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OcHoOBHbBIE onpeae/IeHUus

Mukpoouora (MUKPOGJIOpPa) COBOKYITHOCTh PA3JIMYHBIX BUJIOB

MHUKPOOPTaHU3MOB, HACENISIONIUX ONPEICIICHHYIO Cpely OOMTaHUA

Mukpo01oM — CHHOHHUM, OMKUCHIBAIOIIAN COBOKYITHBIA T€HOM

MHUKPOOPTaHU3MOB ONIPEJACICHHOM CPEIbl OOUTaHUS

MeTareHoM — HaOOp I'€HOB BCEX OPTaHU3MOB OIPEICTICHHOTO 00pa3iia
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TpaxcalbHOro acmupara, npaiimepamu 16S rDNA

JIaBa’Ka I1apaHa3aJIbHbIX
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MaccoBoe nmapamienbHoe OuncTKa aMILTMKOHOB,

N

cexkBenupoBanue (NGS) MPUTOTOBJICHHUE OUOINOTEK

AHanu3 TaHHbBIX

ITporpamma: Microbial Genomic Module and CLC Genomic Workbench v.9.0.1

basza mannbix: Greengenes 13.8 database




MaccoBoe napajajcJbHOC CCKBCHHUPOBAHHUC

NlreHepauyuna KNacTepos:

AMnauguKkayua no muny mocmoe

* UMK NOBTOPAETCA, NOKa He

NGS (next generation sequencing)
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MexayHapoaHble MPOCKThHI

« 2008-2013 — nmpoekr «Mukpooduom ueaoBeka» (The Human

Microbiome Project, HMP)
the human microbiome includes around 100 trillion bacterial cells

« 2014 — npoekT « AHTerpanuOHHbIA MUKPOOHOM YesioBeka» (The

Integrative Human Microbiome Project, IHMP)
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Proctor L.M. The Human Microbiome Project in 2011 and beyond. Cell Host Microbe. 2011;10(4):287-

91. doi: 10.1016/j.chom.2011.10.001.



NIH Human
Microbiome Project 2

Metagenomic Projects All
Category projects
Catego All projects
gory proj 19% Airways 236
HMP Production 1265

IMPOEKTOB

Lower Respiratory 150

Pseudomonas spp.
Nose 20
Nasopharynx 4 Achromobacter spp. 7
Sinus 2 Burkholderia spp. 1

Beck J.M. The Microbiome of the Lung. Transl Res. 2012 Oct; 160(4): 258—266.
Cui L. The Microbiome and the Lung. Ann Am Thorac Soc. 2014 Aug; 11(Suppl 4): S227-S232.
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CpaBHeHHEe MUKPOOPTraHU3MOB BEPXHEYEJICTHBIX Ma3yX 1 MOKPOTHI

1 B. multivorans ST712
2 A. ruhlandii ST261
3 B. multivorans ST835

4 P. aeruginosa, B. cenocepacia ST709, Candida lusitaniae
5 P.aeruginosa

6 A. ruhlandii ST36, B. cenacepacia ST709, P. aeruginosa

1 B. multivorans ST712

2 A. ruhlandii ST261

3 Streptococcus constellatus , B. multivorans ST835

4 Streptococcus spp., B. cenocepacia ST709, P. aeruginosa
Candida lusitaniae

5 P. aeruginosa, A. ruhlandii ST261

6 B. cenocepacia ST709, P. aeruginosa
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