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De-multiplexingDe-multiplexing

• Bcl2fastq tool
‒

‒

• Bcl2fastq tool
‒ Needs sample sheet with indexes

‒ Number of barcode mismatches

• Check undetermined

‒

• Check undetermined
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Primary data – fastq filePrimary data – fastq file
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Fastq format - quality Fastq format - quality 
• Fastq - q stands for quality – coded phred score

Quality Error probability
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Q = −10⋅log P

Quality Error probability

5 31%

10 10%

		
Q = −10⋅log

10
P

20 1%

30 0.1%

• Very good for early problem detection

• Reasonable for trimming and read filtering

• RNA seq - above phred score 5
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Fastq – quality control Fastq – quality control 

• Fastqc - tool
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FastQC ReportFastQC Report
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