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WGS (Whole Genome Sequencing)
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WES (Whole Exome Sequencing)
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13 2. Target enrichment system workflow

Targeted panel Sequencing
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1% 5. Genetic loci associated with patient severity.

E-biogen’s Service Information

WGS (Whole Genome Sequencing)

Sample requirement  >2ug gDNA

Library method Illumina TruSeq Nano DNA Library kit

NGS run format NovaSeq 6000, PE150

Turnaround time ~7 weeks after DNA QC

Data Analysis SNP(Single Nucleotide Polymorphism), INDEL (Insertion & Deletion), C
TﬁV}({ng)y Number Variation), 7H & M= 0j| CH 2t Structural Variation £
= l"u;
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WES (Whole Exome Sequencing)

Sample requirement ~ >2ug gDNA

Library method Agilent Sure Select kit

NGS run format NovaSeq 6000, PE100

Turnaround time ~6 weeks after DNA QC

Data Analysis SNP(Single Nucleotide Polymorphism), INDEL (Insertion & Deletion), C
NV(Copy Number Variation), 7f'& 24 Z0f| Ci ¢t Structural Variation &
5 %9

Targeted panel Sequencing

Sample requirement ~ >2ug gDNA

Library method NEB Ultra DNA Library kit

NGS run format NextSeq 550, PE150bp

Turnaround time ~6 weeks after DNA QC (kit Aj| & 7| ZF H )

Data Analysis ExPADA report, Peak Annotation, Motif Discovery, IGV, BedGraph =
< &30 25 >
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