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OCTPbIM HEAO0CTAaTKOM UX NUTaHMA. HenaBHO B M. Lavrova‘, A. Minnegalieva“, S. Leyn
3KCNepuMeHTe C rHoOUoTUYECKUMU(HE
MMEKLWNMMU COOCTBEHHOM MMKpOCl)ﬂOpr) CxeMa kaTtabonmama yrnesoaoB B R. gnavus. ®epMeHTbl U TpaHCcrnopTepbl n306paxatoTca B NpsAMOyrosibHUKax. TpaHCKPUNLUMOHHbIE PacnpeneneHune nyten katabonmnsma yrneBsoaoB B bakrepusax
MbILLaMM BbITO MOK33aHO. YTO 3TO TakKxKe dakTopbl n306paxatoTcs B oBanax. HainaeHHble B JaHHOW paboTe MOTUBbLI CalNTOB CBA3bIBaHMS M306paxeHbl B Buae LOGO anarpamm. Human Microbiome Project (6bi2n BbiOpaHbl BUAbI Hanbonee
. o LiBeT pamMkn LOGO guarpamMmbl COOTBETCTBYET haKTOPy TPAHCKPUNLUN K KOTOPOMY OTHOCUTCH MOTMB. Onn3kMe K HaueHHbIM B MMKPOO6MOME OO0/bHbBIX Mbilen). «0» —

CB43aHO C MMKpO6MOTOM , HAcendrueu NyTb HE HanaeH; «U» — HanaeH nosHbIn NyTh; «UP» — HanaeH
KULWEYHUK, 3 UMEHHO OTCYTCTBMEM Carbohydrate utilization in R. gnavus. Enzymes and transporters are shown in rectangles. Transcription factors are in ovals. Transcription HENOJIHBIN Ty TU.
onpeneneHHbIX 6aKTepMM, B TOM Ymncne ;:E;czg; binding sites motifs are shown as.ITOGO diagrams. Color of a LOGO frame is the same as the color of the respective transcription Distribution of carbohydrate utilization pathways in Human
Ruminoccocus gnavus. ' S'a"|°a°_'d_‘°’ Microbiome Project bacteria (we selected the closest species to
UTo6 > il Sialidase those found in the microbiome of sick mice). “"0” - pathway was

TOObI MCCNEQOBATE POJIb K. gnavus. B N-acetylneuraminate not found; “U” - complete pathway was found; “UP” - parts of
HOpPMa/lIbHOM pa3BUTUM AeTeu(Mblen), HaMu Nar!(ABC) S ’ the pathway were found.
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manifests in a number of developmental defects, is

associated with acute malnutrition. Recent experiments with MaTepMan bl U MeTOAbI

gnotobiotic mice have shown that it also depends on the gut BblBOﬂ,bl
microbiome . In particular, absence of several bacteria, including » AHasu3 nokycoB romosiornyHbix reHos (IMG/ER
Ruminoccocus gnavus, leads to the disease progression. To investigate the role of - ciomancs nocpenm pabortbl, MicrobesOnline) » 1) HanpeHbl MOTUBbI CAMTOB CBSA3bIBAHMS perynatopos cemencrea AraC(8 wrt.) 1
R. gnavus in the normal development, we studied its sugar metabolism and » MuoxecmseHHsble BbipaBHUBaHMA (MUSCLE) DeoR(1 wT.). MOTMBbI UMEIOT CTPYKTYPY TaHAEMHOIO NOBTOPA.
transcriptional regulation of genes forming these pathways. » []oUCK CanTOB C MOMOLLbI MaTpULL > 2) C NOMOLLbI0 METOAA MaTPMLbI MO3MLMOHHBIX BECOB 6bI10 NOKa3aHo, UTo
We found binding motives for eight transcription factors from the AraC family and one factor NO3MLMOHHbIX BecoB (SignalX, o
. . nccnepyemas perynauma aBngdeTca NoKanabHOM.
from the DeoR family. All of them have the tandem repeat structure. The comparison of R. gnavus GenomeExplorer) 3
with bacteria sequenced by the Human Microbiome Project, closest to the genomes observed in the > AHanu3z metabonuueckux nyten (The SEED) > 3) lpoBepunu Hanu4me nyTen MeTabonmsma caxapos, aH?nom,quIX nyTﬂM 13 R.
Malawi children, yielded no sugar utilization pathways is unique for R. gnavus. gnavus B KULWEYHbIX bakTepusx, BbIopaHHbIX ©3 Human Microbiome Project no

CXOACTBY C KMLIEYHbIMU BakTepmnsIMKU BONbHbIX MbilLeil. [eHOMBbI, cogepXxalime
Moxoykue nyTtu coctasnsanu ot 12 oo 84%.



