrga Kak B 1-1 rpynne ux cogepxaHue 6bi10 6onbLue
(0,3+0,02%; P = 0,05). Mpw Hanuunn 11 B KOpMax BBeAeHNE
npobnoTrKa B paLMoH B 3-i rpynmnbl OKasano
NnofoXntenbHoe BNvsiHMe Ha bropasHoobpasue un
YMCNIEHHOCTb MUKpOoopraHn3moB. [lo6asneHue Bacillus sp.
11-8 B aTOM rpynne 66110 CBA3aHO CO CHKEHNEM
3Ha4veHuni OTU n nHaekcoB a-6uopasHoobpasus
LLleHHoOHa, CumncoHa 1 Yao1 (P = 0,05). B 3-1 rpynne no
CpPaBHEHWIO CO 2-1 rpynmnom Takke OTMeYeHO MeHblLLee
konuyecTtso Firmicutes (Ha 16,7%) 1 yBennyeHune
konun4yecTBa Bacteroidetes (Ha 19,1%) no cpaBHeHUIO CO 2-1
rpynnoin (P = 0,05). YunTbiBas WMpoKoe ncnosbsosaHue 1
N ero HeraTMBHOE BANSIHME Ha MUKPOOBMOM, MepCcreKTUBHA
3KOMornyeckas crtpaterms BOCCTaHOBNEHNS MUKPOBHOMO

6anaHca c NOMOLLIbI0 MPOBMOTUYECKNX MUKPOOPraHN3MOB.
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