%}. ifosyﬂigliand ) GeoChip 3.0: a high throughput tool for analyzing microbial community composition, structure, and functional activity
= Networks Integrate . . . . . s . .
with Genes and Zhili Het2, Ye Deng'#, Joy D. Van Nostrand!?, Meiying Xu'3, Christopher L. Hemme¢, Qichao Tu!, Xingyuan Li#, Liyou Wul?, Terry J. Gentry>, Yifeng Yin®,

EN";M“ Molecular Assemblies Jost Liebich?, Terry C. Hazen2#8, and Jizhong Zhout28
lUniversity of Oklahoa, Norman, OK; 2Virtual Institute for Microbial Stress and Survival (http://vimss.lbl.gov); 3Guangdong Institute for Microbiology, Guangzhou, China; T BioinfromaticsPro, Newton, MA; 5Texas A&I\/I

DOE GENOMICS:GTL

ACCELERATING
NSCOVERY FOR ENERGY
AND ENVIRONMENT

Q-3138 University, College Station, TX; °Trinity Biosystems Inc., Melo Park, CA; "Forschungszentrum JUich GmbH, JUich, Germany; 8Lawrence Berkeley National Laboratory, Berkeley, CA

ABSTRACT GeoChip 3.0 Operations

GeoChip 3.0 development Target preparation GeoChip 3.0 analysis

BioCON consists of 371 2 x 2 (meter) plots,
arranged into six circular rings (20 meter
diameter), each containing 61, 62, or 63

plots, and with the main experiment of 296
plots with three treatments: CO,, nitrogen,

and plant diversity.
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31 soil samples for plant diversity study: 1-species with 11 plots (red); 4-species with
11 plots (green); 9-species with 5 plots (purple); 16-species with 4 plots (blue).
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