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49 ànvasionMgeneticsMofMtheMintroducedMblackMratMURattusMrattusWMinMSenegalaMWestMvfricacMMolecularc
EcologyaM2013aMggaMgmkbhee 5.7 51

Maxime Galan

4



48 zstimationMofMpopulationMalleleMfrequenciesMfromMnextbgenerationMsequencingMdataoMpoolbversusM
individualbbasedMgenotypingcMMolecularcEcologyaM2013aMggaMhlkkbln 5.7 147

47 vpportMdeMlâ��immunogˆ'nˆ'tiqueMˆ MlaMcomprˆ'hensionMdesMinteractionsMentreMleMcampagnolMroussˆ¢treM
ωyodesMglareolusMetMlâ��hantavirusMPuumalacMBulletincDecLkAcademiecVeterinairecDecFranceaM2013aMfkkaMflfbfmh2 4

46 yiscongruenceMofMωhcMandMcytochromeMbMphylogeographicalMpatternsMinMωyodesMglareolusM
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