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KU HEHE (et HEotdH Helotl 88O = AFEHY
raw datag 2|0| U= = ciAde 4 U= H0[EH 24
ST EQELD ok 710l NGS2| 0|F S dE g&0l/|
QloliAl= Chet ArSALE +=80lHA XA 252 X1
JleMe = Q0| | AFZ0] 80let £FM0| BT
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H 1: DRAGEN Bio-IT Platform0| X|¥5t=

2RIt 2% 2

A 0= (A 0[

DRAGEN NextSeq 1000 BaseSpace [llumina Connected Analytics Multi-Cloud
AL 0fZ2|7|0]M On-premise NextSeq 2000 Bring Your Own
Server O Sequence Hub A 7 AR Eel 7 License
BCL conversion v v v v ﬁgp;x/ﬁlg
DRAGEN ORA compression v v v v
DRAGEN FASTQ + MultiQC v v v v v v
Whole genome ng?;rt]i+ Germline G:;E';Tii)r Germline + somatic G:;E';Tie(; Germline + somatic
Enrichment (& 2 Gzz(r)glgrt]ie; ngmzie; G;e(r):]l;rzi+ Germline + somatic Gse(r)?;rgif; Germline + somatic
DNA amplicon v v v v v v
RNA v v v v v v
Single-cell RNA v v v v v v
Differential expression v v
NanoString GeoMx NGS v v
RNA amplicon v v = X o™ v v
Methylation v v v v v
Metagenomics v
RNA pathogen detection v
COVID lineage v v = X2 o™
I{;ijiht Oncology 500 v v
SCATAC-Seq v v v v v
Imputation v 4 v v v
PGx Star Allele Caller v v v v v
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DRAGEN On-premise Server
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AEZ|X|2 M&E S CHA| DRAGEN Server2 M&ELICE

71 C}2 DRAGEN Servers AF2X7F MEISH 9 EZRE
AILICE 2M0| e EH ATEY M= Y= 24 2ot
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premise Servere= Chait 22 E8S MSELCH

o [CH¥SHZME 2101 QI TH0|A(command-line interface,
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H JHK| MESH M| ZotH, ME7tet HIME77F 25 Ao
=ME oot 2 AU E EE 4+ UEE AFEA TISHAQI
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U
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=
o
3
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BaseSpace Sequence Hub

BaseSpace Sequence HubOl|A| 0| 758t 22tRE 7|8t
DRAGEN MZE& deotl 55X A& I OfL|2t QHHGt
O ZA|AR ROIeE MM MITLCHL HE 2L ¢4
E0}0f| A2+310| BaseSpace Sequence HubOl Al DRAGEN
ADEQINE O|Zo 7HHP HE AT = 2X EX g
£alist £ QA L|CH BaseSpace Sequence Hub= lllumina
71718 SYE 2E0M A = UES ol ZLCE 7[7[01M
BaseSpace Sequence HubZ S 5HE HI0|E 7} MAE 22
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Web Services(AWS) 7|82 BaseSpace Sequence Hub&
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lllumina Connected Analytics

lllumina Connected AnalyticsHlA Ml& &&= DRAGEN
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N
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. 14 IEY 2AS 205t AMEE AT HYs 152
MSEHE YIS0 UEH E2M XY

o Y 28 Y gl ZMolgf &SHE(Health Insurance
Portability and Accountability Act, HIPAA) 1t S
S UBt H|0|Ef 2 S ™ (General Data Protection
Regulation, GDPR) %] &4E @5l CI0|E 2| X|HAl(data
residency) 2+ Afeh2 S&0ot1, S8 215 (single sign-
on, SSO) 7158 X510, ZtAt 2 (audit log)2 HZ511,
OHMH AT} MO == O QHESH 2HZ0IAM A 7S,

0

roh

DRAGEN Multi-Cloud Bring Your Own
License

0|0] 22RE 7|8t MH|AS ALSatal Q= ©0I2HH JHy
0]0]X]|(virtual image) &412| DRAGEN Bio-IT Platform2
TO§SH & AWSLE Microsoft Azure0| Al DRAGEN 2415
33t 4 ULICE DRAGEN Multi-Cloud Bring Your Own
License(BYOL)0fli= CHS2t 22 FHO| ASHCE

o DRAGEN On-premise Server2t sQst A E (]
2 FHOHE 21 &M AR (TruSight™ Oncology 500
IO =2l A<l).

o AtE S0 2L 2HE1 Y FEE 20| DRAGEN
oro|Zepels Etoteis 13 A0 A XEh



DRAGEN BIO-IT PLATFORM

OO0F
0=

DRAGEN Bio-IT Platform& Xatst1 ZHX0|H F2X Q!
2Kt 2M0| At EE CHUSH AT EQ0 EFE oLt TH7 X2
F0| M Zot= MSYLICE M Z2HE | Rt {0 Mt
MZ== DRAGEN Platform &M = 7t& X&st &2 M2
MENGH AF25HH ELCE DRAGEN Bio-IT Platform
K|&HOINGS 7|9 LT L2F 7| mho|I2tlo] £ A2
deg fAIE 2 JEE MES UH0|EE MEotl! /CH,
OfZ2|AH0|0| 7Y E THOICH =2 THO| 2Rl A& 5HA

7ot AL

LIRS

DRAGEN Z21Z &3 2|A A& support.illumina.com/
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