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NGS data analysis
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De-multiplexing
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De-multiplexing
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Primary data – fastq file
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Fastq format - quality 
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• Fastq - q stands for quality – coded as phred score

		Q = −10⋅log10P

Quality Error probability

5 31%

10 10%

20 1%

30 0.1%

• What the machine things is the quality 
• Only account for sequencing errors
• Very good for early problem detection
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Fastq – quality control 
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• How can we summarize this? 
• What QC can be done?



FastQC Report
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Fastq – quality control 
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• Fastqc - tool
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Thank you for your attention!
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