B IBYX M30dopmax, CYUTLIBAIOLLMXCS C OJHOMO reHa.

TPaAHCKPUMLUMN N UMEET HECKONbKO M30d0opM, O Ha U3 KOTOPbIX
ABNSIeTCs OAHUM M3 DaKTOpPOB NaToreHHocTu. B aToMm roay uen

c xpomocomHomn [HK Escherichia coli K12 MG1655.

one gene.

chromosomal DNA of Escherichia coli K12 MG1655.

leuOp3

leuOp  —

leuOp1 leuOp2

LeuO — oanH n3 perynsatopoB 6akTepmanbHOM TPpaHCKpUNuUuK, npuHaanexawmm K cynepcemenctsy LysR. Y Salmonella
LeuO siBnsieTcsa ogHUM 13 dakTopOB BUPYNEHTHOCTU. [lokaszaHo, YTO Npu CMHTE3€E C NnasMuabl AaHHbIM 6enoK cylecTByeT

B npownom rogy B Hawewn nabopaTtopuun naydanm 6enok YjjM, KOTopbIn Takke ABNSETCA perynsatopom 6akrepuarnbHOn

perynupyet obpasoBaHue DMONNEHOK, U, cnegoBaTenbHO,
b0 HaLLero nccnegoBanHusi 6bINo BbiABNEHNE N aHaNn3

coBnagatowmx reHos-muieHen y LeuO un YjjM, a Takke aHann3 BO3MOXHOCTU CyLLIEeCTBOBaHUS HECKOSbKnX nsogopm LeuO

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

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
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Several proteins can be synthesized from the

MetR DNA-binding domain

leuO gene on the E. coli chromosome, differing
In their DNA-binding domain. YjjM might act as
their activator.
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ybeQ

Predicted to play a role in the oxidative stress response

Controls transcription of the genes involved in cell division

Enterochelin esterase; catalyzes hydrolysis of enterobactin and ferric enterobactin

Outer membrane protein that binds and transports ferric enterobactin, colicins B and D

The cytoplasmic domain of a monomeric methyl-accepting chemotaxis serine-sensing Tsr

Membrane fuse pump protein; part of a drug efflux system

DNA-binding transcriptional repressor of genes required for flagellar synthesis, capsule
formation and other genes related to virulence
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Multiple alignment of LeuO-like proteins
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During anaerobic growth at 37, LeuO activates
expression of yjjQ and acrE, and represses

tsr and (moderately) sdiA.

YjjM, in contrast, activates sdiA and tsr, repressing
acrk.

Under aerobic conditions and low temperature, LeuO
also represses sdiA and activates acrE, but no effect was
registered for tsr. However, it is strongly repressed by YjjM
confirming a key role of YjjM in control of chemotaxis.

Thus, LeuO and YjjM share targets responsible
for bacterial virulence and act either in the same or
opposite directions.
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