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lllumina Experiment Manager lllumina Experiment Manager

Support

Latest Updates
Overview

lllumina Experiment Manager v1.15 017282018
Computing Requirements [ty

o
lllumina Experiment Manager User Guide 01/05/2018
Downloads

lllumina Experiment Manager v1.14 1070272017
Documentation & Literature

- User Guide
Training

llumina Experiment Manager User Guide

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

lllumina recommends using the Experiment Manager before starting sample or library
preparation. The Experiment Manager can detect and warn 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 Experiment Manager to create sample sheets for any lllumina
sequencer and for any Mextera or TruSeq libraries.
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Support » Downloads » lllumina Expenment Manager v1.15

lllumina Experiment Manager v1.15

The lllumina Experiment Manager v1.15 is a desktop tool that guides you in building library plates and creating the sample sheet used with the MiniSe
MextSeq, HiSeq, and NovaSeq systems.
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lllumina Experiment Manager v1.15.1 ZIF {2 MB) DU2UZ01E

oniware Guide (15031335 v0T) POF (< 1 MB) 01081201
lllumina Experiment Manager Software v1.15.1 Release Motes PDF (<1 MB) 01287201
lllumina Experiment Manager Software v1.15.0 Release Notes POF (< 1 MB} 01628201
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*TruSight Panel& &, TruSeq Amplicon, TruSeq Exome, TruSeq Targeted
RNA Expression, TruSeq BovineZi &

Y7z ART7AIL (TruSeq AmpliconMD 1)

A B C D E F G H I 1] K L M
1 [Header]
2 Customer Name lllumina
3 Product Type 15025138
4 Date Manufactured
5 Lot
& DesignStudio ID TSCA_Control
7 Target Plexity 341
8
9 [Probes]
10 Target Region Name Target Region ID TargetID Species BuildID ChromoscStart Posil End Positi Submittec ULSO SeqiULSO Gen DLSO SeqiDLSO Gen Pre
11 snp_rs10138962 snp_rs10138962 snp_rs101 Homo sap hgl9 chri4 1.05E+08 1.05E+08 + AAGCCAA 282 TGCGCACK 1200 +
12 snp_rs1149580 snp_rs1149580 snp_rs114 Homo sap hgl9 chril 76549431 76549489 + GGATCAA 32 ACTGGGG. B8 +
13 snp_rs10988298 snp_rs10988298 snp_rs109 Homo sap hgls chra 1.32E+08 1.32E+08 + GAGGLCTG 1200 ATTGTGCE 75+
14 snp_rs10086550 snp_rs10086550 snp_rs100 Homo sap hgl9 chrg 1.43E+08 1.43EH)3 + GTGTGAC 51 CATAGAG 73+
15 snp_rs10409978 snp_rs10409978 snp_rs104 Homo sap hgl9 chrl9 37796594 57796646 + TGTCTTAC 50 TTATGGGT 115 +
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Workflow Parameters MDE&5E

Vo Tllumina Exp
[llumina Experiment Manager

Resequencing Wordflow-Specific Settings

Reagent Cartridas Barcode™ || Custom Primer for Read 1

Library Prep Workflow [Nextem Lliif, [ Custom Primer for Indes

Index Adapters [Nextem Index Kit (24 Indexes, 96 Sample v]

|| Custom Primer for Read 2
Index Beads ) Di{None) ) 1(Single) @ 2{Dual)

Experiment Name ] Use Somatic Varant Caller

Investigator Name
Flag PCR Duplicates

Date 2018/07/12  [E~ 7] Reverse Complement

Read T @ Paired End ) Single Read
= ee e - ndE e [7] Inde! Realignment GATK

Cycles Read 1 151

Warant Quality Fitter 30
Cycles Read 2 151

* - required ficld

I
I
I
I
I
I
I
I
I
I
I
I
-, I
Description I
I
I
I
I
I
I
I
I
I
I
I
I

Run Setting Workflow Specific Setting

. llumina
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Run Setting
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(Yo TNo— b2 EGD, TRy TRIZ MCS A E
BIMICH U TIL— b ERET 5, )
FE. SUHNITI7MIVRAZIEILET D

FERALES473)—dEE Y EER

Resequencing Run Settings

Feagent Cartridge Barcode™

ERALIAVTYIRTETA—%EIR

MNextera DNA -

Library Prep Wordlow

AT IO RADEEEIR,
ATIIR)—=RDHAIIIVEIEA T IIRF Yk

Index Adapters Mextera Index Kit (24 Indexes, 96 Sample =

Index Reads © 0fNone)  © 1{Singe) @ 2(Dual) ZEITRFE-TILNS,
Experimant Name <« %5&%
Investigator Mame \
__ K& A
Description \ =
. AEE
Date ez @y ——e—
£y =
Read T i@ Paired End ) Single Read . .
ead Type @ Faire - ~nels nes Paired End / Single Read

}§§§~§““““‘-9—&9ZU—P®&47»&

L] L3 Ak

Cycles Rlead 1 151
Cycles Read 2 151

* - required field

* AT H
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Workflow-Specific Settings @ &R

e Resequencing --——-—- ~. T Enrichment --———. ~.
a hS R N
/ Resequencing Worndlow-Specific Settings \,‘ / \
.. \ - .-
| : ’ . ; .
| ] Custom Primer for Read 1 | | Enrichment Wordlow-5Specific Settings I
: : : |
| | | |
| [Tl Custom Primerfor Index L indel Realignmert GATK |
| | I :
: : : |
| [] Custom Primer for Fead 2 | | :
i I i [] Flag PCR Duplicates |
: : : |
! [7] Use Somatic Variant Caller I | |
| | | || Run Picard HsMetrics :
: : : |
! Flag PCR Duplicates | | |
i I Variant Quality Filter 30 & :
: : : — |
| [T] Reverse Complement | I |
! | l | Exportto gVCF |
| [] Indel Realignment GATK | | :
: : : |
| | | :
| Variant Qualty Fiter 30 & o "] BWAbacktrack |
i : | |
| . :
i [C] Export to gVCF I | Use Adapter Trimming l
i : | |
| :
: : : |
\. [C] BWA-backirack I | Use Adapter Trimming Read 2 /-‘
.\‘ '/' ‘\. /..
'\.. Use Adapter Trimming e N,
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Workflow-specific Setting: Resequencing

lllumina Experiment Manager Software Guide &\

Resequencing Waordlow-Specific Settings

| ) HARBLTSAT—%ERATHEEFTIVY
I Custom Primerfor Read 1 (BRE. ALIFOF1TF—RARX VN ECHEADS

BIEFIVITE)
<« (OnlzL7=1#&%&. MiSeq Reagent Kit @ Port18-20 IZ

] Custom Primer for Index - :
ToAX—%nETHLENDHSD)

klj Custom Primer for Read 2)
lllumina @ Somatic Valiant Caller Z{EH 3 %
] Use Somatic Variant Caller KR EEFRELE-WNESIZTFIVY)
Flag PCR Duplicates < PCR E@@')_F(:757§:—LT~ Variant call ﬁ\%%%?—éo

| Reverse Complement

7] Indel Realignment GATK

L1

Warant Quality Filtter 30

llumina
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Workflow-specific Setting

lllumina Experiment Manager Software Guide &\
Resequencing Waordlow-Specific Settings
| Custom Primer for Read 1
] Custom Primer for Index
| Custom Primer for Read 2
] Use Somatic Variant Caller

Fag PCR Duplicates

[|:| Reverse Complemert ]‘——— |J—RZFAEEEICE 9 5 (Nextera Mate Pair Kitd &Z0n)

_ Insertion, Deletion DERLLICHET A A ME1ToT
[D inde! Realignment GATK ]'/ Insertion, Deletion NEHBEE LT3

- ZEMBFTDIAT) T+ DEIE
= ]'\ TIA4ILETIX30]
HASNBVCFI7AILIZTST HILD

[ Warant Quality Filtter 30
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Workflow-specific Setting

lllumina Experiment Manager Software Guide &\
Enrichment Wordlow-5Specific Settings

Indel Realignment GATK
[] Flag PCR Duplicates

|| Run Picard HsMetrics

Wariant Cluality Fiter 30

Ak

] Export to gVCF

"] BWAbacktrack

Use Adapter Timming R . .
Readl, Read2FNEFNIZDWNT, 74 T4—EFIA

) HENTERIZT I TI—METiRENZIVTTS
(HEZZ(LON)

Use Adapter Trimming Read 2
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Workflow-specific Setting @

lllumina Experiment Manager Software Guide &\

BWA-Backtrack

Custom Primer
for Readl

Custom Primer
for index

Custom Primer
for Read?2

Use Somatic
Variant Caller

Enrichment,
Library QC,
PCR Amplicon,
Small Genome
Resequencing

Truseq
Amplicon LL4}+

TruSeq
Amplicon,

PCR Amplicon,
Enrichment,
Resequencing

ST — MMER

LIRTD/N—23> M BWA aligner v0.6.1 {3
%, BWA-MEM v0.7.9a Z{#FHL TL 5MiSeq

Reporter v2.6 L%,

NABLTZA4R—%ERT HIGERITERT S,
(RE. ANZIFTDIA4TF)—REXYETERAD

BEILEIRTDIELEEHYFEA)

(MiSeq Reagent Kit @ Port18-20 (ZT7 54 <Y —%

PETILEAHYFEY)

lllumina @ Somatic Valiant Caller B3 5

(FHREEZRELEWVMESICFIVY)
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Workflow-specific Setting @

Indel Realignment
GATK

Flag PCR
Duplicates

Variant Quality
Filter

Use Adapter
Trimming

Use Adapter
Trimming Read?2

Run Picard
HsMetric

Resequencing,
Enrichment

TruSeq
Amplicon L4+

TruSeq
Amplicon,

PCR Amplicon,
Resequencing,
Enrichment

TruSeq
Amplicon L4}

TruSeq
Amplicon LL4}

Enrichment

ST — MMER

Insertion, Deletion DEPLLIZCBET A A A
{ToTlnsertion, Deletion NEHEZL LT3

PCR E#EN')—KIZ754 %L T. Variant call h

LERIVT B

EEEZIHTOIA)T1DRAE
FTI4I)LETIE30]
HAZINBVCFI7AILIZTST LD

Readl T7R JA3—ERHMNFZENTESRIZTH

TE—B5IENIZVT TS

Read2 T74 JA—ERIINFHZENTE-RIZZFD

TETZEEIENIZD TS B

On-target Rate4>Coverage Uniformity&Lyo7=i&
#EIZESE L =L R—F%Picard hybrid selectionT

HN95
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Workflow-specific Setting @

Reverse Resequecing, Nextera Mate Pair 54735 D) —K %% 18 ##H
Complement Library QC, FASTQ [ZZ&#9 5
Only, ChlIP-Seq
K-mer size Assembly Tyt IT)IZERT S K-mer YA XEHRET S
Genome Small RNA Small RNA DRIZTEDUIT7LUYAANDINRE
BHET D

- Contaminants (Human RNA Contaminants)
*RNA (Human RNA)
*miRNA (Human RNA Mature)

Export to gVGF PCR Amplicon, gVCF ZHh9 %

TruSeq Amplicon,

Enrichment
Genus-level Metagenomics TIHIETIXELARILTCO R EEXRA S, FIv
Classification D BERBLANILTDRFEELD,

& L < [&MiSeq Sample Sheet Quick Reference GuideZ Z£MB < £ &Ly
http://support.illumina.com/downloads/miseq_sample_sheet quick reference guide 15028392.html
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s Mumina Experiment Manager

Sample Plate

Table Wiew  Plate Wiew

Sample ID

Sample Mame

Inde:x el

Samples to include in sample sheet

ST — MMER

lllumina Experiment Manager

Sample Sheet Wizard - Sample Selection

* = reguired fie

| >

—
i | Maximize

Sample ID#* Sample Mame

Plate

iz |

Tndex Wellk | Index 1 (1T —Traey
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fEp Mumina Experiment Manager — O *

[llumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samplez to include in zample sheet
* — required fieldir] Maximize

Sample ID%

Plate

Sample Mame el ‘ Thdex 1 (I7)* | 17 Sequence ‘ Ihdex? (153 ‘ 15 Sequence Genome Folder®

Add Blank Row Remove Selected Rows ?

Reazon: Mot all Samples in thiz sample sheet have all the required fields

32 For Research Use Only. Not for use in diagnostic procedures.

Sample Sheet Status: Invalid

umina
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Sample Selection D

o Tllun
lllumina Experiment Manager

E=rEE)

Sample Sheet Wizard - Sample Selection

Sample ID = Index| Rk S

Sample 107 | Sample Name ‘ Flate ‘ wiell ‘ Index \well” Index1 (I7)* | I7 Sequence ‘ Index2 (15)° 15 Sequence Genome Folder® :
Phix A1 — |0701 ATTACTCG D501 TATAGCCT

Phita/ AD2 D702 TCCGGAGA D501 TATAGCCT

Phit ADZ D703 CGCTCATT D501 TATAGCCT

PhiT Al = (D704 GAGATTCC D501 TATAGCCT

PhiS ﬁ D705 ATTCAGAN D501 TATAGCCT

PhiR AT D706 GAATTCGT D501 TATAGCCT

PhiQ Apg D707 CTGAAGCT D501 TATAGCCT

PhiP ADS D708 TAATGCGC D501 TATAGCCT

PhiO i::? D701 ATTACTCG D502 ATAGAGGC E
PhiM A2 D702 TCCGGAGA De02 ATAGAGGC

PhiM B D703 CGCTCATT Ds02 ATAGAGGC

Phil BO2 D704 GAGATTCC D502 ATAGAGGC

Phik B3 D705 ATTCAGAL D502 ATAGAGGC

PhiJ % D706 GAATTCGT D502 ATAGAGGC

Phil BDG D707 CTGAAGCT D502 ATAGAGGC

PhiH BO7 D708 TAATGCGC D502 ATAGAGGC

PhiG BO8 D701 ATTACTCG D503 CCTATCCT

PhiF g?g D702 TCCGGAGA D503 CCTATCCT =
l B11 Bl ' i

B12 i
:

Sample Sheet Status:  Invalid

Reason: Mot all Samples in this sample sheet have &l the required fields

. llumina
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Sample Selection @

I Tilumina Ex
lllumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samples to include in sample sheet
* - required field Maximize

-

Sample 107 ‘ Sample Name ‘ Flate ‘ wiell ‘ Index \well” ‘ Index1 (I7)* ‘ I7 Sequence ‘ Index2 (15)° 15 Sequence Genome Folder®

Phix D701 | firabidopsiz_thaliana¥MGERbuildY. 1¥Sequence¥'l.l'l.l'|’1u:uleﬁenn e Fasta

E::‘V’ - gﬁ Bos_taurus¥Enzemb UMD 1¥5equence¥ihaleGenomeF asta

oniT o7t Ezcherichia_coli_k_12_ DH10B¥NCBE2008-03-17¥5equence¥ihholeGenomeF azta
PhiS poos | Homo_sapiens¥UG5C0¥he 1 ¥ 5equence¥iivho leGenomeF asta

PHIR oros | Muz_muzculuz¥UCSCE mm¥¥sSequence¥invholeGenomeF azta

PhIQ oro7 | Phid#llumina¥ BT A¥5equence¥iholeGenomeF asta

PhiP ADB o7ee  |Rattuz_norveeicus¥UCSC¥rmd¥Sequence¥ivholeGenomeF asta

PhiO B1 07t |Saccharomyces_cerevisiae¥ UGS C¥zacCer 2¥5equence¥wholeGenomeF asta

Fhin B2 0702 | Staphy lococcus_aureus MCTC_8320¥NCER 2006-02-13¥5equence¥ivholeGenomeF asta

PhiM BO3 D703 TGLTCATT 207 ATEGAGGET
PhiL BO4 D704 GAGATTCC D502 ATAGAGGC
Phikl BOS D705 ATTCAGAA D502 ATAGAGGC
Phid BO& D706 GAATTCGT D502 ATAGAGGC
Phil 7 D707 CTGAAGCT D502 ATAGAGGC
PhiH Bo2 D708 TAATGCGC D502 ATAGAGGC
PhiG cot D701 ATTACTCG D503 CCTATCCT

coz D702 TCCGGAGA D503 CCTATCCT

T ]

Add Blank Row Remove Selected Rows

Reason: Mot all Samples in this sample sheet have &l the required fields

m m

Sample Sheet Status:  Invalid

y llumina
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Sample Selection 3

lllumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samples to include in sample sheet
* - required field Maximize

Sample ID° ‘ Sample Name ‘ Plate ‘ ‘wlell ‘ Index well® ‘ Index1 (I7)* ‘ 17 Sequence 15 Sequence Genome Folder®

Phix D701 ATTACTCG TATAGCCT PhiXilluming\RTAl vhole
Phila/ D702 TCCGGAGA TATAGCCT PhiX\llumina\RTAl inthole
PhiV/ D703 CGCTCATT TATAGCCT PhixMlluming\RTAl vhole
PhiT D704 GAGATTCC TATAGCCT PhixMlluming\RTAl vhole
Phis D705 ATTCAGAA TATAGCCT PhixMlluming\RTAl vhole
PhiR D706 GAATTCGT TATAGCCT PhixMlluming\RTAl vhole
PhiQ D707 CTGAAGCT TATAGCCT PhixMlluming\RTAl hole
PhiP D708 TAATGCGC TATAGCCT Phix ing\RTA vhole|
PhiO D701 ATTACTCG D502 ATAGAGGC PhiX\llumina\RTAl Mhole)
Phil D702 TCCGGAGA D502 ATAGAGGC PhixMlluming\RTAl vhole
Phil D703 CGCTCATT D502 ATAGAGGC PhixMlluming\RTAl vhole
Phil D704 GAGATTCC D502 ATAGAGGC PhixMlluming\RTAl vhole
Phik D705 ATTCAGAA D502 ATAGAGGC PhixMlluming\RTAl vhole
PhiJ D706 GAATTCGT D502 ATAGAGGC PhixMlluming\RTAl vhole
Phil D707 CTGAAGCT D502 ATAGAGGC Phix ing\RTA hole
PhiH D708 TAATGCGC D502 ATAGAGGC PhiX\llumina\RTAl hale
PhiG C D701 ATTACTCG D503 CCTATCCT PhiXillluminz\RTA! iwholel

co2 D702 TCCGGAGA D503 CCTATCCT Phixilluminz) tinthole ~
2

J
Add Blank Row Remove Selected Rows ?

I

Sample Sheet Status:  Valid

r
L0 AHR=T: valid
=B Finish — #7 e

, llumina



8 B:MiSeq Reporter®Reference Genome® &
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MiSeq ReporterlZReference Genome % BT 512X, IEMD
Setting TEE L=Genome 7 +# ILFLUT D, ROMEIZFASTAT 7
AIVTEEESFET

‘ [Genome] T A4 )5 ‘

! | DAL5 1 (1ER) |
!
L \77r)l/5>‘2 (2@@)\ — T LYRHER
i
L | A5 3 (3ER) |
i —
IEBEO T+ LTZAIEMD KOy 7 t
BAH)RAMIREREND | Sequence (4/8H) ‘

|
\ L | WholeGenomeFASTA (S/EE)) |
!

f5]:.. ¥Genomes¥Saccharomyces_cerevisiae_ NCBI_build3.1¥NCBI¥
build3.1¥Sequence¥WholeGenomeFASTA¥genome.fa

llumina



ST — MMER

HoTIL— D
=

IEMFileVersion 5
Data 2018/7/

Worldflow Reszequencing

Application Resequancing

Instrumant Type MiSaq

Azzay TruSsq DMA PCR-Frea

Index Adaptars TruSeq DMNA CD Indexss (96 Indexss)
Description

Chemistry Amplican

151
151

FlagPCRDuplicates 1

ReverseComplemant 0

VariantFilterQualityCut 30

outputganomewvct FALSE

RunBwahln 0

Adapter AGATCGGAAGAGCACACGTCTGAACTCCAGTCA
AdaptarRead2 AGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGT

[Data]
| Sample_ID Sampls_Mamea Sample_Plate Sample_Wsll Index_Platel7_Index_ID index 15_Index_ID index? GenomeFolder Sample_Project Descripti
Phix AD1 D701 ATTACTCG DBO1 TATAGCCT  Phix¥lllumina¥RTA¥Seguence¥WholaGenomeFasts
PhiW Az D702 TCCGGAGA Db01 TATAGCCT  PhiX¥lllumina¥RTA¥Ssquence¥WholsGanomeFasta
PhiV AD3 D703 CGCTCATT DB01 TATAGCCT  Phix¥lllumina¥RTA¥Seguence¥WholaGanomeFasta
PhiT A04 D704 GAGATTCC DB01 TATAGCCT PhixX¥lllumina¥RTA¥Ssquence¥WholeGanomeFasta
PhiS ADS D705 ATTCAGAA DBO1 TATAGCCT  Phi¥X¥lllumina¥RTA¥Seguence¥WholaGanomeFasts
PhiR ADE D706 GAATTCGT D&01 TATAGCCT PhiX¥lllumina¥RTA¥Sesquence¥WholeGanomeFasta
Phi) ADT D707 CTGAAGCT |DbBO1 TATAGCCT  Phix¥lllumina¥RTA¥Seguence¥WholaGanomeFasta
PhiP A0z D708 TAATGCGC DB0l TATAGCCT PhiX¥lllumina¥RTA¥Sequence¥WholeGenomeFasta
PhiQ BO1 D701 ATTACTCG D502 ATAGAGGC PhiX¥lllumina¥RTA¥Sequence¥WhalsGenomseFasta

. llumina
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FHAIDCFIEERLAZL
2()[]/¥=+<>:;"", *N]|&. EAR=ZRDAET

EAXFREERALZN
BHAGE OS DG EICIXER

TILDEA “7 TERFERNLTLVZELD
Excel > OpenOffice TIL7E <. notepad %k & THEER

XXXXXX.csv ZH0Ywy >TOT95LMh6ELC >
notepad
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MiSeq TD S > D#*(iE
HUTILT— hFE MiSeqllSt THERL L 135 & (21X, MiSeq
FOTIo2HIMRELEIZCOE—LTERT S

D:¥llllumina¥MiSeq Control Software¥SampleSheet

T — DT 7AILENHE/N—O— FIZHE->TL
HWNERT B

7= 7Ix#774»#%%&% . MiSeqA&{FLEDH >
TIL— b THRELESRRICO7AILEH AH0HERT S
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Low Plex PoolingBRMDFEERICDILNT

- L—UBEYITERT 29 TILOEN DL OMES. Index) — KD
HS—INSUREZREL., IndexD:ERIZEIFET DINENH D

Unique Dual Index (UD index) DERIZDULNT

- UD indexIZNovaSeqt°HiSeq3000/4000% E M /N2 —>JO0—+ )L &
BRALTWAEE THELE LAOT LIndex hoppingDEE A EEETE 5
(EAZEER)
- UD Index|3 &= #ThR DIEM TR AT 58

. llumina



Low Plex PoolingBEMDIndex;:BIRDFE A

4ABEABRHO S —7 Y —0BE
- MiSeqd &K UHiSeqi ) —XTld, ATGCOIEBEMN TN ETNEL S H
HETINILENTHY., BEDOEEICIIUTOL—F—=IFERAZHI
E3D
- AICHEE-—FEL—H—
- GITEE-—-HKEL—Y—
- Index) — FDEH A ILIZ, ACEEBSLUGTEENELLLHIRY

HTEMNEFLL
H5—iNZ U RAMNBIFAIndexD . ﬂdzx;)%zgéé:ﬁwu P
Good ! HAEHE DA |
i7 index i7 index
N701 TAAGGCGA N701 TAAGGCGA
N702 CGTACTAG N704 TCCTGAGC
N705 GGACTCCT N705 GGACTCCT
SRRRRARR! XX VKXY

I .
. cycles 12345678 cycles 12345678 ||um|na



Low Plex PoolingBR®DIndex;:BIRDFE R

2BHRAEBRED O —T oY —DIEE

RRANTSU9T14R

=

- NovaSeq. NextSeg# & UMiniSeqld. 2BNDEXLDA T, IEEDR
HZ1TD ; CIEFR. TIE#k, AITFREFRADHERLEIANILEFS., GlE

E%E/{)l/éhtll\f;ll\ 2000
= zéﬁﬁ*ﬁﬂjd):/_b-pﬂ_(:B(f 1500

ENFNOEFSDRIEICIETTFED
L—H—HOFHGNS
. ACHEE - L —4—

Red Image

500

C A

G *

AT E iR L —H— 0

43

0 500 1000 1500 2000
Green Image

llumina



Low Plex PoolingBEMDIndex;:BIRDFE A

2EBENBREBDO O —4 oY —DIndexBIRDIES

- Index') — FOE&E YA YL T, AICEEEB LUVATIEEATHAHIEST S
ZEMEFELLY

- ETDIndex!) — FDEE2IEENGCGTIEE >TWWSE, V53 RAI—
DEHIZEKB L., T—20H AN Th 7y

_ . . . D=l O RIEATREE N D S — T RTDIndexD k£ EE2IEH
NI—NF I ADRFE [a INT U R IR Y D % % Index ﬁ AGCTHEL>THY., T—4
IndexD#fi# &1 OB DRHEHE DB ASH 1 & 72UV

Good ! Bad ! Bad !
i7 index i7 index 7 index

D705 TTCAG N704 TCCTGAGC
N705 GGACTCCT

D704 GAATTCGT N707 CTCTCTAC
N718 GGAGCTAC
D712 GCGATAG N718 GGAGCTAC VANV

NVVVVVVY VAVVXXVVX
cycles 12345678 cycles 12345678 cycles 12345678

§ llumina



Low Plex PoolingBEMDIndex;:BIRDFE A

Low Plex Sample PoolingZfT 5 RO Index DA EHEDH#
BH 1 EDHMEERIETechnoteZ2 S8 B E & LY

- Index Adapter Pooling Guide

2B HNEBE L —4 Y —DIndex poolinglZ DL\ T O EEMATE
i

- Bulletin: Library pooling qguidelines for the NextSeq and MiniSeq
systems

. llumina


http://jp.support.illumina.com/content/dam/illumina-support/documents/documentation/chemistry_documentation/experiment-design/index-adapters-pooling-guide-1000000041074-02.pdf
http://jp.support.illumina.com/bulletins/2016/10/library-pooling-guidelines-for-the-nextseq-and-miniseq-systems.html

Unique Dual Index (UDindex) MDERIZDUNT

Unique Dual Index (UD index) (X, i78l, i5@l®DIndex&5I
[CEEHNT L

Dual Index 54 75 ) —DiEE

i5 Index i7 Index
3PS I DNA Insert Rd2SP |
— .
<44 > 7 )LPoolingD 5l >
EFEE Index (CD index) UD index
Sample i7index i5index sample i7 index i5index
1 TCGCCTTA 1 CCGCGGTT |AGCGCTAG
2 TCGCCTTA CTCTCTAT 2 TTATAACC GATATCGA
3 CTAGTACG 3 GGACTTGG CGCAGACG
4 CTAGTACG CTCTCTAT 4 AAGTCCAA TATGAGTA
Index1 & Index2D#AHEHLE T, 42 TILERG, Index1, Index2&EH 5 44 2 TILHI TEEMN AL

FEIDIndex(ZH > TILBITEEL TWLWBEELAH S

UD IndexZ AT A2 &ICEK-> T, N 2—2o0—v)LEERAT S

EETELS. Index hoppingDEIEZEMCTEET
llumina
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Index hopping & I

RRANTSU9T14R

BRSATZ)—&T—)2FL. o= R&ELERIZSA
75 1) —fETIndex DA Z A Z Y. Demultiplexing & D
473 )—I2Z, ADOSA4TSV—HED)—FNEENTL

FOBER

Library Preparation Pool
il
f f
7 ~- .
-) -
\\‘\-..
2] —

Normal Multiplexing
and Alignment

Demultiplex Align
i i
— ——
(2] (2]
—

a7

Sequence
N —

74

Index Hopping
and Misalignment

i5 index hopping

BEHS14735")—%Pooling
L. o=V R%&ZElk

=l ADED.
Demultiplexing TlE. &5
173)—DHEED)—F
HIndexDEWICED VT,
/YN THND

{ECMERE T, Index
hoppingl2&kYZ4T 51—
T A M Z b TzIndex
[C&E>T U—FDIRTY
AVAVIDHEET D

llumina



Index hopping & I

HiSegX * HiSeq3000/4000. NovaSeq# ED/NE2—2 70—t )L %
BRAL-ZEETEEEGNGELET S

MiSeq®oHiSeqi ) — X %G ERKBE O —LIILDEETRET HSHE
T Z < EM 2.0

M TruSeqg DNA PCR-Free
TruSeqg Nano DNA

—k
(]

% Index Hopping
o —
S o

T

) = -
Patterned Nonpatterned
Flow Cell Flow Cell

Z D ftaindex hoppingMEEHMIZ D LNTIE., White Paperd CSB < 1=
A

https://jp.illumina.com/content/dam/illumina-marketing/apac/japan/documents/pdf/products/whitepapers/index-
hopping-white-paper-770-2017-004.pdf N
. llumina



https://jp.illumina.com/content/dam/illumina-marketing/apac/japan/documents/pdf/products/whitepapers/index-hopping-white-paper-770-2017-004.pdf

UD index®{&

RRANTSU9T14R

dTIndex hopping DS % [a] 5

UD IndexZ{EA L7175 > TIl&. Index hoppingz4£ L71=1)— FI&.
DemultiplexinglZ & - T. Undermined Read (EDZS4 75 1)—IZ
LEALTLGEWIndexDEAEHE) ELTIRY BTN, 54
J5)—DU—FIZ, OV I3x—23 ELTRIDHI EMLLY,

UDIZ AW TGS Demultiplexing%
Library pool 1 Library pool 1
Index hoppmg
& -
—> —>
Library pool 2 @ Library pool 2
UDIZRAULTWLSGE Demultiplexing#
: - . ~
Library pool 1 Library pool 1
‘ . Index hopping h
— a Library pool 2 h
&= EIN
—
: Library pool 2 ' \ J
( Undetermined A
(702 [iss0z] [17ce] 5501
L =) illumina
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UD indexD & 153k

UD IndexhBIRATGEL S5 4 TS5 1) —FHE L v F(DNA)

nE e fii#& / Fvb
20015962 TruSeq DNA PCR-Free LT Library Prep Kit (24 Samples) ¥116,000
20015963 TruSeq DNA PCR-Free HT Library Prep Kit (96 Samples) ¥464,000
20015964 TruSeq DNA Nano LT Library Prep Kit (24 Samples) ¥116,000
20015965 TruSeq DNA Nano HT Library Prep Kit (96 Samples) ¥464,000
20020181 TruSeq DNA Library Prep for Enrichment (24 Samples)* ¥184,000
20020182 TruSeq DNA Library Prep for Enrichment (96 Samples)* ¥612,000

DTHRASHOI Y V—LBHE/AARIL, TAYFU5F) B IVRBEAELSEDOETIHALCESL,

L EDNA/ExomeF v k EfAEHEREEZLUD Index

BE Bl i+ / vk
20020590 IDT for Illumina — TruSeq DNA UD Indexes (24 Indexes, 96 Samples) ¥118,000
20022370 IDT for Illumina — TruSeq DNA UD Indexes (96 Indexes, 96 Samples) ¥118,000

50 i 220184F7 A 25 EIRA DB T . ||um|na“'
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UD index ) & ShiEER
UD IndexhBIRAIGEL S 4 T35 ) —FE L+ v F(RNA)

nE LSS fii#& / Fvb
20020594 TruSeq Stranded mRNA Library Prep (48 Samples) ¥397,000
20020595 TruSeq Straned mRNA Library Prep (96 Samples) ¥794,000
20020596 TruSeq Stranded Total RNA Library Prep Human/Mouse/Rat (48 Samples) ¥989,000
20020597 TruSeq Stranded Total RNA Library Prep Human/Mouse/Rat (96 Samples) ¥1,790,000
20020598 TruSeq Stranded Total RNA Library Prep Gold (48 Samples) ¥989,000
20020599 TruSeq Stranded Total RNA Library Prep Gold (96 Samples) ¥1,790,000
20020610 TruSeq Stranded Total RNA Library Prep Plant (48 Samples) ¥989,000
20020611 TruSeq Stranded Total RNA Library Prep Plant (96 Samples) ¥1,790,000
20020612 TruSeq Stranded Total RNA Library Prep Globin (48 Samples) ¥989,000
20020613 TruSeq Stranded Total RNA Library Prep Globin (96 Samples) ¥1,790,000
20020189 TruSeq RNA Library Prep Enrichment (48 Samples)* ¥413,000

*20020490 TruSeq RNA Enrichment, 20020183 Exome Panel& & TZFIHACZE LY,

LEERNAFY A EHETHEAREELUD Index

BE a4 fili4& / vk
20020591 IDT for Illumina — TruSeq RNA UD Indexes (24 Indexes, 96 Samples) ¥118,000
20022371 IDT for Illumina — TruSeq RNA UD Indexes (96 Indexes, 96 Samples) ¥118,000

61 {E#% (4201847 A25 B REDEHE TS, I |U mina
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Software Guide [2TDULNT

lllumina Experiment Manager Software Guide

http://support.illumina.com/sequencing/sequencing software/experiment
manager.html

MiSeq Sample Sheet Quick Reference Guide

http://support.illumina.com/downloads/miseq sample sheet quick refer
ence quide 15028392.html

MiSeq System User Guide

http://support.illumina.com/downloads/miseq system user gquide 15027
617.html

- llumina


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_system_user_guide_15027617.html

SVDEHIZONTIE, &

ARy FDYx
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IEM Quick Reference Card £ ZEIZHYET

54

- a *
e hitp://support.ilumina.com/seq TruSight One Sequencing P.. vy 8
x HBE:| s gA RN || F ATvay - |
=  illumina &SIGNIN | & Q ~
TS guiae Cordins everyuimng d nsi-urme user neeas, nciuaing dn overview ol e rmusiigrt
Downloads One Sequencing Panel protocol, tips and techniques, protocol steps, kit contents, and user-
supplied consumables.
Documentation & Literature
. TruSight One Sequencing Panel Protocol Guide
Training
This guide contains just the steps for the TruSight One protocol. It is intended for users who are
Questions & Answers experienced with llumina library prep methods.
Best Practi . .
st ractees TruSight One Sequencing Panel Checklist
Bulletins This checklist is a condensed form of the TuSight One protocol. It is easy to print and carry with you in
the lab.
Webinars
Product Ordering Information TruSight One Sequencing Panel Consumables and Equipment
Consumables and equipment used with the TruSight One Sequencing Panel. Download this form to a
preferred location before using it. The interactivity in this form is not designed for use in a browser
window.
Experimental Design Documentation
Top
DESCRIPTION FILE INFO DATE
POSTED
IEM TruSight Quick Reference Card
Instructions for using IEM with TruSight kits
Create TruSight Sample Plates and Sample Sheets with IEM Quick Reference Card ~ PDF (< 1MB) 02/0312016
(15048138 v01)
lllumina Experiment Manager User Guide
Instructions for using the lllumina Experiment Manager.
Supporting Documentation v

.

llumina



H o TIL— FDER, - Instrument Selection
NextSeqDFEEMN HFASTQ I 7 A4 ILEER

‘ﬁ“ 3 Experi
[llumina Experiment Manager

] - Instrument Selection

MiSeq NextSeqg/MiniSeq

rc

e A (@) ENR >~
Sample Sheet Wiza

HiSeq NovaSeq

. llumina



NextSeqDFERMSHFASTQI7 7 M ILEERRT B Fi%

HR—FkoxEF—21)—X2014
2014/11/14 NextSeq 500 FEoNd

T—%4 DFASTQZ 1

TNextSeq 50075\ 15 ‘f% 15 *L% 7-:—9 0) FASTQ%@J Y - bel2fastq /A— 3 22 [EA

LS B
NAXAVTAITAUR
P YR— PP IVTF AR b
¢ 2411422 (Eri Kibukawa) ,

A NIFHR— kDT EF—

(http://www.illuminakk.co.jp/events/webinar_japan.ilmn?ws=ss)
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BR— b EF—ICTESMINEE
&Ub\& gl)\i Lf:o

AHODEY a URTEDO ZERBIX.
techsupport@illumina.com

TERYZFET,

TO ALY R—FEEDI)—FAY
IWETHFALES LY (AM9 - PM5)

0800-111-5011
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