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ARZLTUAYERRF Emmfl(Fl:Human)

Create a Microarray Design from Existing ProbeGroup(s)

Py

1. Select Species Select Probes and Layout Options

2. Define Design Click adi antton to select ProbeGroup(s) from the system.
3. Layout Probes

Normalization Probe Group Details:

>

4. Create ArrayDesign
Select Probe Group name

FI Human CEH 1k Aoilent Nurmalizmi@

Replicate Probe Group Details:

Information on Mormalization Probes ST m

Select Probe Group namme Replicate

[1C Human CGH 1k Ssilert Replicate P@ 5 |

Information on Replicate Probes m

Probe Group Details:
Select Probe Group name Control Type Replicate

|_Remove [l Add

Enable Microarray Set Info : F

Fill Microarrays Info : [
Prohe Groun To Fill Microarray :

“Agilent Replicate Probe group” [&{a]/H ?
244K, 2x105K mouse CGH catalogue microarray®L 7)o —hFO—T ER—., BIEILED
replicate probe %CV&watchd 5% EQCH B RIZRALNTLM:1Z1+E T, Agilentdrecommend TY,

Number of Microarrays per Slide: 2 Percentage Filled: 1036242 %
Mumber of Slhides: 1 Mumber of Avallable Features: 94184
Total Mumber of Features: 108072 Mumber of User Controls: 1]

Humber of Agilent Controls: 4626 Humber of Features occupied by Mormalization Probes: 1262
Percentage filled using fill array: 1036242 % Humber of Features occupied by Replicate Probes: a000

: -~ Agilent Technologies




&T 74 I)LEProbe GrouplZEFENHTO0—TH

Normalization  Replicate

1M 11K 1K
2x400K 5K 1K

4x180K 3K 1K >
8v60K 1K 1K
244K 3K 1K
2x105K 1K 1K
4x44K 1K 300
8x15K 1K 300

YIFDAEFIZEKY
T RAx180K T A — v D HDefault RO SN %L
LVIRSR T, & T &LIEELY,
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Mouse 4x180K DIZE

Create a Microarray Design from Existing ProbeGroup(s)

1. Select Species @Add% 7 U v 7

2. Define Design Click add utton to select ProbeGroup{s) from the system.
3. Layout Probes

4. Create ArrayDesign -

a

Intormation on Mormalization Probes [T

Add Replicate Controls

Addd Mormalization Controls

Information on Replicate Probes m

@Mouse_ CGH_3k_Agilent normalization
Probe Group& AA L T lSearch] #
7099

QRRMBRIZRRSINI-5AAAEY I v
I /; |_TDone%7% ') v’

) [E# DA% T Mouse_ CGH_1k_Agilent Replicate Probe Group” ZAddL TLf=&0,
(Replicate[Z DU\ TIEx5H# 1)
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%M 1IE(Dye Normalization) ) B E4

- 2DDBREOINULTHEON:E /SSTSTTT
/4 ; S/ % AT

background-subtracted >4+ JLIZ

dye normalization factorazMIF5Z&IZKY Z -am——
INAT RAEHIET D, 5 !
BRMEIE (ERIL)IZBIT52DDRTYT Location

1. HERBOHAEICAWSI—FrDER
Rank Consistency Probes
(majorityhinon-aberrant& LD EITER)

2. HIERBOGFAEES T —Fr~DEH

Linear

rBGSubSignal

gBGSubSignal
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Feature ExtractionD#A 7L 3>
AF—BFEDEE A majority THELME S (Fl: AREZLTFLA)

-Use Rank Consistent List of Normalization Genes

O —#AZE B A majority TéH S 5818 "Normalization gene” * #1—H E&IZ KV E
I]RL. ZDEH THIERBOTEIZALD I —F¥ZEEIR (rank consistent listD{ERL)
MOMHIERBMERTET S

*HRALTUAVEREE. total DTEA—TEH D 10% L, L& H#E4E
(f51 44K format DixH . 4,400 probell L)
%8 . Feature Extractioni#gE £ TIZ1% U EHANE

-Use List of Normalization Genes (defined in grid templates)

XTI LETHAHAELSTEEILN N O>TWBRIBEICIE. FOTAO—T THIEFRIER
FTITBIELTEET, (ZNBSILrank consistent listDERKIZITHIWEEA)
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KE D GenelListZfE>TDyeNormalizationd %A%
@ GeneListZ#{ERR

EH5 ProbeName, GeneName, SystematicName #XRiELF-TFALI7AILEK
TYER (Chromosome number&Start CRIBIZHE UM Z D)

1

A _XXXXX1 |GENE1 Chr1:8000000-8000059
A_XXXXX2 |GENE2 Chr1:10000000-10000059

A_XXXXX3 |GENE3 Chr2:150000000-150000059
*

<4207 LA DDesignFile&—%19 %ProbeName
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BTEDGenelListE{#->TDyeNormalizationd 3 4%
@ FE ProtocolDH/REZLEE

FE ProtocolZ&1RL .
Correct Dye Biases > Dye Normalization Method
>Use Rank Consistent List of Normalization Genes ##EiR

FE Protocol Editor - CGH-v4_95_FehO7

Pratocol Properties | General
| Bl settings
=) [ve Mormalization Probe Selection Method

Frotocol Steps -
IJse Rank Consistent Probes

[8] Place Grid Rank Tolerance IIse Rank Consistent Probes
i Yariable F.ank Tolerance Lse all Probes
ﬁi‘ Firnd Spots Max Number Ranked Probes Use List of Marmalization Genes (defined in grid termplate)
- - - Use Rank Consiskent List of Mormalization @enes
Flag Outliers Cmit Background Population Cutliers U
_ Allows Positive and Megative Conkrols False

[N Compute Bkad, Bias and Eror Signal Characteriskics CnlyPositivesndSignificantSignals

Mormalization Correction Method Linear

| B Corect Dye Biases
% Compute Ratios

i Calculate Metrics

&, Generate Results Dye Normalization Probe Selection Method |

Method ko select features used for measuring dye bias
Add New EE Protocol
@' Protocol name: | CGH-v4_95_Feb07_2|

—~——— ¥ Save as permanent read only

Save As...[cTELBLHITHRE | o] cwe |

NAAT IV =230 ) —F
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KE D GenelListZfE>TDyeNormalizationd %A%
@ @T{ERLLT=FE Protocol%&E1R

FE Project1 [Mew] [Standard - Config]
Project Explorer
— @@ FE Project].

Box | ﬂi Project Properties E:] Extraction Set Configuration

wtraction Set Mar 5 ﬂErid m | Frotocol Mame Cutput M ame Scan File Mame #DR 2nd Scan File Mame
B (MR ETE (14693 D 200y020%  CGH-w4 95 Febl? IMCF-7_B-Momn 3-MCF-7_5-Momal . <Mone:

XHIEILEITIRAIRTLAD
DesignFile%&iR . ME

i CGH-v4_35 Fehi7_2
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KE D GenelListZfE>TDyeNormalizationd %A%
@ GeneListM®EIR FD1

Project Properties > Other > External DyeNorm List File > ¥EpL7=GeneListZ&Open

FE Project1 [Mew] [Standard - Config]

Project Explorer oo |
— @@ FE Project.

@ﬁ Project Properties ﬂ Extraction Set Configuration

= elleveBlont. rrprereve wtraction Set Mar Grid Mame | Pratacal Name | Qutput M ame | Scan File Hame | #0F 2nd Scan File Mame
E:l 3-MCF-7_S-hormal_2514 @ Priject Properties | E2) Extraction Set Configuration | 4k
B General
Cperator Unknown
B Input
Mumber of Extraction Sets Inchuded 1
Bl Dutput and Data Transfer
E Outputs
MAGE Local file anly
JPEG Local file anly
TEXT Local file anly
Wisual Results Local file anly
Grid Local file only
Qi Report Local POF File only
FTP Send Tiff File False
El Local File Folder
Same As Image True

Results Folder
FTF Setting
B Automatic Protocol Assignment
Highest Priority Defaulk Protocol aarid Template Defaulk
Project Default Protocol
B Automatic Grid Template Assignment
Use Grid File if available False
B Other
Qi Metric Set

External Dyehiorm List Fils 7 | J \‘Jb G:)

Owerwrite Previous Results False
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KE D GenelListZfE>TDyeNormalizationd %A%
@ GeneListDEIR FD2

#HIELZITOII A0 T7L A DDesignFile &R
> Default DyeNoem GenelList >Browse File...
> {ERL LT=GeneListZ:&R > )Xk E[ZGeneList ANRTEINDD T:EIR

FE GridTemplate Properties

PlLeneral

Grid Template Browser

] Grid Template Name 014693_0_20070207
[ 014693 D 20070207 Design ID 014633

- 014693_D_F_20060615 Application CGH

- 014695_D_F_20060703 Species H. sapiens

- 014698_D_20070207 :‘;‘:’ - m“‘FM? 2007

- 014698_D_F_20060615 TP RTTe—— S

- 014699_D_F_20060703 Array Format Dense pack even row offset

- 014850_D_F_20060807 Zone format Single hybridzation

Total spots 243504

014850_D_F_20070207 Subarids colmns = 1, rows = |

--014868_D_F_20060807 Spots per subgrid colurins = 912, rows = 267

- 014879_D_F_20060807 B Nominal spot diameters {in micron)

014879 D F 20070207 Harizontal 5.0 Default OneColor protocol CiEH-w4_95_Feb07_2

..014950_D_F_20061108 Yertical £5.0 DeFault Dyehlorm Gene Lisk -l

- 015028_D_F_20061108 Default protacol CGH-v4_95_Feb? :g:s;t; ';;IB;""- : -:

- 015223_D_F_20061127 Default OneColor protoq:l s5ave A, :_, '

- 015235 _D_F_20061127 Default Dryehlorm Gene List <Set emphy>

- 016436_D_20070426

Default Dyelotm Gene List TEST GEME LIET4 hd
TEST GEME LISTS
<Create new... >
<Browse file,..=
<Save As... =
<5Set emphy =
| oK I Cancel

NAAT IV =230 ) —F

: Agilent Technologies

2010/5/31




DRI LTUAER R DdefaultDAgilent
Normalization Probe(p.2){§Hz I I 5%
Step 1. eArray®Probe GroupDEEZRRLET

Probe Group%#EiR CGHZ%EIR

i Agilent Technologies

efrray j

Probe Group Name: | | Folder: F"” | v ||:||n|:|uc|e subfolders

Keyword info | | High Density: Al B3

Advance Search [¥]

garray Contact/Supperts eArray Terms of Use- FAQ- @ Copyright Agilent Technologies, Inc. 2002-2010
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DRI LTUAER R DdefaultDAgilent
Normalization Probe(p.2){8zIE I 55 %
Step 2 Probe GroupZ&R&ELET,

#l:human 1M QARZLTLADTIHIED/—IS5A4E—3>TA—T 5 IL—TF
DiHE
Human_ CGH_ Agilent normalization Probe Group
| IO TOHEANLET.
RAOAT7LADITA—IYMILY
BHYFET . MFITODEFFELTEp.3ESHE,

A )] F D &S5% 42 HT1EProbe Group NamelZ
o ARBLFET |
Home Microarray Probe Group Frobe My Account Data CGH

robe Group Name: | [) Folder: All | ~ | [include subfolders
[

Keyword nfo | | High Density: All -

@ Advance Search [¥]

U w 7
garray Contact/Suppert e4rray Terms of Uses FAQH © Copyright Agilent Technologies, Inc. 2002-2010 SearCh€7 J
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DRI LTUAER R DdefaultDAgilent
Normalization Probe(p.2){§Hz I I 5%

Step 3. [FEREA V> A—FLET

Select type to download |nic

; ®TDT
‘.- Agilent Technologies o
erray i' FASTA
Workspace Collaboration (O COMPLETE of
O MINIMAL
Home Microarray Probe Group Frohe Wy Account Data O BED
[Close | |
— Ifyou have difficulty downloading the desired file, hold down B
Probe Group Name: |1Drmallzat|0r1 Probe Grnup| Folder: the <Ctrl= key until a File Download dialog box appears. This
. . bypasses pop-up blocking software.
Keyword Info : | | High Density:

Download&7!') v #.
BXZBIRLT. AooO0—FLTLESLY,

Status: |SE!IE!':1 | i

Search Results: 1 maiching results found

D Probe Group Hame & Ho. of Probes High Density Folder Status Created Date \ Act

O g':iﬂp"—CGH—”k—’c‘g"e"tN”""ﬂ"m'””Pmbe 11438 true AgilentCatalog Locked  25-Feb-2008 Copy | Viey | Dewnload

share | Compare | Create Microarray | Move|

sarray Contact/Supperts efrray Terms of Uses FACQ- @ Copyright Agilent Technologies, Inc. 2002-2010
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