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WFFER R OMEEL (3£30) : Antarctic ice cores could preserve ancient airborne microorganisms. We
examined bacteria in two Antarctic ice core samples, an interglacial age sample from Mizuho Base
and a glacial age sample from the Yamato Mountains, by 16S rRNA gene sequencing analysis. The
results suggest that these bacteria were past airborne bacteria that would vary in density, diversity
and species composition depending on global environmental change. Our results imply that bacteria
in ice cores could be used as new environmental markers for past environmental studies.
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