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Design Studio
Experiment

Ma %r

Workflow Manager
cBot Control
MiSeq Control/RTA
NextSeq Control/RTA2
HiSeq Control/RTA
GA Sequencing Control RTA
Sequencing Analysis Viewer
Off-Line Basecaller
SOFTWARE Analysis Visual Controller
MiSeq Reporter
BaseSpace
BaseSpace Onsite

CASAVA

HiSeq Analysis Software

iGenomes
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Contact Us  Mylllumina Tools «

APPLICATIONS SYSTEMS INFORMATICS CLINICAL SERVICES SCIENCE SUPPORT COMPANY | Search -9
Support » Sequencing » Sequencing Software » Experiment Manager S o «f | Followus: @
s Experiment Manager
Lumnisn Latest Updates

Computing Requirements llumina Experiment Manager Guide (15031335) 0611912014

Umrmlnads ] IIIumin@%geriment Manager v1.8 08M13/2014
Documentation & Literature
IEM TruSeq DNA, RNA, or ChIP Quick Reference Card 04/30/2014 IEM
Training
User Guide

Illumina Experiment Manager Guide (15031335)

The lllumina Experiment Manager software helps you create and edit well-formed sample
sheets for lllumina seguencers and analysis software.

lllumina recommends using the Experiment Manager before starting sample or library
preparation. The Experiment Manager can detect and wam of sub-optimal index
combinations. By creating the sample sheet prior to sample or library preparation, you can
try a different index combination without risking your samples.

You can use the lllumina Experment Manager to create sample sheets for any Illumina
sequencer and for any Nextera or TruSeq libraries.
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Log in to get personalized account information. Quick Order ™ View Cart &
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Contact Us  Mylllumina Tools «

APPLICATIONS SYSTEMS INFORMATICS CLINICAL SERVICES SCIENCE SUPPORT COMPANY | Search -g
Support » Sequencing » Sequencing Software » Experiment Manager » Downloads 2 o «f | Followus: @
Experiment Manager Support DGWI'I |0 ads
Overview

Downloads
Computing Reguirements Top =
Downloads 5 DESCRIPTION FILE INFO DATE
Documentation & Literature - lllumina Experiment Mﬂ"ﬂﬁr\”-a
Training The lllumina Experiment Manager v1.8 is a desktop tool that guides you in building library

plates and creating the sample sheet used for sequencing on the MiSeq, NextSeq, or HiSeq
systems. Minimum System Requirements: Windows Vista or 7 Operating System; 32-bit
system, 4 GB RAM or 64-bit system, 8 GB RAM; Microsoft. Net Framework 4.0 or above;

Microsoft Office Excel (recommended). ZIpﬂZ:‘ct'C“’f"?f/ Oo— I\“—G%ij—

[ » lllumina Expenment Manager v1.8 ZIP (2 ME) 08/18/2014 ]

» lllumina Experiment Manager v1.8 Release Notes PDF (= 1 MB) 06/18/2014
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Create Sample Plate Create Sample Sheet
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Sample Sheet Wizard - Instrument Selection

HiSeq 2500/2000/1000
MiSeq HiScanSQ NextSeq
GA
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Sample Sheet Wizard - Instrument Selection

HiSeq 2500/2000/1000
MiSeq HiScanSQ NextSeq
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ST — FOER - Instrument Selection

Sample Sheet Wizard - Instrument Selection

HiSeq 2500/2000/1000
MiSeq HiScanSQ NextSeq
GA

13 | llumina



$o

Fe |

[llumina Experiment Manager

TIL—FDERL

Sample Sheet Wizard - MiSeq Application Selection

Select Category

Targeted Small Genome RNA
Resequencing Sequencing Sequencing

Other

Select Application

TruSeq
Amplicon

Metagenomics

PCR Amplicon 165 rRNA

Enrichment Clone Checking Amplicon -DS

@ E @ Category MDER

Workflow D3R
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lumina



STV —kDERL

TruSeq Amplicon
PCR Amplicon
Targeted Metagenomics 16S rRNA
Resequencing Enrichment

Clone Checking

Amplicon - DS

Resequencing

Small Genome

i Plasmids
Sequencing

Assembly

Targeted RNA
RNA

Sequencing Small RNA

RNA-Seq

Library QC
FASTQ Only
ChlP-Seq
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Reference Guide

Reference Guide

MiSeq Reporter update ( -> MSRv2.3)
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Reference Guide

MiSeq Reporter Theory of Operation

HiR—kozEF—1)—X2013

[MiSeq Reporter7v7T—Fk] 2013/11/01
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Sample Sheet Wizard - MiSeq Application Selection

= G

RNA
Sequencing

Select Category

Targeted
Resequencing

Other

Select Application

Assembly
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[llumina Experiment Manager

Sample Sheet Wizard - Workflow Parameters

Rezequencing Fun Settings

Feagent Cartridee Barcodet

Sample Prep Kit TruSeq LT

Trdes Reads @0 @1

Experiment Mame

Ihwestizator Mame

Dezcription

Date 2mef02A8 G-

Read Type @ Pared End ) Single Read
Cyoles Fead 1 151 =

Cycles Fead 2 151 =

* - required field

Resequencing Workflow-3pecific Settings

[7] Custam Primer for Read 1

[ Gustam Primer for Indesx

[ Gustom Primer for Read 2

[7] Use Samatic Variant Galler

Flag PCF Duplicates

[7] Reverse Gaomplement

[] Indel Realignment GATE

Wariant Cluality a0

ik
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[llumina Experiment Manager

Sample Sheet Wizard - Workflow Parameters

Rezequencing Fun Settings

Feagent Cartridee Barcodet

Sample Prep Kit

Ihdex Reads

Experiment Mame

Ihwestizator Mame

* - required field

TruSeq LT

Dezcription

Date 2mef02A8 G-

Read Type @ Pared End ) Single Read
Cyoles Fead 1 151 =

Cycles Fead 2 151 =

Resequencing Workflow-3pecific Settings

[7] Custam Primer for Read 1

[ Gustam Primer for Indesx

[ Gustom Primer for Read 2

[7] Use Samatic Variant Galler

Flag PCF Duplicates

[7] Reverse Gaomplement

[] Indel Realignment GATE

Wariant Cluality a0

ik
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Reagent Cartridge Barcode

Sample Prep Kit
Index Reads
Experiment Name
Investigator Name
Description

Date

Read Type

Cycle Read

21
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[llumina Experiment Manager

Rezequencing Fun Settings

Sample Sheet Wizard - Workflow Parameters

Feagent Cartridee Barcodet

Sample Prep Kit TruSeq LT

Ihdex Reads @

Experiment Mame

Ihwestizator Mame

Dezcription

Date 2018/02418
Read Tvpe @ Paired End
Cyoles Fead 1 151 =
Cycles Fead 2 151 =

* - required field

Resequencing Workflow-3pecific Settings

[7] Custam Primer for Read 1

[ Gustam Primer for Indesx

[ Gustom Primer for Read 2

[7] Use Samatic Variant Galler

Flag PCF Duplicates

[7] Reverse Gaomplement

[] Indel Realignment GATE

Wariant Cluality a0
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Custom Primer for Read 1
Custom Primer for Index

Custom Primer for Read 2

Use Somatic Variant Caller

Flag PCR Duplicates

Reverse Complement

Indel Realignment GATK

Variant Quality

23
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fra Tllumina Experiment Ma E=0]

lllumina Experiment Manager

Sample Sheet Wizard - Workflow Parameters

Rezequencing Fun Settines Resequencing Workflow-Specific Settines

Reagent Cartridee Barcode® MSxooxxx-600v3 [] Gustom Primer for Read 1

Sample Prep Kit Mesxtera XT hd [] Gustom Primer for Index

Index Feads oo o1 @2 [ Gustom Primer for Read 2

[] Uze Somatic Variant Caller
Experiment Mame

Iwestigator Name Flag PGR Duplicates
Dezcription |
[ Reverse Complement
Date 2ME020 -
Read Type @ Paited End () Single Read [7] Indel Realignment GATK
Cycles Read 1 151 o Wariant Cuality an N
Gycles Read 2 151 £

* = required field

24 | _ | llumina
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[llumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samples to include in sample sheet
* = required field[¥] Maximize

Sample ID* | Sample Name | Plate || Index 1 (I7)* 17 Sequence Index2 (15)% 15 Sequence Genome Folders

1 zample 1 -

2 zample2 N:I'I:I 'I
MN02
M0
MNT04
M705
M0
MNA0T
MNI0S
M09
MN710
NI

Addt [P ERM cted Rows

Sample Sheet Status: Invalid

Reazon: Mot all zamples in this zample sheet have all the required fields

m m

lumina



BT —bDYERE — Sample Selection
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Illumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samplez to include in zample sheet
* - required field 7] Maximize

Index2 ()%

Sample ID*

1
2

Sample Mame | Plate Wl Indes 1 {I7* I7 Sequence 15 Sequence Genome Folder®

Samplel

Sample?

L
Add Blank Row Remove Selected Rows

Reazon: Mot all zamplez in thiz =ample =heet have all the required fieldz

Sample Sheet Status: Invalid

m

frabidopzis_thaliana¥ NG BREbuild . 1¥5equence¥iholed
Boz taurus¥EnzembEUMDE 1¥5equence¥ivholeGeno
Ezcherichia_coli_ k_12_DH10B¥NCBR2008-05-17¥5eg
Homo_sapiens¥C5C0%¥he 1 3¥5equenced¥ivholeGename
Muz_muzculus 0G50 mmi9¥sequence¥itholeGenome
Phi2Ilumina¥ BT A¥5equence¥iholeGenomeF asta

Fattuz_norvegicus¥ CESCE md¥5equence¥ivho leGeno
haccharomyces_cerevisiae$ G5 C¥zacCer 2¥5egquence
staphylococcus aureus MCOTC B32¥NCBRE2006-02-1

2% T S llumina



BT —bDYERE — Sample Selection

Vo Tumina Experim
[llumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samples to include in sample sheet
* — required field | Maximize

Sample ID*

Sample Name

Plate

Ll

Tndex 1 (I7)*

17 Sequence

Index2 (I5)*

I Sequence

Genome Folders

1
2

Samplel
Sample?

W70
M702

TAAGGCGA
CGTACTAG

S50
Sh02

TAGATCGE
CTCTCTAT

4 LI

Homo_sapiens¥UCSC¥Re 19%¥5eque
Homo_sapiens¥UCSC¥Ne 19%¥5eque

Add Blank Row Remove Selected Rows

AASET: Valid
Finish

r-------

Sample Sheet Status: Walid I
‘ Reason:

27
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Please make any needed changes to the Folders. e

Recipe Folder: D:\lllumina\MiSeq Control Software\CustomRecipe

ﬁq? % —)I Sample Sheet Folder: D:\lllumina\MiSeq Control Software\SampleSheets

Manifest Folder: D:\lllumina\MiSeq Control Software\Manifests

Output Folder: D:\lllumina\MiSeqOutput Browse...

Save and
Continue

/'3 00000

Su°C 2432

Sample Sheet Wizard - Review

Ibt ) L‘GEEE [u] I ‘ﬁg Would you like to view your sample sheet in Excel?

lumina
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[Header]
[EMFileersion 4
Date HEHRRY
Wio rkflow Rese guencing
Application Rese guencing
Assay Mextera XT
Description
Chemistry Amplicon
BT
[Rears] i o —_—
o
151 20)[]/¥=+<>; N &.EAR=R  EAXF
[Settings]
FlagPCRDuplicates 1
ReverseComplement 0
WariantFilte rC ualityC uto ff a0
outputge nomewvct FALSE
Adapter CTGTCTCTTATACACATCT
[Diatal
Sample ID Sample_MaiSample_Pla Sample We 17 _Index IDindex 15 _Index_IDindex? GenomeFo Sample_Prc Description
1 Samplel M7 TAAGGCE S50 TAGATCG(Homo_sapiens¥UCSC¥hal 9¥Sequence¥Who le GenomeFasta
2 Sample? MNFOZ CETACT ASEOZ CTCTCTA Homo_sapiens¥UCSCY¥hgl 9¥Sequence¥Whole GenomeFasta
llumina
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Sample Sheet Statuz: Warnine

Feazor:  There is not enough diversity in the index cycles. Every cycle in the index reads must have at least one base in the ereen channel (3T and one in the red channel
i #,C) to ensure proper image processing

IndexDHh>5—/ fﬁyxh\,h\b\twarnlngh\ﬂjé

IEM1.7UAETIXCDBERENBRRSNTLVET,

Sample Sheet Status: \alid

Reaszon:

ATIIRADAEHEMNELEINdex Read TH—/N—HS5 R A—Z1Y 0T -
=Y ARYSITHREE LYSIFEWIDELLBRZENAHYET,
THREHEZSEBLTHAEHLEICBEEZRELLW:LET,

TruSeq Library Pooling Guide

Nextera Low Pooling Guidelines

2 S | | llumina



http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/downloads/truseq-library-prep-pooling-guide-15042173.html
http://support.illumina.com/content/dam/illumina-marketing/documents/products/technotes/technote_nextera_low_plex_pooling_guidelines.pdf
http://support.illumina.com/content/dam/illumina-marketing/documents/products/technotes/technote_nextera_low_plex_pooling_guidelines.pdf
http://support.illumina.com/content/dam/illumina-marketing/documents/products/technotes/technote_nextera_low_plex_pooling_guidelines.pdf
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Index2 Read Index1 Read
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Scan for Viruses...
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EB(N)

WD (T)

aE—(C)

T,a— hw MNIWERE(S)
HIEE(D)

EEIOEE(M)

JOJF-(R)

} J{ﬁﬁ
) T R

Hlumina Experiment Manager
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[Header]

[EMFile’arsion,d

Irvestigator Mame, Takafumi Kobayashi
E«periment Mame, 52885 Whole Genome Seq
Cate, 201 570217

W rkflow, Generate FASTC)

Application,FASTC Only

Assay Truseq HT

Description,

Che mistry Amplicon

[Reads]
151
151

[Settings]
ReverseComple ment,0

[(Diatal
Index 10 inde=2 Sample_Project,Description
S2880c, D701 m D502 AT AGAGGS,

\

Adapter AGATCGGEAAGAGCACADGTOT GAACTCOAGTCA
AdapterReadz AGAT CGGAASAGCGTCGET GT AGGGEAAAGAGTGT

Sample_IDSample_Mame, Sample_Plate Sample Well 17 Index 10 index 15

\
5| DA EI [—KINYRIETAUTYIRERIDOMMEELTRET 5,
4 4T3 ! AOTIIRADZRDEEIIVHETIEHYEE A,

33
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Additional Information

lllumina Experiment Manager Guide

MiSeq Sample Sheet Quick Reference Guide

MiSeq System User Guide

3 | llumina


http://support.illumina.com/sequencing/sequencing_software/experiment_manager.html
http://support.illumina.com/sequencing/sequencing_software/experiment_manager.html
http://support.illumina.com/downloads/miseq_sample_sheet_quick_reference_guide_15028392.html
http://support.illumina.com/downloads/miseq_sample_sheet_quick_reference_guide_15028392.html
http://support.illumina.com/downloads/miseq_system_user_guide_15027617.html
http://support.illumina.com/downloads/miseq_system_user_guide_15027617.html

ST — FOER - Instrument Selection

Sample Sheet Wizard - Instrument Selection

HiSeq 2500/2000/1000
MiSeq HiScanSQ NextSeq
GA
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HoTIL— FDIERR - Select Application

s

Select Application

3 3
S S

3 3
= =

Human ) iz )

omome T cnnmem  MiSeqCASAVA
Bcl2fastqz B &
CASAVAZ{E>TERTZEITD

\
HASTA—4 R &E1TO

HASTFASTQ/ZITZ 1%

HASTE4S / LEBHE1TS
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HiSeq CASAVATDL4FASTQ

YR—bIEF—21)—X2013 B o

2013/10/11 Coroms Sdence. B IR o
[CASAVATDLSHFASTQ -- HiSeq/MiSeqDT—% P

#ZLinuxTdemultiplex (single/dual) ] ['CASAVA T2< % FASTQ |

e T, s
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ST — FOER - Instrument Selection

Sample Sheet Wizard - Instrument Selection

HiSeq 2500/2000/1000
MiSeq HiScanSQ NextSeq
GA
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HoTIL— FDIERR - Select Application

Select Application

NextSeq
FASTQ Only

bcl2fastq2% BN 1%
O0—7AJL CNextSeqz{#

40 _ _ | llumina



NextSeq 500Mb@oN5T—FDFASTQZE

NextSeq 500 /{55
T—A2 DFASTQZ #2
- bel2fastq /A —2 3 L2 [Fh

2014/11/14
INextSeq 500M5@ondT—FDFASTQZE#: |
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Summary
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