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L]env. CpaBHEHUE pe3y/IbTaTOB CEKBEHWPOBAHMUS HATUBHOTO OMOMarepualia W BbIJIEICH-
HBIX U3 HEr0 OaKTepUaTbHBIX U30JISTOB B TPYIIIE MAIIMIEHTOB C HO30KOMUAIBHBIMUA WH(EKIUSIMH,
BbI3bIBaeMbIMU Oaktepusimu rpyninbsl ESKAPE, u3 ornenenuii peanuManuu 1 MIHTEHCUBHOM Te-
panuu MOCKOBCKHX CTal[MOHAPOB.

Mamepuaner u memoosi. O0beKT uccaenoBanus: 48 o0pasloB OPOHXOATBBEOISIPHOTO JIa-
Ba)ka OT MALIMEHTOB U3 OT/AEICHUN peaHUMallud U MHTEHCUBHOW TepanuM JBYX MOCKOBCKUX CTa-
IIMOHAPOB, a Takxke 97 00pa3loB KIMHUYECKUX W30JSITOB ATHOJIOIMYECKH 3HAYMMBIX MHUKPOOpra-
HU3MOB, BBIJIEJICHHBIX W3 OMoMarepuaia MalueHTOB U MOABEPIHYTHIX METareHOMHOMY CEKBEHH-
poBanuto reHa 16S pPHK u rapretHoMy ceKBEHUPOBAHUIO T€HOB AaHTHOMOTUKOPE3UCTEHTHOCTH.

Pezynemamur. CpaBHUTENBbHBIA aHAJIU3 JAHHBIX KJIACCHYECKUX MHUKPOOHOIOTHYECKUX
METOJIOB ¥ CEKBEHUPOBAHHUS MTOKA3aJl CXOKUE pe3yabTarsl. MMmeromuecs oTiuuus MOXXHO 00bsiC-
HUTh HEIOCTaTKaMH O0OMX METOOB, a TAK)KE€ CIOKHOCThIO OMOMH(POPMATUYECKOTO MPOTOKOIIA
00paboTKH JaHHBIX. Vcronp30BaHne 000MX MOAXOA0B MO3BOJISET cOANaHCUPOBAHHO U Hanbosee
MIOJIHO MOJIOMTH K U3Y4YEHUIO BO30yIUTENeH HO30KOMHAIbHBIX WH(EKIIHA.

3axmouenue. Pe3ynbraTel CEKBEHUPOBAHUS MOTYT CIIOCOOCTBOBATH ONTHMHU3AIIMK Ha3Ha-
YEHUs pallOHAJIbHON aHTHOAKTEpUAIBbHOM Tepanmuy HO30KOMHAJIbHBIX MH(QEKIUH u OyayT mo-
JIE3HBI JIJIs MOHUTOPUHTA HO30KOMHAIIbHBIX WH(EKIIHA.

Knrouegvie cnosa: Ho30KOMHANIbHBIE HHPEKIINN, MUKPOONOIOTUYECKUN MOHUTOPHHT, Me-
TareHOMHOE CEeKBEHHPOBAHUE, aHTHOMOTUKOPE3UCTEHTHOCTh, OakTepun rpynnsl ESKAPE, Bay-
TPUOOIBHUYHBIA HH(PEKINOHHBIA KOHTPOJb.
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Aim. Comparison of sequencing results of native biomaterial and bacterial isolates isolat-
ed from it in a group of patients with nosocomial infections caused by bacteria of the ESKAPE
group, intensive care units and intensive care units of Moscow hospitals.

Materials and methods. The object of the study: 48 samples of bronchoalveolar lavage
from patients in intensive care and intensive care units of two Moscow hospitals, as well as 97
samples of clinical isolates of etiologically significant microorganisms isolated from the patients'
biome and subjected to metagenomic sequencing of the 16S rRNA gene and targeted sequencing
of antibiotic resistance genes.

Results. A comparative analysis of data from classical microbiological methods and se-
quencing showed similar results. Some of the differences can be explained by the disadvantages
of both methods, as well as the complexity of the bioinformatic data processing protocol. The
use of both methods allows for a balanced and comprehensive approach to the study of the caus-
ative agents of nosocomial infections.

Conclusion. The sequencing results can help optimize the administration of rational anti-
bacterial therapy for nosocomial infections and are useful for monitoring nosocomial infections.
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