&

N H |

A 'l
4
K A K E

BxXc—19

HEMREMERER (HEMREGREE) HRARBEE
Pk 2 545 A 3 1 HEBIE

HEEES : 12601
HEiEE - EBEE (A
T HART - 2010~2012
REES . 22248038
MERBEL (X)) HBAZY/ I HRICEHTEBEDERTOEBIEE
HEEEL (EX) Development of comparative metagenomics for soil microbiome
analysis
MERERE

KRE &5 (SENOO KEISHI)

HRERKE - KEREZEGRFMRR - Zig

MEEES : 40206652

WFZER R OBEE (Fu30) « L\ DNA SEAEFESIFEREH AT 2 VT, HERARERICE D X 5 728K
EMPIEEL TED X ) RBEEEZ R L TWDEDONERLNNIT 52 & ik, KH+HED
FEAT CIE LEOBR T ERERZBRICED 2 R MAEMIEN R Sz, =50 2000 4
WE R S R ORI TIEL RILSEE ISR B R AR R O TRIE S ST E N,
Wk & @ ) IEE MO MR Tld. FHERO EME TS KT T HEOEZAMIIRTT 504
WBART OFEM 72 IS MED ] & v Sz,

WIERR RO E (323L) : We tried to uncover the structure and function of microbial
communities in soil ecosystem through soil metagenomics using the new DNA-sequencing
technology. Novel microbial communities responsible for reduction reaction and nitrogen
transformation in rice paddy soil were revealed. The resilience of soil microbial community
to the volcanic eruption impact was revealed and the detailed picture of soil microbial
genetic response to the long-term application of livestock liquid manure was obtained.
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