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L]ens. AHanu3 reHeTHYeCKOro pa3HooOpas3us S. aureus ¢ yueToM UCTOUHUKOB BbIICIICHUSL.

Mamepuanvt u memoowvt. Metonom TP uccnemoBano 163 mramma S. aureus, BbIICIICH-
HBIX CO CITU3UCTON 00OJIOUKHM HOCOBOM MOJOCTH CTa(pUIOKOKKOBBIX OakTepuonocurenet (bH), u3
OTJEIIIEMOT0 BJIaraJidiia KEHIMUH ¢ MUOMON Matku (MM), colepKUMOro mycTysl HOBOPOKICH-
HBIX ¢ nepuHatansHol nuonepmueit (I1I1), Tpanccynara BeHO3HO-TpopUUECKUX 3B HUKHHUX KO-
HeuHocreit (BTSAHK) u rHoiiHBIX paH y 001bHBIX ¢ cuHApoMoM auaderrueckoit crorsl (CC).

Pezynomamei. TlpoBeneHo cpaBHUTENbHOE H3Y4YCHHE T'€HETUYECKOTO pazHooOpasust S.
aureus, BBIJCIICHHBIX TP HHQPEKIMOHHBIX MPOIECCaxX Pa3HOM JIOKAIM3AIHUUA. Y CTAHOBJICHBI
0COOEHHOCTH PacIpoCTpaHeHHss KOMOMHALMI TeHoB SSP, spa, sdrE, sdrC, sdrD, clfA, cIfB B mo-
MyJSUAX S.aureus, H30JMpOBaHHBIX TPH HHPEKITMOHHBIX 3a00eBanusx. [lokazaHo, 4To 4acTo-
Ta WX BCTpeuaeMoCTH HapacTaeT B psaay: 6onbHble ¢ MM u BTAHK < Gaktepuonocurenu <
HoBopoxxaeHHbIe ¢ 111 < 6ompabIe ¢ CLC.

3axnouenue. TlomyuyeHHbIC TaHHBIE PACIIUPSIOT MPEACTABICHHE O TEHETHUYECKOM Pa3HO-
oOpa3uu S. aureus, BbIZCICHHBIX TPH HH(PEKITMOHHBIX MPOIECCaxX Pa3HOM JIOKAIHU3AIK 1 OaKTe-
PHUOHOCHUTENBCTBE.

Knioueswie cnosa: Staphylococcus aureus, 6akTepHOHOCHTEIBCTBO, HH(EKIIMN, TCHETH-
YeCKHe MapKephl MaTOr€HHOCTH.
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Obijective. Analysis of the genetic diversity of S. aureus, taking into account the sources
of isolation.

Materials and methods. 163 strains of S. aureus, isolated from the nasopharynx of bacte-
rial carriers, from the vaginal discharge of women with uterine myoma (UM), from the contents
of the pustules of the newborns with perinatal pyoderma (PP), from the venous-trophic ulcer of
the lower extremities (VTULE) and from the purulent separated erosion and ulcers of patients
with diabetic foot syndrome (DFS) were studied by PCR.

Results. A comparative study of the genetic diversity of S. aureus isolated during infec-
tious processes of different localization was carried out. Peculiarities of distribution of ssp, spa,
sdrE, sdrC, sdrD, clfA, clfB genes in S. aureus populations isolated in infectious diseases have
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been established. It is shown that the frequency of their occurrence increases in the series: pa-
tients with UM and VTULE < bacterial carriers < newborns with PP < patients with DFS

Conclusion. The data obtained expand the understanding of the genetic diversity of
S. aureus, isolated during infectious processes of different localization and bacteriocarrier.
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