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Automation Solutions Sequence Hub lllumina Connected Multiomics*
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Applcations ¢ Applications
1. User&WorkgroupME (S, |
[IAM Console] T172 o * Sequence Hub - US smedaene A ernectee
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IAM Console TP JtEATE5DI(E
[Workgroups]|D 4327 M &

EIETESHM(E Workgroup Admin [Z
E@mIh TLIBWorkgroupD &

Domain admin

umina | =

Dashboard

Overview

WORKGROUPS DOMAIN

_

Workgroup admin

umina |

Dashboard

Overview

Name

Workgroups

WORKGROUP

WORKGROUPS

COLLABORATION

h

DESCRIPTION

Workgroup created for training

CREATED ON

Sep 11,2019
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« ICALDIFEAEDT YR, ProjectE I
TEEIND

* Project® 7 YrZIZLUTHREENS:
o data
o reference data
o samples
o Flow pipelines
o Base tables
o Base query templates

o Bench Docker images

- JAY YR —F—EAdMInHY, & Project®
Ty T7 Ot RAageGUserz EET 5

ProjectiZ7 VX9 BIZI.

ICA 204 1> <yourDomain>.login.illumina.com

0% 9k45 i 27R—K T[lllumina Connected Analytics] 1R

Connected Home

Applications
Usage

User
Subscriptions
Orders

Admin

«

Applications

Basespace

Sequence Hub - US
us

[llumina Connected
Insights - USE1

illumina

Emedgene

Usage Explorer

<Work groupg > @ 2

[llumina Connected
Analytics

| | I umin a For Research Use Only. Not for use in diagnostic procedures.

© 2026 lllumina, Inc. All rights reserved.



ICAQY A& D HEAE M : Projects N—2

22 illumina Connected Analytics L2 <User& >

Projects PrOJeCtS @ @

Reference Data

Bundles Show only favorites  [] Show hidden | Filter by workgroup ~ l Y l Q. Search specific projects l ele)

Event log L. L. .
Training_CLS * TrainingProject *
United States - Morth Virginia (US) United States - North Virginia (US)

v System Settings
Size Analyses Size

Notifications

wosssorioass | ILL2MB 2 22.9xs

Docker Repository

Tool repository My role: Administrator My role: Administrator

Credentials

Storage
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illumina Connected Analytics <Userg>2, :i

< All Projects

TrainingProject

Data

Samples

ST IVEERL. D71V ERDIT5

I Activity

~ Flow
I Reference Data 7°|:|:)IOFW77%4E\%4®X%_9X€EEE
I Pipelines

I Analyses

27 R T—2ty DB El kR

> Base Type ™ MName v Status v Format v ]
> Bench INATIADIEREEST
> Variant Viewer

» Cohorts ﬁg*ﬁﬁf%@ﬁﬁ?

v Project Settings

Details "Project’ ~DA—HY—7 U X% T 5/
I Team

Connectivity L - = " 3 "
I T —AE5E FADConnectorDE{RTE - Ao O0—K

Motifications
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Connected Analytics

< Projects

Team

TrainingProject

Data .
Project owner

Samples “Project”’&-;'%’ﬁ'f‘%é*ﬁ? .

Activity

Name « [REL“Tenant’®“Workgroup”

> Flow Email o ﬁ Li“Tenant”l:FﬁETé“ User’

o « BEHFEEIERItenant’® “User” (A—)L7RLAZ{#ER)
Members

» Bench

-+ Add ~ /— )(  Resend invitatio Export (Il 5 | @ search specific members
> Variant Viewer Workgroup /
tatus ¢ Tenant ¢ Email Download ¢ Upload Project access Flow access Base access Bench access
User of your tenant
% Cohorts
User by email
> Multiomics
~ Project Settings
Details
» Team
Connectivity
Notifications
4
100 v Oresults 0O selected

Total data : 22.9 KB

brt-training , United States

<Userf >

Total analyses: 0 5 (%)
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illumina Connected Analytics —~ <User&>
< Projects
Team Total data: 22.9KB Totalanalyses: 0 ) (2)
TrainingProject
Data .
Project owner
Samples
Activity . .
Name User2 Tenant global-support-training , United States
> Flow Email User2@illumina.com
14 99— = O .
User'I2T—32D7v7 Project. Flow, Base.
> g N = Erl-""‘
> Base A—R/Z ) 0—R%E5e Bench #E[E D&% TE
Members
> Bench
~+ Add ~ Export I < l Q. Search specific members
> Variant Viewer
[0 Name 3 Status $ Tenant $ Email $ Download 3 Upload $ Project access 3 Flow access Base access : Bench access
> Cohorts (0 AMR Training ~ n/a n/a v = Viewer Viewer No access No access
o O uUser @ n/a User@illumina.com - v Contributor Contributor Viewer Contributor
> Multiomics
O User2 ' global-suppor... User2@illumina.com v v Administrator Contributor Contributor Contributor
~ Project Settings
Details
Toam Administrator #£fRZ#DUserl.
S s \ — A Lb
Connectivity W D“/Ia AN % =) IEE_I- HE
Notifications
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« ZFASzHhT—2AIZ llumina Storage Engine (SE) I BYOB (Bring your own bucket): B &0 /7y hZ{EH

REINS « T—A[%. User&dE M Amazon Web Services S3/\
ect=&I=. Proiect O AR SR [ TR FEINS
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AWS & ICA TEITIDRTYT

1 2 3
AWS S3/345 R E1E R AWS S3/37 RIS IAMARY & —% B R
THIVE —Z R
5 6 7
AWS IAMa21—4%—F Storage Configuration S3/ VT“JI*FHU?
oA R Z 1E R (RRL—UERTE) Z1ERR Project Z{ERX
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Connected Analytics

RV

illumina

Projects
Reference Data
Bundles

Audit log

Event log

System Settings ~

Notifications
Metadata Models
Docker Repository
Tool repository
Credentials

Storage

Projects

favorites

Isha
United States - lllumina (US)

56.56 KB 1%

My role: Administrator

100 v 16 results

] Show
hidden

w

Filter by workgroup

project2withBucket aws Y¢

United States - lllumina (US)

Size
Oks

My role: Administrator

N

() Search specific projects

SB_demo_ICAv2

United States - lllumina (US)

{68.02 GB Zé

My role: Administrator

S3/\ryhE{FERLTLVAProjectZlE, AWSO AT NRIREIND
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Data®d tE:E

illumina Connected Analytics O <Userg> :::

< All Projects

Data Total Data : 32116 MB Total Analyses: 2 G @

Training_CLS

Data Data Data History

Samples

o o edule for Do e View v =L o~ /& Manage ¥ & Export
Activity
2 Choose a file or drag it here
~ Flow

‘While uploads are ongoing, please keep this browser tab open to ensure that the uploads succeed. The upload speed is dependent on your internet
connection. If you want to upload a large number of files, or continuously synchronize a folder on your computer, we recommend using the connector instead.

Reference Data

Pipelines — (EE showing Datain top level
Analyses Type ~ Name v Status v Format v Add filter ¥ Clear filters Q. Training CLS
> Base 0O | Type Path Status a Format Tenant Size Owning Project
s Bench o0 /Sample-B_R1.fastq.gz Available FASTQ global-support-training , United States 8.61MB Training_CLS
(] | 0 /sampleX.final.count.tsv Available TSV global-support-training , United States 22.9 KB Training_CLS
> Variant Viewer oo /Sample-A_R1fastq.gz Available FASTQ global-support-training , United States ~ 8.61MB  Training_CLS
> Cohorts O | (] [forward_reads.fastq Available FASTQ global-support-training , United States 14 B Training_CLS
O n [reverse_reads.fastq Available FASTQ global-support-training , United States 14 B Training_CLS
» Project Settings
(] | 0 /sampleY.expression.txt Available TXT global-support-training , United States 22.9 KB Training_CLS
o0 /Sample-C_R1.fastq.gz Available FASTQ global-support-training , United States 8.61 MB Training_CLS

T—R2(T7AILPTAHILE) L, 6T “Project” [C&->TEEINDS

T—AIL., thDProjectiCyIL., £EBH T HIEMEEE
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- FEITERE
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« Command Line Interface (CLI)
- BEITERE
- H—EXaRYA
o =B —HoDOBEET YT A—~E BRI
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lllumina-managed storage

FATRNL—Y F—HATRL—D
TOT47MARITEHEIARCAN—D RHAREMEITHEIRNRNL—
« 7y7O—kLI=O74LIEBEERY « T7ANEFHTT—HAT, - RHIRELEZVLIFZAILIESELA

[ZSATRAL—U~NEBINENS ToT7—HAT | BIRA AIRE % E
o SATRL—DDT7AIVITEERT « JFAICEIZBET—hA4TB- o F—AATRANL—CRHADTF7AIL
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5 ) LT —BRHTIZ 81+ HDRAGEN 2 R iR #

5475 —Hi8

=

BCL*

*Binary base call

R
BIRELR—h

BCL YTk
VAT - " —
V% — v —
FASTQ BAM* VCF*
*Binary Alignment Map *Variant Call Format
DRAGEN |
ORAJE# V] AETAtER
— f— FastQC .
— — ARHZ DRAGEN 2R 247 :34XDEREYS / L%
ORA* Qc* #9305 TR MEMN
*Original Read *Quality Control
Archive
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llumina’

ICA T—4RE
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FEGINMTF10LHE—K

A JE MR R BIAEHT (Germline)
B—IFYRI I ) yF A MR/
I9Y—L ISR ILERRT

* Copy Number Variation (CNV)

R—RFAEE

o YDFLURS ) LIEE
« RNAS—4 U REEHT
o U4 ILtIL RNAREHT

RNA FIRZ=#Z4T (CPU*ELT)
AR AZAT (Somatic)
AF VAL R AR

o Tadqrba—l T @

« QC&F{ifi (FASTQC + MultiQC)
o FUTVaLEN

» TruSight Oncology (TSO) 500

INTLERHT

*CPU: Central Processing Unit

—IEEZE (SNPs)- 18 &EZE (SVs)- HBARK
(INDELs)-atE—%t% %! (CNVs) . J/E—MaEZ S REE -
S5 EE TR AT EE

1D2DTSYNIA—LT. &Y /L SURG)Th— L,
INRIL OGN IV ATFL—2a i E SRR T—4
BATIZxF I

2653* T 40XERNT / LDRYEL T [ TIA AV RE—IL
NYFora—)LEER
&H—RIEF—T Y —X THDHBurrows-Wheeler
Aligner-Genome Analysis Toolkit (BWA-GATK)&EEA
KUY BENGERE 1615 DO NIERE THF

*DRAGEN v4.4 run time on DRAGEN v4 server using HG002 lllumina
sequencing data from PrecisionFDA Truth Challenge V2 with 40X coverage.
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INRIVERWNW-7tyrHEE
NRIL:XaL—a iFEHRDI f'fj’i"f‘/‘b‘y—)bﬁg"éi&&')fg?—@'ﬁﬂﬁ'fﬁiﬁd)t“JI‘
ToolsB KU Tool M A—EEHE=TybEitD 21— —JD—9 5 )L—T - TFMMI) 2O TES

Bundles
FASIIME, ATRL—L A DI DAL THFALE e A o
Rl 3 —H — T b E AR LR EERA AT 6E FEREET B, Toolsds EUToolf A—SEMDTAS T
(2735 M2 OTEDS,
NURLTHESNST7 YL

T—% O O

JI7LURT—A O O

YT O O

Tools& & U ToolAf A— O

Flow/ (754> O O

BaseT—7 )L O @)

Base/I!T>JL—k O O

BenchADockerf A—¥ O O
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DRAGEN/AVRJL

DRAGEN/NF L llluminatt h SRR+ 5 & F=-DRAGENDEntitled/ A\ F)L
DRAGEN/\YRILAD T yMMIF7 IR T BHIZIE. Linked/ AR JLELTICAT AL Y MANYDIEHE D

v ~
<« Bundles =
Projects .
My bundl Entitled bundles
Reference data -
These are b ise in projects
Bundles
Event log D Show deprecated bundles 7 | C: DRAGEN 4.4 ] x| 8=
System settings -~ a
DRAGEN Notifications DRAGEN Germline 4.0.3 Bench Demo 1KG DRAGEN v403 GG msVCFs DRAGEN 4..23 DRAGEN 4.1.23 AU
Version 1 Version 0.0.1 Version 1 Version 1
Metadatamodels e dmgenmee 0 imndmegen il gen

ilmn-dragen
-g— S < EHE|C 3 4 S, ,
() 0) —P4 I A I) ~ E /) Docker repository I .
/\ m / Description: This is the bundle that gives a demo on

Tool repository how to run Germiine whole genome, VcfCompare,
— - Witty.er, DRAGEN Joint Pedigree Calling pipelines and
kN Credentials N
— summarize the results in Python Jupyter notebook.

Storage

O —
° D RAG E N / \ /r j 7/{ > / IJ 7 ? b\ /X Categories: DRAGEN Categories: DRAGEN, Nextflow Categories: DRAGEN, Nextflow
> >
—\\:E — s % 2\ t Region: IN Region: US Region: US Region: AU

DRAGEN 4.1.23 IN DRAGEN 4.1.23 JP DRAGEN 4.1.23 KR DRAGEN 4.1.23 SG
Version 1 Version 1 Version 1 Version 1

nnnnnnnnnnnnnnnnnnnnnn

% ICA version 2.42.0TD xKRR

DRAGEN/\>KRJLZE . ICATAS T IMIY) 9T 5121 CHEICH AR TE S,

IREBEOFRZNMNTTIC. RS —IL 7 YT Al Reti2 R 2%
FTCITETTEAIRDNKELF A,
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DRAGEN 4.4 JP Linked/\> KR ILIZES

Projects » Satoshi_Kume_test

Data
Samples
Activity
Flow
Reference data
‘ Pipelines
Analyses
Base
Tables
Query
Schedule
Bench
Workspaces
Cohorts
Cohorts
Comparisons
Data sets
Import jobs

Project settings

Pipelines

( + Create v ) ( & Link ) Unlink

O
]
O
]
O
]
O
O
O
O
O
O
O
O

Code

DRAGEN_Somatic_4-4-6
DRAGEN_Small_WGS_4-4-6
DRAGEN_Single_Cell_RNA_4-4-6
DRAGEN_RNA_4-4-6
DRAGEN_Pangenome_Reference_Builder_4-4-6
DRAGEN_Methylation_4-4-6
DRAGEN_Map_Align_4-4-6
DRAGEN_Joint_Pedigree_Calling_4-4-6
DRAGEN_Germline_Whole_Genome_4-4-6

DRAGEN_Germline_Enrichment_4-4-6

DRAGEN_FASTQ_GZ_To_ORA_Compression_4-4-6

DRAGEN_End-to-End_Joint_Pedigree_Calling_4-4-6

DRAGEN_CNV_Baseline_Builder_4-4-6

Language i Description

ﬁ.(?'f?m Hﬂﬁ@#ﬁ atic variants which can exist at low allele frequencies in the tumor

INRREYT ) LR g app

229 )Lt )LRNAEHT
RNA fig#r
)I7L 2 AFEE
AF LA FRAT
IVITIA A b
RHRoaAvhka—)oy

o

@

A FiE R A R 5 AR AT

ETEFRARII T ) T A MEMT
ORAE#&
K% a4 ba—1)>% (End-to-End) g pipeline
CNVAR—XSAUHEE

Total data : 10.5 GB  Total analyses : 22

=N ADRAGEN/NSNATSA Y

I
L

I v | Q4-4-6

3¢ |CA version 2.42.0CHO R

i I I umin a@ For Research Use Only. Not for use in diagnostic procedures.
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DRAGEN?A

Start analysis

General

User reference *

Pipeline
User tags

Notify me w
completed

hen analysis is

Qutput folde

Logs folde:

Pricing

Subscription *

Input files

I

FASTQs

Mo files selected

1put FAST
w IHLM FASTQ files belor
_LXXX" in the

name

Gemline_test

Enter a reference to be able to identify this analysis

DRAGEMN_Germline_Whole_Genome_4-4-6

ype to add a tag

Type or select an email address

v

Leave blank if you don't want to be notified

Select a folder in should be located. When no folder

output folder w

which the output folder of the analysis
be located in the root of the project.

s selected, the

es. Multiple samples may be provided. If a s

Select a folde which the logs of the analysis should be located. When no folder is selected, the logs
folder will be located in the output folder.
ICA_Ent-JP_Pipeline_Entitliement - ICA_lap-apni1_IAPEntSubscription - HPK2-ATML-6K11-ZHHJ X v

aken as the name up t

umber. If either is o lane dnr* read I

3 ICA version 2. 42 Ofd)ﬁ'ﬁ

be used in

( view documentation | (EESEREUCDES

Settings

Map Align Options

Enable Map/align 0 \/\I
ble Map/Alig ® True O False \_/
Corresponds to DRAGEN argument "--enable-map-align®.
I
Map/Align Output BAM ~ | |
ap/filign Outp Ry
Corresponds to DRAGEN argument "--output-format®.
N
Enable Duplicate Marking ® True (O False ‘\_/I
Corresponds to DRAGEN argument "--enable-duplicate-marking®.
Downsample Fraction (,)‘

uns DRAGEN with --enable-fractional-

wrmal-subsample [fraction]. This is applied directly to all the

Keep a fraction of input reads to perform DRAGEN analysis. If set,
down-sampler true and --down-sampler-

input reads prior to any filtering or trimming

Small Variant Caller Options

Enable V, t Call 0 \/7\I

able Variant Caller ® True (O False -
Corresponds to DRAGEN argument "--enable-variant-caller”.

N

Emit Ref Confidence ~ I |

nit Ref Confidenc =)

Corresponds to DRAGEN argument "--ve-emit-ref-confidence® With
ESOLUTIC

create very large GVCF files (around 2 hours for a 30x sample, generating 20 GB GVCF)

, reference calls are grouped into

blocks. Typically, un, and wil

is only used for debugging, as it takes a longer time to

Enable Personalizatio ® True (O False . /I

Enable computing a personalized 2-haplotype reference to impute variants

calling [Default=false). Personalization is only supported when

align enabled. Runtime w crease when enabling this option. Corresponds to er_,_h argument "--

enable-personalization”.

FNEFARA R HI R AT (Germline)D /N4 TS5A4 >
DRAGEN_Germline_Whole Genome 4-4-6 % F

'y

JUL ==

X E

E|

LNF=1451

[General]
» User Reference &% F3 5%

[Input files]
» FASTQZ71IL%EEIRT D
» YIFLURT ) LEEIRT S

[Settlngs]
IVITTSAVERNZTS
» BAMERE HZEERTS
= Duplicate Marking #8129 %
= EREHBERRAE—ILANYTUrO—)L
& U PersonalizationZ & #1235

20— LA LEMDERE
BELW)Y—REEIRT S

* CNVI—/ILELUCNVEILT/ —T A
T—2avE/EHMCTS

= BEZE (SV)a—ILEADIZTS

» JE—R DT/ BAEVTERRIZTS

= Genomic Variant Call Format (GVCF)
EREAMTS

illumina
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DRAGEN{X il fZ#T (Somatic)D/\1 TS
L=

DRAGEN_Somatic 4-4-6%|

Start analysis

General
Jser reference * |‘;un‘;|lc_lr_-sl
Enter a reference to be able to identify this analysis
Pipeline DRAGEN_Somatic_4-4-6
User tags |7'-;|.'e to add a tag
Notify me when analysis is | Type I |
completed
Leave t lon't W ttot
Output folde |
Select a folder in which the output folder of the analysis should be located. When no folder is selected, the

output folder will be loc

ated in the root of the project

Select a folder in which the logs

folder will be located in the output folde

Pricing

Subscription *

Resources

orage size * Medium

¢ ICA version 2.42.0TCO R

of the analysis should

d be lo

ICA_Ent-JP_Pipeline_Entitlement - ICA_iap-apn1_IAPEntSubscription -

cated. When no folder is selected, the

HPK2-ATML-6K11-ZHHJ

0gs

Mormal FASTQ:

Reference

Target BED File

y Specific ¢

FASTQ GZ

( View documentation ) (ESEREREIES

>

)ptional input normal FASTQ files. Only one tumor-normal pair may be provided. If a supplementary FASTQ

list is not pravided, the pipeline will attempt to determine which FASTQ files belong together via the

naming scheme using the method described abc ) 1 of multiple normal samples will result in an

error

No file selected \/ \I
Ry

STQ list

A supplementary FAST!

pat

ise ONLY the filena

ne of the fi

file can be pro

e Fn TQs still need

vided to spec |f ‘.|I‘

groups of turr
0 be sel

FASTQ files. For the file
ected via the FASTQs fielc

No file selected )
A supplementary FASTQ list file ca rovided to specify the groups of normal FASTQ files, Only cne
sample in the normal FASTQ list as the pipeline can only analyze one tumor-normal palir. For the file path
IMLY the filename of the file, FASTQs still need t  5e 1 via the FASTQs field
Homo sapiens [1000 Genomes) hg38 v5 x
Select the reference genome.
N
No file selected -t+)
WL
thin the target BED file, the contig nam must mat those of the efer d BED file
must be sorted. This file is appll e variant calling stage.
|;\||lu Detect X |

ettings |

Library preparation kit used
chment library

Enr

110 process

the samples. Th

e llumina FFPE DNA Prep with Exome 2.5
s only applicable in Tumor-Normal mode.

7€ 151

s E Bl

[General]
» User Reference £3%%E 9 %

[Input]
» FASTQZ7A/ILEERT D
» YIFPLURT ) LEEIRT S

AOO—)LEHU L TEMDETE
BEUOYY—REEIRT S

[Settlngs]
TYTTSAANNEBIZTS

» AARRAE—ILANYTora—F—FEM
1295

= CNVa—UYL5EFEMZTS

» BEZER (SV)O—ILEEMIZTS

» HEMEBRZEEXE (HRD)Ra7IVT
V3| RS

» IOV TISAMFRREMSE (MS)iRH%E
i3 bl

= KRR/ N T Ra—)IL b7 IVEERE
(VC BAR)ZE#ZF 5
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DRAGENfEHrDE=R)>25
. AnalysesR—U NI EITRAT— R R ZTHER

22 jllumina Connected Analytics
< Projects .
N Ana'yses Total data : 129.6 KB Total analyses : 1 @ @
Training03
/
Data ( Start ) ( Manage v ) Export [0 Show only analyses | have started |:|:|:| '\? () Search specific analyses / l
Samples
[0 User reference ¢ Status ¢ Progress i Requestdate ¢ Tags ¢ Pipeline Workflow Workflow sessipn

Activity

O rnaTest001 " Preparing Inputs L] Apr, 9 2025 15:28:26 DRAGEN RNA 4-2-4-v2
~ Flow
Reference Data Xj_-_ax~® Eﬁ E %ﬁ-;'—:g ‘/ 0) 7 IJ \\J7 'ts
Pipelines O Ualx F;ﬁgf Requested %%ﬁd)}%—gxéﬁﬁt

) analyses Fa1—#FH Queued
 Base ME L Initializing
100 v Tresults O selects )\jjﬁﬁﬁpp preparing Inputs
> E1TH In Progress
H &R Generating Outputs
o 7 AL 2 b Aborting
o ¥ - SR B Aborted / Failed
FXZh Succeeded

~ Bench

| I I umin am For Research Use Only. Not for use in diagnostic procedures. © 2026 lllumina, Inc. Al rights reserved.



DRAGEN#ZHT Dt 7

- Oz DatarR— 2T

H A THILE DR R

Connected Analytics

T Choose a file or drag it here

Total data: 156.49 MB  Total analyses : 1

While uploads are ongoing, please keep this browser tab open to ensure that the uploads succeed. The upload speed is dependent on your internet
connection. If you want to upload a large number of files, er continuously synchronize a folder on your computer, we recommend using the connector instead.

< Projects
B Data
Training03
) o
Samples
Activity
e (oo~ ) Clrge ) oo

Reference Data

=B

Showing data in top level

Pipelines
O Name i Type
Analyses . . .
LI llumina DRAGEN Joint Genotyping Demo Data J
> Base [ lilumina DRAGEN Amplicon Demo Data (B
[ lilumina Systematic Noise Files (B
~ Bench
[0 lilumina DRAGEN CNV Population B-Allele VCFs [
Workspaces
>
O  llumina DRAGEN Somatic Demo Data ﬁg*ﬁ o
> Variant Viewer
[J Ilumina DRAGEN CNV Baseline Files
» Cohorts O genomeForTraining.fa
O reverse_reads.fastq
~ Project Settings
[0 sampleY.expression.txt
Details
Team [0 rnaTest001-335cb45c-2aee-4c1c-b373-b468af54446H O

]
)

-

Connectivity

Natifications

—
o
o

20 results

Status Format

Ongoing actions

EDOHNTAHIFEFKTET,
ERI7)L00O00 ) —LEE

—ETHRTES

Available

m v

) Search name or tag

Path

{lllumina DRAGEN Joint Genotypi...

/lllumina DRAGEN Amplicon Dem...

[lllumina Systematic Noise Files/

/lllumina DRAGEN CNV Populatio...
/lllumina DRAGEN Somatic Demo ...

{lllumina DRAGEN CNV Baseline F...

/genomeForTraining.fa
[reverse_reads.fastq

[sampleY.expression.txt

[rnaTest001-335cb45¢c-2aee-4¢1...

Creation date :
Nov, 24 2021 17:57:54

Feb, 15 2022 22:11:07
Dec, 7 2021 00:33:57
Apr, 212023 00:10:45
Nov, 23 2021 23:26:29
Apr, 20 2023 22:58:15
Apr, 2 2025 22:04:27
Apr, 2 2025 22:04:27
Apr, 2 2025 22:04:27

Apr, 8 2025 15:28:26

For Research Use Only. Not for use in diagnostic procedures.
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DRAGENf&#TH 51
: DRAGEN RNA&EHTH 7714 IL DA

illumina Connected Analy
< Projects
Data Total data: 156.49 MB  Totalanalyses:1 % ()
Training03
- Data 2 Choose a file or drag it here
Samples
v AT DI H IV EEFRNT, BT W74 L & fEEE
2 TILEEBNT, 7 7AILEHER
Reference Data — [E showingdatain toplevel > rnaTest001-335ch45c-2aee-4clc-b373-b468af54446b > UHR-10ng-MAPK-Repl Folder details
Pipelines .
[0 Name : Type i Status ¢ Ongoeing actions ¢ Format :  Path ¢ Creation date
Analyses
[0 UHR-10ng-MAPK-Rep1.hard-filtered.vcf.gz.tbi O Available TBI /rnaTest001-335cb45¢-2aee-4¢1...  Apr, 9 2025 16:25:37
> Base
0O UHR-10ng-MAPK-Repl.wgs_somatic_callable_regions.b... [ Available BED [/raTest001-335ch45¢c-2aee-4cl1...  Apr, 9 2025 16:25:37
~ Bench [0 UHR-10ng-MAPK-Repl.hard-filtered.vef.gz 0O Available VCF /rnaTest001-335cb45¢c-2aee-4¢1...  Apr, 9 2025 16:25:37
Workspaces O UHR-10ng-MAPK-Repl.wgs_coverage_metrics.csv 0O Available Ccsv /rmaTest001-335cb45¢c-2aee-4c1...  Apr, 9 2025 16:25:37
5 Variant Viewer O UHR-10ng-MAPK-Rep1.wgs_overall_mean_cov.csv 0 Available Ccsv /rmaTest001-335cb45¢c-2aee-4c1...  Apr, 9 2025 16:25:37
0 UHR-10ng-MAPK-Rep1.fusion_candidates.features.csv 0O Available csv /rmaTest001-335cb45¢c-2aee-4c1...  Apr, 9 2025 16:25:37
» Cohorts
[0 UHR-10ng-MAPK-Repl.cram [ Available CRAM /rnaTest001-335cb45¢c-2aee-4¢1...  Apr, 9 2025 16:25:38
~ Project Settings J  UHR-10ng-MAPK-Repl.mapping_metrics.csv ] Available Ccsv /raTest001-335ch45¢c-2aee-4¢1...  Apr, 9 2025 16:25:37
Details [0 UHR-10ng-MAPK-Repl.pcr-model.log 0O Available TXT /rnaTest001-335ch45¢c-2aee-4¢l...  Apr, 9 2025 16:25:37
Team 0O UHR-10ng-MAPK-Repl.wgs_hist.csv O Available csv /rmaTest001-335¢cb45¢-2aee-4¢1...  Apr, 9 2025 16:25:37
Connectivity 4 »
Notifications 100 50results O selected 1
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BRI 7ML

- SLBRL-DRAGENEEHrOOT J714 )LD R

22 illumina Connected Analytics
¢ Projects A | Total d 8.76 GB  Total | 13 o @
nalvses 7 [ otal data : 8. otal analyses : i
iw-temp-project y ﬁ‘F *ﬁég J ‘J7 L/-C
= == —
Data ( Start > ( Manage ~ > n*%ﬂ’l‘ﬁ $E€§7'R [J Show only analyses | have started |:|:|:| Y (), Search specific analyses l
Samples -
[0 User reference : Status ¢  Progress : Request date ¢ Tags ¢ Pipeline ¢ Workflow
Activity
[0 testRnaRun002 /A Failed e Apr, 4 2024 00:59:48 DRAGEN RNA 4-2-4-v2
Fl
vorow O testRnaRun001 ~/ Succeeded meesss——Apr, 3 2024 23:34:03 DRAGEN RNA 4-2-4-v2
Reference Data .
[0 RNA_OO1 ~/ Succeeded e Jan, 24 2024 19:44:14 DRAGEN Amplicon DNA and RNA 4-2-4-v2
Pipelines
0 DNA_001 ~/ Succeeded e Jan, 24 2024 19:40:25 DRAGEN Amplicon DNA and RNA 4-2-4-v2
» Analyses
0 RNAOQO1 ~ Succeeded eese—— Jan, 24 2024 19:31:36 DRAGEN RNA 4-2-4-v2 -
4 »
> Base
100 13 results 1
> Bench .

| I I umin a@ For Research Use Only. Not for use in diagnostic procedures. © 2026 lllumina, Inc. Al rights reserved.



FETRITAT 274
- Analysis run information27 TO1FHER T

R SR, 2 E (AT (2 IE. CORATETICET BIERA R TN

13

General Settings
7 .
ﬁ**ﬁ-lD (AnaIySIS ID) Map Align Options

User reference testRnaRun002 | pAlg P

Enable Map/Align ® true O false
ID 3064ch8c-eb95-4275-9¢cb8-63c4e169de85

Cnrrcpsonds to DRAGEN argument “chablefmap—align”

Project iw-temp-project, US , North Virginia , United States - global

Enable Map/Align Output ® true O false
Pipeline DRAGEN RNA 4-2-4-v2

Correpsonds to DRAGEN argument "——enable-map-align-output”

Status A Failed Show failed step(s) Map/Align Output CRAM

Progress Correpsonds to DRAGEN argument "--output-format®
100%

Enable Duplicate Marking O true O false
Error EXECUTOR_ERROR {"error_cause": "Task

execution failed with \".ica/user/bpel- Show more
3064cbB8c-eb95-4275-9¢cb8- ...

Correpsonds to DRAGEN argument "--enable-duplicate-marking”

Duration 21m 17s Filter ChrM From Mapping
Metrics

@® true O false

Logs 0 icalogs — Data /\0_:) Ijq 0) D 7‘\774)L/\0) |) >7 c”psonds to DRAGEN argument "--rna-mapping-metrics-exclude-

Request date Oct, 31 2025 05:48:15 RNA Options
Requestor Ching Aeng Lim ( at ‘global-support-training') Enable RNA Quantification @ true O false
When enabled, please also select a Gene Annotation File (GTF) for
enabling annotation assisted alignment. Corresponds to DRAGEN
P argument "--enable-rna-quantification”
Pricing ¢ ‘ .

| I I umin am For Research Use Only. Not for use in diagnostic procedures. © 2026 lllumina, Inc. Al rights reserved.
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T —o7o0—NDKRAREERICEITHERRE

01

02

llumina’

Y_aTF I EETOEBTEEREDRYRL
BREEEA/N—Dav s ER
BMEDEE#A LV ISIZEEBE - AT DFIR
OSRL—2—EDERDOEE

BEDINAMTSAODiEEE

HFLWLNATSAo0N=2a3 0 DAELGREAR LV EHIE
Rontf=itEJYV—RTH, BEIZIGC-ET O YRR 4
ETEROTROBHTY—ILEDEE
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B—H T )LOFYRLERT—I/70-D8A

el
« DRAGENDZEFTEITTEHL ARFLINATSAUADFAHAFHIZ v
Y. BrTJ—oo70—%#EYRLULEITO]EE
« CWLENextflowZzFWTHEMIZIEL=7—o00—% 2. fRE. Dragen pipeline Sample QC
i‘?ﬁ-ﬁjﬁg Custom pipeline [> And Review
© 95R ETORHT ML ERTRROERA A 4
¢ IATSAUROT—HTO—DN—TaV B, R, BBEISLY. Custon pipeline )~ | ITECTRETNE ANehEe
ﬁﬁ'li%ﬁﬁ{% Secure Data Warehouse
« EITREICECEREGZRy—)ILT7yT e, aTRL—2—E0Y—
JLAoHE B A ASAT AL —
« 2RFEMTINA TS EIREEHTY—IL (Emedgener>lllumina e
Connected Insights) &#t& L. SIEHLARITT — YT 0—EHE Y
E-I.ﬁE In5|dghts
Emedgene

Connected Insights

3 For Research Use Only. Not for use in diagnostic procedures. . "
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BHDOI—/70—D M5 EE-Z1T -

« INMTSFAOT—H7O0—DIN—230FHAREIATARX L BEEFK v
HIIN—3 0 TEEHT S

« J5OF LTORTOBEIEEERTRITDER pragen pipeline
[> Sample QC

« BRIGET AT INVRIZHERZELIL. JupyterLab Notebooks Caston pipaline And Revien
OPython, REEICKBDA AT T4 T 1R HVATHE
o QRBEMTISA TS A EIREEH DEEIY— )L (Emedgenet S PPy [ potbooks and
lllumina Connected Insights) Z#i &L . B &G EEHTT—07 Custom pipeline
D—E*ﬁﬁﬂﬁ% Secure Data Warehouse
Report
‘@_
Insights
Emedgene

Connected Insights

3 For Research Use Only. Not for use in diagnostic procedures.
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lllumina Connected Analytics 54 > X &{# FA Al 77t RE

Professional Enterprise

« =Ty —LORE
« T—AtXa)T4

1SO27001, EU—#% T —42{REA| (GDPR)%&E
« VG NWNYAUAY ZEFRES

- T—AMmanage, track
s PHORAEINT-DRAGENTOEHT

* PipelineMIEE. Rk

« TAEYNDIIY HE
s BEHRTRHELEIZVRRN—CDOFER
- JupyterLab notebooks ®{# FA

» Service Level Agreement

 HIPPA BAA
(Health Insurance Portability and Accountability Act [
#-J< Business Associate Agreement; USD &)

XKIEANEL2026F7A13HFRANDELNDTY
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JupyterLabTTE4H_ &

. JupyterLab Notebooks: 7z TS5 H TEIET S
MERRIRE

+ Python®RZEDI—REECh, E1T., fEE. BEN
3 CIZHRE
- MarkdownfizR Lo TRF A MERE A BE

1. Get started

Make sure that you have the bundle linked to your project having the following pipelines:

¢ DRAGEN Germline Whole Genome 4-0-3

* \cfCompare 0-1-3-19

* Wittyer-v0.3.4

* DRAGEN Joint Pedigree Calling 4-0-3

* DRAGEN End to End Joint Pedigree Calling 4-0-3

1.1 Authenticate ICA access for the first time access

[2]: import pexpect
from getpass import getpass

server_url = input(“Enter server-url [default: ica.illumina.com]:")
API_key = getpass("Enter API key (press enter to keep the current one):™)
out_format = input(“Enter output-format [default: table]:™)

color_mode = input(“Enter colormode [default: none]:")

count

10,0~

a0~

library(ggplot2)

geplot(iris, aes(x=5epal.Length, fill=5pecies)) + geom_histogram{bins = 18)

]
Sepal.Length

count

Species
[ .

. versicalor
. wingnica

7 &

[l
Sepal.Length

i I I umin a@ For Research Use Only. Not for use in diagnostic procedures.
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ICA BenchTlXJupyterLab Notebooks CPython, R%{# F A] &E

[ — | | T—AVAIUVRARHFTILERAEINST AT S LFEDPython, R%
| l = | R BB A D D=0 T — 2T . 1A TS A DEEN TS (AT

2__AB1_HELMINTIASES: Helminthiases

Y, % P

R Shinyz{#ERALIZ0Y LD 7T MK ATEE

REEOHTYIIT I —Lav B IERTEBRI VT —STHS I
ICADT—B~DT IR N &Y BT eI
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ICABenchTII/NATSADET. T—HEREHTOEE

PopGen Demo =~ Worl
< Back
© DETALS > AC

— File Edit View Run K
+ ]

™/ 0.Basic_Tutorials /

Name

™ 1.create_rshiny_apps

™ 2create_voila_apps

™ 3create vuetify apps

™ data

® 0.Legacy AP\ Tutorial_..

% 0.Logacy AP Tutorial_

[} (= 16WAS_on 1000 geno... 2 minutes ago

« % demo_mi_classify.ipynb
= |« % demo_mlimport vetip.
«® demo_ml_visualize.ipynb
# D hail-20210211-1803-0...
O hail-20210212-0510-0.
D hail-20210212-0513-0.

D) hail-20210212-0514-0....

0 4@ Python3|ide

kspaces = GWAS analysis %)
+ Create Tool @ Delete W Stop
CESS # BUILD O ACTIVITY
ernel llumina Tabs Settings Help
: 4 c » 1GWAS,N,1000,gmm.s,. # demo_ml_import vctipynb X % demo_mi_classify.ipynb X | W demo_ml visualize.ipynb X
B+ XD O » = C » Cde + 0O Python3 O
Last Modified | STONIPY
3days ago

3 days ago
3 days ago

2 minutes ago
3 days ago
3 days ago

2 minutes ago
aminute ago
2 minutes ago
11 hours ago
6 minutes ago
2 minutes ago

P-value (0910 scale)

seconds ago

H 2 M E S T S S S T
Saving completed Mode: Command @ Ln1,Col1 1.GWAS_on 1000_genomes data_using_HAIL ipynb

GWAS analysis

Builder for Python and R - 2.0.0 @

Demo of GWAS analysis on subset of 1000 genomes
data using HAIL

= Medium

O Stopping

5GB

(@

T—E3R—ADMHBZEERTS

Jupyter Notebooks&: D #f &

v

—

v

A ‘/53’77‘-47?%%'60)/ \AF A DA T A RBHTMN
A RE

FT—R YA IToT4AMDICA BenchZ{#HT 5F 4

Python, RDY— LZEEE

ICA Baseh\b, 7/ LT A B EEHT (GWAS)DT—4
TET—AEYrERRF

T 8lET )L Edocker imageE L TRE

INATSAODEEIZFRETILEEM

illumina
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ICA Bench®{ELVA

Workgpaceg 2. *ﬂlﬁlliCreate’ébU“/OL\ ﬁ@]
« | IR E O UETHOERBPORE
\' L—SH A REERTEL., T

Data

Samples

Activity

Flow ~

Reference data

eate workspace #

o General
Pipelines
Analyses Once the workspace is started, it will be restarted every 30 days. An automatic shutdown exceeding these 30 days will not prevent from restarting the workspace at the planned interval.
Base ~ . . . -
Name * ‘ test-for-webinar ‘ Docker image * ‘ JupyterLab-1.2.4 X Q
Bench ~
Automatic restart reminder ‘ 5h ‘ Resource model * ‘ standard-small X v ‘
Workspaces ) ' : ‘ ) ; } ; )
The time (days/hours) prior to an automatic restart at which an The type of machine on which the workspace will run.
Cohoris email reminder for this event is sent out. For example: 1d 2h r

Description ‘ ‘

Project set 1 IC:A/\o :) ZE 1EI] 75\ rD " ‘ o ‘ L |
. P2y ) L .

I The time (days/hours) between start of the workspace and Storage size * ‘ 50 ‘ ‘ GB X v ‘

Details WO rks paces€ ’ 7 ) ‘y‘ 7 automatic shutdown. For example: 5d 12h L || |

AUTOMAartC snutaown reminder ‘ ‘ The size of the storage available on the workspace. You can only
change the storage size once each 6 hours.

Team

The time (days/hours) prior to the automatic shutdown at which
Connectivity an email reminder for this event is sent out. For example: 1d 2h

Notifications

| I I umin am For Research Use Only. Not for use in diagnostic procedures. © 2026 lllumina, Inc. All rights reserved. 55



ICA Bench®{ELVA

Details Docker builds  Activity

General

Once the workspace is started, it will be restarted every 30 days. An automatic shutdown exceed

Status Starting

Automatic restart reminder 5h

The time (days/hours) prior to an automatic restart at which an
email reminder for this event is sent out. For example: 1d 2h

Automatic shutdown 10h

The time (days/hours) between start of the workspace and
automatic shutdown. For example: 5d 12h

Automatic shutdown reminder

The time (days/hours) prior to the automatic shutdown at which
an email reminder for this event is sent out. For example: 1d 2h

|E| Motebook

A

Python 3
(ipykemel)

R

R

m Console

Python 3
(ipykemnel)

%)

Other

Terminal

Text File

3. Python, RZZEFEITL=LY
IREZEUEES

M
v

Markdown File

A

Python File

R B8

R File Show Contextual
Help
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I [21:

head(iris)

A dataframe: 6 x 5

Sepal.length Sepal.Width Petal.length Petal.Width Species

<dbl= <dbl> <dbl> <dbl= <fet=

1 5.1 3.5 14 0.2  setosa
2 4.9 3.0 1.4 0.2 setosa
3 4.7 3.2 1.3 0.2  setosa
4 4.6 3.1 1.5 0.2 setosa
5 5.0 3.6 14 0.2  setosa
] 5.4 3.9 1.7 04  setosa

[3]1:  1library{ggplot2)

[61: geplot(iris, aes(x=Sepal.length, fill=Species))} + geom histogram({bins = 18)

count

H)
Sepal.Length

ICADIRIE LT

« ICALIZHET—HDFHMEHERT S
¢ Y—FN—F4DIA4T3)—%FERATS

o J3DI2&KYT—R%ER[HRIET S
ZENT[EE
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