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<% O0Oa

Runs
CE drive
Active (0)

Planned (1) Completed (13)

Status Run name Application(s)

Planned 20230405_WGS_WES_RNA_LocalAnalysis

221 2: lllumina Run Manager 2/EHO|A — [[lumina Run Manager= 7|7| 2t2], & 74, 2 B3 S X|Jot= 2 etEel AFEX

1 :
QIHMHO|AS 21 S,

DRAGEN BCL Convert - 1.0.13 (DRAGEN 4.1.6)

Available: 40.88 TB Used by runs: 15.77 TB SBC drive

Import Sample Sheet

Owner Date modified

Rosalind Franklin

Create Run

Available: 84.2 GB Used by runs: 11 GB

O Refresh

Actions

2023-05-1215:08:40 i
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lllumina DRAGEN Germline Report

Run name
20220909_WGS_WES_RNA_LocalAnalysis

Summary BCL Convert DRAGEN-FastQC Mapping Coverage Variants

Mean Base Quality by Position

Mean Quality [Phred Score)

Read Length Distribution

600000000
500000000
400000000

300000000

Read Count

200000000
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NovaSeq X % NovaSeq X Plus A[ZEA A|AHIES 201 1. Mehio R, Ruehle M, Catreux S, et al. DRAGEN Wins at
He L E HIEC 2 HI0|H HM HA7et 2 SN Precision- FDA Truth Challenge V2 Showcase Accuracy Gains
AT A EOLE A RA M58 85| BtL|CH B2 T|= St from Alt-aware Mapping and Graph Reference Genomes.
L™ s Sofl EF4Tt NovaSeq X Al2| =& llluminall CFfot illumina.com/science/genomics-research/dragen-wins-
HIO|QQIILOHEIA AT EQN =72 E3SH HH NGS precisionfda- challenge-showcase-accuracy-gains.html.
IEZR0 BN gl HHY, RN S MEH VeSS Accessed January 12, 2023.
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2 Ao B 770 NGS HIEZRE MHst
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