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Mouse Whole Exome Sequencing
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*FFPE: Formalin-fixed, paraffin-embedded

2. Sequencing Parameters

Platform Illumina NovaSeq 6000
Read length Paired-end 150 bp

Recommended
sequencing depth

Effective sequencing depth above 50 X (6 G)
Data quality = 85% bases with Q30 or higher
**Turnaround time 5~6 weeks from verification of sample quality to data releasing without bioinformatic analysis

**Turnaround time varies depending on the project volume.

3. Data Analysis Contents

Standard analysis

Data quality control
Alignment with reference genome, statistics of sequencing depth and coverage
SNP and InDel calling, annotation and statistics

Somatic SNP/InDel/CNV calling, annotation and statistics (paired tumor samples)



