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lllumina DRAGEN(Dynamic Read Analysis for
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DRAGEN Secondary Analysis= 012 &=fot 205
NSELICH DRAGEN v3.72 2020F PrecisionFDA Truth
Challenge V2(0[38t PrecisionFDA V2)0ilA All Benchmark
Regions(TA| #IX|0f= H) 5! Difficult-to-Map Regions
(Ofo| of2f2 gY) EE0lM &S AHX|SHH 7HE H=tot
llumina A& HIO|Ef M 21t E EHFASLICH? Lot
Graph GenomesZ®t lllumina Machine Learning(ML)2l
SAIHQl 7|=0| Z2El DRAGEN 4.0 AZER0{= Al
Benchmark Regions £ 20A F1 H (2L 9 Moig 2
ZTK]) 99.83%E Hasto] ZE A 7|=0l BN R0t
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sequencing, WGS), QI2[X|HE IH (enrichment panel),
CFYMIZE RNA-Seq(single-cell RNA-Seq), TFEMIIE ATAC-
Seq(assay for transposase-accessible chromatin

with sequencing), AT HE[A (multiomics) S,
=3 RNA-Seq(bulk RNA-Seq), HIE2t 24 (methylation
analysis) & 02 f&9| 2 X|JELICHIE 1). DRAGEN
AT EQofe] Ciet 7|5 & YRoHs MASICE Sz 30747t

HE QE &4 =72t Ltk

DRAGEN &I E|0= HO| HE0l| AL E|= CFSt variant
caller(dll: = M =& (repeat expansion), &4

0| (structural variation, SV), Xt S|z #0](copy
number variation, CNV), ExpansionHunter 2| variant
callert SMN, GBA, CYP2B6, CYP2D6, HLA s B
HESH= targeted caller M3)E ZEstil QL0 ZHS A
FHE|X|E K| HELICH E£2F DRAGEN Multigenome(Z2HI)
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nucleotide variant, SNV), CNV 2 SVE Z=g 4 USLICE
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H 1: DRAGEN Secondary Analysis7t X|¥5t= (ot A0 28 7Hsth 24 24

On-premise Server lllumina A& AIAE! LY lllumina 22HRE SHS

478 d NextSeq 1000 & BaseS lllumina C ted
DRAGEN Server NovaSeq X Al2I= Nexteé(equqOOO A|AE] Seqausgnc?:CHeub umlR?\aI;t?gseC ©

BCL conversion v v v v K& (AL S
DRAGEN ORA compression v v v K& (AL BT
DRAGEN FASTQ + MultiQC v v v v v
Whole genome Germline + somatic (Sori:;?;nga;%%m@) Germline®t x| Germline + somatic Germline + somatic
Enrichment(%& Zg) Germline + somatic Germline + somatic Germline + somatic Germline + somatic Germline + somatic
DNA amplicon v v v v
RNA v v v v v
Single-cell RNA v v v v
Differential expression v v v
NanoString GeoMx NGS v v
RNA amplicon v v 2 X o™
Methylation v 2 XY o™ v v
Metagenomics v
RNA pathogen detection v
COVID COVIDSeq. COVID lineage COVIDSeq(22t2EE X|@)  COVIDSeq. COVID lineage
TruSight Oncology 500 Sond & 718 12 3 10004 i v
ScATAC-Seq v v v
Imputation v v v
PGx Star Allele Caller 4 v v
lllumina Complete Long v
Reads
DRAGEN secondary Wi e

analysis for RPIP and UPIP
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DRAGEN On-premise Server

DRAGEN On-premise Server= 22 AEZ[X| £FME
083 NGS LIO|HE &5t MELLICH AIZAO0| et =H
raw datas 22 UEX3 HZE Sl AN 7|7|0A 2Z
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ASHSILICEH BA0| RIEE|H AT EQ 0= MAE BAL A}
fde XZe 24 AE2|X| X0 MEefLICh DRAGEN
On-premise Servere CHS1F 22 XS ®IRLICH

=

o LYot HME 2t QIEI|0|A (command-line interface,

+ Z[CH 307H9| 7|E HFE QAUAEA THA|.

o 34x FHHE[X|Q IZF FTH| 17H0f tiiet NGS HIOIHE

of 30= L A2l

NovaSeq X Al2[=9] 2HE DRAGEN

NovaSeq X Al2|=0fl= M=ot 20N Xts2tE 24t
2M2 NSste 7t 430 452 DRAGEN 2L EQ0{7t
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BaseSpace Sequence Hub

BaseSpace Sequence HubOllA 08 7tsot 22t 7[8te
DRAGEN 2ZEQI0| HE2 Festn agxel Aot
OfL[2t QHot MENA|IQL ot HEf e MSELICt He
THELE 5 200l &2t8l0] BaseSpace Sequence HubOlIA]
DRAGEN AT EQI0{E 0|88 ZHHSHA HE X TIOZ 2%}
2ME 8 & JASLICE BaseSpace Sequence Hube
lllumina 717|E 22 S80llM AHEE = AT S off FLICH
71710l BaseSpace Sequence HubZ 2= 2= HO|E{ 7}
HEEEE AKX F2l|0]M(curation) & HE ChYot A
Aaie &2 A| HlO|EE #telotn BAg 4 UELICE Amazon
Web Services(AWS) 712+2| BaseSpace Sequence Hub&
C2at 22 §8S 7KL AL
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OH TE
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lllumina Connected AnalyticsHlAl MS %= DRAGEN

Secondary Analysise= S2XQl 22t2E 7[8to)
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residency) 87 A S %3—‘.-3@_ S¢ 21&(single sign-
on, SSO) 7|5 & XI@StH, ZAF 2 (audit log)E AMB3H0,
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