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DRAGEN SECONDARY ANALYSIS
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DRAGEN Server NEES NextSeq 2000 A|AE NEES Sequence Hub Corieeizd
Analytics

BCL Convert v v v v v v
DRAGEN ORA v v v v 2 X8l o
compression
DRAGEN FASTQ + b
MultiQC v v v v v v
Whole genome Germline + somatic Germline + somatic Germline + somatic Germline + somatic Germline + somatic
Enrichment(& Zgt) Germline + somatic Germline + somatic Germline + somatic Germline + somatic Germline + somatic
DRAGEN Amplicon v DNAZH X[ v v
RNA v v v v v
Single-cell RNA v v v v
NanoString GeoMx NGS v v
Methylation v v v v
Metagenomics Ve v
COVID, IMAP, IMAP-FLU v
TruSight Oncology 500 v v v
portfolio
SCATAC-Seq v v
Imputation v v v
PGx Star Allele Caller v v v v v
Illumina Complete
Long Reads v v
RPIP, RVEK, UPIP, VSP v v s EF
Small whole genome v v
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9k01: IMAP = lllumina Microbial Amplicon Prep, RPIP = Respiratory Pathogen ID/AMR Panel, RVEK = Respiratory Virus Enrichment Kit, UPIP = Urinary Pathogen ID/AMR Panel,
VSP = Viral Surveillance Panel
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1. lllumina. DRAGEN sets new standard for data accuracy in
PrecisionFDA benchmark data. Optimizing variant calling
performance with lllumina machine learning and DRAGEN
graph. illumina.com/science/genomics-research/articles/
dragen-shines-again-precisionfda-truth-challenge-v2.htmi.
Published January 12, 2022. Accessed October 28, 2024.

2. Dataon file. lllumina, Inc. 2024.

BiolT World. Children’s Hospital of Philadelphia, Edico set
world record for secondary analysis speed. bio-itworld.com/
news/2017/10/23/children-s-hospital-of-philadelphia-edico-
set-world-record-for-secondary-analysis-speed. Published
October 23, 2017. Accessed October 28, 2024.

4. San Diego Union Tribune. Rady Children’s Institute
sets Guinness world record. sandiegouniontribune.c
om/2018/02/12/rady-childrens-institute-sets-guinness-
world-record/. Published February 12, 2018. Accessed
October 28, 2024.
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