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One channel represents over
11x coverage of READS !
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Only the unique reads
=> exaggerates errors
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Min. contig size: 100

Read length 36 50 75
Insert length 250 250 250
Hash value 29 29 29
Number of contigs 113 123 124
Total length 2'775'516 2'777'096 2'775'808
Average length 24'346 22'395 22'206
Maximum Size 191770 191'831 191'714
Min. contig size: 1000
Read length 36 FX &
. . ‘&
Insert length 250 5'000 10'000
Hash value 29 27 27 —
Number of contigs 55 8 4
Total length 2'762'570 2'788'246  2'825'094 < $ ' '
Average length 50'228 309'805 706'273
Maximum Size 191770 1411797  1'827'858 Dataset produced with M.A.Q:

2.82 Mb S. aureus MW2
40x coverage, No errors or SNPs
Velvet pair assembled
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Minimum scaffold size: 100

Read length 36 36
Insert length 250 5'000 242 4’500
Hash value 29 27 29 31
Number of

scafolds 113 66 111 69
Total length 2'775'516 2'799'6530 | 2'794'941 2850142
Average length 24'346 41'784 25'206 41306
Maximum Size 191'770  1'411'797 | 150077 1297271

Dataset produced with
2.82 Mb S. aureus MW?2
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Minimum scaffold size: 1000

Read length 36 36
Insert length 250 5'000 242 4’500
Hash value 29 27 29 31
Number of

scafolds 95 8 54 14
Total length 2'762'570 2'788'246 | 2'785'064 2'840'085
Average length 50'228 309'805 51'575 202’863
Maximum Size 191'770  1'411'797 | 152077  1'297'271

Dataset produced with
2.82 Mb S. aureus MW?2
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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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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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| 1AAAAA

l 1st and 2" Strand cDN

, | AAAAA
[ I TTTTT-bio

MRNA / total RNA
A Synthesis

Transcript does not contain

/l l \ Restriction Enzyme Digests | 4-base cutter restriction site

CGN] | AAAAA
NI I TTTTT-bio

\4& v// Adaptor 1 Ligation

EcoP15Il

Restriction site is too close
to the poly-A

CGN
I |\

AAAAA
TTTTT_bio

l

EcoP15Il

1 s
GCN NN

l Adaptor 2 Ligation

EcoP15Il

GO NN
GCN NN

Digest not always at most 3’
site, which affects the counts
- due to digest?

- due to polyadenylation site?

Signature too short to find the
corresponding transcript

PCR amplification to generate DNA Colonies Templates

«— PCR Primer 2 —» Signature PCR Primer 1

Sequencing Primer _

27 or more bases

24



Interesting if a good
reference transcriptome is
available
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Using small RNAs to assemble
de novo viral genomes

> '$ /,5

! >|
7"<I137 |

PQ5R 0 # 0

Data kindly provided by
Dr. Jan KREUZE
Sample prep performed at

Seqguencing 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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