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different body sites:
C. matruchoti
the plaque
C. accolens
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C. croppenstedtii
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E. coli is present in the gut of
the majority of healthy subjects
but at very low abundance

TRENDS in Genetics

JUT o wrudsamnaINAI2YesaatNluTIRAYeITIeN BN TeqaTnnandinuaziieg « I 1éun Actinobacteria,

Bacteroidetes, Firmicutes &% Proteobacteria”

(WA 99NN Morgan XC, Segata N, Huttenhower C. Biodiversity and functional genomics in the human microbiome. Trends Genet

2013;29:51-8.)
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Human microbiome sample
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Emerging methods

Human microbiome sample
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the community?

How does the community
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Identify genes, pathways, and Identify interactions between expressed genes,
relative frequencies in sample proteins, and metabolic products in sample

TRENDS In Genetics

JUT v 2 ssedtnsmstiasaumATLdlunsRnuIngaUsErInsaatnlusenessed”

(WAa9FINN: Morgan XC, Segata N, Huttenhower C. Biodiversity and functional genomics in the human microbiome. Trends Genet

2013;29:51-8.)
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(meﬁ'm: Ottman N, Smidt H, de Vos WM, Belzer C. The function of our microbiota: who is out there and what do they do? [internet].
2012 [cited 2015 November 25]. Available from: http://journal.frontiersin.org/article/10.3389/fcimb.2012.00104/full. Lita M. The Human
Microbiome: A True Story about You and Trillions of Your Closest. [internet]. 2013 [cited 2015 November 25]. Available from: http://

www.actionbioscience.org/genomics/the_human_micro biome.html.)
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(Lmaim‘?im: Grice EA, Kong HH, Conlan S, Deming CB, Davis J, Young AC; NISC Comparative Sequencing Program, Bouffard GG,

Blakesley RW, Murray PR, Green ED, Turner ML, Segre JA. Topographical and temporal diversity of the human skin microbiome.

Science 2009;324:1190-2.)
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Host physiology
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Environment
o Climate

o Geographical location

Immune system
o Previous exposures
o Inflammation

Host genotype
o Susceptibility genes
such as filaggrin

Lifestyle
o Occupation
o Hygiene

Pathobiology
o Underlying conditions

such as diabetes
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(Lma'ﬂ‘ﬁ'm: Grice EA, Kong HH, Conlan S, Deming CB, Davis J, Young AC; NISC Comparative Sequencing Program, Bouffard GG,

Blakesley RW, Murray PR, Green ED, Turner ML, Segre JA. Topographical and temporal diversity of the human skin microbiome.

Science 2009;324:1190-2.)
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Blakesley RW, Murray PR, Green ED, Turner ML, Segre JA. Topographical and temporal diversity of the human skin microbiome.

Science 2009;324:1190-2.)
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Abstract

Microbiome in human
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Several types of microbe lived in human body as the community, called microbiome. Microbiologists developed
several techniques for classification, identification and characteristic of the microbes which lived in different organ. According
to the above techniques, the relationship between microbes and health was found. Moreover, the host specific of the
microbes and their benefit on the hosted organ was investigated. One of the benefits of the specific microbes was the
indicator to forecast the disease. Some of them could stimulate the immune system of the host. Activity, mechanism of
genetic materials, living condition and host characteristic were also effected to microbes” activity. Then, the new techniques

were developed for studying and understanding the relationship between the microbes and hosted-organ.
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