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Sequencing Power For Every Scale
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プレゼンター
プレゼンテーションのノート
We now have a ポートフォリオ that truly has “a sequencer for every lab and every study” 

Focused power for MiSeq
Flexible power for NextSeq
Production power for HiSeq 2500/3000/4000
Population power for HiSeq X Ten, production power for HiSeq X Five
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プレゼンター
プレゼンテーションのノート

The $1000 genome includes:
4 year hardware depreciation
DNA extraction and sample prep
Estimated Labor

Genome numbers assume 85% instrument capacity
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HiSeq 3000 / 4000
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®
HiSeq 3000/4000 - X7 T r— 3>
Higher throughput, cost-effective genomics

HiSeq 3000 HiSeq 4000
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プレゼンター
プレゼンテーションのノート
*assumes 50M reads per transcriptome, 25M reads per NRC exome (~50x coverage)
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プレゼンター
プレゼンテーションのノート
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プレゼンター
プレゼンテーションのノート
Comparable 性能 across all metrics with like number of SNV’s called.

SNV precision measures whether each SNV is present in a gold reference set.  If the gold reference called same as the reference genome, but the test sample calls a variant, then that is called a false positive according to that gold reference.

SNV/indel recall is same as sensitivity.  Does the test sample call all the variants that are there according to the gold reference.
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プレゼンター
プレゼンテーションのノート
Excellent データ quality generated on new HiSeq 4000 systems delivering comparable % aligned bases > Q30 relative to the HiSeq 2500 system.  Gene Expression levels are also measured consistently regardless of whether using the HiSeq 2500 or the new HiSeq 4000 instrument as demonstrated by the Brain vs Brain or UHRR vs. UHRR expression correlation plots with R squared values  of ~ 0.99.
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HiSeq 3000 / 4000, HiSeq 2500 — & 1R
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HiSeq 3000/4000 SBS Kit (300 Cycles) FC-410-1003
HiSeq 3000/4000 SBS Kit (150 Cycles) FC-410-1002
HiSeq 3000/4000 SBS Kit (50 Cycles) FC-410-1001
HiSeq 3000/4000 PE Cluster Kit PE-410-1001
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プレゼンター
プレゼンテーションのノート
Consumable discounting levels should be renegotiated with the launch of the new systems.
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プレゼンター
プレゼンテーションのノート
In the Explore and Advocate Stage, this is where a prospect has most likely conducted their research in the application area, spoken with their peers and now is considering technology providers. These stages span from investigating all technologies for this application, negotiating with a provider and then committing to a provider and closing. Great tools for this stage are any tools that talk about our products, the benefits of the product and データ. Even though we are launching the VeriSeq PGS Solution on the MiSeq, there may be customers that are also interested in 24sure and might even want to use both technologies in their lab. Great tools at this stage include データ sheets, product information sheets and web content. The PGS folder is a great piece to house the データ sheets for a customer and can be ordered on the iStore. We also have a market overview sheet for PGS that will detail questions you can ask a prospect when you are discussing Illumina technologies.

These marketing pieces can be found in SFDC and on Box and are available for order on the iStore-

SFDC Content Pack- https://na6.salesforce.com/sfc/p/300000001Yk5/a/80000000LYtD/D0uDdmnQ0TytWJCY0K.SJP9oYlEVQLvOUbEZWnNcWaA=
Box.net Accounts-
- 24sure- https://illumina.box.com/s/yg6hee12ojg12hhkum2k
- VeriSeq PGS- https://illumina.box.com/s/3bslwajorv5dlvtnv8sg
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HiSeq X Ten - 1000 KLY/ LLDEHR
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プレゼンター
プレゼンテーションのノート

The $1000 genome includes:
4 year hardware depreciation
DNA extraction and sample prep
Estimated Labor

Genome numbers assume 85% instrument capacity
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プレゼンター
プレゼンテーションのノート
Expanding access to HWGS
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プレゼンター
プレゼンテーションのノート
This application has seen very rapid adoption, and this is reflected by the volume of pubs quickly mounting in Pubmed  from 2010 through 2013
 
We’re seeing a similar story for funding. Rapid growth in NIH exome grants, ~$100M each year over last two years.
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http://genomeinabottle.org/

HiSeqg X™ Ten / X Five
L KRB SIHIN2 GE FFFATE
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HiSeq X FiveY X T L — B RiER
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HiSeq X Five v XA T L SY-412-1011
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HiSeq X Five Reagent Kit v2 FC-502-2001

FC-502-2021

HiSeq X Five Reagent Kit v2 - 10 pack
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HiSeq X FiveY XA T L - BEEH
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プレゼンター
プレゼンテーションのノート
In the Explore and Advocate Stage, this is where a prospect has most likely conducted their research in the application area, spoken with their peers and now is considering technology providers. These stages span from investigating all technologies for this application, negotiating with a provider and then committing to a provider and closing. Great tools for this stage are any tools that talk about our products, the benefits of the product and データ. Even though we are launching the VeriSeq PGS Solution on the MiSeq, there may be customers that are also interested in 24sure and might even want to use both technologies in their lab. Great tools at this stage include データ sheets, product information sheets and web content. The PGS folder is a great piece to house the データ sheets for a customer and can be ordered on the iStore. We also have a market overview sheet for PGS that will detail questions you can ask a prospect when you are discussing Illumina technologies.

These marketing pieces can be found in SFDC and on Box and are available for order on the iStore-

SFDC Content Pack- https://na6.salesforce.com/sfc/p/300000001Yk5/a/80000000LYtD/D0uDdmnQ0TytWJCY0K.SJP9oYlEVQLvOUbEZWnNcWaA=
Box.net Accounts-
- 24sure- https://illumina.box.com/s/yg6hee12ojg12hhkum2k
- VeriSeq PGS- https://illumina.box.com/s/3bslwajorv5dlvtnv8sg
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プレゼンター
プレゼンテーションのノート
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プレゼンター
プレゼンテーションのノート
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. illumina . . illumina .

The most successful, trusted sequencing and array technologies,
available in one easy-to-use, affordable solution

*For research use only
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NextSeq 550 T—4 Preview
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NextSeq 500 -ENF=T—2 &E

v2 Chemistry

% error rate

% error rate

vl SR v2 B
% >Q30 81.6 87.9
IS5—FE (%) PhiXFA 0.70 0.37
SNV & R E 95.8% 95.8%
SNV BB E 99.8% 99.8%

NHL-16 prepared with TruSeq Nano 550 bp insert for WGS; also works on 350 bp inserts

« Contact an lllumina representative for access to these T—#4 sets
e Above analysis used lllumina Sequence Analysis Viewer and BWA Whole Genome Sequencing BaseSpace App 1.0
» Sensitivity/Precision metrics calculated relative to NIST Genome In a Bottle reference samples
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TruSeq Amplicon IC &k 2B
HE INBEEZSEIEML D DEN/-1EEE

Somatic variant calling on lllumina platforms:
Variant frequencies, Average across 9 replicates.
TruSeq Amplicon Cancer Panel. HorizonDx reference sample.

0.40

=
R?
3
g 030 - NextSeq: 98.6%
5 020 _.-="" MiSeq: 97.3%
g g
mn

o
g 0.10 ’Jﬁ."
@ A
S 0.0 iy

0.00 0.10 0.20 0.30 0.40

Expected variant frequency, Horizon Dx.
=== Expected B NextSeqV2 MiSeqV3

MiSeq® v3 NextSeq v2
T—A % (NextSeqv2T—% (% 8GhbZEH

ST LTHE) 8.1Gb 39.4Gb
% >Q30 90.3 92.2
Passing SNVs (expected = 8, VF >5%) 8 8

9 replicates HorizonDx Quantitative Multiplex Reference Standard.
FFPE samples prepared with TruSeq Custom Amplicon, 2x121bp

Contact an lllumina representative for access to the NextSeq 7—7% set;.TruSeq Amplicon Cancer Panel, Analysis
with TruSeq Amplicon BaseSpace App v1.1. Stated limit of detection = 5% variant frequency
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プレゼンター
プレゼンテーションのノート
Stated variant call spec for TSACP is 5%. 性能 compared with default sensitivity threshold of 3% allele frequency, with some analysis done down to 1%

HorizonDx samples have 8 variants w/ VF >5%, 3 variants w/ VF below 5% (actually below 3%). Across sample replicates, we observed:
Variants >3% VF: MiSeq and NextSeq v2 results were statistically identical
Variants <=3% VF: Total of 3 calls across the 9 replicates (3 of 27 calls) that differed
2 due to probe/amplification bias were excluded by variant caller, but were detected at same levels
1 straddled the 3% cutoff and was excluded by variant caller


NextSeq 500/550 — 4 RiFER

SRT L hanJEE
NextSeq 550 & X T La* SY-415-1002
NextSeq 500 ~ A T L SY-415-1001
NextSeq 500 to NextSeq 550 7 v 745 L— K Coming Soon

*2014 F4 A LIE a7 745 (B E)

R 3 hAnJES
NextSeq 500 Mid Output Kit v2 (150 cycles) FC-404-2001
NextSeq 500 Mid Output Kit v2 (300 cycles) FC-404-2003
NextSeq 500 High Output Kit v2 (75 cycles) FC-404-2005
NextSeq 500 High Output Kit v2 (150 cycles) FC-404-2002
NextSeq 500 High Output Kit v2 (300 cycles) FC-404-2004

2015 4£3 A AR5t 5545 (FIE)
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NextSeq 550 — B8&3
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NextSeq™ 500 Systerm. Flasbi power, Sox
for whle-gerome, exome, and lranse

llumina

uencing Systems

NextSeq™ 500 Sequencing System
Sole Source Specifications

Bl HiSeq X Ten TruSeq PCR Free (16 NA12878..

e & Download More +

Ea=0

Coming soon
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プレゼンター
プレゼンテーションのノート
In the Explore and Advocate Stage, this is where a prospect has most likely conducted their research in the application area, spoken with their peers and now is considering technology providers. These stages span from investigating all technologies for this application, negotiating with a provider and then committing to a provider and closing. Great tools for this stage are any tools that talk about our products, the benefits of the product and データ. Even though we are launching the VeriSeq PGS Solution on the MiSeq, there may be customers that are also interested in 24sure and might even want to use both technologies in their lab. Great tools at this stage include データ sheets, product information sheets and web content. The PGS folder is a great piece to house the データ sheets for a customer and can be ordered on the iStore. We also have a market overview sheet for PGS that will detail questions you can ask a prospect when you are discussing Illumina technologies.

These marketing pieces can be found in SFDC and on Box and are available for order on the iStore-

SFDC Content Pack- https://na6.salesforce.com/sfc/p/300000001Yk5/a/80000000LYtD/D0uDdmnQ0TytWJCY0K.SJP9oYlEVQLvOUbEZWnNcWaA=
Box.net Accounts-
- 24sure- https://illumina.box.com/s/yg6hee12ojg12hhkum2k
- VeriSeq PGS- https://illumina.box.com/s/3bslwajorv5dlvtnv8sg



Sequencing Power for Every Scale.
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Sequencing Power For Every Scale.

HiSeq X Ten

HiSeq 4000
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HiSeq 3000
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http://www.illuminakk.co.jp/webinar
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