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fastQ -> lllumina Seq

https://youtu.be/womKfik WIxM




Illumina Seq
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lllumina Seq
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Illlumina Seq

@HSQ-7001360:67:H88RHADXX:1:1101:1448:2158 1:N:0:CAGATC

* 1101=tile number
* 1448= x coordinate
« 2158=y coordinate



fastq Quality Scores

@HSQ-7001360:67:H88RHADXX:1:1101:1448:2158 1:N:0:CAGATC
ATCTATCTGAGACTGATACGCCTTCGGCTTAATTTATACAAG
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Qua“ty Scores htps://en.wikipedia.org/wiki/FASTQ_format
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“5e0ee0ccccncsns icossssscssoscssssassonssssss 40
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S - Sanger Phred+33, raw reads typically (0, 40)
X - Solexa Solexa+64, raw reads typically (-5, 40)
I - Illumina 1.3+ Phred+64, raw reads typically (0, 40)
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Illumina 1.8+ Phred+33, raw reads typically (0, 41)



Quality Scores

BBBFFFFFEFFEFEFETTITIITAT T i =FFFFFFFFFFFRF
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33 59 64 73 104 126

L - Illumina 1.8+ Phred+33, raw reads typically (0, 41)
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Quality Scores
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Quality Scores

BBBFFFFFFFEFEFETITIITTTTT i =FFFFFFFFFFFRF

Quality scores across all bases {lllumina 1.5 encoding}
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Quality Scores

BBBFFFFFFFEFEFETITIITTTTT i =FFFFFFFFFFFRF

Quality scores across all bases {lllumina 1.5 encoding)
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Quality Scores
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Quality Scores

What should we do
about this?

Mean probability of error

0.6 —

0.5

0.3

0.1

0.0

== Error across all tiles

-+ Individual base call error per tile

20

40

Position along read

15




What to do? Trimming?
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What to do? Trimming?
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What to do? Trimming?
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What to do? Trimming?

Probability of nucleotide error
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