
 
Whole-genome Sequence Quality Report  
using Chinese Quartet Reference Samples 
 
Data Generation Information 
Sequence Site ShenZhen 
Sequence Platform DNBSEQ-T5 
Library Protocol PCR 
Sequencing Chemistry MGIEasy Universal DNA Library Prep Set 
Read Length PE100bp 
Coverage 50x ~ 60x 
Date 2020/7/16 

 
Performance assessment 
Depend on reference datasets (v202007) 

 Precision Recall 
SNV 0.9843 + 0.0013 0.9980 + 0.0002 
INDEL 0.9813 + 0.0014 0.9962 + 0.0004 

        SNV                         INDEL 

             
Depend on Quartet family genetic built-in truth 
  Family1 Family2 Family3 
Reproducibility of monozygotic 
twin daughters 

SNV 0.958 0.959 0.959 
INDEL 0.875 0.880 0.881 

Mendelian concordant ratio SNV 0.949 0.950 0.950 
INDEL 0.852 0.858 0.858 

 
                            SNV                                  INDEL 

                                
No obvious failures observed in raw fastq files and bam files quality control. More information is available in the online 
version of the report. 
 
Disclaimer 
This quality control report is only for this specific test data and doesn’t represent an evaluation of the business level of the 
sequencing company. This report is only used for scientific research, not for clinical or commercial use. We don’t bear any 
economic and legal liabilities for any benefit or losses (including direct and indirect losses) from using the results of this 
report. 
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Supplementary 
Raw Fastq Files Quality Control 

 
 
Bam Files Quality Control 

 


