LeuO — oanH n3 perynsatopoB 6akTepmnanbHOM TPaHCKPUNUUK, NpuHaanexaiwmm K cynepcemenctsy LysR. Y Salmonella
LeuO aBngaeTca ogHUM 13 pakTopoB BUPYIIEHTHOCTU. [Moka3aHo, YTO Npu CUHTE3e C NnasMuabl JaHHbIM 6enok cyulecTsyeT
B ABYX M3opopmax, CHUTbIBAKOLMXCSH C O4HOrO reHa.

B npownom rogy B Hawewn nabopaTtopuun naydanm 6enok YjjM, KOTopbIn TakkKe ABNSETCA perynsatopom 6akrepuarnbHOn
TPAHCKPUNLUNN U UMEET HECKONBLKO M30hOopM, OfHA U3 KOTOPLIX perynupyeTt obpasoBaHne DMONMEHOK, N, crneaoBaTesibHO,
ABNAETCA OOAHUM M3 (pakTOPOB NaTOreHHOCTW. B aToM rogy uenbio Hawero nccnegoBaHmsa 6biro BhiSIBlIeHWE U aHanms
coBnagatowmx reHos-muieHen y LeuO un YjjM, a Takke aHann3 BO3MOXHOCTU CyLLLEeCTBOBaHUS HECKOMbKNX naogopm LeuO
c xpomocomHomn OHK Escherichia coli K12 MG1655.
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LeuO is one of the regulators of bacterial transcription, which belongs to the LysR superfamily. In Salmonella, LeuQO is one
of the factors controlling virulence. Earlier it was found that on the plasmid this protein has several isoforms translated from
one gene.

Last year, in out lab we studied another transcriptional regulator, YjjM, that exists in several isoforms, one of which controls
biofilm formation. Hence, it is one of the factors of pathogenicity. This year, our purpose was to identify and to analyze the
coincident target genes for LeuO and YjjM, and to check if multiple LeuO isoforms can be synthesized from its gene on the
chromosomal DNA of Escherichia coli K12 MG1655. -
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1) Primer selection for target genes
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Several proteins can be synthesized from the
leuO gene on the E. coli chromosome, differing
In their DNA-binding domain. YjjM might act as
their activator.
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