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Seasonal variation of bacteria from surface snow pit at NEEM, Greenland
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Ice core show the record of environmental changes through glacial-interglacial cycles and contain many particle like dust,
cosmic dust, pollen and microorganisms. Biological study in Antarctica ice core show that cell concentration of airborne
microorganisms change with glacial-interglacial cycles and microorganisms peak well match to the peak of dust in the end of
glacial age. As source area of airborne dust particle had changed through glacial-interglacial cycles, microorganisms also have
information about its source area.

To understand bacterial deposition on modern surface of NEEM deep ice-coring site, we had examined seasonal changes of
bacteria from 3 m and 1.5 m deep snow pit in 2009 and 2010, respectively. Surface snow contained maximum 211 cells/ml of
bacteria, and annual bacteria peaks are mainly located in spring layer with airborne dust peaks. On the other hands, few peaks
are located in the layers above the dust peaks. We had inoculate the 250 times concentrated samples onto the eutrophic,
oligotrophic and hypersaline mediums, and incubated at 4, 15, 30 degree, respectively. However, we had not detected any
culturable bacteria from snow.
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