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INTRODUCTION RESULTS/DISCUSSION

» Between-species transmission key to parasite persistence and spread .
» Alternative hosts may be vital for persistence in fragmented, unstable
host populations.
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Explore between-species transmission of B. grahamii in two contrasting
systems:
e a highly fragmented population of water voles and sympatric field
voles,
marked by small population sizes and frequent turnover
e alarge, continuous population of field voles and bank voles

METHODS
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