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PE®EPAT

Junnomuas pabora 43 c., 24 puc., 4 Tabi1., 27 UICTOYHUKOB.

KiaroueBble cioBa: TpaHckpunuuonHsle (dakTopsl, Pectobacterium
versatile, MOTUB, CAaliT CBSI3bIBAHUS, PETYJIOH.

OobexT HccaenoBanus: Oakrepus Pectobacterium versatile 3-2.

Heap ucciaenoBanusi XapaKTePUCTHKA TPAHCKPUIIIMOHHBIX (HaKTOPOB
cemeiicTBa cemerictBa GntR B renome Pectobacterium versatile 3-2.

MeToabl uccaeqoBaHusi: buowmHpopMaTHUECKH aHANMM3 TPH TTOMOIIH
nporpammbl SigmolD, Bxmtouaromieit naketsl The MEME Suite, TOMTOM,
nhhmer. Pabora ¢ 6azamu nanueix RegPrescise, CDD, Pfam, uzyyenue HayuHnoi
JUTEPaTypHL.

Moayuyennbie pe3yabTarbl.: CeMeHCTBO TPaHCKPUIIIMOHHBIX (DAKTOPOB
GntR y Pectobacterium versatile 3-2 npeacTaBlieHHO 22 TPaHCKPUIILIMOHHBIMU
¢dakropamu. Tpanckpunuuonusie ¢aktopsl cemeiictBa GntR y Pectobacterium
versatile oTHOCATCS K TpeM OCHOBHBIM IMojcemeiicTBaM. [loloBuHA SIBIsIECTCSI
ysieHaMu nojcemMerictBa FadR, octabHbIe MPUMEPHO MOPOBHY PACHIPEACIISIOTCS MO
noacemericteam  MocR u  HutC. C nomompio pa3iIMYHBIX — TOAXOJ0B
UACHTU(PUITUPOBAHBI ONIEPATOPHBIE MOTUBHI ISl 18 TPaHCKPUMIIMOHHBIX (PaKTOPOB
ATOr0 CEeMENCTBA. AHAIU3 PEryJOHOB, KOHTPOIUPYEMBIX TPAHCKPHUIIIMOHHBIMU
dakropamu GntR-cemeiicTBa, mokaszal MX ydacTh€ B PETYJISIUU BAXKHBIX IS
¢uTomaroreHa CBOMCTB: TPaHCHOPTHBIX CHCTEM, JbIXaHHUsS, MeTabojIu3Ma
¢dochoHaToB, ypOHATOB, MOUEBHHBI M JKUPHBIX KUCIIOT.



PODEPAT

Junnomuas pabora 43 c., 24 puc., 4 Tabi., 27 UCTOYHUKOB.

KiroueBble cioBa: TpaHCKpBIIUBIAHBIS — (akrapel, Pectobacterium
versatile, MaTbIy, CaliT 3BA3KY, PETYJIOH.

A0'exT 1acaenaBanHs: OakTIpbis Pectobacterium versatile 3-2.

MbTta paciaenBaHHsi: XapaKTapbICThIKa TPAHCKPBIMUBIMHBIX (akTapay
cameiictBa GntR ¥ renome Pectobacterium versatile 3-2.

Metaabl naciaenBaHHs. bisindapMaTbldyHBl  aHali3 MPHI  J1anamo3e
nparpamsl SigmolD, ykimtouatousl naketsl The MEME Suite, TOMTOM, nhhmer.
[Ipana 3 06azami nmam3enbix RegPrescise, CDD, Pfam, BbIByusHHE HaByKOBaii
JiTapaTypsbl.

ATpbIMaHbIsl BbIHiKI: CaMmeiicTBa TpaHCKpBIMIBIAHBIX (akrapay GntR ¥
Pectobacterium versatile 3-2 npaacraynena 22 TpaHCKPBINLIBIHHBIMU (paKTapami.
Tpanckpeimupliiaeis  ¢akrapel csameiictBa GntR y  Pectobacterium versatile
CTaBfIllla J1a TPOX AaCHOYHBIX majicsMeicTBay. [lamoBa 3'synseria wieHami
nojacemeirictea FadR, acrtatHis mnpeikiagHa mnapoyHy pasMsapKoyBaroIla Iia
nojacemerictBaM MocR 1 HutC. 3 mamamoraii po3HbIX MaabIxo1ay 113HThI(iKaBaHbI
amepaTtapHbisi MaThIBBI 171 18 TpaHCKPBIMIBIMHBIX (hakTapay ratara csMmeicTBa.
AHani3 paryioHay, SKis KaHTPaTIOKIIA TPAHCKPBIMILIMHBIMI (pakTapami GntR-
csAMEMCTBA, Taka3zay 1X yaA3ed Yy paryjsiblli BaXHBIX i (iTamatareHa
yJIacIliBacIsTy : TPAHCIIAPTHBIX CICTAM, AbIXaHHs, MeTabanizmy dacdanaray, ypaHar,
Ma4aBiHbBI 1 TIYCTHIX KICIOT.



ABSTRACT

Diploma project 43 p., 24 fig., 4 tables, 27 sources.

Key words: transcription factors, transcription factors, Pectobacterium

versatile, motif, binding site, regulon.

Subject of research: Pectobacterium versatile 3-2 genome

The aim of the research: Characterization of transcription factors of the GntR
family in the genome of Pectobacterium versatile 3-2.

The research methods: Bioinformatics analysis using the SigmolD
program, including The MEME Suite, TOMTOM, nhhmer. Working with
RegPrescise, CDD, Pfam databases, studying scientific literature.

Findings: The GntR family of transcription factors in Pectobasterium
versatile 3-2 is represented by 22 transcription factors. The transcription factors of
the GntR family in Pectobasterium versatile belong to three main subfamilies. Half
are members of the FadR subfamily, the rest are roughly evenly distributed among
the MocR and HutC subfamilies. Using various approaches, operator motifs for 18
transcription factors of this family have been identified. Analysis of the regulons
controlled by transcription factors of the GntR family showed their participation
in the regulation of properties important for the phytopathogen: transport systems,
respiration, metabolism of phosphonates, uronates, urea, and fatty acids.
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