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Agilent High-Definition CGH (HD-CGH)
Custom Microarrays

Empowering your Genome Research

Gonomdc instability is & clessic hallmark of cancor and gonetic dizorders.
Tha Agilent olipo aray-based Comporstive Gensmic Hybvidization (aCGH)
platform lets you profile DNA cepy mumber variations with suparior resohition,

on & penoma-wide scela ond with high-throvghput. It delivers unpamllaiod

sensitivity aml specificity that you can counl an, Agilent High-Defnitisn CGH

|HD-CGH) micreamrays allew you te crests customized aCGH micrsarmays

quickly and easily using an aCGH-eptimizod database of over B millien probes.

Perforn selective and preciss mapping of relsvant regions-of-interest at the

desired resslution witheut cempromising flaxibility and comienienca.

Tha Agilant SurePrint fabrication
platform allows quick and easy design
itarations tailored to your spacific

ax parimental needs, Through Agilent's
e rray onling application tool and
HO-CGH probe library, vou design your
owen HO-CGH microarrays and have total
contral of yvour content. Along with this
fleacibility vou still get the reproducibility,
dependability, and quality control you
mepact from &gilant's world-renow nad
manufacturing processes.

Features and Benefits

Flaxibility

* High-resolution tiling in targetad
ragions-of-intarest

+ Online dasignwith Agilent eArray
application tool

+ B0-mer SurePrintin sty proba
synthasis

= Multiplex arrays for lower cost par
axpariment

= Scalabla, high-throughput platform

Sensitivity and Spacificity

* Probe design and validation processes
specifically optimized for aCGH

= Total genomic DNA analysis without
amplification or complexity reduction

= Dynamic analytical range for chal-
langing and complax, hetaragensous
samplas

= Lows-input sample raquiremant

Integrated Informafics

= Intuitive GeneSpring CGH visualization
and analysis intarface

= Integration of aCGH and gana
axpression data

CQuality Suppert

= OC metrics for quality assessmeant

,.:: Agilent Technologies

Information are provided by Agilent Inc. Please be aware that thisinformation can change without notice
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Optimized Probe Design and
Selection

Oligonucleatide probeswera designad
in siice, selectad, and optimized for
sensitivity and specificity in copy
number detection by using a multivariate
approach. Overall systam signal-to-noise
ratios were significantly increased by
reducing nonspecific noisa. First
candidate probas reprasenting unique
genomic sequances were selected,
scored, and filtered using bicinformatics
pradiction criteria for probe sensitivity,
specificity, and responsivenass undar
appropriate conditions. Selection criteria
wera based on empirical tasting of
knowen genomic abarrations in

Microarray Specifications

comparative model systams, such as
HHSEY hybridizations. For human, the
resulting candidate probe collaction
consists of over 8.4 million predasigned
aCGH probes with a madian probe
spacing of 192 bp. The mouse and rat
collection contain close to & and 7
million probes, with a madian probe
spacing of 222 bp and 233 bp.
razpectivaly. Al CGH probes span
coding and non-coding regions for
comprehensive genome covarage (Tables
1 and 2, rat not shown).

Design What You Want
Agilent customers can create thair own
custom HO-CGH microarrays using

efrray, Agilent's secure, online array
design application tool. e&rray gives
direct easy access to Agilent's HD-CGH
probe library {including Agilent catalog
CGH probes). Search libraries using
sevaral parameters (e.g. genome
coordinates, cytobands, gene idantifiers),
salect and save proba groups, create
custom array layouts based on your
format choice, and submit print requests
directly to manufacturing. efrray also
allowes yvou to work collaborativaly with
others by sharing custom proba groups
and array designs.

hitp: earray.chem.agilent.com

Format 1= 244K 2 x 106K 4 x 44K 8 x 15K 1= 44K* 1= 22K* 2x 11K*
Microarrays per slida 1 2 4 8 1 1 2
Slide format 1"x 3° 1"x 3" 1"x 3 1"x 3° "% 3" 1"x 3" 1"x 3"
Probs langth BO-rmer B mar BO-rmer &0-rmer E0-mar BO- mar BO- mar
Faature siza BE pm BE pm BE pm &E pm 116 pm 125 pm 125 pm
Total features 243,504 106,072 45,220 16744 44,200 22,676 10,807
Awailable features
human 238,450 100446 43,102 14,262 42,920 21,202 10,204
mouse 238,408 100,360 43,020 14.180 43,020 N/A N/A®
rat 238,012 100,031 41,242 13,272 MN/A* N/A N/A®
Agilent intemal quality control features
human B.04E 4626 2118 1482 1,370 1,373 BO2
mouse E.020 4,712 2,200 1,664 1,270 N/A® N/A
rat b.492 B.041 3.978 1.872 MN/A* N/A N/A®
Sequance source
human UCSC hg17 (MCEI Build 35)
mouse UCSC mmT {MCEBI Build 3E)
rat UCSC rnd {Baylor HGSC v3.4)
Hybridization chambsar G2E34A G2E344a G2E34A G2E344 GZEZ4A G2E344 G2E344
Hybridization gasket slide G2E34- G2E34- G2E34- G2E34- G2E34- G2E34- G2E34-
BO003 BOO0Z E0011 E0014 0003 BO003 BOO0Z
Minimum starting sample input 0.2-06 pg genomic DMA (direct labelingj*
or
0.05 pg ganomic DMA (WGA amplification)
Labaling type Randorm priming using Cyanine 2 and Cyanine B nuclactdes
Crvarall assay tima 2-3 days (1-1.5 days actual hands- ontima )
Storage condition Room ternparature (in the dark)
N/ & = Data currently unavailable - DNA& input and processing protocol varg slightly depending on the microarmey format = Legacy fomnats

Information are provided by Agilent Inc. Please be aware that thisinformation can change without notice 2
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Table 1. Probe Statstics for the Haman HD-CGH Probe Library
Median Probe Mumber
Chromosome Probe Spacing Total Exonic Intronic Imtergenic Telomeric-end®
chrl 196 bp G50 560 4852 6B TR 72az3 4 570
chr2 180 bp T040 B2 TLE4 ES LEE]]
chri 186 bp R15271 RE48 341, T6R 268 057 10630
chrd 174bp 04,507 4063 264531 %003 (]
chrd 186 bp S0 53 4407 26704 206 335 T.472
chréi 186 bp 4N 4743 266,304 X077 2460
chr? 190 bp 451 555 4031 253 008 193 538 ERI2
chrd 189bp 42378 ENEH nz2Im 1EaM 0165
chrdl 196 bp 1T EET 170535 157 662 0366
chrid 198 bp w2 3620 210447 152,056 10243
chrll 198 bp w2 a1 4726 204716 72472 a0
chrl? 190 bp W1 5204 210,931 178805 loona
chrl3 182 bp 5008 1.912 131,143 182853 1526
chrid 191 bp mnns? 2798 134,054 133.200 1.011
chrla 200 bp 230032 31026 135,700 a1,:7 2445
chrlf 212bp 210,280 2006 113762 Q3612 10768
chrl? 212 bp 212144 4499 132662 Ta.082 10682
chrig 188 bp 244742 1.620 a4 12585 1303
chrld 237 bp N7 160 3500 TT.546 HO0M 10556
chri 212bp 172267 2188 a0 835 a3 12188
chr2l 190 bp 108161 189 s4582 058 5513
chr? I3 bp 25748 1511 56,331 28006 5057
chr 190 bp 5 SE 21935 150,457 193,154 ELE]
chryf 238 bp 12148 7 4203 13748 &0
Toeal BA12 185 E7.140 4,307,630 3,067 475 176,845
| Percentage 100% 1% 1% 42% =
*Prabies located within 3 ME from sither chramasome snd
Table 2. Probe Statistics for the Mouse HD-CGH Probe Library
chrl 220 bp W] 552 4 BTG 201,405 285472
thr2 22 bp 566,091 LT 33053 MEA66
chrd 214 bp Ll 3537 226115 41132
chrd 226 bp 4200 a7 MA215 19, 662
chri 226 bp 42647 4,783 257,400 Ta6484
chié 122 bp ey 35 255,300 182,000
chrl Z3Thp THRIATE IETs TR EERTE]
chrd M bp 02,340 3526 190,143 180672
chrdl 226 bp WEATE 4,157 213586 157,036
chrld 219 bp WERM 3363 2124878 180503
chrll 230 bp ] 5330 223 062 150,038
chrl? 22 bp 1858 2490 173,205 166073
chrl3 222 bp M2748 2487 175,631 164 628
chrld 218 bp L LETD 147,810 154 862
chrls 221 bp 36332 1783 161573 151976
chrlg 218bp 200039 rm 161,504 13532
chrl? 228 bp 28577 2849 147,444 109184
chrlg 220 bp A 1845 141,993 133,303
chrld 226 bp 121480 2317 109.202 T1.961
chrX 212bp 56 A0 2620 165,610 188570
chrf 3 bp GG 16 285 285
Toreal 7,596, 892 a8 407e.74 JMERL
| Percentage 100%; 1% % 45%

For further information or a quote, please contact m.herman@dnavision.be

Information are provided by Agilent Inc. Please be aware that thisinformation can change without notice



