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Samples : CGHT—% SNPT—%4
(Test, Reference) DNA HEfE R T No_unout aiisies
@% Feature - | ] i P
' i Extraction i}
(Cy5/Cy3) i
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Ref Sample A 113
DNA-Cy3 DNA-Cy5 R
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3 70—JTaE—¥ELEEH
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Ratio: ¥Ya % 1 2 4 Chromosome View
210 1 2 L oPee Log,(Test/Reference)
TR
: -|IEREE EITA—TT—42D
- Log,(Test/Reference)
+ ;: LEZ#BLE - R
S |-
Probe <{ = .
Spacing = ZILTYXLIZEKY
u = JE—HEEEE
. = & - RR,
= Log,tt > 0 I gain,
= Log,tt <0 (X loss
@Hj%1q: s : Lo
* minimum of 3 probes, 20.25 log, ratio Bais

* minimum of 5 probes . 20.15 log, ratio
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B FHRIR DNAJE—#fiZ#r Location Analysis
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. 5 R D EMTED C BT —ER—RD C BT —ER—RD
S EEYICS LT reference’7"/ LEE5I(Z reference’7"/ LEE5I(Z
e L THEMELD L THEMELD
SElI= AT 2 RYBRUERSIEEE SR | - BYELERIIEEE R
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CGH+SNP : Simultaneous Detection of Copy Number and Copy-Meutral LOH
Using a Single Microarray
5990-6274EN SurePrint G3 CGH+SNP - 707 L 2 x 400K £&TF SurePrint G3 CGH+SNP

.[nl :& 75§AJ Y- I0OF L 4x 180K DTS LULOHSELAEEETT. SNP call DFEET SNP T
) —SEFEAEREHOE TR
R
- -~
F F P E I:II CGH+SNP : Detecting copy-neutral LOH in cancer using Agilent SurePrint G3
—_ 73 Cancer CGH+SNP Microarrays
1 %H H@ ' - J: é CG H ﬁq: *ﬁ 5990-9183EN SurePrint G3 Cancer CGH+SNP - IO F L 4 x 180KD{T#EE KTF aneuploid

chronic lymphocytic leukemia (CLL) [£851+3 copy neutral LOH ZSDEEREER
i LIl 340 EEHEASEA UL CLL 2HICE I S ELsEE o H IS8T,

s I |
fd: 8 CGH+SNP : MG ADEBREFNTOI7 U8l SAgilent @
CGH+SNP ¥ 07 L RENzIE—ZiEL .
5991-0409]1A1F Bt ) TR (CLL) SSEMHEHE (MM) B2 7LD SHEER LI DNA EE#L
Agilent CGHHSNP T 07 L W'SESNIZIE—ZEIF & LOH T —9DREE
Hlumina M SNP T 207 L1 OEDEEELE LR,

CGH : E—lRzRAVCEE&EALUT aCGH £ZiFF 24 BT

1B S M DNA 24 ABIEL CeH ¥ 907 L ZifEiT> 70 L ERE
e FESOE—HERIC DL T Agilent SurePrint G2 Human Catalog 8x60K CGH 7
A LO0F L~ CED. BEAEFERROT ./ LOE—ZEEEESEH.

5991-0643]JAIP

CGH : Agilent FL- &S LI\ TUSAF—23 2 (CoH)ERDTTHDERRE
S NIN | s

50ng M./ ADNADS 7 L CGHEENZE SRR T 270 FLERM. b MEshAd
FREE HT20 HH3k 4° ./ ADNA 10ngZE BV CGHEREITL). BEMIEL\CCHERREER -
DEV—HE. EREME. 1AL VYLERER. BiAELUIZEDNA 50ng TERFR
HEFERIE.

5989-6624]1A1P

CGH : FFPE SRITEEL\BITNETF L CGH SR alas

FESIUANAZRN SO DNA BEWE CGH 7207 L--TEiH%E ULSET~
5089-7120EN JUEZTO FOILOEE S EBICET. AFARR TSRS CESERES—
FeEE5. KD 1E. 4F. 10EEESNZENA FFPEERITIE HER-2 Bz FMEE

http://agilentgenomics.com/ DEEEHE.
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75%IE'.“%"%H1HE75“E')\ L 7=Multiple Myelomaﬁﬂ]ﬂﬂLJ: 5"

LOH (deletion) - &5

Agilent SurePrint G3 CGH+SNP 2x400K lllumina HumanCytoSNP -12v1
I T
| Ec-HPane 00
0.00
o ==
N © 1.00
£ 200
o
E SR Pane [Clore Fradbioo=0.24487255] 10[] e I o — I
12 N 075 BAF* i
o [ — R T rﬁ%ﬂlﬂhm ude\»m“ n:,i;‘. 'H,LmWMM%M%W*M
0.25 .
0.00 Al p
BAF*: B-allele frequency SNP7 LA TIIREMEHZHEH L TULVEL
intensity of B allele / (cn LOHA 1 O E—REHHIEA R EE)
(intensity of A allele + intensity of B allele)
Homi
Diploid d: |r:tli?|? o Trisomy cnLOH
1
0.75 _—
050 ——— H 88 Agilent Technology Application Note
ﬂ-zg 5991-0409EN
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Database of Genomic Variant & kM Copy
number variant (CNV) %>

Segmental Duplication DFEFHIZL Y T +—H R
Liz=751 >
DGVEEXCNVIBH 7+ —H R - NA T RGELTHA >
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CGH+SNP

A= T LTYAL Y a7
IV IA—HRTHA Y

BRRMIRICERGTHABORBHFEEELEIEMNICRE

* =
B OBRAl/\ T O R G T. XG4l e SR B 4R 75 & 12 X

CGH Jn—J%#8ZEEICEREL
MHE D E—HEILLRET 5 —A.
ZTOMDEEHICEHEFARALGLL TO—TZEBEL
MRORELGEBELILVBREARLGE LS ICTTFA Y

SurePrint G3 Cancer CGH+SNP 4x180K Ko - R

Cancer Cytogenomics Microarray Consortium [C &k 2 TH 41 >
SurePrint G3 CGH+SNP 4x180K
>

* :EEFEE

ISCA (The International Standards for Cytogenomic Arrays) consortium 12 & % 7 H 4

IR FRRIB DR S ARHTIC

IV UEEIZCGH Jn—J% L YUBFEICEREL
B FRIFICAE LML E—#ELTEL,
HBEERVEEANT - FRBEZIEEEI,

SurePrint G3 CGH+SNP 2x400K

X 2 Ot Ot ¢

WFhds5/ LJA FIZSNPTO—JZEE L
5/ L4 FIZLOH - UPD%Z & H
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"CGH+SNP T4 /A7 LA H# . ConERE

J2 BE S E pR 1 ISCAREIZ (~500) s JBIEF - exon fEIF
* Sanger fEiE{LF:427 |- TRAAF - 1=—7% |- RefSeqGene f8iz %
- TOMEREEEIREF | 2 OATFFISH < H—

:~100 Y O0— 2 EE

2—4y NEE |- BRENEREEMEE, o PUHAR S/ EFE RIS
B JF 0 A 748 s NTOFRENHEIN

:~130 TW5EERTF
- ZEBEEFDIBkbIE | XEHEMEEHEEDH
CGH fE4aL; AL,
Refseq iE215F
(26,855) coverage 20,847 25,245
(1 probe=)
= BE i A7 5t
FERIE MR ISCA$BH: 5kb Intragenic:~4kb
. 1 probe/0.5-1 kb = L
median probe . Intragenic:~21kb Intergenic: ~16kb
) (min. 1 probe/exon, . _
spacing Intergenic: ~21kb Overall: ~7 Kb
max. 200 probes/gene) Overall: ~25 Kb
Overall: 25 kb '
SNP# ~60,000 ~60,000 ~65,000
SNP
LOH/UPD fZ{&E | 5-10Mb 5-10Mb 5-10Mb
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1.Alul & Rsal Cut Sites in Genome:;
17,838,944

2.# SNPs in genome:
~17,804,034 (Sep 3rd 2009)

3.0verlap between 1 and 2:

800,000 SNPs Alul & Rsal
: .| All SNPs Cut Sites
4.# polymorphic HapMap SNPs: 17 838 k

~4,165,774 17,804 k

5.0verlap between 3 and 4.
~124,000 SNPs

6.MAF > 5% and empirical validation:
~65,000 SNPs

Corresponds to ~5-10 Mb LOH
resolution
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BRRMIRICERGTHABORBHFEEELEIEMNICRE
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Il

ISCA 1Z4E18* [CCGH 70— J 25 & EICERE L
ML E—BELLBRET S —A.
FOMOEEBIZEL FARNALLL TO—TZEEL
FHROXKELEEZLLBREAELG XIS ICTTHA 2,

SurePrint G3 CGH ISCA (4x180K, 2x105K, 8x60K, 4x44K)
ISCA (The International Standards for Cytogenomic Arrays) consortium
2&BTHAY

*ISCA Tl&. RRTBHADREEELE - intellectual disability - BFfE + ZDMFEEEE Z SO /NEHEED clinical genetic
testing D1=HDIA VAT LA IBETH A V% BIEL., HREDPOSMERIY T—2Z2INE - FHEL TLET,
(2012410 B [ZInternational collaboration for Clinical GenomicsIZ& ¥ 2 ZE %)

8 1R F AR IE D FE R 75 AR AT IS

IS USEBIZCGH Jo—J% &Y SZEEIZERB L
BRFREEICAELA2MEAEIE—#ZTILEERE,
AR - FIRBEZIEREIZ,

SurePrint G3 CGH (1x1M, 2x400K, 4x180K, 8x60K)
HD CGH (1x244K, 2x105K, 4x44K, 8x15K)

* : ISCAIERIFELE

X 2t Ot Ot

* :EEFEE
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SurePrint G3 human CGH ¥19R7 LA {t#k, cor

-

Total features 974,016 420,288 180,880 62,976
Genome build hg18 hg18 hg18 hg18
Exonic probes 5.3% 8.70% 14.1% 25.9%
Intragenic probes 53.4% 53.0% 55.0% 67.2%
Intergenic probes 46.6% 47.0% 45.0% 32.8%
Intragenic [ 18kb 4.6 kb 11.2 kb 333kb
Median probe spacing Intergenic 2.8 kb 6.9 kb 17.7 kb 78.9 kb
CNV 2.1 kb 5.2 kb 12.7 kb 26.7 kb
Overall 2.1 kb 5.3 kb 13.1 kb 41.4 kb
Average probe spacing Overall 3.1 kb 1.3 kb 17.6 kb 54.5 kb
RefSeq coverage At least 1 probe 93.9% 92.1% 88.8% 83.2%
(% of 18,698 genes) >=3 81.2% 67.0% 46.4% 24.5%
Cancer gene coverage Atleast 1 probe 98.9% 98.9% 98.1% 97.0%
(% of 362 genes) >=3 95.0% 87.3% 77.3% 62.4%
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"HD human CGH R4/ ZB7L A t#

Total features 243,504 105,072 45,220

Genome build hg18 hg18 hg18
Exonic probes 14.3% 22.7% 37.0%
Intragenic probes 59.9% 61.0% 17.0%
Intergenic probes 44.1% 39.0% 22.3%
Intragenic [ 74k 18.9 kb 24kb )
Median probe spacing gll;clei/rgenlc 13.4 kb 39.4 kb 148.7 kb
Overall 8.9 kb 21.7 kb 43 kb
Average probe spacing Overall 12.7 kb 30.3 kb 70.4 kb
SRR GEVERE At least 1 probe 92.8% 90.7% 85.5%

(% of 18,698 genes)
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L

AMADID 027414 027411 027065 027064 014695 014699 014868 015223 015235

Genome build mm9 mm9 rn4 rn4 mma8 mm8 mm6 rn4 rn4
Intragenic probes 55.3% 50.9%  43.0%  38.8%  68.4%  69.6%  73.3%  48.8%  50.5%
Intergenic probes 43.5% 43.1% 55.8% 55.1% 31.6% 30.4% 26.7% 51.2% 49.5%
Median probe | agenic [ 1.5kb  9.1kb  13kb  80kb  62kb  157kb 47kb  11.4Kkb]
spacing
Intergenic 2.5 kb 14.0 kb 2.4 kb 14.5 kb 15.2 kb 36.8 kb 149kb 37.1kb
Overall 1.8 kb 109kb  1.7kb  107kb  7.8kb  19.3kb 8.0kb 19.1kb
ABIEEEREE ey 2.7 kb 15.1kb  2.8kb  16.0kb 12.7kb 30.3kb  70.4kb
spacing
*
RO Atleastl o700 7300  80.9%  738%  98.3%  98.3% 99.6%  99.6%
coverage probe
RefSeqg*
coverage A:O'EZ‘St L' 961%  948%  98.0%  97.4%
(+/- 5kb) P

*25,767 mouse genes
16,168 rat genes
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CGH ISCA %4507 L1

ISCA #Rr9%E18

s FAAF - A=—4H+t>2 O AFFISHY O— U 4EE
- AR S/ E 1S FEIE

s NTOFRELNRESINTWDEEF

o XoEFHMEFE MR B OB EME T E

Fi
=] (=] 2 (=]
co o co =<
— — — — ||§

|

" . N
ISCAZ —4 k
- ~500 ~ ~ ~
£ 1 2 b 500 500 230
ISCAZ —%4 v ~1E
15 probe spacing* bkb bkb bkb bkb
(max) y

Backbone probe
spacing (median)

*at least 10-20 probes/region
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EX#1Copy number Varlantﬁﬁia'il‘

I+ —hR

=

G

m BEANICNVEEE I #RH

Database of Genomic Variant & £ Copy number variant (CNV) %>

Segmental Duplication MfEEICK Y Z+—hALIE=THFAL >

K BHODGVEECNVAEEIC T+ —H R LE=FHA VDL TIE
HRAZLT LA DERZTEED W -LFET,

SurePrint G3 2x400K CNV

m FTFHCNV Discovery % EIZ

MBI T RENTEWTT / L2KICTO—T2EBE
(5 probe spacing 3.1kb)

SurePrint G3 Human High-Resolution Discovery 1x1M

.-~ Agilent Technologies

Scale 1 b | hald
chra2: | 15,500, aoa| 19, 688, aaa| 19,500, a8a| 20,000, aaa| 20,500, 008] 21, 008, aoa|
f2ilents Surefrint G3 Human CHY Microarray, w486k
CNV 2x400K
User Supplied Track
ISCA 4x180K 11 1LTTIMM IR e b NERE iy i vee i wener e tene v e n oy 1 0 ren i P v rn e v FUUHIETERE i v
Chromosome Bands Localized by FISH Mapping Clones
22a11.21
Ref3eq Genes
Refsea Genes  HiHIMRHH-HEHRHER—— dHH @ » W= N . HHEH 1 I-I-I-I-H-I-I-H-I-I-I--I-I-II-I-II TH e ) It HHH
ohesets
CGH 1M I R IIIIII-_IIII_II-II_I-_-_ L] || -
_CGH 2xA00K  1mmmm im0 B 0 BRI W E 00T 1 A A O LI T 0TI

DGG/GSD/GFO | Agilent Restricted
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SurePrint G3 2x400K CNV- =448 7L A CNV

420,288 974,016
hg18 hg18
17,588 (4.3%)
207,876 (50.3%)
205,016 (49.7%)
920
1,077

11,752 (62.9%)
6,799 (36.4%
274 (75.7%)

156 (43.1%)

5.495/6,481 (84.8%) CNV coverage (DGV ver 7)

3.270/6,481 (50.5%) >=1: 18,824 (88.8%)
10,706/11,159 (95.9%) >=5: 11,333 (53.5%)
10,190/11,159 (95.9%)
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FOMETILEDESHT-

HATS CGH+SNP /CGH /CNV =407 A4 —

CGH

* SurePrint G3 Human CGH 1x1M

* SurePrint G3 Human CGH 2x400K
* SurePrint G3 Human CGH 4x180K
* SurePrint G3 Human CGH 8x60K

* Human Genome CGH 244K
* Human Genome CGH 2x105K
« Human Genome CGH 4 x 44K

CGH+SNP

*SurePrint G3 CGH+SNP 2x400K
*SurePrint G3 CGH+SNP 4x180K

ISCA

*SurePrint G3 human CGH ISCA v.2, 4 X 180K*
*SurePrint G3 human CGH ISCA v.2, 8 X 60K*

*Human Genome CGH ISCA v.2, 2 X 105K*
*Human Genome CGH ISCA v.2, 4 X 44K*

CNV

SurePrint G3 Human CNV 2x400K

Human CNV 2x105K

Discovery

SurePrint G3 Human High-Resolution
Discovery 1x1M

CGH

» SurePrint G3 Mouse CGH 1x1M
» SurePrint G3 Mouse CGH 4x180K

* Mouse Genome CGH 244K
* Mouse Genome CGH 2x105K
* Mouse Genome CGH 4x44K *

CGH

SurePrint G3 Rat CGH 1x1M
SurePrint G3 Rat CGH 4x180K

Rat Genome CGH 244K
Rat Genome CGH 2x105K

CGH

Chicken Genome CGH 244K *

CGH

SurePrint G3 Chimpanzee CGH 4x180K *

CGH

SurePrint G3 Rhesus Macaque CGH 4x180K *

CGH

SurePrint G3 Bovine CGH 4x180K *

CGH

SurePrint G3 Canine CGH 4x180K *

CGH

SurePrint G3 Rice CGH 4x180K *

%~ Agilent Technologies

DGG/GSD/GFO |

ZIERE
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eArray TEHIZCARZLT LA ZTHA 0, 1A —F—1]8k
(https://earray.chem.agilent.com/earray/)

Agilent SurePrint G3 Agilent SurePrint HD
| | ‘ 180K ‘GOK 60K ‘ | ‘ 44K |15K 15K
400K 105K
180K 60K 60K 44K 15K 15K
1M 244K
400K 180K 60K 60K 105K 44K 15K 15K
180K 60K 60K 44K 15K 15K
o454y FO—JER TA—IvMER . TLADEX
A—H—FHEN AN T A7 LAD
(ZHFIAHEAD Jo—J TJ4+—<y FEER 185
RIENLETY) T—%~R—X (CGH+SNP 4 —4 —a[HE
. MLER - ER DAZLT7 AL
= SurePrint G3 D &)
‘ fg recommend
—_ more than 150 to 200 bp spacing
DGG/GSD/GFO | Agilent Restricted | Page 28




"«aeArrayd) CGH, SNP Z7A—7J
F=AR—Ra YTV

CGH CGH+SNP
Species AAZRLTL | ARZALTL # SNP probes
A RICEYE | 4 AInEYIE

~120,000

Human (Homo sapiens) o o ~28.7 M (corresponding to
~65,000 SNPs)

mouse (Mus musculus) o ~19.1M

rat (Rattus norvegicus) o ~18.5M

Zebrafish (Danio rerio) o

Nematodes

(Caenorhabditis elegans) © ~1.2M

Chicken (Gallus gallus) o ~4.1M

Cow (Bos Taurus) o ~4.1M

dog (Canis familiaris) o ~4.4M

Rice (Oryza sativa) o

Chimpanzee (Pan troglodytes) o ~4.7TM

rhesus macaque 5 5 7M

(Macaca mulatta)

Agilent Technologies DGG/GSD/GFO | Agilent Restricted | Page 29



CCMC - ISCARA 2 R7LA4a>TY+ oo

BHEEBOARZLIA28T7 LY, 1.

/ : \ . lo. of Probes.
D e S Ig n YO u r C u Sto m [[] 1sCACGH 105K backbone 80757 | |
I S CA M | Croa rray ISCA CGH 105K targeted regions v2 19647
Use the ISCA targeted regions probe groups [ SCACGH 180K backbone 125081
and add your own content in eArray, Agilent's ISCA CGH 180K targeted regions v2 21445
free, web-based tool to create custom array [J 15CACGH 44K backbone 40161
designs_ ISCA CGH 44K targeted regions v2 2834
\ / [[J 1sCA CGH 80K backbone 40208
ISCA CGH 60K targeted regions v2 18851
[[] I1SCA CGHplusSNP 180K backbone 91834
151 - E."EISCA CGHplusSNP 180K targeted regions v2 18878
4X18O K CG H +S N P Can cer Share Compare Create Microarray Move
F:E Eﬂﬁﬁﬁhj 70 H— 7 : "’20,000 Visit: https://www.agilent.com/genomics/earray

4x180K ISCA CGH
ISCA focus 8l 7@ —7 : ~21,000

F’ag@t Technologies DGG/GSD/GFO | Agilent Restricted | Page 30
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TA—TNT—ER-RI[ZHEWEE

L)

CGH Genomic tilling ##8I=& Y Probe Z2FH A

‘i Mgilent Technologies
elrray 1.|

Collaboration

Home Microamay Probe Group Probe My Account Diata

Application Type CGH

Probe Details Target File Details
Job Hame Species H. sapiens -
Probe Length an bp Genome Build H. sapiens, hg19, GRCh37, Fe :CI
@ Awverage Probe Spacing [ 0 Genomic Intervals [ :m
) Humber of Probes per Sequence ll 0 Avoid S5tandard Masked Regions
1 Total Humber of Frobes [ o [[| Allow Frobes to be Trimmed Fl  Preferred Probe Tm @ 200 G
Avoid Restriction Sites
| Submit | Cancel |
wi4¥)FE  Arabidopsis thaliana Chicken (Gallus gallus)
Cow (Bos Taurus) Human (Homo sapiens)
Nematodes mouse (Mus musculus)
(Caenorhabditis elegans) rat (Rattus norvegicus)
dog (Canis familiaris) Saccharomyces cerevisiae
Drosophila melanogaster Saccharomyces pombe
Danio rerio
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‘Probe Scoring B4BEICTYERK L,T—7°|:|—70) ﬁxw;ﬁ

scoring AAAJEE

M- Agilent Technologies
elrray 1.|

Workspace Collaboration Public

Home Microamay Probe Group Probe My Account Cata

Score Custom Probes

Job Details

Job Name:

Probe Group: B | Select and Add

Species: Select -

. Tm

* GC content

* a hairpin AG

¢ seguence complexity

« YDF7LIURYT/ LERIIOMEE E DhomologyZzetE T A KU O R
TEEERE

314 probe score
HD database D& 7H0—7J : 0.759
Agilent SurePrint G3 Human CGH Microarray 1x1 M : 0.917
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" ﬁ@ﬁﬂ%lZProbe Performance ScoreT

BT —45 2RI BT & A THTEE

% Agilent Genomic Workbench 7.0 - [ CGH J: —
Home Sample Manager Worlflow Preprocessing Analysis Discavery Reports Niew Tool Help
Filkers Mormalizakion Combine
. Zenkralizakion GC Carrection Design Replicates
e ;:tr:; ﬁ :.;.'titrL;re Eiﬁ:z?; Diploid Peak Legacy Threshald Bin Size| | Apply  Window Size : Flat : i || Intra Arvay Inter Armay Group By
22s - - 1 5 E E.D IIEI E '2kh 'E} I Distribution i Fuse | E 5 [ amt Cy2 uged(ugH‘- [_ & _]

=

- -
E Design Level Filters

~Edit Design Level Filkers

Mame | probe performance l"‘ﬂ
Attribute | Operator J[ Yalue J[Ln:ngin:al Opet...| | Mew Condition |

Hornology - = =70 e =7
| Delete Condition |

sPseudoaukosanmal
erformancescore
umberOfPerfectMatch
robe ID Lisk
&]lnu:luu:le matching values ngclude matching values

|| Reset i[_ [Elete ][_ REname ] | Cose |

| Update

XProbe Score#gEIC Lk Y RaAT7 ) v J ENTfzprobeZAWN=F7 LA IZOHE
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“Postnatal Research7 77— 3y

A
"

SO ik - EBE

CGH+SNP:

« CGH+SNPISCA~Y4A4 o207 LA, 4x180K

e CGH+SNP 2x400K

e CGH+SNP h R Z L7407 LA:1x1M, 2x400K, 4x180K, 8x60K

CGH:

G3CGHYA4 - a7 LA :1x1M, 2x400K, 4x180K, 8x60K
G3AWARALTA 7 AO7F LA:1x1IM, 2x400K, 4x180K, 8x60K
HD A2 BT - hRARA LA B7 LA

CGHISCA YA - O7 LA : 4x180k, 8x60k, 2x105k, 4x44k
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Ho7IL 15

CGH-only Gene-biased Catalog array, 8x60K

;

|

|

A
i

#2458 CCGHEMT A A BE

! et et net | W
=i = [ =] [ =] _I
ey b & = | =E
o e P w= | =
o ] [ o= ] [ == =
[ ] [4"n] fd =) oy =
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“NATRET7 TV r—ay

BTV MR, B, ARG, FFPE

CGH+SNP:

« CGH+SNP Cancer, 4x180K

« CGH+SNP 2x400K

e CGH+SNP hRXZ LA A7 LA4:1x1IM, 2x400K, 4x180K, 8x60K

CGH:

« G3CGHY A4~ A7 L-A:1x1M, 2x400K, 4x180K, 8x60K

e G3HWRALIAHZO7FLA:1x1IM, 2x400K, 4x180K, 8x60K
e« HD A4 A5 - hRA LA 7 LA
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“DNAD S A LAERE

HARE - 488 - MEN DS/ LDNAIZ

SureTag Complete DNA Labeling Kit [5190-4240] |
Purification Columns [5190-3391]

® TRNJMEIZHELRHAFEENIRT1Fy kIS 7
(FIREERR - T ANJLIEEE - 7/\)MI:DNA**§<737L\)

® )IJ7LURARAMDY/ LDNAY fHE*
(human Male - Female #&25ug9d D)

O BHARR LY ESIZSAJE - N TYFAH—2 3 UHEEARRLL
“TRELTWEWLWEDHLERGE EF : 5190-3440

RILTY VEIFEINT T« BB (FFPE) B8 D45 / LDNAIZ

Genomic DNA ULS Labeling Kit [5190-0410]
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»SureTag Complete DNA Labeling Kit®

Reference DNA ‘AR

BEREEY / LDNA
o &) LaE—#ZTILED ALY, individual male. female FAEDMAAED 5 5
&l

07/ LREMIEH YA 24 TTHSR,

BAgilent CGH = CGH+SNP Y49 07 LA RERIZEAT&E
® Nanodrop & Qubit TE=Z L. 200ng/ul MRE Tl

® Genotype - sequensed &, CGH+SNP~Y A 2 O 7 L A Mreference& L TE
FART&E

HAgilent h 5 &RE L THRE#
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»Cot-1 Human DNA

*

® YA AT LANATEAE—2 3 VRICHER

EREMGNAT)EIAE—2 3 VBT,
BYBRLEINZITOVITHEHICAVLNET,

® Agilent CGH, CGH+SNP ¥4 - 07 L A EE(ZHKEt

L N

5190-3393 625 ug 1xIM, 1x244K: 12 <4907 A
2x400K, 2x105K: 25 w4770 A
4x180K, 4x44K: 12547070 A
8x60K, 8x15K: 312 wA4oO7LA
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Agilent Oligo
aCGH/ChIP-on-Chip
hybridization kit

TN

ARy FRAZA4 K

o

NATYNEALE—=3>

YA RFICRLEREE G

A47U94t

Agilent Oligo
. aCGH/ChIP-on-Chip
~ Wash Buffer 1 and 2

F 4 /N

N T FALE—
A—JT

>3y

AN

Agilent Technologies

e

J
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SureScan
K UHENNIGRZEDL SMHREAFXTv T

- BEITRSAM FZEHRAFv

c RFXYFDRAY FESUHALIIEFIZR
& VAR

« RF¥ v URIZERT A FEIEBINTEE

« Feature Extraction software & B & 5&E &f

s RE U LEFHLI-T—FENTEATRE

= =% BF
° IEJFI;.ZX

s BWIAFIvHILUY
- Ef#EfE (10,5,3,2 2/ 02 RF v UARE)

« Ozone protection AT L (AL T 1)L
B DRI HE)

« 1SO 13485 certified D&E 7O+ R

W LEPACAY: G

DGG/GSD/GFO
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BELY T o7 BECERE) |
BUEIL + 4T

Agilent CytoGenomics
------ Software (Feature Extraction NJ&)

Eg.

L 4
L 4
4
= L 4
- \ R
Tif B[ T— % &
\ #iEf AT
Feature Extraction Agilent Genomic Workbench
software = software

= B
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o 3K - FAHE 4ZK OEEFTEEIHEE
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—RrA[RE(F OV I I TICAVR—NEHDT—EIN—RE

HYET)
e CYtoGenomicsY 7,7 DEMEASEESUreFISH 78
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4 § >
" CytoGenomics

DGV (Database of

Genomic Variants)+°

OMIM®MtrackxF &Y 7
M S

BOTHERLEZFS VY
ERT

CytoGenomics T#T L
Vickyabts d fet - So Rl S B
4 (51 Pathogenic,
Benign, Uncertain) #1E
B - &R

R S BE XL
NINFETORFTT—42

DY FIILTRESH
TWShERT
BRI -EEL L fEE
[ZaA2FAR

| BRHMEEZEBRICHE
(f5lPathogenic, Benign,
Uncertain)

frtomssen Tiria powzfer Lo | Dofk Pk |pcfmat Recrrs | | g | b | ke Pov=1 | 1s12
RUEBERICEFNLERTFE  RiLwdEEZ R E BRHMBEHICOWT, CHAFETICEF LT 251
#Ro DGVASOMIM, EntrezZi UCSC genome LAR—khi5 B HEENH SN REAEE,
EDBHT—EA—RIZY VY  browserE TR JHE #L U Track& L THRR,
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T/ LOXEBFOFEEN I E—HELE <ia ki

FEULT L\é%ﬁ(:;ﬁﬁﬁ t%ﬁg letoGenomlcs N

CGH®MLog,(Test/Reference)Lt.
\ﬁ? 91 N
- tﬁi u =] T I+ FTIECGH®
23-E—%R] Log,(Test/Reference)Ratiod 7 1 T

- BZ_EE]’—& L,?C’Fﬁl':l:'. Sample: HT29

L | ]
I ‘ et -I ~‘ T | o 1 r
1 2 3 £l 5 & 7 3 El 10 11 1z 13 14 15 16 17 15 19 zZ0 [Z11Tz2=21
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[ R N TR O

Probability Distribution
[ I ]

i 75
i s | o
I WY 000
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CGH Log Ratio (Copy Nuber/2)-1
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22 b
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U 025
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Agilent Technologies

CGH Moving Average
Clonal fraction:
0% !
— 2%
e
— 8%
—100%
1
CGHT—4%
(—HIZ22B2BHKD
1 E—i8ig%E$ D

—OIENEIR D,
HI—AHDNFDDNATHER)

Expected clonal fraction

Correlation between the observed and
expected fractions for the serial dilutions

DGG/GSD/GFO |

0 10 20 30 40 5 60 70 80 90 100
Observed Clonal fraction
SNPT—%4
SNP®clonal fraction
20% MEEXRE TIEFEIZHEE,
(3 pair THREEL f=T—%3)

Application Note:5990-9183EN
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{E./ ’f O)SNPT_Q EHjjJ ‘ ICYtOGe:TE)mICS\’

: serxe - chronic lymphocytic leukemia
= | T (CLL) fHfEICIEE A Z $966%
pld2 R4l | H 5EA L/s ﬁg*ﬁ
1

: ey H P :
p132 . i
" Einantn || 111 Line Fit
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o H| it ] 8
ity 5 : BN B 1.2‘
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C.GH CGH+SNP74 SAF7 LA T—2BmY 207 ‘. e'
Ngllent Genomic Workbench &CytoGenomlch:tix V. .

Agilent Genomic :
_ Workbench

HE i ARICETRNEE

=1 OD%u%tI:Eka—J_ IL—F T 2 i

Feature Extraction* % Nj& X '®)

*CGH+SNPI£10.10 L B3 5 (6.5 Standardz fx < )

. @)

CGH+SNP< A 4~ OF L A f&# (6.55%) @
CGHY A - a7 LA # @ (hum(a)n D H)
ChlP-on-Chip, *FL—Y 3> O X
A 87 LA (A ADPDHE)
5 ) LRSSz E—MTLE @
1 % 5B D CGHERHR (7. 0B S) O
EHA 9 EDHDHED O '
CGH+SNP fiZ#7 (7.0LARE RS Its)
3K - AERDRN X O

(2.5L1F%)
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T

“%%Eo)é'&‘iwbj AkajL

"}/j%ébd)ﬁ Blood, tissue, cells RILT ) VEE
INT T 4 A
N ‘
Jokral X ULST NILEE
ALY ME 1EEE 1M 7a ko
KIS GenomePlex Complete  PicoPlex WGA Kit for
xj_E_ ‘;H — 7L Whole Genome Single-Cell 7L
Amplification Kit [Sigma] [Rubicon Genomics]

7;’5527( SureTag (Complete) DNA Labeling Kit Genomic DNA ULS Labeling Kit
1M, 244K 05— 3 pg (20.2 pl) JEXT IS 1.5 pg (16.5 pl) 2 ug (16 pl)
22):3((]]%KK 0.5-1.5pg (20.2 pl) IEXT s 1 pg (17 pl) 1 pg (17 pl)

DNA
= * 05-15pg(20.2 pl) JE % fits 0.5 pg (8 pl) 0.5 pg (8 pl)
4x44K
FAULG 0.2—-0.5 pg (10.1 pl) 140/ 0.25 pg (8 pl) 0.25 pg (8 pl)
8x15K
7/ LDOMRE Intact 500 bp < Intact Intact/degraded/damaged

XCGH+SNPY A4 - A7 LAIZlE
gk - 1#E 70 3L - ULSSAR)JLIEEIZERAT
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%'/ IADNA  (Cy3fll : reference) 7/ L\DNA (CySHl - Tesy

{ | i A - HIRREER [ ]
(Alul,Rsal)

F =&

l Random primer % l
T=——I)v7

—00e /_e0e.__oo Cy3(Cy5)-dUTP —e0e. _ o0 . _o0o0
FETT
—0 0 00000 Exo-Klenow

Fragment I

N\ N\

®e % \'o \'.
—_—0- 00 00 .0 0 5&)L1BDNA*§§ _—0 0 @ @@ o 00
\ XA AT LAIZNA V 4
000600 JN)E3A4E—3Y c 060606066
o0 000 0 O

| I
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7/ L\DNA (Cy348| : reference) 7/ LxDNA (Cy51| : Test)

1 W R 1
! Bt |

! PCRIZ& 34108 U

Random primer %
T=——=Ur7

1 Cy3(Cy5)-dUTP 1
FETT
Exo-Klenow
Fragment &I

5 N JLIEDNAKREL

ce000ee XA7OF7LAIINA 000000 0

o0 00000 JYUSA4E6—3> o0 00000
o0 00000 : e0o 00000

e =i
E“‘

<

=

3 =
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ULsa&‘Mlsiz’& =

%'/ LADNA  (Cy3fl : reference) 7/ L\DNA (CySHl - Tesy
1 7B - B [ ]
RIS &
[ U5 ) I=Cy3 [ ]

(Cy5) #EA

ULS™ label

—00 0000 0
00000 0 0 —0 0000 0 0
_— = = - = — — —

5 R )L{EDNAKE &L
7{7P7P4KA4
000600 JyaA4€—3 > c 0600066
o 0 000 0 O o0 000 0 O

g
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Single Cell Human Reference DNA

| | | Male®
l l
&4 ) LIEE &5 ) L8
i I
HEIEDNAD S N L1k HEIEDNAD 5 N L1k
s y

S5~ JLIEDNAD F5 &L S5~ JLIEDNAD F5 5!
| ' | '
v
N TYFALE— 30
8x60K CGvaicroarray

TR Ax v - BB

* Agilent SureTag Complete Labeling Kit
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‘i(;OPIéX Single Cell WGA Kit [T& Y
25/ LEIETSTO ML

.-~ Agilent Technologies

5090
4072

3054

2036

1636

1018

506

220

g4 ) LDNADE S kENE

> w N e

Non template control

Agilent Reference Genome Male (30 pg)
gDNA from NA03226 (15 pg)
Single cell (biopsied from embryo)

/

o

MNOBEEOCGHTA aJLIZEEAR
HEEON TYEFAE— 3y

65°C. 24 BFfE. 20rpm

!
65°C, 16 B¥fE. 20rpm

~

/
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Slngle cellLRIVIZERLI=S/ ADNA’CO)W » ,{

B EEL =R H

BHESMH - ADM2, threshold 6,
minimum of 5 Mb aberrations,

Sample: gDNA from NA03226 (15 pg) Amp: 20.3 log ratio, Del: 20.55 log ratio

(Reference: Agilent Reference Genome, 30pg #1&i@%& 7—IL)

‘ Chr. 9

ODNA |l

(ASPQ) ||
2R

111N O
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BEERD 1 MR T—45 5

XRBE, TOMDBEEICETSO I:—%IIH:’I@H:‘.

Chromosome X FDIEIDLEBK

14@pa . 14@pa 14@pa 14@pa
h S HElg TR h 5t h 5t h S HEIE

Single Cell Non-amplified control Single Cell 1: Chr. 17 Single Cell 1: Chr. 20 Single Cell 2: Chr. 15
43 2 4 0 1 2 34 |43 2 4 0 1 2z 34 4E 2 A4 0 1 2 54 q T 0 1 q
p232 N O :
i ri 1 . pl3z2
p222 ]
p22.12 p123
p213 pi2 ‘
p211
T p12.1
pil.22 p11.22
qi2
132 ai2
q21.2
Q211 RN q11.22 N
Q131 E | 2132 Pk
q21.33 : .
g222 ql2
e | o
; 13.12 .y
@ o 232 « ! : :«
O (R & q24.1 ; |
q25 S
9202 q24.3 g13.2
a7 t q25.2 q13.32
q273 I N
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No amplified NA14943 (300-ng) : DLRSD=0.103
ol I L. m o ity
™ ' T
Individual NA14943 60 pgl
4943 60/p
AN o iyl o
(Moving Average 10pt)
DGG/GSD/GFO

DLRSD

DLRSD

DLRSD

DLRSD

~0.10

~0.23

~0.35

~0.22
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3_300ng_no_amp_5_MA14943_300ng_no amp_ 252192418635 _2_3

3_fi00pg_ponl_5_HA14043 600pg_indvidual_L_252192418630_1_1
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REDF v IRSL b

1. 4> T IJLDNADQC
« B= (UVAILIEEET+Qubit)
 WTHRIENEA TG ULIVNVERE (BERiKE)

« RNA: BREMNIE - FAIXKEBELR EDREANE

LT & ZHERR (UVAIEEEE)

2. IRJLIEDNADQC (UVHIAAEET)
« BRI IAHE
« S X)L{EDNAIR =

3. T—2MQC
s BUEILZDZFEQC MetricsDIE
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»3 > FILDNADQC

DNADEE
FIRNIMERIGTY / LDNAD R 2 — hEhtest LreferenceTRILTH S
&M KY]

UV Spectrophotometer ({5l NanoDrop) & Fluorometer ({5l : Qubit) *
DEATHREL. QUbitDEZH LICEET ST EHEDH

DNAD®E

UV-Vis Spectrophotometry
RNA - kKL - 2N DE - BREBELGEDEANTZOED
A260/A280 & A260/A230% EIE
HE2Z(E A260/A280 1.8-2.0. A260/A230 >1.0

Agarose Gel Electrophoresis

M AEDEA TGS/ LDNAZEA
(BIEE - 4 LY &)

ERIA 77 pure DNA
ULSS NILEETIEE R1E L T SDNAL AR EE ARG FILE
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OK Risky

ﬁﬁ{twﬁ/\l—éb\ﬁb\fj ADNA 112 3 4 5 6 7 8|9 10 (11 12
(g% - F14 LY bK) | |
o BB EDHEA TG LDNAZHEE

- BIREDIHE. Y4 X >500bpMDDNAE
FEATEETT A, +24ETN)LIEDNAE
BAICITIRAI—FEZBHEOIT L%
#ELFEFT (100ngE T)

506, 517

DNA®IntactnessZ# AR 5=HIC7HO—X

TILBERKEIZITO C & ZiElE

{5 : 1.2% Clear E-Gel (20ng DNAZ% {£ fH)
SYBR Gold Nucleic Acid Gel Stain

ULSSR)LEETIIBRIE L TLZWSDNA L EAATEE

7HO—XFTILERKEIZTY / LLDNA
DEHFE=ZREL S
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ULSSRNILEETIEINBDOEATES ) LDNATEHEISRNIEZITS EMNTEET

“DNAG)E.':E Agarose Gel Electrophoresis

Y

Y

B G L Cdfozen O % ® ® o o A4 L7 bkl
tissuesM FRBL=DNA:  Sls|_ |53 _ 88 _ 88 S5 He

(High Molecular Weight) 2 |5|§|¢ &/ S & & § & & s £
95°C. 104 fElnEh i
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"EEE - Genomic DNA Kit

L

GeomicDNA
TS FEHE 200 to>60,000 bp
R 0.5 ng/pL

Analytical Specification

200-15,000 bp
15% CV

200-15,000 b
4 XREEE . 10% ¥

EEFRME 15% CV
EEEE +20%
& B # 10-100 ng/pL
GenomicDNA Physical Specification
16 samples < 25 minutes

S 96 samples <150 minutes
H > TILE /1 Tape 16
YO TIDER 1ul
H o TILE /1 Kit 112 samples/box
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0.8% Agarose gel 2200 TapeStation
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1 min fragm.
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