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La biodiversité



1 ï la biodiversité

est invisible
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Algues unicellulaires





Sol



Dans 1 g de sol de chez nousé

  un million de bact®ries, des milliers dôesp¯ces

  plus de mille espèces de champignons

  



- Champignons    6-10 millions dôesp.

- Bactéries     10-100 millions dôesp. 

- Amibes    100 000 esp.

- Algues unicel .   million dôesp.

- Virus      milliards (?) dôesp.





Deux humains ont 99,9% de leurs gènes en commun



Deux humains ont 99,9% de leurs gènes en commun

Deux bact®ries de m°me esp¯ceé plus de 70%





2 ï la biodiversité

est un mécanisme



La liste des courses



Lamarck



Darwin:

Variation  Tri 

   (sélection)    



Pois         Gregor Mendel



Th®orie synth®tique de lôEvolution :

Variation     Tri         Biodiversité

    (sélection)

Recombinaison génétique

& mutation



Oenothères       Hugo de Vries



Th®orie synth®tique de lôEvolution :

Variation     Tri         Biodiversité

    (sélection)

Recombinaison génétique

& mutation



Th®orie synth®tique de lôEvolution :

Variation     Tri         Biodiversité

    (sélection

   et dérive)

Recombinaison génétique

& mutation



Th®orie synth®tique de lôEvolution :

Variation     Tri         Biodiversité

    (sélection

   et dérive)

MORTS        SURVIVANTS



Th®orie synth®tique de lôEvolution :

 Question de balanceé
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Th®orie synth®tique de lôEvolution :

 Question de balanceé

   extinction ou radiation

MORTS        SURVIVANTS



Au moins

cinq

extinctions

déjà !



3 ï biodiversité

en crise ?



Au moins

cinq

extinctions

déjà !



Crétacé-Trias

60 millions 

dôann®es

Au moins

cinq

extinctions

déjà !





Le carbonif¯re (300 millions dôann®es)





Intergovernmental Science-Policy Platform on 

Biodiversity and Ecosystem Services (IPBES) 



7% des mollusques et 5% des oiseaux et 

mammifères du monde déjà disparus

33% des espèces de vertébrés en danger 

dôextinction dôici 2040; 42% des 454 espèces 

dôarbres en danger dôextinction en Europe



Vitesse dôextinction accrue de 5 ¨ 10 000 fois 

pour les animaux et 500 fois pour les plantes

Environ 100 -1000 fois plus rapide que les 

extinctions en masse précédentes



- 80% des insectes européens ont 

disparu en 30 ans

- 30% des oiseaux européens ont 

disparu en 15 ans

- 70% des vertébrés ont disparu en 

50 ans sur le Globe



- Perte de diversité quand les 

effectifs sô®croulent



- Perte de diversité quand les 

effectifs sô®croulent

- Perte dôadaptabilit® / r®silience :

- moins dôindividus adapt®s

- moins de mutations possibles



Cinq causes majeures

- 30% conversion des milieux : forêts tropicales -10 
millions ha/an ; 75% des zones humides disparues

- 25% surexploitation : bois, +40% en 40 ans ; 33% 
stocks de poissons en surpêche

- 14% pollution : pesticides x2 en 30 ans (+ toxiques) ; 
plastique : x10 en 40 ans

- 14% changement climatique : réchauffement global 
et aléas en augmentation

- 11% espèces envahissantes : +70% en 50 ans



Th®orie synth®tique de lôEvolution :

Variation     Tri         Biodiversité

    (sélection

   et dérive)

Mutation

  & recombinaison génétique

MORTS        SURVIVANTS



Pollutions



Sur-exploitation



Th®orie synth®tique de lôEvolution :

Variation     Tri         Biodiversité

    (sélection)

Recombinaison génétique

& mutation



Faut-il être inquiet 

dès lors ? 





Irréversibilité



Faut-il être inquiet 

dès lors ? 



4 - la biodiversité

fonctionnelle



Dans 1 g de sol de chez nousé

  un million de bact®ries, des milliers dôesp¯ces

  plus de mille espèces de champignons

  

Dans 1 g de sol de chez nousé



Dans 1 g de sol de chez nousé

   Décomposition et recyclage de N, P, S, C

   



Dans 1 g de sol de chez nousé

   Décomposition et recyclage de N, P, S, C

   Captation de lôazote atmosph®rique
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   Dissolution lente des roches
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   Décomposition et recyclage de N, P, S, C

   Captation de lôazote atmosph®rique

   Dissolution lente des roches

   P®n®tration et r®tention transitoire de lôeau

   



Dans 1 g de sol de chez nousé

   Décomposition et recyclage de N, P, S, C

   Captation de lôazote atmosph®rique

   Dissolution lente des roches

   P®n®tration et r®tention transitoire de lôeau

   Climat : stockage C

   



Dans 1 g de sol de chez nousé

   Décomposition et recyclage de N, P, S, C

   Captation de lôazote atmosph®rique

   Dissolution lente des roches

   P®n®tration et r®tention transitoire de lôeau

   Climat : stockage C

   > Nutrition et d®salt®ration de lôhumanit®
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ɓ-diversity

A measure of diversity that 

describes the differences 

between any two ecosystems 

(for example, the UniFrac 

distance metric). Related to 

Ŭ-diversity and ɔ-diversity, 

which are measures of the 

diversity in a single ecosystem 

and across a group of 

ecosystems, respectively.

UniFrac

A ɓ-diversity measure that is 

phylogeny based. Microbial 

communities are more similar if 

they are composed of members 

that are more closely related, 

phylogenetically, as this implies 

a shared evolutionary past. 

UniFrac units range from 0 

(identical communities) to 1 

(totally different communities).

mice can been reduced by exposure to the microbiota 

from NOD mice lacking myeloid differentiation primary 

response protein 88 (MYD88)22. In humans, anecdotal 

evidence suggests that specific microbiota can effec-

tively treat IBD, and microbial transplantation of whole 

microbial communities is sometimes used as therapy 

in pseudomembranous and ulcerative colitis, chronic 

constipation, Crohnôs disease and Clostridium difficile- 

associated diarrhoea23,24. In a recent case study of 

Clostridium difficile-associated colitis, the amelioration 

of symptoms was associated with the persistence of the 

transplanted healthy community in the patient25.

Together, these recent studies suggest that a specific 

combination of microorganisms in the gut can affect 

host health; therefore, host control over the microbiota 

could help maximize fitness. Biogeographical patterns of 

diversity in a single host show that the physiochemical 

properties of the human gut habitat are very important 

selection pressures for its microbial constituents (FIG. 1). 

Variations in those host genes that contribute to proper-

ties of the gut habitat therefore have strong potential to 

affect the variation in the microbiome. Evidence to sup-

port a contribution of host genetics to the diversity of the 

microbial community has been scarce, so the strength 

of the effect is controversial. However, an increasing 

number of studies are now evaluating this effect, and the 

analysis of host genetics is just beginning to be incorpo-

rated into studies of how the diversity of the gut bacteria 

relates to host susceptibility to disease.

In this Review, we describe how environmental fac-

tors can contribute to variation in the diversity and com-

position of the microbiota, and we explore the role of 

host genes in this process. We also highlight an emerg-

ing view of the microbiota: one in which the microbiota 

itself may be considered as a complex trait that is under 

host genetic control and that interacts with environmental 

and host factors in a number of chronic inflammatory 

diseases.

Environmental impact on the microbiota

To measure the impact of host genetics on microbial 

diversity, it is useful to have an understanding of the 

factors that can influence variation in the microbiota in 

the absence of host genetic variation, as these environ-

mental factors constitute the ónoiseô that can mask host 

genetic effects. Model organisms provide a system for 

controlling variation between identical hosts: genetically 

inbred animals act as replicate hosts, allowing the impact 

of environmental factors on the variation in the micro-

biota to be assessed. Mice are useful models for studies of 

human microbial ecology because the intestines of mice 

harbour communities that are grossly similar in com-

position (that is, have similar phylum and family level 

abundances) to those of human intestines, diverging 

mainly at the genus level (BOX 1). Husbandry conditions 

can be standardized across mice, and experiments can 

incorporate full factorial designs for testing the effects of 

various parameters on microbial diversity.

óStochastic variabilityô of the microbiome. One of the 

earliest factors that can have a profound influence on 

the microbiota composition is the maternal environ-

ment (BOX 2). Several studies have shown that genetically 

identical mice from the same litters have a more similar 

microbiota than mice from different litters, even though 

they may be reared in adjacent cages22,26,27. This ómaternal 

effectô occurs when mouse pups are born vaginally and 

the birth motherôs microbiota is their primary inocu-

lum. Maternal effects can influence bacterial -diversity28 

(measured by UniFrac) regardless of host genotype22,27, as 

well as affecting the relative abundances of phylotypes26. 

The maternal effect has been documented across two27 

and as far out as four generations26. As a consequence, 

the maternal effect can be a major confounding factor 

when comparing the microbiota of mice with different 

genotypes or under different treatments.

But, despite shared environments and parental inoc-

ula, substantial differences in community composition 

and structure can exist between littermates reared in the 

same cage. Although many bacterial phylotypes can be 

Figure 1 | Microbial community composit ion at  different  body locat ions in a 

healthy human. The relative abundances of the six dominant bacterial phyla in each  

of the different body sites: the external auditory canal (nine subjects), the hair on the 

head (nine subjects), the mouth (ten subjects), the oesophagus (four subjects), the 

gastrointestinal tract (nine subjects), the vagina (eight subjects), the penis (12 subjects), 

the skin (nine subjects) and the nostril (nine subjects). Data taken from REFS 93ï97. 
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Maladies :

- du métabolisme 

(diab¯tes, ob®sit®é)

- du système 

immunitaire (asthme, 

allergie, maladies auto-

immunesé)

- du système nerveux 

(autisme, Parkinson, 

Alzheimeré)
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