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Development of evaluation method of soil microorganisms evenness
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We focus on nitrous oxide emission during freeze and thaw process in the field, an
d to investigate the diversity and evenness of the soil microorganism, metagenomic and metatranscriptomic
approaches were applied on DNA and mRNA levels. The results indicate that during the bio-geochemical proce
ss, It is rather evenness play an important role than diversity of species number, indicating that few num
ber of species seems to be increased with the process. We have applied the Functional Sin?le Cell separati
on technique and obtain several isolates which seem to grow and lead the process dominantly under the cold
condition.
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