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1. Author's note

[] Instructions are located on the left side of the slide

L] Instruction related visual presentations are located on the
right side of the slide

L] In these visual presentations, crucial information is
highlighted by a red arrow
(—)

L1 In case, that more than one arrow is needed, text passages
and arrows are numbered, accordingly




2. Download

L1 Visit Agilent’s homepage
[J Download Version 10.7

Agilent Technologies ~ Genomics

Products | Senvices Science Support Shop

Oweniew  Resources Download Software

Download Software - Feature Extraction

Feature Extraction has now been incorporated as part of Agilent's Genomic Workbench. To access the latest
release of Feature Extraction, please download the Agilent Genormic Workbench (AGW) softvare from

Aglent's eArray appiication. Please note that Feature Extraction is only available s part of the AGW standard
tio

ﬁwmm Version 10.7

Download Version 9.5
Download Trial License
Download Software Protocols

Download QC Chart Tool and Metric Sets

Details & Specifcations

"4/ Cart (0) | RegisteriLogin | Quick Order | Contact Us

Agilent.com

Related Literature  Related Science.

%/ Cart (0) | Register/Login | Quick Order | Contact Us

Agilent Technologies ~ Genomics

Products | Services | Science | Support Shop

Download Software - Feature Extraction 10.7.3

Download Instructions
Note: This software version requires a valid "demo’, "annual or new “perpetual” license for FE 10.7

1. Prior to installation, review the System Requirements and the Installation Guide (0.99 Mb). This version
of Feature Extraction is only compatible with images generated by the Agilent scanner. For a version
‘compatible with other supported scanners, a prior version of Feature Extraction remains available

IF YOU ARE UPDATING YOUR SOFTWARE FROM FE V.9.5.3 OR EARLIER, PLEASE SEE THE
INSTRUCTIONS FOR PRESERVING YOUR QC CHART TOOL DATABASE IN THE FE v10.7
INSTALLATION GUIDE. READ AND FOLLOW THE EXPORT DATABASE INSTRUCTIONS IN THE FE
V10.7 INSTALLATION GUIDE BEFORE INSTALLING THE SOFTWARE.
2. Download the Feature Extraction software
ownload (157 Mbytes)  Software Revision Table
If you currently have a Feature Extraction license, verify that it wil work with this software version

Ifitis not compatible, then download the trial license.

4. Download the 30-day trial license

Agilent.com



http://www.genomics.agilent.com/GenericA.aspx?PageType=Custom&SubPageType=Custom&PageID=2058

Installation |

Double-click the
downloaded file

Click Next & decide

dffnen - Sicherheitswarnung

Der Herausgeber konnte nicht verifiziert werden. Mochten Sie

diese Software ausfiihren?
Mame: FeatureExtractioni0_7_3_15etup.exe
Herausgeber: Unbekannter Herausgeber
Typ: Anwendung
Yo Z:

> Ausfiihren | Abbrechen I

wether or not to accept
the agreement

Diese Datei verfugt uber keine giiltige digitale Signatur, die den
Herausgeber verifiziert. Sie sollken nur Software ausfubren, die von
Herausgebern stammt, denen Sie vertrauen, Welche Software kann
ausgefiibrt werden?

At the third party
database question just
click Next

License Agreement
P i the Folloning

LEGAL NOTICE: PLEASE AEAD THESE TERMS BEFORE INSTALLING OR DTHERWISE a

SUBJECT TO THE LICENSE TERMS SET FORTH BELOW. "LICENSED MATERIALS"
INCLUDES THE SOFT'ARE, ANY WHOLE OR PARTIAL COPIES, AND ANY
ACCOMPANYING INSTRUCTIONS, DOCUMENTATION, TECHNICAL DATA, IMAGES,
RECORDINGS AND DTHER RELATED MATERIALS.

USING THE LICENSED MATERIALS INDICATES YOUR ACCEPTANCE OF AGILENT'S

LICENSE TERMS, IF YOU DO NOT AGREE TO ALL OF THESE TERMS, YOU MAY

RETURN ANY UNOPENED LICENSED MATERIALS FOR A FULL REFUND. IF THE

LIEENEED MATERIALS ARE BUNDLED OR PRE-LOADED WITH ANOTHER PHDDUDT
&Y RETURM THE EMTIRE UNUSED PRODUCT FOR A FULL REFUNI

Elpershng System Software by Microsoft i licersed to pou Lnder the Mumvtsnd User
License Agreement [EULA) cortained in the Microsoft documentation. Licensed Materials
ifclud the fallowing Open Soutcs Software: the Herces %ML parser, Copyight (=) 13332000,
The Apache Software Foundation, &Il Rights Reserved (www, apache. orgl; Independent.
UPEG Gitoup, Copyright (] 1391-1998, Thamas g. Lane, All Rights Reserved; the
Lozss Lowess algerith and irplementafion. [The authers of Loess/Lowess a2 Cleveland.
(Grosse and Shyu). Copyright o] 1383, 1932 by ATAT.




3. Installation Il

[1 Select components &
destination where it is
proposed

[1 In some cases operating
system needs to be
updated

[] Agree to restart your
computer

[] Finish installation




4. Starting |

L] Next Window click
Abbrechen(1) & then
OK(2)

Please Note:
You will have to do this for every start of the
program

L] After that check the box
at the lower left corner(3)

[1 Then click Close(4)
L1 After that click Nein(5)

Feature Extraction is now ready for use

X

Q Either nalicense exists or the license supplied is invalid. IF you wish ko point the softwars to a valid licsnse file, pleass dlick retry, otherwise click cancel.

x|

Failed to obtain valid icense. Please go ta the Agilent License Website (Under the help Menu Agilent License). On the Agilent licensing web site, wou wil
need the Agilent Software Entitlement Certificate that you received as well as the host id For the computer vou installed the software on to obtain a
valid license. The host id can be determined Fram Feature Extraction software by selecting the Help menu, Abaut...

p SN

edrray Login Setting x|

efrray Login Setking {earray.chem.agilent.com)

User Mame |
Password | Test Connection |
edrray Login Settings ﬂ

Registration at edrray site is free,
you dont have an edrray account, you will not be able to download latest grid template and protocol updates.
! I dont b A 14 ill not be able to download latest grid template and protacal updat

Do ywou wank to regisker now?
Ja I Mein hs
I | Replace old arid template
Wting FE check for protocol update from edrray server 4
o ]
oL 9

¥ Dot show this didlag again Save | Close




5. Feature Number

L] Click the respective cell Single Color Data:
within the FeatureNum- Array Columns
Column (column N for 1 2 3 4
single color data; column | \
for dual color data) to N / 1 l \
identify the feature e M s A e e
number of the spot you TR R s e e
would like to inspect Dual Color Data:

. Array Columns

L1 Write down Feature 1 2 3 4
Number & Array Column x ‘/A// X

R T e e e




6. Usage |

[J To open a TIFF-file(1)

. SE|eCt Fi/e -> Open -> lmage Eile | Wiew Tools Help

+ Agilent Feature Extraction

Mew [

B Navigate through the TIFF- [ open '] '
folder on your CD(2) Print Setup. ..

B Double-click the TIFF-file

Exit

& 2:',CD\Tifimages_AgilentMicroArrayScar er_G2565C,M3258-M3261_Agilent_20bit

Datei  Beatbeiten  Ansicht  Fawvoriten ras 7

eZurDck - IO - l.@ ;) Suc?‘{ i Ordner |'$ Ij x Q ‘ v

Adresse I@ ZACDATiFImages_AgilentMicrodrrayScanner _G2565C\M3Z55-M3261 _Agilent_20bit

Grilie I Typ I Geandert am
8-M3261 _251486829106_501 .LF 154,465 K8  TIF-Datei 171122010 07:23




6. Usage Il

L] The TIFF-file will open

B Select Color -> Use Log Color

m
||F£ Use Log Caolor Scale |
Sca/e( 1 ) Ealse Color

[J Then load grid file Gray scse .

Reverse Gray Scale

Color | Tools  Feature Extraction

¥ Set Color Display Range...

B Select Feature Extraction ->
Load Visual Result(2)

M Navigate your CD in order to
find the grid file(3)

B Double-click the shp-file T

Adresse Ilﬁ ZiCDYFeatureExtractiony10.7.3.1_ExtractedDataiM3258-M3261_20bit_FE10731_GE1_107_Sep02

Mame  ~ | Grife | Tvp | Geandert am

) GCReport_Graphs Dateiordner 1810212011 15:47

FE_Prajectl.fep ZKE FEP-Datei 17122010 07:27

? FE_Projectl,pdf 67 KE Adobe Acrobat Doc,..  17[12{201007:29

@FE_PrDjectl_ZDlDl21?0?29.rtf 6KE Rich Text Format 17/12f2010 07:29

|2 M3258-M3261_251486829106_501 xml FBKE  XML-Dokument 17/12f2010 07:29
M3255-M3261_P51466629106_501_GE1_107_Sep09.shp 19,784 KB SHP-Datei 17122010 07:25
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6. Usage llI

[] To use the grid file

B Select View -> Extraction
Results

M Deselect View Outliers Only(1)

L1 This done, your file should
look like this(2)

wigw | Edit  Color  Tooks

Feature Extraction  Sindow Help
Zoom 'EE EEBE T .
Entire Image

Entire Histagram. ..

Select Row or Column,..

Extraction Results

Find Feature. ..
E Image File Info.., Hide Outer Local BiG Ring
Toalbar 3 Use Simple Colors
Status Bar
Z‘ Qrid Template Browser
Z‘ FE Protocal Browser
z‘ QC Metric Set Browser

2
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7.

L

Find Feature |

To find a specific Feature
Number(1)

M Select View -> Find Feature

In the next window enter
Array Column(2) &Feature
Number(3)

Click the OK-Button(4)

Find Feature

1 to 45220

Array
Array Colurm;

4 ature Mumber:  |23953

k. Cancel |

12



7. Find Feature Il

[1 The centered spot(1) is
the one you are looking
for

] Navigate your mouse
cursor over the middle of
the centered spot

Additional information will appear (2)

It can be used,verifying, whether having the right
spot or not

13



7. Find Feature Il

L1 In order to compare the

quality of one spot across | | | -
B 29953

a” 4 ArrayS KILIM| W joPeRsT v w [¥[v[ Z [aslB] AC [ADRE| AF  |aclaH Al [Ad

Fet F 3nndddnul Genenlame Ol gl: M3258 1 gidgl: M3259 ¢ gl gl<M3260 ¢ glg gl:M3261 ¢ gld

B Repeat the Flnd Feature I-1] i#_iﬂﬂreez 1]AKDZ5581 (WO 15 01 220 00 15 00 15 0

Procedures by iteratively
selecting all 4 arrays columns

14



8. Find Feature Manually

[ 1 To take a closer look
manually

[1 Mark the area concerned
with your mouse(1)

[l Now the area concerned
will be displayed(2)

15
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Gebaude 13, Ebene 1, Raum 1300
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E-Mail: Glomb.Torsten@mh-hannover.de

Dr. rer. nat Oliver Dittrich-Breiholz

Leiter der Zentralen Forschungseinrichtung Transcriptomics
Gebdude 13, Ebene 1, Raum 1270

Tel: +49 (0)511-532 5814

E-Mail: Dittrich.Oliver@mh-hannover.de
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