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INTRODUCTION

Dispersal is a key life history trait that has important consequences for understanding the ecology and epidemiology. Both are
important contributing fundamental information about how diseases can threaten a particular population. Molecular techniques
offer an elegant approach to improve our knowledge of the dynamics of pathogen dissemination by making information
available that is difficult to observe with conventional methods, such as field data.

All Western Australian woylie (Bettongia penicillata) populations, between 2002 and 2004 declined steeply. In the hypothesis
that a disease is involved in the Woylie decline, a key piece of information is the extent of woylie movements in the wild.
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