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e Purification by Genomic DNA Clean &
Concentrator (Zymo reserch)

e Thermostable B-Agarase (=R —2)
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« Corei7, 48GB RAM, Fedora/Ubuntu
— SQCHH

e 4x Xeon, 512GB RAM, Ubuntu/Scientific Linux 6
— OIST HPC

« Large Memory Nodes: 1TB RAM, Scientific Linux 5

e Cluster: 192 nodes, Scientific Linux 5/6
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« MiSeqHiHiR5
— Velvet
— ABYySS
— ALLPATH-LG
— MIRA
« 454+MiSeqid5
— Newbler
— Celera Assembler
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« SEQanswers
— http://seganswers.com/
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