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Aligned reads

Consensus contig

ACGCGATTCAGGTTACCACG
GCGATTCAGGTTACCACGCG
GATTCAGGTTACCACGCGTA
TTCAGGTTACCACGCGTAGC
CAGGTTACCACGCGTAGCGC
GGTTACCACGCGTAGCGCAT
TTACCACGCGTAGCGCATTA
ACCACGCGTAGCGCATTACA
CACGCGTAGCGCATTACACA
CGCGTAGCGCATTACACAGA
CGTAGCGCATTACACAGATT

TAGCGCATTACACAGATTAG
ACGCGATTCAGGTTACCACGCGTAGCGCATTACACAGATTAG
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Sequenciamento de genomas:

Laser
activates
 dyes

Detector

TGAGT ATC GGA

Cathode plate CAGTA TCGGA
CAGTA TCGGA

Dunng Process
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GAT AAATCTGGTCTTATTTCC
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GAT AAATCTGGTCTTATTTCC




= —10 logm P

Phred quality scores are logarithmically linked to error probabilities

Phred Quality Score

Probability of incorrect base call

Base call accuracy

10 1in10 90%

20 1in 100 99%

30 1in 1000 99.9%

40 1in 10,000 99.99%
50 1in 100,000 99.999%
60 1in 1,000,000 99.9999%
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Rancomy fragment gencmic DNA and  gate adapters to both ends cf the
fragments.



B no single-stranced fragments randomly to the ins de surface of the flow
cell channes.
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Ado unlabelec nuceotides and enzyme to nitiate soic-pnase bridge The enzyme inccroorates nucleotides to build deuble-stranced brdges cn
amplification. the so d-ohase suostrate.



Several m licn dense clusters cf douole-stranded DNA are generated in
Deraturation eaves single-stranded temoates ancncred to the substrate. €1 cnannel of the flow cel.




Laser

The first sequenc ng cycle oegins by adding four labeled reversible
terminators, primers, and DNA ooymerase.
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Next

(Generation

Sequencing

an animation by Aidan Flynn




FASTA e QUAL: FASTQ:

>SRR014849.1 EIXKN4201CFU84 length=93 @SRR014849.1 EIXKN4201CFU84 length=93
GGGGGGGGGGGGGGGGCTTTTTTTGTTTGGAACCGAAAGG GGGGGGGGGGGGGGGGCTTTTTTTGTTTGGAACCGAAAGG
GTTTTGAATTTCAAACCCTTTTCGGTTTCCAACCTTCCAA GTTTTGAATTTCAAACCCTTTTCGGTTTCCAACCTTCCAA
AGCAATGCCAATA AGCAATGCCAATA

and as a QUAL entry holding the PHRED scores: +SRR014849.1 EIXKN4201CFU84 length=93
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single reads
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Problemas de montagem:
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Mate-pair
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ATCGACTATAAGGCATCGAA
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Sequencing Cost per Genome: 2001 to 2020
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First European service provider to provide
Complete Human Genome DNA sequencing

Discover

our SPECIAL
OFFER at 7500€
for 30x coverage!!



