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Download Software - Agilent Genomic Workbench

Please follow the download instructions below to access the full functionality of the application. At the end of the 30-day trial period, please request a quote for a
permanent license for each module. For clinical research with human samples, Agilent CytoGenomics Software is available free of charge.

Download Instructions

Review the System Requirements and Software Compatibility
Download 30-day trial license
Download Genomics Workbench software

B L

Download datasets for analysis
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Software Compatibility - Agilent CytoGenomics Software

AGW 6.5 standard* Aéﬁ":_;'ﬂte CytoGenomics 25 | GeneSpring 12.0
FE 11.5 Yes Yes Yes Yes
FE 11.0 Mo Yes Yeg** Yes
FE 10.7 Yes Yes Yes Yes

*AGWY 6.5 standard is installed with FE 10.10 as a package which can interfere with the installation of FE 11.0.
**FE 11 must be installed first before Cytogenomics 2.5 is installed.

PCEH

Genomic Workbench - Details & Specifications

PC and Mac version

Hard disk space From 40 GB to 500 GB (large datasets require more space)

PC version Minumum Recommended

Processor

Wac version

Minumum

Processor 3.0 GHz Intel Core 2 Duo

For both versinns  review software comnatihility
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Select Application Type

Cancel

LEGAL NOTICE: PLEASE READ THESE TERMS BEFORE INSTALLING OR OTHERWASE USING THE
LICENSED MATERIALS. ALL USE OF THESE LICENSED MATERIALS IS SUBJECT TO THE LICENSE
TERMS SET FORTH BELOWY. “LICENSED MATERIALS" INCLUDES THE SOFTWARE, ANY WHOLE OR
PARTIAL COPIES, AND ANY ACCOMPANYING INSTRUCTIONS, DOCUMENTATION, TECHNICAL DATA,
IMAGES, RECORDINGS AND OTHER RELATED MATERIALS.

USING THE LICENSED MATERIALS INDICATES CUSTOMER ACCEPTANCE OF AGILENT'S LICENSE
TERMS. IF CUSTOMER DOES NOT AGREE TO ALL OF THESE TERMS, CUSTOMER MAY RETURN ANY
UNOPENED LICENSED MATERIALS FOR A FULL REFUND. IF THE LICENSED MATERIALS ARE BUNDLED
OR PRE-LOADED WATH ANOTHER PRODUCT, CUSTOMER MAY RETURN THE ENTIRE UNUSED PRODUCT
FOR A FULL REFUND.

UNLESS OTHERWISE STATED BELOW, AGILENT LICENSE TERMS SHALL GOVERN THE USE OF ALL
SOFTWARE THAT IS PROVIDED TO CUSTOMER, THE CUSTOMER. IT SHALL SUPERSEDE ANY NON-
AGILENT SOFTWARE LICENSE TERMS THAT MAY BE FOUND ON-LINE, OR IN ANY DOCUMENTATION OR
OTHER MATERIALS CONTAINED IN THE COMPUTER PRODUCT PACKAGING. Cperating System Software
by Microsoftis licensed to Customer under the Microsoft End User License Agreement (EULA) contained
inthe Microsoft documentation. Licensed Materials include Open Source Software. The JFreeChart {{c)
Copyright 2000-2004, by Object Refinery Limited and Contributars) is licensed under the GHU Lesser
General Public License hitp:ifaseee gnu.orgicopylefifesser html. Apache FOP is published under the
Apache License version 2.0, Forthe license text, please see hitpiwwaw apache.orgilicensess. This
product includes software developed by L2FProd. caomifsw L2F Prod.comi=). That partion is {c)
Copyright 2000-2002 L2FProd.cam)

AGILENT LICENSE TERMS

Permitted Use. Licenzed Materials are licensed to Customer far Research Use Only. Customeris
strictly prohibited fram using the Licensed Materials in Diagnastic Procedures.

Ownership. The Licensed Materials are owned and copyrighted by Agilent or its third party suppliers.
Customer license confers natitle to, ar ownership in, the Licensed Materials and is not a sale of any
rights inthe Licensed Materials. Rights nat conferred are expressly reserved.
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Feature Level Filters: glsSaturated =true OR risSaturated =true OR glsFeatNonUnifOL = true OR risFeatMonUnifOL = true; Include matching valw

Design Level Filters: MONE

Array Level Filters: NONE

Metric Set Filters: NONE

Genomic Boundaries: Not Applied

Assigned Genotypes: Trisomy 21= European Male (NA12891_v1)
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Trisomy 21
1 Trisomy21  A_20_P0010000S, A_20_P00201911
2 Trisomy 21 A_20_P00100009, A_20_P00201915
3 Trisomy21  A_20_P00201917, A_20_P00100011
4 Trisomy 21 A_20_P00100012, A_20_P00201918
S Trisomy 21 A_20_P0D0100018, A_20_P00201924
6 Trisomy 21 A_20_P00201926, A_20_P00100020
7 Trisnmv 71 4 20 PAN2N1929
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SNPID Chr SNP Position | Genotype] p-Val Log Ratio
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rs2843160 chrl 2309084 GT 1.999959 -1.02995
rs1129333 chrl 23356749 GG 2.0003 0.028242
re1RRI5128 rhrl 247R594 MM MaM -7 RAF-NR
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Fuzzy Zero: ON

MNesting Level: OFF

Combine Replicates (Intra Array): ON

Combine Replicates (Inter Array): OFF

Genome: hgl9

Aberration Filters: NONE

Feature Level Filters: glsSaturated =true OR risSaturated = true OR glsFeatMonUnifOL = true OR rlsFeatNonUnifOL = true; Include matching values=Ffalse
Design Level Filters: NONE

Array Level Filters: NONE

Metric Set Filters: NONE AMP: &1
Genomic Boundaries: Not Applied DEL; kg&
Assigned Genotypes: Trisomy 21= European Male (NA12891_v1) LOH
Index ArrayMame Class Chr Cytoband Cytoband Size Start Stop #Probes  p-Val AvgCGHLR Gene Names
Trisomy 21
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2 Trisomy 21 CGH 1 p36.31 53.0 pt 6186024 61860 1 5.52E-15 -2.19152 CHDS
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*DerivativeLR_Spread:
measures the standard deviation of the probe-to-probe difference of the log ratios. This is a metric
used in CGH experiments where differences in the log raios are small on average. A smaller
standard deviation here indicates less noise in the biological signals.

*g(r)Repro
median CV% of BGSubSignal of the NonControl replicated sequences

*g(r)_BGNoise
standard deviation of negative control probes after rejecting feature nonuniform outliers, saturated
features, and feature population outliers

*g(r)_Signal2Noise
Signal Intensity divided by BGNoise

*g(r)_Signalintensity
median background-subtracted signal after rejecting nonuniform outliers and saturated features.

B CGHQCIEEENS:IE

QC Metrics for enzyme

QC Metrics
Metric Name | Preferred Range

lsGoodGrid »>=1.0
AnvColarPrentFeatManUnifOL <5.0
DervativelLR_Spread <(.3
gRepro 20.2
g BGMoise <15.0
g_SignalzMoise =30.0
g_Signallntensity =50.0
rRepro «(.2
r_BGHMoise <15.0
r_SignalZMoise =30.0
r_Signallntensity =80.0

QC Metrics for ULS

Blood and Cell Tissue Samples FFPE Samples
Samples
BGMoise <15 <15 <15
Signal Imtensity =80 =40 =40
Signal to Moise =20 =20 =11
Reproducibility  <0.2 <2 =.2
DLRSpread <0.2 <0.3 <0.4 48
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Figure 210 The difference between log ratios and derivative log ratios, illustrated. When
using the log ratio spread as an estimate of array variance, aberrant regions
can artificially inflate the noise of the array. The derivative log ratio calculates
the difference between adjacent log ratios (the derivative log ratio, or DLR) as
noise. Genomic Waorkbench uses the inter-quartile range (IQR) as 50% of the
data around the mean of the DLR to estimate the variance.
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B SNP QCIEH®MEK

Array Name (Read only) : /4287 L1 D47 (Global Display Name)
Design No (Read only) : %4287 L4 MDesign Number

Call Rate :confidence95% L. £ MDSNP%k =-reference Tsignalz £ D &SNP
=mEDODNA H 7 )LEgenotypeEhfzreference CREMTL =35 & . 60%LL L,

Separability : The separation between the SNP® Copy Number peaksD 7Bt D B &, SNPs?D
uncut allele copy number 1 £2MF§Log ratioD FEREEETE , &R EEDNA Y2 FILTIE>0.8.
<1.05, COEIMENEZIEINAT)FAE—2a0 0k Dstringency AMELELLIE/ AT BERE
NETELZEDERANEZLND,

Goodness of Fit: E—4~®MGaussian fit D TS5—{E, #AlSNizlog ratio DL, TwEHD
GaussianZ i DEI=YUMbFBoN 5, Curve fitting model DB ZTRT,

Call Ambiguity: SNP®Copy Number®1 & 20 Gaussian peaks® £ %<3 SNP probeT—
AMZDERYBEEICFELET HE. TNDTA—TDSNP Copy Number call (X5 L confidence THR
TEhilby, LM A SE. SNP copy number call A& LVELVESNP probeDEAWNETRT . &
BEDNAY > FILTIE7% LT,

SEBISATIVT

QC Metrics
Metric Name | Preferred Range

Reference Correct =0.8
SMP Call Rate =0.6
Heterozygosity =0.15 and =0.35
Goodness of Fit (Diploid Region) A
Separability +0.8 and =1.05
Call Ambiguity =0.07
Clonal Fraction MA
Call Accuracy =0.%8
cnLOH Fraction MA
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YUOTNEEAN
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5. ZN5DT—4%—D20
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8.
-Confidence ThreholdZ A 1
-Confidence Level &

9. Browsez/J')vIL.

#H M Genotype reference fileD{RTE
BT ERE

XIT7AILE
GenotypeReference_<Date> <Des
ign>_<Build>.txt.

10. OK=')v%

* Confidence threshold

% Generating Genotype Reference File

Description:

1. Genotype reference file will be generated per-design,

2, One reference will be created for each unique sample value,

3. SMP Copy Mumber resulks need to be calculated For the selected experiment.,

Select samples to export

(025051 _Fa13)

@unknownn
@unknownB
@unknownc
@unknownD
@unknownE

Input Parameters

E}

‘Confidence Threshold: 5.95 L‘trong

Select folder location to save generated file(s)

-

‘ QK Cancel

Browse. ..

I49A7 LA T—2 EDESNPIZDLYTSNP Copy NumberhEtE S ET A (ASCN
FZILIYRX L), ZDCopy number A “E#{E+ (1—Confidence Threshold) TéHiLlE
Confident, B#/E®D + (1—Confidence Threshold) AN TA T h (X Tentative&ii 3,
Confidence threshold [£0.95#% (ZDEMNKELFE stringencyhE<EYET)

*Level

Strong: 9 X THT—FTConfident&L THEREHEN TLVHSNP, M DI RTHT—RTRILSNP

copy number&RTHD,

Weak: 9 XTOHT—2TELSNP copy numberz x93 SNP (Confidence/TentativeE b5 THMFE

1LY

Majority: 2% &EHVEDDT—ETConfidentEL TRHE SN TLVT, E45SNP copy numberZ
R SNP, LALEASSNP copy numberZr3 1D IEXF X TTentative THS,

Contradictory: T—4A TEASSNP copy numberNRENTLSH, FhblELVThE

COWVERED_SNPS DBSNP_VERSION
64596 v130

CUT_ALLELE UNCUT_ALLELE unknownA|GENOTYPE unknownA |IS_DOUBLY_CUT

G GG
GG
CcC
CcC
NN

A
A
C
C
G
G NN

PP EF O

il ===

s PILTYXLIFHUTILOHERLE DT S,
o HRILCGHT—%EE5 F A Dreference DR FEHRM S F BN S,
« genotype reference file ZIXMERIIFHRNAHE

Tentative T&HHSNP

H A1

#REFERENCE SAMPLES

REFERENCE_ID GENDER

unknownA Male

#

#REFEREMCE GEMOTYPES

PROBE_ID SPECIES SNP_ID

A_20_P00100005 H. sapiens rs6686003

A_20 PO0O201911 H. sapiens rseG686003

A_20_P0O0100009 H. sapiens rs35242196

A_20 POO201915 H. sapiens rs35242196

A_20 PO0O201917 H. sapiens rs17160977

A_20 POO100011 H. sapiens rs17160977

A_20_P00100012 H. sapie

A_20_P00201918 H. sapie

A_20_P00100018 H. sapie

A_20_P00201924 H. sapie

A_20_P00201926 H. sapie

A_20_P0O0100020 H. sapiens rs1129333

A_20_POO201529 H. sapiens rs16825139
rs46438482

H. sapiens

A G GG
C G NN
C NN

T
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BT X ANTHERT S5EE

« ATYYF XXX TER
s B DreferencelFHiE—EICANDZEHTRE

#Reference samples

* REFERENDE_ID : genotype reference®ID
« GENDER: reference @4 Al (Male/Female)

« COVERED_SNPS : reference file D SNP#
* DBSNP_VERSION

#Reference genotype

* PROBE_ID: Agilent Probe ID

*(SPECIES): H{TH M R— AT BE

* SNP_ID : &ProbelZBE&J BSNP®DID
(ISNPIZRLTEHDTO—THNEFETH2EEH5D)
SNP_IDAEHT H5E. RUDELDOMNEEAINS,

* CUT_ALLELE

* UNCUT_ALLELE

* (Reference IDZ# A #1) | GENOTYPE: Referene_ID @ SNP genotype

- (Reference IDZA 71) | IS_DOUBLY_CUT : 2 Cut alleleDSNPZRT 754 (0H\1),
2 cut alleleMiz &1 &REC.

ZHDIHEE.CUT_ALLELEEGENOTYPE# SHRLBEIMIZERSN D,

EE
SNP_IDIZFEBL TIELMFZALY,
SNP_IDAEET 55HE. RIDILDONIUR—bEND
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i genotype reference fileD A > R—k

RIEDER: AgilentiE 3 53E Coriell DNALSY D H> T L% Reference& L TCGH+SNPR A VO 7 LA Z £
LERHT 3 BFE . FDReference®Genotype reference file NHE T,
#1-1Z# %L F-Genotype reference fileZx 4 > R—r3 % 5%TT .

OTRDE!

nch Lite Edition b5~ M F SHE demo data.
% Aeilent Genomic Workbench Lite Edition 6.5 — [GGH I: SNP demo data

‘EE Home Sample Manager WorkFlow Preprocessing Analysis Discovery s\mtch Application ¥
1. Home ZFEIRLET

e, U Impatt 77 Export | | o Create [ save G0t o | ;

Prefersfites. . ; i - % - * Experiment Experiment | Gene/Genamic print || (3 Exic
/ Result location

2. Import #57)vILEY — 7 :

Search W/ omen Appicstion {Genoric Viewsr} ) application Type: CGH

4 [ ¥

Impork
Qi

B[] CH3
B[] CGH

3. Genotype references%
BEIR Array Files 3

Design Files 3
Genome Build

Track...

Experiments

Filters

Genotype References

4. Genotype fileZ &R

5.0K&#2)vs

r* Genotype Reference Importer

~Reference Sampl

REFEREMCE_ID GEMDER COWERED_SMPS DESMP_WERSICN |
test? Male 59647 w130 |

~Reference Genotypes

PROBE_ID SHP_IL CUT_ALLELE UMCUT_ALLELE || TESTZ2|GEMOTYPE | TESTZ|IS_DOUBL...
A_20_PO0Z01911  |rsBASE003 A G G i}
A_20_PO0L100009  |rs3524219% C A CC 1
A_20_PO0Z01917  |rs17160977 G A Wil 1
A_20_PO0Z01915  |rs3855951 C T T i} r
A_20_POOL00D1S  |rs2843160 T G e1) 0 ‘#1

EOverwrite genokype reference with duplicate name

Mote: IF there is no IS_DOUBLY _CUT column For any genaotype reference, it is automatically inferred From CUT_ALLELE column if CUT_ALLELE column is present.,
Duplicate SMP_IDs in genotvpe reference is not supported. IF there are duplicate SMP_IDs, the first one would be picked up and others ignaored.

ok | | Cancel |
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L) Tracks ———
arrays) Sips) Caliration Arrays
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Genotypes el (PT JEE) 163764240 |163764295  zill -0.015 0.028 Fo.042 F0.054 0.048 il
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