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CGH/CGH+SNP 7 RN\ AR FHAL 201 —RIC LD
TYA 2 DFK (p.11)
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JO-JOI—TEMNTIAoO07LADI>FTIOVEREL HRE LT AT
TWEEYT, THAOZFIMMEEZEHIELNESD, BN - TD JO—J JOo-J JOo—J
2 SV NS OEYIFETT A>T BDEET, IW—F II—F DI—F

Select HD Probes
SF—Tw ~
BT - BR
fIBIRE) DERE
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B LA BEJO-7 : Y—0v bk
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IR HIRIR e IBRE) OESE
BEF7 LA
THA2IC
Z2FNDd
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CGH/CGH+SNP RA>H—R FHAL VD1 —RICLD
SFYA > DIER

CGH/CGH+SNP R9>4F—R THA>>DO4H—-R(E Eb. v b YOXDT7L

A T7HA 2 RICRELENTNET,

o BIRULIZTV LA T4 —TY NMIEBEHARRTO-THEEWSIRNLD(C. F—FT Y
NEl%O T O—JZENEEH(GRIRENE T,

« BEEO> SO-I)LIUY RPBENICEENET.

s S LBERCRBESNZ —XSA1E—>3>TO0-THhEENICEENET,

o LU —RTO-IRE#NICEENSD/ZH. Agilent Feature ExtractionT
QC A MU W OIEtENEIEET T,

BIOEMECH U TT A2 IBHE. FEEFTTA 2 ORREZEHEWNEE. 77
RINAR D085 —REERLUTIRE,

AR EASNSPCEEOASS(CELD. BRFTYITDEEATDRY> (i : Next)
AEE E(CRRSNRRVNESE(F. BEADA IO\ —ZHETHENTZZU),

1. Em. t(CdpBCreate DesignszJwvIULET,
2. CGHZZEIRULZET,

S . 1
ure solyll . . Find == Create
- kRJ Home N\ Designs E\':‘J Designs
sureselect DNA | Show Advanced Options
HaloPlex
Start Designing 2 Gl
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\

g

r
SureSelect DNA HaloPlex CGH ChiP



DesignD« ¥— RDBI
1. Define Design : TEeNBZREL. B TD Next Z0UwvIULFET,

Design Name: 7H1>&%ZAHNULET,
» ANTEIELRIDES(FI00NFRECI ., FLHEICHATEINFERHEF (A~Z.
a~z, 0~9) OHTY, TNURCERATETIXFEREF, 77>F -7
(_) N EIJ7'-I< (-) \ }\/rj\/ (_) t“g_o
Spacies: &¥iE=ZERULET, AD Select #Z0J)wv oL, CNMBTHA> I D4iE
ZEUVEY,

Create In: THA > DERF I A IS ZRELEFT ., AD Select #7JUw oL, TAI
AEERLUET,

Application: CGHMCGH+SNPZ#ERUE T

Array format: Y207 LA JA—<Xw hZERUEI, (ApplicationTCGH+SNP%Z
BIRLUTWLBIBE. 1xX1IM - 2x400K - 4x180K + 8x60K (DFH+iEIRE]EE

SNP probes (Application CCGH+SNPEIEIRU TLB EE(CERRSNET)

8x60K: Genomic_SNP_15K

4x180K: Genomic_SNP_30K
Genomic_SNP_60K

2x400K, 1x1M: Genomic_SNP_60K
Genomic_SNP_100K*

*1SNPH =D 2 7O—THEESN TV EDEEENTULET,

CGH Define Design

pefine Design ( \

pefine Targets

Review Targets + species: Hisaniens select
Select Probes

- vild: H. sapiens, hg19, GRCh37, February 2009
Finalize

select

Design Complsts

;| CGH
CGH Array Design

BX60K

. \ Format: = )

The COH/CGH+5MF Standard Design Wizard is optimized for Human, Rat and Mouse array designs:

EE

ill the selected array format.

£
H

n of normalization probes distributad throughout the genome.
n of replicate probes to permit G metric calodation in Agilent Feature Extraction.

If you are designing to ancther spedies, or require more flexibility in your design, please use the Advanced
Wizard.

EEEEGE

£

cancel Hext




2. Define Target : TaEcNBZREL. B TFD Next 20w IULET,

+ Target: Gene Name - Transcript ID - Gene IDVREBAMEIBIR* (CKDF—Fv hEA
HIUZEY, Databases - ParametersDiRSERNSCEDE. CN5DSY—4wY hasd AL
(XY T U, EESNETO-TFT—IR=IANS., TNSDHBFAIC—ITDITO-TJ
IL—Th8IRENEI, AD Upload RI>TI7(ILET7 v IO—RI BT EERIEET
9, (* UCSC browserA4—<w MBEDT A —<w R TAN)

J7AI &7y ITO-RIBDHE. T7AIUNTRER THD L&HERLTIIZS0N,

» J7A)UBRF(E txt THDZE

» 1HC1A—TY hNEANTDZE

» A—4w 3 gene symbol. accession. chromosomal coordinates. UCSC
browserJ A4 —<w s 7 BED JA—Yw hCHDZ&E

YW IA =YY MNRECDWTEUL FAD Example Z&88

+ Databases: 9—4'v FORBAEIBHRESIRI DT —HIN—AZBIRUET . EFRT D
SYFE(CHOIEEDEEIRLTLIZEUN,

« Parameters:

+ Replicate Count: 7O—TJ DEDRUEIEZEE (1 ~10)
+ Genome-Wide Backbone: 7—4"w RIS DTEL, (=Backbone) (C. A (CECE
IR TO-—TOEEHELUEXIT. (CGHEIBRUZEEDIHMEMHTIRE

5] 5% : FBEHTEBZTO—TED 5% F£T% backbonellfEF

+ Include Flanking Regions (5’ and 3'): Bz F CANENESF—5 Y bDETIY > /UTR
DIEEERESHDIHEIE. TOREOIEENE AN (RERIBBERCANEINZS—
v MMIX U T COEBEEESIIERESNFEA)

« Allow Synonyms: COIERICFTYVIURBE}. 9—5v hEUTANESNIEEGFHA
[CDWVTSYynonymsEEBHIRE L. TOREBHRUIBIBERZEEICTDIENHDET,
B UAD U BIEFRIMBDEEFDSynonyms(CHEZENTWVDIBEE. mAHZES —
v hEUTERENET,

5l : 5—4'v RMCHER2E A S UTEIBE. SureDesign(ZERBB2(CE D ERBMAIER
HwOTY ETEITVET,

5l : 5—4"v RMCDSPE AN LTEtZE. desmoplakin&dentin sialophosphoprotein
D2DODELFEULT. 4J%Iﬁilﬁ%%ﬂ%n9 v MRl E UTTRE.

(2x400K CGH+SNPaI)
I\wOR—>0—-7 : 96,341
J—X5A(tE—>3>7J0-7 :5,032
LUs—K~ZO—7 : 5,000

J> ~O—J/LFO—7 : 6,700
SNPZO0—T : 96,341

NI TICTHAUICEENTLETD,




3. Review Target : 9—4'v hE U TSN —E &, TO-TOHZEHRTEET.

1. ABZEER L. RE(ICGUT BackzoUw I UTH—5Y M2ISA—HFDEEEITINE
9., ABICRIER(FTNIE Begin Probe Selectionz27/Uw 2 ULEY,

Target Summary:
(1518) Define target TA D ENI=FT -5 hDEX
(258) SureDesignhH‘i2:8 U I RBAMEIBIRDE. F—5 v MIERDREANE
(CRvT=NnriBE(d. Define target TAA UEEUI DX W HBENHDET,
(3518) SureDesignF—IXR—XTRDIFSNRBMND 2T —4w DR

o -
.
=
2 Probes
Desizn Comglete - View targets
TargeriD #Regon:  Bae Par:
agaT 10011
apcan mssss
ABCA4 18HS
ABCET! w8270
ABCE4 s
ABCET 3163
Apcet 458
Apcea sty
ABHDS a5
ACADE 14274
AcAH s
acaTi 685
acz sz

Cancel Back

(2x400K CGH+SNPDAI)

I\ OMR—>T0-7T : 96,341
J—XZA4E€—->3>7J0-7 :5,032
L7U4s—hkZJO—-7 @ 5,000

> ~O—J)LJ0O—-7 : 6,700

SNPZO—T : 96,341

SH—4w hdTO—-T : ~37,894 (#&DiEL=x1)
JO—-J 5B 58.84%

ot Ay D BUSY—Ty hTEDIRLZ x10 (CF D&

et H—4y hDOTO—TH ~21,807 &R0

2xa0K JO—JRfE (Probe spacing) H' 150 bp H'5 269 bpA&
Temetheges Z{EUE LI,

e v e JO—J HEE(F ~100%

2. ROEM@E T Close Design Wizard& 2 Uw 2O ULEY, (ZD# SureDesignz=[77J b
UL TCEHBTYI) Homed T LD Designs: In Progress (p.8 KIEMR) TIRKREWRE TEE
9 ( o M= IOUY DI UEHTEEY) o



eR UJ=5Y 41 > DFinalize

1. JO-TO#EREENTTIDE. XL TRTHHMSENET . A—ILICETROLS

RUBIU I 7 AR ESNTVET,

Design Name: tttesttt

Species: H. sapiens (H. sapiens, hg19, GRCh37. February 2009)
Array Format: 8 x 60 K

Total Probes in design: 62976

Target Summary

9 Target |Ds resolved to 9 targets comprising 9 regions.
0 Target |Ds were not found.

Region Size - 1.098 Mbp

Target Parameters Design Details
Databases: RefSeq. Ensembl, CCOS, Gen
Region: Entire Transcribed Region

Region Extension: 0 bases from 3" end a
Allow Synonyms: No

Biological Probe Summary ABAT

Probegroup Name: tttesttt ABCA12
Probe Replication Factor: 1x ABCA4
Total Unique Probes: 7094 ABCB11
Median Probe Spacing: 91 bp ABCB4

Total Target Bases Analyzable: 791964 k  apepg
Target Coverage: 74.84315 %
Percentage of High Quality Probes: 64.4¢

ABCC1
ABCCS
ABHDS

2. HomeEI@E® Designs: In Progressd®U R ~Td 2751 > dDContinuerhy > s &

v DI UEY,

chr16:8768422-8678432
chr2:215796266-216003151
chr1:84458391-94586705
chr2:169778564-169887833
chr7:87031013-87109751
chrX:74273007-74376175
chr16:16043434-16236931
chr11:17414432-17498449
chr3:43731605-43775863

64.3872%
76.98023%
90.606703%
74.8742%
80.754133%
65.82597%
62.919914%
85.99348%
86.49088%

Start Designing

B QO A

SureDesign (e i gem

Desiens

r
-
Sy
SureSelzot DHA HaloPlex OGH

.:.ih
st
CHP

&

Designs: In Proegress

Test_Yuko4
OGH | Updated 05-Fab-2014 | HDGeardh {Complate)

641
1451
1050

75

269

618
1017

698

335

82
]|
92
92
93

94
]|
93



1. Finalize

CDTHA2 T 7AFSARXIBIENTEFT, TJ7AFS5AXFTDE RDESDER
NEI,

s THALEEBCESRLIRDFT,

- THAZ ID BMEIDHTENFET.

s THAVIBRN T ZL D FORERBICXEETNET ., BISIEEG. EXRCHRIS

N3FTHIBSNFEE A,

SureDesign

CGH Finalize
S ¥ Vo are e resly s e i dign, Afeer fraizg:
Define Targets v
+ The design 20 o longer be madified
LEES 4 . Ad:i;gnm. ;e;:i;ed.
Select Probes v
Finattze R ——
Deign Comgiate
£ Arvey Desan TargetID Interval Length
54T ShelBETBALETIY 190011
ABCA12 2:715796266-216003151 206886
ABCAd 5 1ms
ABCBI 33 109070
e e
ABCE? o 103163
e chl6 1604L44-16135931 153438
e sa1s
DS asi
AcaDs
" o
T ol 1:107952245- 108018891 28843

« Design information wil be sent tn Agiient’s manufacturing faciity. Manufacturing wil not begin until you have sibmitted 2

1w
3310 207
565 233
35 m

+ Download: I 7I)L&x5FD>0O0—RULT
RBEDIESRH BIHE

5l . [---_Report.txt] EWLWDT7AJLICIE

&4 —4w k@D Coverage - total probe#¥ -
Median Probe Spacing (bp) D& E
NTWET,

+ Modify Design: IEBEREN TV TO-TREZULY hU. 9—Fv RUXRDAS

BECEEDFT,

Modify Design

Download Help - Download

Hame: Test_Yukod

Pleaze select fies t downlosd.

=1 [ Test_Yukot
V| Test_Yuimd_Repart.pdf
[¥] Test_Yukod_Report.bet

[¥] Test_Yukot_ANTracks bed
[¥] Tem_vukod_Coversd.bed
[¥] Test_Yukot_Probes.tt

[#] Test_Yubod_Regiors. bed

=[] Test_Yuod ‘

[¥] Test_Yukod_Report txt
[+] Test_Yukot_Targets.tet
=[] Test_vuod_backbons
[¥] Test_Yubot_backbons_ANTracks.bed

[#] Test_¥ukot_backbons_Covered.bed b
FN {11 | +

Cloze Dorwnlasd

(_ ) You have chosen to modify this design.
& Click OK to remove all probes from the design and return to your

target list.

Mote: All selection parameters will be reset to default values.

OK Cancel

ABOEREN T T UIZ5S, Finalize Design #2Uw 2 UET,



2. Design Complete

FSHA N T 74 FSAXENFE LIz, statushH' Complete&7/xD. Design ID AAFITEINE
9, FinalizeE#& T(&DownloadM57H A2 J7AILIREDFI>O— RPN TEEEAN. U
(F5<ITDEAEECRDET,

ame: Test_Yukos -~

m

Your design has been saved in the "agilent” workgroup folder.

order Mark as Favorite Download UCSE View N

Exit Design Wizard

CEEVWZIE<SBRIE. Design ID EX S REEEEHIBHEZ(CHIMSELE S,

10



CGH/CGH+SNP Z RI\> AR YA >0 —RICKD
SHA > DIERK

Ek-<YOXR Sy NSOEMREICTH U TT A > ITR5E. FETHT1>0F
BEESHIEWNGEE. 7RI AR D0 —REFRALOUTLEE0,
7RISR v«& RTid. E%oTO—I )L — 7ﬁbﬁméﬂ5?ﬁ4/%
YERRCTEFET, ERLIEY—SY MEBICTO-—TH® @RI EE. 1I—HF

iy Zz6D070-J%&7yvIO—-RIBIEE. ITICHFREIDTIO-TIIL— 7’%‘:
2HBZEETEFY

IR EASNBPCEEOAE S(ICID. ERFTYITDOEEA FDOMRS > (6l : Next)
AEE E(CRRSNRRVNESE(F. BEADRA IO\ —ZHETHENTZZU,

1. Show Advanced OptionsZE= 2o Uw 2O LFET,
2. EmA_L(CHBCreate Designs® 7 Uw I UET,
3. CGHZ&ERUZET,

™ s 2
Suredesign . o [(gome

N Designs % pesigns 1

SureSelect DNA

: Show Advanced Options

HaloPlex
Start Designing Gl ]

".\ ChiP
(& v J a2t E E

SureSelect DNA HaloPlex CGH ChiP

\)

o

4, Choose Wizard (FAdvancedZziEIRUE I,
5. Choose Design or Probegrouph*5Create DesignZi#RUE T,
6. EEA FContinuex 2w/ ULET,
\\ , "V
Sure M Home C Fiﬂq @Cre.ate / t\j\
|4 8 ™ Designs D Designs L) v il l

The standard wizard takes you through the steps of creating a design. You simply define the target regions, set the probe selection parameters, and then submit the probe selection job to SureDesign.

o=

The advanced wizard allows you to create a design compossd of multiple probesroups. You can select new probes for defined targst regions; you can upload probes that you have designed yourself; or you
 induds probegroups that already exist in your account.

2. Choose Design or Probegroup

design is a =t of one or more probegroups that s manufactured as a single microarray for uss in a CGH or ChiP protocol

ntact Us | @ Agilent 2013 | 1.2.0.83 11



DesignD - ' — RDBiI

1.

Define Design : TieWBZREL. A TFD Next Z0UwvIULFET,

Design Name: 7H1 >&%&ZAHULZET,
» ANTEIELRDES(FI00NFRECI ., FLHEICHATEINFEIREF (A~Z,
a~z, 0~9) OHTY., TNURCERTETIXFEREF, 77>F—-X37
(_) N EIJ7'-I< (-) \ }\/rj\/ (_) t“g—o
Spacies: &¥iE=ZERULET, AD Select #Z0Jwv oL, CNMBTHA> I D4E
ZIEUFE I, ApplicationZCGH+SNP(TEIRL TLBIHE. E hDIHEIRBIEET Y,

Create In: THA > DERF I A IS ZRELEFT ., AD Select =z JUw oL, TAI
HEEIRLUET,

Application: CGHMCGH+SNPZ#ERUE T

Array format: Y207 LA JA—<Xw bZERUEI, (ApplicationTCGH+SNP%Z
BIRUTLBIBE. 1xXIM - 2x400K - 4x180K - 8x60KDH1EIRAJEE

Control Grid: EE5FUWVWBEMOEDHEIERI D EZ2HENHULET,

SureDesign Help - Define Design

CGH (Advanced) Define Design

Define Design ( \
t Desizn Mame:
Add/Review Content e

Select HD probes *ipecies: |H. sapiens select
Select Existing Frobes

vild: H. sapiens, hg19, GRCh37, February 200%
Uplcad probes FEpiene, 08 ! 4

Tilz Genes or Regions *Createin: |[Asilent Selact
Finalize
ation: | CGH -
*array Format: | 8x 60K x
CGH Array Design

Ha (:-: -ol Grid: | 15-62075-8-v2_BhySOK_CGH_Hs_20080915 | * J
Ha
e Description:

Probes

IE E E G

Cancsl Hewt

12



2. Add/Review Content

SureDesign

CGH (Advanced) Add/Review Content

Define Design L4

Add/Review Content & sslect Frobes from agilent High Definition Databass

select HD probes salect probes from SR
Select probes from SNP select probes from an existing Design or Probegroup
Select Existing Probes

Upload probes

Design new probes by tiling genes or regions
Finalize this design
CGH Array Design
dame testtesttest Probegroup Summary . e ]
species: H. sapiel
or m ExEDE Hame # Targets Target Sizi # Probes Type Properties #Reps  Actions
Probes
Human_CGH_1k_agilent 1000 o | = | OnEeOr s Remove
CGH N
N Human_CGH_1k_Agilent 1262 eH v n e OF 1 Remave

G J hEENSERESNIZL T U — T O-TJ &) I SAXTO-THRRESN TS
ERNBDFET, EUBRILTLADOATTIYICNRTZ L RIS BDRemove 20U w
OULTLIZE0N,

1) Select Probes from Agilent High Definition Database
(Agilent BfHRET —INRN—INM5T0O-TZi#ER) —p.14
2) Select probes from SNP (SNP "570O0—J%#i&ER) * —p.18
ApplicationTCGH+SNPZZEIR L TL\D EESDHFRRENFE T,
3) Select probes from an existing Design or Probegroup
(BFEOTYA > F£@FTO0-T0/IL—-Ths5 70— %&&R)
A. Select all probes (TO—TJJIL—TADIARTHITO—T%ZiER) —p.20
B. Select Probes from Probe ID (ZFO0—JIDTTO—J %i#iR) —p.22
4) Upload probes (ZJO—-JD77vJO—R) —p.25
5) Design new probes by tiling genes or regions
(B LFFEZEFIY—5Y MBI SHFRIO-T 271> ULFEY) —p.26
MISEENRSNET,
R COFRTO—JERgBE TESNIETO—J (&, AgilentSfHKET —IX—XDT

O—7 (p.14) ®REEFEHYOT 7L« LOTO—-T (p.20) KDE/NTA—-IIANMENT &
N2\ ee, AdilentBfHREST —INR—XRECTO—THRVBEICDOHFBFENTEEUN,

6) Finalize this design (COFTHA>%ZTI714FS5A4XULET) —p.30

1)-5) WINHEIEIRL (3%&EIRT 3155 (3Select all probes/Select Probes from Probe
ID B#RL) . AFD NextzZUwvwIULET, 13



1) Select Probes from Agilent High Definition DatabaseZiERUIEES
(Agilent BfHEET —HIN—IAH5T7’0—T &&IR)

1)-1. FRBZREL. BAFDO Next 20 v IULFET,

Target: Gene Name - Transcript ID - Gene IDYREBAAIBIRIR* (CLDFT—TWV hZEA
71UE Y, DatabasesR EDFEARBICEDE. CNBSDF—5TwY had ) LAEICRYVT
U. EBESNZTO-TJF7—IR=IAN5. ENSOHBMIC—8]IZTO-TIIL—TH
BEIRENFET . BD Upload RF>TI7AILE27Yv ITO—-—RIBDZEEAEETT ., (*
UCSC browserJ#—~w MH'BED T A —<Xv R TAR)
TJ7AI) 27y IO—-RIDHEE. TJ7MIDNTFRERTHDZEa2HERLTIZE0,

» J7A)UREFE txt THDZE

= 1FC15—FY hNEANTDE

» H—45w (& gene symbol. accession. chromosomal coordinates. UCSC

browserJA4—~<Xw k M BED JA4—NXv hTHDZ &

W IA =Y MNRECDWTELULIFAD Example Z#&88

Databases: 7—%4"y hbORBIMIBIBIRESIRT 27T —IN—RZERLET. 1FRITD
EVMRECHOTTEDEERLU TS,

Include Flanking Regions (5’ and 3'): Bz F CANSNEY -5y hDEIT TV > /UTR
DOIREEEBEEHDHE(E. TOREDIEESRZAN (REHMMIERRCADEINZY—
v MM U T CDOEBEBEEEZERE SNEFEA)

Allow Synonyms: COIEHICFT VO UEBEF. -5y hEUTARDSNIEELR T4
[CDULTSynonymsEEBMRE L. TORBRIBEHREEE(CITDIENDDET,

B UAD U B EFEHMEOEEFDSynonyms(CHEZENTWVDIBEF. mAES —
v hEUTERENET,

Bl . 5—4'w RMCHER2EA S UTEIZE. SureDesign(ZERBB2 (CE D ERBARMIEF
wONYETEITVNET,

Bl : —5vw NMCDSPEA R LTEIHZSE. desmoplakin&dentin sialophosphoprotein
D2DDEIEFEUT, fIEERZ TNENST—T v MMElGE UTRE.

CGH (Advanced) Select Probes from Agilent High Definition Database Define Targsts

Define Design [ \
i * | upload

14



1)-2.59=0y hEUTERHSSNICRB—EZHREL. B TD Next 20Uy I ULET,

Target Summary:
(1518) Define targetTAENIZY -4 bR
(2518) SureDesignh\:i2:fk LI REARMEIFTRDE. I—T vV &
NEHMDRBAME(CY Y TENIEIBE(E. Define target TAS
LIzl EoE s ERNHDET,

(3518) SureDesignh'7—IR—XTRDIFSNRMND I —
TV ~DOE

| SureDesign Help - Select HD probes
CGH {Advanced) Select Probes from Agilent High Definition Database Review Targets
Define Design \
Add/Review Content
Select HD probes
Select probes from SNP.
Select Existing Probes o
Upload probes view targets inflicse
Tile Genes or Regions 7
Target i ) Base Pairs Fasition
Finalize Regicns
ADAAIT 1 7307 chr1:9618615-9698921 -
ADATS1 1 9123 chr21:28208606-28217728
ADAWTSIO 1 30457 chr19:8545124-8675620
testtesttest
ADARE1 1 152711 Chr21:45493768-46545478
H. sapie
8X 60K ABCKs 1 50010
ADHT 1 23477
N ApsL 1 43984 T
N AFF2 1 500055
s=80 AFF3 1 L
1262 AGAPY 1 637712
f— AcBL4 1 1451100
GF1 1 38584 chr5:76325076-76361059 I]
Download
cancel sac Next

Download Z20Uw 2093 &, F—4w NMESIBEROFERRAESE D 7 1)L 2 D>0O0—RT

S

15
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= 042300 Agilent-041300 Hosagiers  COH-SHP  4x 180K 24542012 Agilent Technologies
036465 SurePrintG3CGHplu M. magiers  CCHSHP  £x130K 115252011 Aghent Technologies

6 Array Desgn 033687 SurePrint 63 CGH Pos H.sagiens  CGH 410K 27-da20M Agient Tachnologie
- 033872 SurePrintG3COHply H.magiers  CGHeSNP  2x 400K 22-Apr2011 lgilant Tachnslogies
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