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A molecular analysis of the community structure of the radioactive subsurface ther-
mal spring „Franz-Josef Quelle“ (FJQ) in the Austrian Central Alps was performed
(2). Besides the high microbial diversity, ammonia oxidizingCrenarchaeotaand sev-
eral bacterial species, which were involved in the nitrogen cycle, were also detected.
Additionally several sequences were obtained that were related to sequences from
locations, which were e.g. contaminated with radioactivity, suggesting the probable
presence of organisms that can interact with the Ra, Rn or U in the spring. Further-
more, biofilms were recognized, which had some similarities to the ones described by
Holmes and coworkers (1) in the Nullarbor caves. Holmes suggested that a large part
(about 12%) of the microorganisms inhabiting these mats were related to aNitrospira
sp. Besides the mats, which were present in the spring FJQ, sequences ofNitrospira
and related species were found (2). Nitrifiers are known to build biofilms under sub-
optimal growth conditions, e. g. the water temperature in the spring is 45˚C, but the
optimum growth temperature of nitrifiers lies between 25 to 30˚C. Preliminary DGGE
fingerprinting results of the spring showed the dominance ofNitrospira related or-
ganisms in biofilms and on glass slides which were placed into the spring for several
days. Therefore an extended examination of these natural and artificial biofilms is in
progress by addition of DGGE analysis and culturing approaches.
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