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Q1 Q4 Q2 Q2
2007 2007 2008 2009 2010

Read length 26 36 36 76 150
Paired 1 1 2 2 2
Millions of DNA Colonies 0.5 4 7 15 40
Millions of bases 13 144 504 2'280 11'250

Coverage
Bacterium 3 Mb 4 48 168 760 3750
Arabidopsis 120 Mb 0.1 1.2 42 19.0 93.8

Human 3 Gb 0.0 0.0 0.2 0.8 3.8
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Sample prep becomes cost driver

10000 B 1 sample per channel
m 4 samples per channel
@ 7500 m 8 samples per channel
D O 12 samples per channel
c
o}
2
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Prep Channel Price/sample
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Using small RNAs to assemble de novo viral genomes
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Sequencing by siRNA: a novel generic tool for virus discovery

Kreuze et al. (2009) Complete viral genome sequence and discovery of novel viruses by deep sequencing
of small RNAs: a generic method for diagnosis, discovery and sequencing of viruses. Virology 388: 1-7
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