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Most members of the genus Prasophyllum (Leek
Orchids) are threatened and restricted in distribution
in Australia. Prasophyllum species are obligate
mycotrophic plants and current conservation proto-
cols for terrestrial orchids in Australia require propa-
gation with symbiotic mycorrhizal fungi.
Unfortunately there is a paucity of knowledge regard-
ing the mycosymbiont in this genus, hampering con-
servation and re-introduction efforts.

Before recovery plans can be implemented for
Prasophyllum basic biological information is required
about the nature of the mycorrhizal relationship. This
study used two threatened Prasophyllum species: P.
sp. aff. validum and P. diversiflorum, both from
south-west Victoria. Prasophyllum sp. aff. validum
grows in a low open grassy heathland and
Prasophyllum diversiflorum (Gorae Leek Orchid) is
found in open grassy, swampy vegetation.

Underground plant parts were collected for mycor-
rhizal isolation and Scanning Electron Microscopy
(SEM) studies. Mycorrhizal fungi were isolated from
adult plants at four times during the year: soon after
leaves appeared following summer, during the period
of flower bud growth (Winter), while flowering
(Spring) and as the fruit developed (Spring) SEM was
used to determine the location, type and amount of
mycorrhizal colonisation. The ability for the isolated
fungi to germinate seed was tested with seed collect-
ed from plants in 2005. As most mycorrhizal fungi
from Australian terrestrial orchids do not sporulate in
culture and therefore cannot be identified by normal
taxonomic means DNA from fungal isolates were
ITS-sequenced and closest GenBank matches were
determined. The information gained in this study will
provide the basis for further re-introduction and con-
servation studies.



