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Benefits

e Automated base calling with >90
percent Call Rates and >99.9 percent
accuracy

e Reporting of Call Rate by sample
and by individual fragment

e Automatic assignment of base calls
with editing and edit tracking

¢ Detailed analysis of No-Calls through
display of Force Call and No Call
criteria

e Alignment and display of sequences
from multiple samples

¢ Display of genomic positions and
PCR start/stop positions

e SNP Viewer with graphical display
summarizing SNP calls by samples
at SNP sites

e Trace view of probe intensities in
the context of adjacent bases

e File Sets allows customized groupings
of samples from multiple projects

e Flexible Export options: Export FASTA
format of all sequences or of SNPs
only
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Affymetrix GeneChip® Sequence Analysis
Software (GSEQ) Version 4.0

Affymetrix GeneChip®
Sequence Analysis Software
(GSEQ) Version 4.0

Affymetrix GeneChip® Sequence Analysis
Software (GSEQ) 4.0 is an evolution from
GeneChip® DNA Analysis Software (GDAS)
3.0 and builds on the high-quality base call-
ing and streamlined data analysis of GDAS
3.0. GSEQ 4.0 enables scientists to perform
comparative sequencing by providing high-
quality sequence information and automatic
detection of SNP sites in a single analysis
package.

GSEQ Benefits include:

e Automated base calling with >90 percent
Call Rates and >99.9 percent accuracy

Reporting of Call Rate by sample and by
individual fragment

Automatic assignment of base calls with
editing and edit tracking

Detailed analysis of no-calls through
display of Force Call and No Call criteria
Alignment and display of sequences from
multiple samples

Display of genomic positions and PCR
start/stop positions

SNP Viewer with graphical display
summarizing SNP calls by samples at
SNP sites

Trace view of probe intensities in the
context of adjacent bases

File Sets allows customized groupings of
samples from multiple projects

Flexible Export options: Export FASTA
format of all sequences or of SNPs only

Figure 1: GeneChip® Sequence Analysis Software provides Trace views of probe intensi-

ties in the context of adjacent bases.
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Figure 2: GeneChip® Sequence Analysis Software provides easy visualization of multiple
samples and automatically identifies SNP positions.

Hu MR
i Sounce Lol —

e wha_poodes n_spect 11
™ wua_pooman_sma. 1z

e _’I:I
=]

i Aa_rzraes v _sooos
b it v _sperie
™ Bka_{ T _T

—r— =] i e
BT L Ty ATIOT] | [ St 2 B [ 1
BITSASE Ficycins 01 B | 2 I {
UL ASE Soot it | [ A2 s 1 e I
e '
B OTRI_45T Royckes 4DIO11 AL RIS AN Soy Poa EFET] X EEE
Mg gl Fluidics_ 0./ e T T wrmgs|
BB ey st [ Mi4SmRat0toon s Fluidics 0. - f=f _ e
.E Ilc'.l_:;l-‘...‘imi:._!:'?n s “.',=’ “'0_'%_‘ Fluidios 0. |. L 1 3 T : '_|
] BIB B bk dpeat] | |7 S0 Fluidios 0. | — L e |
I it y_str. Fluidics 0. re feufe ! n
8 o st C i sonac i digiyealiy emm— > e e—
™ WA O ARITE 1 Sy Pon EETTHETT T 428

R Tar ol e

Fluldics '1-| ot agapanac quqlgqutqciqcccaqnausﬂ
o i vl Fluidics 0. \ggt agggaaaciggaatgagtackacscagaggs
-.-.::'mm:':f:: Fluldics 0. jggt agqagasscioggatgagtacaccocagagqs.
b i _min_scos Fluldics 0. lgqtagqggaaaciogaatagat ackacscagagga-
i s _pomme.0_scoan Fluldics 0.lggtagqggaaacfogaatgogt ackaccoagagqgsa-
s i Fluldica O.gqgtagggaaaclggqataaat aclacocagagga-
_:""-':u RS0 1 Fluidics O gat agqagaasscfagaataagtackaccoagagqga-
ka7 1A an 5
- i T b e J Fluldics 0. jgat agagaaficflagautaqoqtackacooagaaqa-

gt agggasscaggaatagut accacoaagaggest

qtagqagaascigqaataagtafitacocoagaqgo.

. r]qt om-alJaaacIqqqqtqqutalﬁﬂucuauaqqn]

R — - 1 i | |
Sequence | Table | SHP Viewer |
o T 1T G Seleairt Wit fimciile
Zl By SAM31TA 18 3157 - Makch ey ket
Ty 03108 18305 - Sakah ey it For e Srgahotn_EA sy o
T AT 183340 - Bakeh rabysin corplotad fox e SiegitctDnsZ_ER @y gous
it accied

Automated Base Calling

GSEQ 4.0 provides automatic base calls by
employing a unique algorithm derived from
the work of Cutler, ez /. The benefits include:
e Automatic base calling of both heterozy-
gotes and homozygotes

Call Rates >90 percent

High base-calling accuracy (>99.9 percent)
High reproducibility (>99.9 percent)

Automatic SNP detection and generation
of SNP summary report

Streamlined Workflow

GSEQ displays sequence information in
both tabular and graphic modes. The
Sequence Viewer enables visualization of
the sequence across multiple samples.
Non-reference positions are automatically
highlighted, allowing scientists to view
sequence variations at a global level or

zoom in on a particular fragment for
detailed analysis. While viewing putative
SNP positions, researchers can also view
associated probe intensity data and conve-
niently edit the base calls as needed. The
SNP Viewer provides a summary of all
SNP sites across multiple samples. Finally,
sequence data and SNP sets can be exported
as FASTA format or tab-delimited text files

for downstream analysis.

Summary

GSEQ 4.0 provides an integrated analysis
workflow to enable high-content, high-
throughput, and accurate sequencing
applications. In addition, by using the
GCOS Database, scientists can conveniently
manage data and experiment information
at the desktop level, thus eliminating the
cost of supporting a separate database

product.

Recommended Computer and
Software Requirements

— 2 GHz Intel® Pentium® 4 Processor

— 60 GB Available Hard Disk Space

- 1 GB RAM

— Microsoft Windows® XP Professional
with Service Pack 1a or Service Pack 2.
Microsoft Windows® 2000 Professional
with Service Pack 4

— MSDE 2000 with Service Pack 3

— Microsoft® Internet Explorer 6.0 with
Service Pack 1 or higher

— To run the Affymetrix GeneChip®
Sequence Analysis Software (GSEQ)
v.4.0, the Affymetrix GeneChip®
Operating Software (GCOS) v.1.4 or
greater must be installed and opera-
tional on the same computer

— GCOS Server version 1.4 or greater

SPECIFICATIONS

Data Input
— .CEL files from GCOS managed within
GCOS Process Database
— GeneChip® CustomSeq® Library files

Reports and File Output
— Resequencing CHP files
— Algorithm Report
— SNP Report

Algorithm
— Resequencing Algorithm Version 1 for
20pm x 25pm CustomSeq arrays
— Resequencing Algorithm Version 2 for
8pm CustomSeq arrays
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Ordering Information

Affymetrix GeneChip® Sequence
Analysis Software (GSEQ) Version 4.0

690052 Affymetrix GeneChip®
Sequence Analysis Software v.4.0

To Order
North America

Europe
Japan
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Santa Clara, CA 95051 USA Wycombe Lane, Wooburn Green, 4-1-23 Shiba, Minato-ku,
Tel: 1-888-DNA-CHIP (1-888-362-2447) High Wycombe HP10 OHH Tokyo 108-0014 Japan
Fax: 1-408-731-5441 United Kingdom Tel: +81-(0)3-5730-8200
sales@affymetrix.com UK and OthersTel: +44 (0) 1628 552550 Fax: +81-(0)3-5730-8201
support@affymetrix.com France Tel: 0800919505 salesjapan @affymetrix.com

Germany Tel: 01803001334 supportjapan @affymetrix.com

Fax: +44 (0) 1628 552585
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supporteurope @affymetrix.com

www.affymetrix.com Please visit our web site for international distributor contact information.
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