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bio diversity

community structure

compare to other communities
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http://aws.amazon.com/ec?

Amazon Elastic Compute

Cloud

Bionimbus

http://www.bionimbus.org

NSF CluE

http://www.nsf.gov/cise/clue/index.jsp

Rackspace
Science Clouds http:
Heterogeneous computing

NVIDIA GPUs http:
AMD/ATI GPUs

e I

www.scienceclouds.or

www.nvidia.com

http://www.amd.com

Heterogeneous cloud computing
SGl Cyclone Cloud

http://www.sgi.com/products/hpc cloud/cyclone

Penguin Computing

http://www.penguincomputing.com/POD/Summary]|

On Demand
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