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Changes of microbial and protozoa community structures influenced
by heat disturbance in the boreal forest soil
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WFZERC R OMEE (330) : In the forest soil, warming of 5 degrees for 5 years, the amount
of total soil carbon and total nitrogen slightly were decreased. However, the warming
disturbance was considered to be little effect on the structure of microbial community
in soils. We developed a molecular technique, and established PCR-DGGE analysis to
analyze a structure of protist community. For the function analysis of microbial
communities in soil, we were able to be established the platform of environmental
metaproteomics.
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