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x What I1s themicrobiome?

A microbiomeils the collection of genomes from all
the microorganisms found in a particular
environment.

x What Is themicrobiota?

Microbiota, refers to specific microorganisms that are
found within a specific environmentlicrobiotacan
refer to all the microorganisms found in an
environment, including bacteria, viruses, and fungi



THE HUMAN

Bacteria, fungl, and viruses outnumber human cells |

by a factor of 10 to one, The microbes synthesize key H Th G t M 1 b Y t
e Gut Microniota
from weight gain to perhag pn Drain . o

development. The Human Microbiome
Project is doing a census of the microbes inthe
and sequencing the genomes of many.

include

The total body count is not in but it's

beleved over 1,000 ferent , Js 7w ‘. ¥ Streptococcus virdans There are 100 trillion

species live in and on the body 2 . i .o\ K| '.' § Nelsserla sicca 5 > ‘
sputass ; ' : = bacteria that live in our Gl

§ Streptococcus salivarius tract

, : . 10x the number of
in the T p— Yook ‘human” cells in our body

1 Helicobacter pylori
§ Streptococcus thermophilus

in the /" include: 100x as many genes as
§ Pityrosporum ovale there are in the human
§ Staphylococcus epidermidis genome

1§ Corynebacterium jelkelum

§ Trichosporon
¥ Staphylococcus haemolyticus | We are more bacteria than

we are human

in the include; o=

# Lactobacillus casei

# Lactobacilius reuteri
§ Lactobacillus gasseri
§ Escherichia coll : nthe

§ Bacteroides fragilis : 4 nclude:;

1§ Bacteroides thetalotaomicron
§ Ureaplasma parvum

§ Lactobacillus rhamnosus

§ Corynebacterium aurimucosum
§ Clostridium difficlle
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Known Core Genus/Species
Akkermansia muciniphila
Alistipes finegoldii
Anaerotruncus colihominis
Bacteroides spp.
Bifidobacterium spp.
Clostridium spp.
Colinsella spp.

Dorea spp.

Eubacterium spp.
Faecalibacterium prausnitzii
Lactobacillus lactis
Lachnobacterium spp.
Lachnospira pectinoschiza
Parabacteroides spp.
Prevotella spp.

Roseburia intestinalis
Ruminococcus spp.
Streptococcus spp.
Subdoligranulum variabile
Sutterella wadsworthia
Uncultured Phylotypes

Number of Species
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Effect of

* Antibiotics
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