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DRAGEN BIO-IT PLATFORM
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O8 2: =g ol M2 7|&2 MAISH= DRAGEN S3HE — & LM (true
positive) 2 & SH(true negative) Z1HS XA 20| CHSH HIS2 AlASH
F1 ®4=(%)2 DRAGEN v4.0 Mulitgenome (22§ ) | HZA (HAl 24
712 )9 Hot HEE B0l s,

=

H 1: PrecisionFDA Truth Challenge V2 HIX|0tZ 21}
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1 llumina DRA(%ELNQ(Q%%Y_&EHE 0.9983
6 lllumina DRAGEN v3.10 & 122 0.9974
7 lllumina DRAGEN v4.0 & 122 0.9974
8 lllumina DRAGEN v3.7 & T2 0.9971
39 lumina BWA-GATK(Genetalks) 0.9907
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HHHAE ALSSHH, TS Z0] 0]2f gt *._1%4 HEHHEAS A
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o EX T2 LY CHA| THAQI ALT 2E| (22 MY A Z
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715 X|H

AMl ME: illumina.com/science/genomics-research/
O/ articles/dragen-wins-precisionfda-challenge-
accuracy-gains.html

ALT OtAZ

DRAGEN AIEQ|0{= DRAGEN v3.9 A EQ|0{ YJL|0|ELH
etel FE ALT ZE 1S AMelote M22 YE0I ALT OrAZ

/IsE MEotL JFLICEL ALT OpAZ 2 F3: S Flol ALT
ZE|TO| M RIXE 45 7IS2E, AM0| ALE F2f, 74|

% 7}40] HLICE

AM| ™FHE: illumina.com/science/genomics-research/
-/~ articles/dragen-shines-again-precisionfda-truth-
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M EHES| Al g M O™ 242 DQUAL, DGT 2 DGQ ZE0|
HEELCH
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M ZEXI A 7122 01836l MEE 9702 7|E HI0|E ME2t

M| el 7HRI0] 22 EAELICE 2= B0 ME:= PrecisionFDA
HYAO|EE Sl S7HEC = 0| 7Hs&LICh

F1 8= Al 2 #IX|0HE 28

V4.2 #IX|OFE 2] FEHol| Z8HE HG003 & Hg004 ME9|
X022 WittyerE ALE0HH AMERJASUC =S HE
ZATO| III0l= HG003 2 HG004 MZ9| SNV 2 INDEL F1
Sto] 7|5HH o (geometric mean)0| AFRE|QUZLICEH x| X0l
ALt HHE2 O 2Lt

F1 = 2 x(Recall x Precision)/(Recall + P recision)

Flogens = NFlhgoos * ¥ 1pgoos
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DRAGEN 7{THE 2fol

/opt/edico/bin/dragen
--output-directory=/output_folder/
--events-log-file=/output_folder/events_log.csv
--output-file-prefix=prefix_string

pipeline generated files
--fastg-file1=/data_folder/fastq_file_1.fastq.gz
--fastg-file2=/data_folder/fastq_file_1.fastq.gz
--RGID=DRAGEN_RGID
--RGSM=read_group_sample_name
--ref-dir=/reference_genomes/ref_genome

/[Initiate DRAGEN

//Specifies the output directory

/[Specify log file location

//Outputs file name prefix for all

//Input FASTQ file 1

//Input FASTQ file 2

/[Specifies read group ID

/[Specifies read group sample name

/[Specifies the directory containing the reference hash

table

--enablehttp-server=true

--enable-metrics-json=true

--generate-sa-tags=true

--vc-enable-profile-stats=true

--enable-vcf-compression=true

--enable-save-bed-file=true

--enable-variant-caller=true

--enable-map-align=true

--enable-map-align-output=true

--enable-sort=true

--enable-duplicate-marking=true

JdM &

DRAGEN Bio-IT Platform0f| CHgt ApMIEH HE =
sapac.illumina.com/content/dam/illumina/gcs/assembled-
assets/marketing-literature/dragen-bio-it-data-sheet-m-gl-
00680/dragen-bio-it-data-sheet-m-gl-00680-kor.pdf0f| A{
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