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PEDOEPAT

IuriomHast pabota: 50 c., 34 puc., 4 Tabn., 65 HCTOYHUKOB.

Kmouessbie cioBa: E. coli K-12, TetR, 6uonHdbopMaTuka.

O0bekT HccnegoBanus: nporeoM E. coli K-12.

Henb: nocTpoeHre KaiubpoBaHHbIX Mpoduneit ass ceMelictBa TetR

MeTopabl ucciegoBaHus: 61orHGOpMaI[MOHHEIE.

MosteKynsipHble MeXaHW3Mbl Pery/siliii KJIeTOYHOrO0 OTBeTa 10 CUX IOp He U3yYeHbI
TIOJTHOCTbIO W SIBMSIFOTCS  aKTya/IbHOM TIPO0/IeMOM COBPEMEHHOCTH B CBSI3U C
YBe/TMUMBAOIIUMCS KOJTMYECTBOM F€HOMHBIX JaHHbIX. DYHKIIMOHA/IbHAS aHHOTAaLWS
reHoOMa KJIETOK T03BOJIUT Y/YUIIWUTh TOHUMaHUe Perysiliiy KJIeTOUHOrO OTBeTa, UTOo
B CBOIO 0Uepe/ib IOMOXKET B CeTbCKOM XO3sIMCTBe, MeAULIMHEe, OMOTeXHOIOTHH.

Posilb  CTPYKTYpPHBIX  Mepek/ouaTesied  OMOXMMMUECKHUX  TIyTed  OTBe/leHa
TPaHCKPUMNILMOHHBIM (pakTopam. OIHUM K3 CEMENCTB TPaHCKPUML[MOHHBIX (DAKTOPOB
spnsieTcss cemenctBo TetR. [laHHOe ceMeMCTBO OTBETCTBEHHO 3a YCTOMYMBOCTb K
aHTUOMOTHWKAM, OCMOTUUYECKUM CTpecC, TPaHCIOPT uepe3 T[OMIbl, OHMOCHUHTE3
AHTUOMOTHKOB U JIp.

B »3TOM wuccoiefoBaHre ObIM  WIeHTU(HUIMPOBaHBI TIpejIio/iaraeMblie  CalThl
CBSI3bIBAHUSI TPAHCKPUML[MOHHBIX (DAKTOPOB [Jisi TPaHCKPUIMLMOHHBIX (DAKTOPOB
cemeiictea TetR. C momoripto mporpamm TOMTOM wu matrix-clustering 6bia
OlleHeHa [JOCTOBEPHOCTb OTKPBLITHIX CAMTOB CBs3bIBaHWS. Ha OoCHOBaHMM aHaIu3a
nuTeparypbl ObUTM OTKaTMOpOBaHbI Tipodumm A1t ceMerictBa TetR. /laHHbIe poduin
MOXXHO MCTI0J/Ib30BaTh JJIsi TIOMCKA CXOXKUX PEryisTOpOB M3 3TOr0 K€ CeMeMnCTBa
peryasTopoB AJisi ObICTPOM aHHOTALMK B APYTUMX BUAX MPOKApUOT B TOM UHKC/e U

IaTOreHHbIX.



PODOEPAT

IeimnomHas pabora: 50 c., 34 man., 4 Tabs., 65 KpbIHiI].

KmrouaBsbie ciioBbl: E. coli K-12, TetR, 6isiindapmarsika.

AO0'eKT gac/iegaBaHHsA: npoTIoM E. coli K-12.

Mbsra: nabyzoBa KasiopaBaHbIX podinsy Ayt csimeticTBa TetR

Metaapbl JaciepaBaHHsA: O6ioiHGopmalioHHbIE.

ManekynspHbid MexXaHi3Mbl p3Ty/sLbli K/eTKaBara aJikasy Ja raTara uacy He
BbIByYaHbl I[a/KaM i 3'Ay/IsOIja akTyalbHail Tpabremail cydacHacIii y cyBsizi 3
I3TBIM yCKJIaJHseLla KOJIbKaCL0 TeHOMHBIX J1a/i3eHbIX. DyHKIIbISIHA/IbHAS aHaTallbIs
reHOMy KJIeTaK [a3BOJIillb TaseMllibillb pa3yMeHHe DPIry/slbli KjleTKaBara ajkasy,
IITO ¥ CBaro Yapry JaraMoyka ¥ cebCKaii racraziaplibl, MeAbIlibiHe, OisITaXHaor i.
Posmro CTPYKTYPHBIX  T€pPaMbIKauoy OisxiMiuHBIX  WIISIXOY  aZiBe/3eHa
TPaHCKPBINLBIMHBIX (PakTapay. AJHBIM 3 CSMeWCTBa TPAaHCKPBINLBIMHBIX (DakTapay
3'aynsena csaMerictBa TetR. [lag3eHae csiMeMCTBa ajika3Ha 3a YCTOWIiBacClb Ja
aHTBIOIETHIKAY, aCMaThIUYHbLI CTP3C, TPAHCITAPT Ipa3 IMOMIIbI, OisICiHT33 aHTHIOIETHIKAY
1 iHMI.

Y r1ITBIM JacnenaBaHHe ObuTi ifdHTBIpiKaBaHBIT MepKaBaHBIA CAWTHI 3BS3BAHHS
TPaHCKPBINLBIMHBIX (haKTapay [/s1 TPaHCKPBINLBIMHBIX (hakTapay csamerictBa TetR. 3
nJaramoraii rparpam TOMTOM i matrix-clustering Obuta ai[3HeHasi [JakK/afHACIb
aZKpBITBIX caliTay 3Bsi3BaHHA. Ha mazcraBe aHasidy JiiTapaTypel — ObLTi
ankamnibpaBanbisi mpodini s cameiictBa TetR. [lag3eHwiss mipodisi  MoykHa
BLIKApPBLICTOYBAIlb [JIs1 TIOIIYKY TMafoOHBIX parynsrapay 3 raTara X CsMmehcTBa
paryasTapay /s XyTKau aHaTalbli y IHIOBIX BiflaX TpakapbléT y TbIM JIKY i

InaTareéeHHbIX.



SUMMARY

Diploma work: 50 pages, 34 figures, 4 tables, 65 sources.

Keywords: E. coli K-12, TetR, bioinpharmatics.

The object of the research: proteom E. coli K-12.

The aim of the research: construction of calibrated profiles for the TetR family

The research methods: bioinformatics methods.

The molecular mechanisms of regulation of the cellular response have not yet been
fully understood and are an urgent problem of our time in connection with the
increasing amount of genomic data. Functional annotation of the cell genome will
improve understanding of the regulation of the cellular response, which in turn will
help in agriculture, medicine, and biotechnology.

The role of structural switches in biochemical pathways is assigned to transcription
factors. One of the families of transcription factors is the TetR family. This family is
responsible for antibiotic resistance, osmotic stress, pump transport, antibiotic
biosynthesis, etc.

In this study, putative transcription factor binding sites for the TetR family of
transcription factors were identified. Using the programs TOMTOM and matrix-
clustering, the reliability of the open binding sites was assessed. Based on the
analysis of the literature, the profiles for the TetR family were calibrated. These
profiles can be used to search for similar regulators from the same regulator family

for quick annotation in other prokaryotic species, including pathogenic ones.



