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METHOD AND SEQUENCING METRICS BY NGS ANALYSIS
• Genomic DNA was extracted from EDTA peripheral blood sample, and quantified using Qubit Fluorometer. Approximately 20 ng DNA is 

used for target amplification. The amplified DNA is subjected to adapter ligation and Ion Xpress™ Barcode generation for specific library 
preparation. The generated high quality library is subjected to NGS on the ION S5 sequencing platform

• Ion torrent S5 sequencing produced 7,22,854 total reads in this sample, the mean read length was 113 bp. The average base coverage 
depth was 3252x, with a mean percentage of reads on target was 99.23%, and a uniformity of base coverage was 99.55%
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