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PED®EPAT
Jlunnomanast padota 40 c., 18 puc., 1 Tabn, 89 uctouHuKoB.

XAPAKTEPUCTHUKA TPAHCKPUITHHUOHHbIX OAKTOPOB
CEMEMCTBA AraC/XylS PECTOBACTERIUM VERSATILE

Oo0bekT uccaexoBanus: reHoMm Pectobacterium versatile 3-2

Heab padorsi: Llenbio ganHON pabOTHI OBLUIO MPOBEACHUE AHATUTHYECKOTO
JUTEepaTypHOro o030opa mpexacraBurenci cemeiictBa  AraC/XylS, Omnwmcartb
PEryJISTOpPHBIE 00NACTH JIJISl KaXKA0T0 HAMIEHHOTO OelKa.

Meroabsl ucciaeaoBanusi: buomHdopmaTHuecKuil aHaIM3 OpPH [TOMOIIH
nporpammbl SigmolD, Bkmouas makersl The MEME Suite, TOMTOM, nhhmer.
Pabora ¢ Oasamu nmanueix RegPrescise, KEGG, RegulonDB, CDD, a Takxe
U3y4YeHUE HAYYHOU JIUTEepaTyphl.

IMonyyennbie pesyiabtatbl: [logoOpanbl Npopuian, Mo KOTOPHIM MOKHO
npousBectu nouck JIHK-cBs3piBaronmx calToB JUIsi PETYISTOPHBIX OEJIKOB
AraC/XylS. Tloka3zanbl BeposiTHbIC caiiThl cBsi3biBanus ¢ JJHK TpaHckpunimoHHbIX
dakxTopoB cemerictBa AraC/XylS. O603HaueHbI (YyHKIMHA TEHOB, PACIOIOKEHHBIX
B oOyiactu cBs3bIBaHUSA. ONMCaHO KaK MHHMMYM [IBa PEryJjoOHa Cpedu YJIEHOB
AraC. Ha ocHOBaHHMH 3TOTO BBIABUHYTHI MPEANOIOKEHUS O TOM, KAKHE y4acCTKU
pEryiaupyeT TOT WU UHOU (DAKTOP TPAHCKPHUIILUU.



PODEPAT

Heimomuas npana 40 c., 18 man., 1 Tabminsl, 89 kpbIHil.

XAPAKTAPBICTBIKA TPAHCKPBILBIHBIX DAKTAPAY
CSIMEVICTBA AraC/XylS PECTOBACTERIUM VERSATILE

AO0'exT nacjexaBanus: reaom Pectobacterium versatile 3-2

MbTa npaubl: MaTtaii gaa3eHail mpaipl ObLIO MpaBs3e¢HHE aHaIThIYHAra
JiTapaTypHara arjasy — npaiactayHikoy — cameiictBa  AraC/XylS,  Amicarb
PAryJIATapHBIS BOOJIACIII 171 KOJKHAra 3HOM3eHara OsIKy.

Metaabl faacienaBaHHsi:  bisiHdapMaTblyHBI  aHai3 TIpPBI  JariaMo3e
nparpamsl SigmolD, ykirodatoust maketsl The MEME Suite, TOMTOM, nhhmer.
[Mpama 3 Oazami mambix RegPrescise, KEGG, RegulonDB, CDD, a Ttakcama
BBIBYYDHHE HaBYKOBal JiTapaTypBhl.

ATpbiMaHnbifl BbIHiKI: [lagaOpanbsl mpodini, ma sKiX MOXKHa BBIpaOIllh
nomyk JIHK-skis 3Bs3Baronp caiitay st paryiastapHbix Osuikoy AraC/XylS.
[Takazanbl Beparojubis caiTel 3BsizBaHHS 3 JIHK TpanckpbeImisiiasix (axrapay
camerictBa AraC / XylS. Ilaznayansl (yHKIBII T€HAY, pa3MelluaHbIX y TalliHe
3BsI3BaHHS. ATicaHa sSiK MIHIMYM JIBa ParyJisiHbl csipos yanbiioy AraC. Ha magcrase
raTara BhUTyYaHbI 37arajki ad ThIM, fKis YYacCTKi pArysroe TOH Il 1HIIbI dakTap
TPAHCKPBIMIIHII.



ABSTRACT
Graduation paper: 40 pages, 18 figures, 1 tables, 89 sources.

CHARACTERISATION OF TRANSCRIPTION FACTORS OF THE
AraC/XylS FAMILY PECTOBACTERIUM VERSATILE

Subject of research: Pectobacterium versatile 3-2 genome

Research objective: The purpose of this work was to conduct an analytical
literature review of representatives of the AraC/XylS family. Describe the
regulatory regions for each found protein.

Research methods: Bioinformatics analysis of the SigmolD program,
including The MEME Suite, TOMTOM, nhhmer. Work with databases
RegPrescise, KEGG, RegulonDB, CDD, as well as the study of scientific
literature.

Findings: Profiles were selected, according to the content it is possible to
find a small number of DNA-binding sites for the AraC/XyIS regulatory proteins.
Incredible DNA binding sites for transcription factors of the AraC/XylS family.
The functions of the genes associated with the binding region are indicated. At
least two regulons have been described among the members of AraC. Based on this
put forward as to which sites regulate this or factor transcription.



