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Hydrogen producing organism in Soil exudation underwater

-- Research works accomplished by using materials analysis facilities: XXVIII(5) --

Mizunao HASUI?, Raimu OUTSU!, Kiyonobu SIIYA!, Takashi SAITO!

Abstract

In recently, development of new energy in stead of the fossil fuel is demanded. Hydrogen produces only

water when it combusted which is attracted attention as a clean energy that is kind to the global

environment. The soil is interesting for slight biodiversity in the earth, and it is considered that hydrogen

producing organism exists in the soil. So, we have been searched the hydrogen producing organism in soil

exudation water. 2 samples of soil exudation water in Kanagawa, 7 samples in Shizuoka and 1sample in

chiba were analyzed for hydrogen-producing bacteria. As a result, 4 hydrogen-producing bacteria were

detected in the soil exudation water.
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Table 1 Soil exudation underwater
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Fig. 3 Change of hydrogen amount in enrichment culture using C

strain by static culture
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Fig.4 Change of hydrogen amount in enrichment culture using D

strain by static culture
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Fig.5 Change of hydrogen amount in enrichment culture using E

strain by static culture
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Fig.6 Change of hydrogen amount in enrichment culture using F

strain by static culture
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