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Millions of DNA sequences BIOI nfOrmatICS I
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Sample prep becomes cost driver

10000 m 1 sample per channel
B 4 samples per channel

7500 m 8 samples per channel

O 12 samples per channel

Price in US$

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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Interesting if a reference
transcriptome is available
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From a bacterial transcriptome

Data kindly provided by Dr. Patrice Francois,
Marie Beaume and David Hernandez, in the
group of Prof. Jacques Schrenzel

www.genomic.ch
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Reads Bases Mapped Target On Target not  On target
(2x108bp) size target covered within 100 bp
Sample 1 22.3mio 48Gb 97.5% 37 Mb 60.4% 3.2% 68.0%
Sample 2 22.4mio 4.8Gb 98.0% 37 Mb 60.5% 3.0% 66.9%
Sample 3 22.2mio 48Gb 97.9% 37 Mb 59.3% 2.6% 67.4%
Sample 4 21.1mio 46Gb 98.0% 37 Mb 60.5% 2.7% 67.8%
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