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CytoGenomics News and Updates

New Key Features of CytoGenomics v4.0

® Abrand new Triage view with a completely redesigned interface that allows you to triage results from
multiple samples in the same window with many improved view navigation features.

® Tools for identification of sample mix-up via spike-in control probes.

® The ability to compare sample results to a dynamic aberration track that contains all aberrations from
all signed off samples of the same genome build, greatly facilitating the quick identification of
commonly occurring variants.

® New track viewing features that allow you to view tracks as individual intervals, as heatmaps, or as
frequency plots.

® Expanded features for the analysis of single cell samples, including the ability to compare samples to a
reference from another slide and use feature extracted microarray text output as the sample files.

® An improved SNP algorithm to support the new GenetiSure Postnatal Research and Cancer Research

For Research Use Only. Not for use in diagnostic procedures.

Analyze, monitor and
review all your samples
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Featured Videos

Check out these tutorial videos to leam how to analyze
and review samples in few easy steps.

© Running workflows using Auto-Processing

© Running workflows manually

© Running a single cell analysis workflow

© Configuring an analysis method

© Reviewing aberration calls and signing off results
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CytoGenomics Terms
Design ID :

BT7LADTHAVICEED6T2NDESTT,
FHAVEEFIAIAT7LADASARIZDOVNTNS12HDN—a—RBEINSARZENTEET
{5 : SurePrint G3 Human CGHYA42B87L 4 1 x 1M

DIBE . IN—O—FFBEE [Zh92521529XXXXXELVSEETT . XDEHILEE)

25124 <BHTD B F DIETEIZ0ZE DIF1-. 021529h Design IDTY ,

Design File:
ETFLATHAUIZEENEZTO—TORBRETOA—T RS aVEEELETZAILTT o (PadEF xml)
Design DA T 74 IJLZDIEIZDLNTUVET,
451 : SurePrint G3 Human CGHYA4%-Ra7L A 1 x IM(Design ID 021529)
Design File 4;021529_D_F 20101001.xml CREDOHFIXEREFHICK>TELLET,)
EMTATICEZ Z DDesign FileZHoMLOANDIBLELHYET, SHE ps
> FRTHAUI7AILDAFR;
TEEDR—T D Common Design Filesthg18+L<LI&hg19)E A 2 O—KLTLEELY,
http://www.genomics.agilent.com/article.jsp?pageld=3299
> FRMOTH A2 T7A)LIESureDesignmM B4 oo O—KTEET,
SureDesign~DY2 T AFEWVAIETERETSELESY,
http://www.chem-agilent.com/contents.php?id=1002474

Sample Attribute File:
EDESIBYHUTINERTLAIZNATIEAE—2aV L= ERTTFRANIZAILTT , T ILEA. Red,
GreenD YU T IVIERGEEEHET . JLIEF txt) SHEp7

Analysis Method:

TIVT—2a  CEICREL-BREHTT, /—<Y 54 XDA k. Aberration CallD A%k, ToILA—& K1
EMNEZEINTULVET , (CGH, CGH+SNP, Single CellfHTICIELTT 7AIMERESNTLET,) EEHA
BETY . Sp45

Cyto Report Template:
PDFTHAENALAR—FDOH AR EERLCWET . EELAIRETY . SEp .44

Track:
Gene View E[THRART —AR—AMNSEBLI-ERERTT HHEAEETT , CNVIEFRPSplice VariantZ & T
THILFTADTWVATracktbHYET  FSVIDTYTT—FPEBMETEE T, SHEp.33 - 36

Reference Genotype File :

CGH+SNPA/oOF7 LA THEWET, VI7LURIZFEF=H U T ILDSNPIEHREEET HT7AILTT,
£ H8p.60

Classification:
O —#HZE LB - LOHEE IR L T INT 31— —E&EDT7 /T—3>TF . 2 Ep.38
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RT3 B A0 F7L A DDesign FilexFTHAVR—FLTELELHYET

1. Supporting Files # 7 & BALVTLIZELY,

n A - . oo = .
CytoGenomics =% wme | =i, | [oms  Cromme | igjpmes

Search Entity: | -

E 5= Array Data
[ B 022060_hg19

Impo
Probe |

o [BE] 029830_he19
Probe ID List
import/Export [=N=RIZES
Track File @ Agilent SureFISH
@ CNV-DGY_hgl8_v2
@ CNV-DGY_hg19 w2
@ CpG-lslands_hg8 v2
@ CpG-lslands_hg19_v2
@ Cytoband_hgi8 v2
@ Cytoband_hg19v2
@ Genes_hg1d v2
@ Genes_hg19v2
@ miRNAs_hg1B.v2
@ miRNAs_hgl9 2
@ Pseudo Autosomal Regions_hg18_v2
@ Pseudo Autosomal Regions_hg19_v2
= Gene List
@ Oncogenes
= Reference Genotypes
@ Yoruba Male (NA18507_v1)
@ European Male [NA12891_v1)
@ Yoruba Female (NA18517_v1)
@ Chinese Female [NATB579_v1)
@ European Female [NA12878_v1)
@ Agilent Euro Male
@ Agilent Euro Female

~
Admin

Auto-Processing @ETI

0

@ Help

2. Import Design Z#RLET,

3. MR DDesign file PEEF xml (S p.4 Design file) ZEIRL . OpenE V) v ILET,

218 | 3 CytoGDemoDeta . LEHL‘E‘ ==

Frl 029830_D_F_20111015.xml

I7A Ao | GEML Design Files [*xml] -

Open ATH

4. Import GEML design files7x'w4 A [ZT Status H\ Valid THBZ EERESZELStart Import #9)vILET,

Impor GEML design files. ' ———— - ﬂ
Detits of GEML design files that are to be imported...
No., File Name Design Name, 1D | Type | Species |Genome ... Import M Pro...  Status | Remove]

1 031750_D_F_20101215.3m QTSO2010.. CTSE CGH H.spiens  hgld

o - |

- Ay corrupt fles will not be imported.
- Read-Onky design files wil not be imported.

- Update design wil not be aowed if design species ks changed,

Start impart | | Cancel

¥ StatushRead OnIy_ D55 1L 9 TllDesign FileM A U R—rEN TSI EEFRLET .




Auto-Processing i 4T

AXvFHoI(IAT7 LA DERT—SNRGEN-EEIC, BERICHIEL - T 2@ E T2 ENTEET,
(MachR TIE T —2BEHT U DA M IELTVES , pIM DD HEZEZFIAIELY)

® Configure Setting 27 H5. F&HDesign File LfEHTT—- 70—+ F—4Ainput /output 74 LA ZEFZEL THS
BENHYET,

® E@EA LD Auto-Processing RA—IREV THRFTEMIBLET  BBLIZRITVI D T7ER T L., @BFH
Bo-LEEL TT—2EHR T HIENTEET,

1. Configure Setting->Analysis Methods->Design Mapping/h\ 5., Default Analysis Method & Design Mapping
(DesignZ &M fiEHTMethod) #ERELET

st rocessiog QETEED
@O

Settings Audit

2. Configure Setting=>Settings—>Auto-Processing Settingsh b, 3T —4 Dinput/output 7 LA ZHRELET .

-
H - Ayt rom— cntigere - o
CytoGenomics 4w =it [lomel i B 0w D ®

Global Settings  Local Setting

These settings are for Auto Frecemsic

Directory Settings

SAF Pile lngit Folder: AN A8 Fobders

CNIHEL M CommonSorape,2.9.3.0 W Mutomation WorkllowiTW archive | Brgwse

Apply Settings ||| Settings Audit

“ Wac {hdorsmith mmn e then 15 charaors o B crated. Wadows 0 doms st s spomo o with bkt
Path lenger thas 255 charec ters @15 Characta S oot Pt ke Wk coraieraton whom seecing ot Soton VG

TIAILEERELSNCERET S5 E (X, BrowseZE V) v UL T, BRELET . SREMNE T L= XApply Setting
#91)9H9LET, (SAF = Sample Attribute File > p.7)

* Tif Image Input Folder: fi2#79 A TifE{E D R 1775t (il : R+ FPCD Tif EI{ET—4 outputst)

+ SAF file Input Folder: iZ#T DI Zimport 9% Sample Attribute File (“SAF”) D{RTE%

* SAF Archive Folder: SAF M f##7 1% Moutput 5

+ Auto-Processing Output Folder: Auto-Processing® #& 8 M output st

*  Number of Attempts: 7045 Lih¥statusZ"failed” |29 B HIIZ. TIfER T —2Z R T HEIH,

* Auto-Processing Idle Timeout: RZ—rMORITR T ETDRFLEHH, 6
* Tiff Image Archive Directly: fZ#T 12 (ZTiffB{& T — 424881 5%
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Sample Attribute File
TROKLIE, FTEYTEFRAMERDT7MIL

dﬁiﬁé}?ﬁbute

(
Attribute G)%ﬁﬁ —> |AmayiD

252192413168 1 2
252192413168 1 1
252192413168 1 3
252152413168 1 4
252192413168_2_1
2521924131682 2

Global Display Name Green Sample

252192413168 1 2
252192413168 1 1
252192413168_1 3
252192413168 1 4
252192413168 2 1
252152413168 2 2

Furopean Male (NA12891 v1)
European Male (NA12891 v1)
European Male (NA12891 _v1)
European Male (NA12831_vl)
European Male (NA12851_v1)
European Male (NA12851_v1)

IR

« WhZBAttribute: Array ID, Global Display Name, Green Sample , Red Sample. Polarity
(HBRFAXF - IIXFESHELIRELTESLY)

Polarity: Control=Cy3 Reference=Cy5DT—4I[%1, #DH AL -1

\

Red Sample Polanty
NADISS2
NAD4SS?2
NAD4S92
NADASS2
NADA5S2
NAD4552

L e N I

* Global Display Namel AR—ZXZEL\NT (7" (XEAT) . MO SEFT 5T —2%0., BEIC
CytoGenomicsD T —AR—R(ZH LB T—AB TEERTHEDITHELHENELSITLET,

J

3. Tif Image Input Folder[Zf&#T 9 BTIfEIE T —2&% ANFET,
SAF file Input FolderIZSAF77 /L (LRSI ZANT T,
EEELD QREIVEIIVIL, BHERI—FSEET,

Configure |Suppocties B
Settings. | Fites i

CytoGenomics 4w =Zii [Jome

Global Settings  Local Settings  Auto-Processing Settings  SureDesign Settings

These settiogs ace for. it
Directory Settings

B O (36 0Lt3 ¥ Commont tceage. 2.%.2.0 3434 dutomation WarktowiTH! imape

SAF Pile lngrst Folder: A8 Folders
Femore Folders
w 2924 ol mechive Bromse
2324 cutpt Erowse
Mumber of Attempts: |3 MureProcessing e Tinsouts | 120 | wvwies

Rased o0 yoor satecion, Crlodemnmics wil iy 1 process & THF lmage e again f ary network or hardware i5tues Cacse Drocess faure.|

THf Image Aschive Folder
0 Not Archive TH bmage Fles
Archive TH To Sample Outout Felder
© Archive TH To Difermat Location
TCNIQHEL 5 CommonSiarage,1.9.2.0 W Mutomation WorllowiTW wchive | Brgwse

Apply Settings || Settings Audit
Windzws 0% dsen nt allow fciders with mames loogee than 155 characters to be crasted. Windsws O dses nst atlow cpening of & il with sbusbste
Path longer thas 295 charactevs 18 charag tars (00 M5, Eace.Fleuse take It Consideration when selacting your delautt pathe.

3 L<IEXHome EIHE_EMDAuto-Processing DIEE NS RZ—LF BT ELAIEETT,

2 Agient ysemomes L a

Aato brocessing QUETETD

o0
Drew

- 2
o™ Andysls - Sample Configure | Supporting B L

Sattings Fies

CytoGenomics, 4w

- Workflow Review

Watch Demo Videos
Add & User and Manage Priviteges
Time : 3:49
Configure an Analysis Method
Time - -2
Configure a Cyto Report
Time : 5:52
Configure & Workflow
Time : 7:14

Importing Sample Attribute File
Tio : 417

Analyze, monitor and
/ review all your samples
in a few simple steps.

Configure settings before analysis

° Anolyze Samples by Running an Ant
Time : 600
Launch Pad
SusFISH  SureDesior
Agilont Technologies <o Licenae nume




4.

Directlye DT —AIZEIEH LT IX, Status (X “Started” E75Y) ., ST MNEITINTLNBEIEERLET,

CytoGenomics 4 v~

™ Analysis -1 Sample
Review

s Workflow

5. Sample Review&71) vV 9 5 & BIADirectly[CHEHET 5T —INKRIRINET,

EMTHEROMERICDOLTIE p.13 LIE 2TEZSLY,
=T fe)
Aato-Processine IR
/25

. Configure
/¥ Settings

Auto-Processing (EENEED
U A
© Help

"
=) ro Admin

=!Files
Imbok Ammn Afidann

2 Aghent CytoGenamics

CytoGenomics (2 vere

- Anay s

mples

® Genome Overview

= Samplo Att

Aopliod Filters: None

L | Global Display Name 6 Status [

-
- ok ow Repgew

Analysis Method

g Contipore ([ ysupparig || O gy

=) Sample
o settings

Gancel  ShowsHide Attriutes
6, Datelime (| OCStatus | Reference 5 GreenSample F  RedSample 5 DLRSD

®© D@ M Recod00rd

viewRsport(s) | | | muitisample | Reanalze samlefs) | Sead to parter

Iriaga view __CGH fi SP Plots |

| 21 Agient CytoGenomics

CytoGenomics v

Monil mples

= Samplo Attribute | B Genomo Overview

™ Anatysis
- Workflo

Configure. Supporting A
7 Settings =! Files o

= Sample.

B

Gancel  Show/Hide Attributes

B CCStatus | Re sence  F GreenSample 5 RedSample P DLRSD
A

Analysis Method 5 Date-Time

L | Global Display Name 55 Status [
14 Waiting

Waltiog

22930

Waiting
Waiting

DO DD M Recodrold

6.

Status HYAnalyzed| 2N [XFER DO FER AT HE

Mudtisample || Reanalyze Samplefs) | | Sead to Partners

Tridge View | CGH B SNEPlots || view Report(s) | |

RN I, RS ATiff B EH =124 TR E LT=Directly[ZBEMMT B ELFEETT,



R=aTIVICED BT (zoosmingtese. avbuek ANT oA )

Analysis Workflow Z#32&RLFET,

B Aglent CyteGeramics

EEmE

Auto-Processing @UEETD

H A - @.
CytoGenomics 4w =iz, | lame | i | i sown

D Hep
import samples and assigi .

import your semples and apply the defauit analys method s defined in corfigure settings or cheose » different anslyss method. In case s design file & not present g9 to Supperting Files- Import Desipn to
import it. Cick Hext to procead to step 2

Samples

Select samples to be analyzed || Select Samgles |

Press and held ‘Control key to mille changes n multiple selectall rows at once. P oy o W Lot
| (|
M Global Display Name

Design File
@

Run
Analysis

Select Samples%2')y- L. TiffE{ET—42 HEiEF tif) HLLIL BIBELT—2 GLIEF txt) &ZRLE T,

b Agglert CytuGeramics

EmIE)
Auta-Processing @ETETD

ics 4 o0
CytoGenomics @~ =Zi, | Flims | Shcune | S| O bem P

Import your semples and spply the default analyzs

sign file &5 Pot present £ to Supporting Files- Impert Design to
eit O p =
import it. Chick Next to procesd to step 2. "2 Open ﬁ
import
Samples = —
Select samples to be analyzed  Select San| l>lnex In: (3 Sample files - e & ‘ E I=)
i\ (| Press and held Control key to make changes ol (1) Cap 257093010001, 0xt [ e ]
Z Global Display Name: () USZ3502418_252383010001_507. b File.
=] [0 uszas0z41s, _SO1.6F Design,
@)
Describe
Samples
Fils Name: ||
Y \ 1 Filos of Type: | MicroArray Formati’, txt); Imsge Format(’,tif)
= Open  Cancel
3 ey =
R
Analysts
[ ]

2. TifEANT=BE . RSAIRHYDTLADOHEERTIEEIARRSNET .
Proceed RALZEH1) v L TLIEELY,

No. | File Name | Arrays per slide

1 SGI4484453... B

& Choose Reference Manually

Proceed || Cz cel




3. BRENFETAAEEICRTREINET . NEZHZEL. Next 20V ILFET,

Global Display Name: f##T#5 R D & Al COBE L TER T HIELARETT,

Analysis Method : 7 74 LR E [XConfigure Setting DINEMN RSN TLNET , COERELE,. oY)
AL ERTSHIELAEETT,

Design File: /N\—O—F &S ML BERESINET,

22 glert CyticGeromis =l )
huterocessive QD

CytoG e AR ATy e e e o0
Yt[) BNOMICS {i0%om  ™wmweitow | [review | “ifscttiom | =lraes Adaie © Heo

¥mport samples and as

Select samples to be analyzed | Select Samples

v Global Display Name Analysis Method Design File
e GHe
2

2529830100111

2 229301001 1_2
Describe ||| 252582010001 1.3

* | szmsoncer e

4, HREAHALET, (CGHDHDIAHOFLADEE(LGreen Sample, Red SampleZ A LA THEEN

Al HE
72 ket yaceromes (=]
CytoGenomics GSwre =iz, | [lams | i | Lo 2 pom et

dd more information sbcut your ssmples. Chik Next to procesd to step 3.

' your sempies, By chcking Show/Hide Attribute vou can

' import sample Attbute File | 7] ShowrHide Attibute

| Groen Sample (Cy3) | Red Sample {Cy5) Satus | Gender | Polarity
e : i\ * Raw Imag s
'

1
'

O sk Nt @

+ Reference: AV FA— LY U TILAID B FEEER

+ Green Sample (Cy3): Cy3 BIDH T ILDIEREER, LLLIZA H*
» Red Sample (Cy5): CySRIDH > FIL DIFHREEIR. HLLITA B+

* Gender: Male/Female

E T TUIOpLE SElECTea TOWE 3T ONCe: 1

| Reference | Green Sample (Cy3) | Rel

* SureTag Complete DNA Labeling Kitd #1(Z e e —
ﬁihé Reference DNA%{E% L—CL\éi’z_é Ii > mﬁummle (NA1B507_v1) 7

reen Sample (€y3) o
European Male (NA12891_v1) =

Agilent Euro Male £,L<[& e i |22
Agilent Euro FemaleZ:&EIRLFE T, oo

NA12878_v1

Ailent Euro Mals
Agilent Euro Female




4, (fZF) ANT5EHREEMLIZLMEE X, Show/Hide AttributeZ21Jv oL, BIILET .
Add 9oL, Fit=ITERRL TEBMNT A2 EETEETY .

sampls

Select which reference sample was used in your experiment and describe your samples. By chicking Show/Hide Attribute you can add more information about your samples.
Reference of already analyzed samplefs) cannot be changed. Click Next to proceed to step 3.

*Press and hold ‘Contral key to make changes in multiple selectad rows at once. | [ Import Sample Attribute File | [ Show/Hide Attribute |
Global Display Name Reference | Green Sample (Cy3) ‘ Red Sample (Cy5) | Status ‘ Gender
252136512371_1_1 |Red Sample (Cy5) || Optional * || optional * |Extracted -
r Ny
Show/Hide Attribute s3]
Attributes | FE Params - Reference
r Green Sample

Array 1D Red Sample
Polarity » || Gender "
Comments S
ArraySet
Array type 2 L
Imags Note
isMultiPack < V
ManualQCFlag
Hyb'd By <z ¥
Hyb tine — -
Hyb Dats
Labeling Method

| Add | Delete Audit Trail save Close

F1=. Attribute Filez A/ > R—rLTA N T BF/BE L. Import Sample Attribute FileZ
91)wLET, (Sample Attribute File=> p.7)

i Agilent CytoGenomics e ——
Auto-Processing QUEETD
[: G 'E /N fome | ™ Analysis Sample Configure | Supporting &, @ .
‘ 0 Eﬂﬂml S . N - Workflow D Review 1 Settings Files © Help
Describe samples
Select which refer imple was used in your experiment and describe your samples. By clicking Show/Hide Attribute you can add more information about your samples. Click Next to
1 proceed to step 3.
Import
Rl and hold ‘Controf key to make changes in multiple selected rows at once 2 Import sample Attribute File (7] Show/Hide Attribute
Global Display Name Reference Green Sample (Cy3) | Red Sample (Cy5) | Status Gender |
252983011345_1_1 | Green Sample (Cy3) ) Agilent Euro Male___+ ) Opiiona + Raw Image .
252983011345_1.2 | Green Sample (Cy3) * J| Agilent Euro Male * || Optonai * Raw Image L3
2529830134513 | Green Sample (Cy3) * || Agilent Euro Male L * Raw Image 2.
252983011345_1_4 | Green Sample (Cy3) || Agilent Euro Male 4 * Raw Image L3
G
Run
Analysis
|
@ Back Next &
(

Attribute FileZx A > R—h 9 21546 . T—2%IEL<{MappingL. ImportZE2')vILET,

T
. Agient CyteGenamics

uto Procesing

@0
0 Hew

CytoGenomics v =Ziv, | [lome | Gicmer | [james | © o

rib

B+ Atibuse Pl brportes - Map Colure Heoders (=)
Select which iext to procesd to step 3.
Attribute File Properties

impoct
Sk R §a Tl Setto be Automsted Inpart format 7 showsice Attibate

Cokamn names marked in RED in the drop-down are mandetory columrs
252983010001 W Polarity = 1, then Gresn Ssmple is mand
252963010001, Array ID | Global Displa... Green Sample |  Polarity  Red Sample

229850009 | \AmaviD __+) Global Do, ) Green Som... *)\Polscity __*).Rec Samle _*

# Polarity = -1, then Rad Sample is mandatory.

252563010001 _1 25293010601_1_1 Carcoean Male Nap&s5z
256301000_1_2 252533010001_1_2 Eorcpsan el .. Nag231
2794301000 _1_3 257483010601_1_2 Furcoean Mala wanare
252963010001 1 4 2529820106011 4 Earcoean Mals .1 na204th
3 =
Run "
Analysts Reset ||| wmport | | Cancel | | save

11



5. Attribute ASISET &, Next 9)vILET,

e
22 Acghent CytotGepamics

Review 7 Settings = Files

CytoGenomics (i | =as, | [lams | st | et | 2 pome

De

o sbout your samples. Clck Next to proceed to step 3

“Pres and hold Contro key 0 ke S p— & tmport sample Atirbute Fle | () Showiiide Atbate
Global Display Name | Refarence | Green Sample (Cy3) Red Sample (Cy5) Status. | Gender | Polarity

2w 11 Green Sampl (G3) 7| Ercpaun Male (., NAGST2 11 e .

22000012 .

1
- s * Raw Image f
» iz * Rav Imsge ja

f

- (a8 R e

2520301000113

6. ﬁ?#ﬁ@"j‘?'} f.)“i%ﬁféil,i#’o Run Analysis&%1) “J7L¥?’i

| <k Aglent CyteGenamics

CytoGenomics v =2, | Flame | S | 5™ | 9 o ot

Review 1 settings

ary of your senpies and the snsisis method tet wil be appbed. Assign  job name snd description and chok Run Analyss.

Job Name : | job_150c202_13.51.0

Job Description : | Job_160ct20n2_11.51.8
Flaese write the job cescription hers.

Selected Sample(s) : | 75296010001 1 1
 Analysis Method(s) | zsaesi010m1 12
252981010001 1.3
22983010001_14

O ok R Anaysis © ‘

7. EEAEBBISample ReviewEIE~EIYBHYES . StatushiCompletel b, BITEREH DL
MTEET , BHREROBERITONTIE p.13 LIEECBEEL,

B
b Aglent CyfeGeramics.

CytoGenomics e | =il | o | S | e 9 soms

W ettings =] Files

Applied Fitters: Nane

Gancel  ShowHide Attributes

[ Global Display Name S Status | QCStatus | Reference . Green Sample 5 Red Sample 5 DLRSD
O | ssmaonceor Furrog

[

Waiog m
s Jo Waites n
« o Waiting "
b3
8©® Bl Recosroe Iriaga View | CGH B SNEVlots || Viewssportfs) | | | Mudtif o | Reanabze samlnfs) || send to bartners

BT EADT—2EBEBNTIRIE. T—20ERSDF VIRV IRIZFIvIELN
EIE T D Reanalyze Sample(s) IZ 7 )vHILET,
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BRIh-aE—8ZTLEE - LOHEE O —ET—4 P

(Text Aberration Report* Text LOH Report) D H J15E

fZHTWorkflowSEHE % . BEIRYICText reportBAHB ASHET,

Configure Setting -> Setting -> Local Setting
Output Folder DIEH THRESNTLDEICREFINFET,
FIHILNERE TIEA VA —ILBEIZERE L =client 74 LA A, Workflow OutputZ4 /LA [

RESNZES,

4 Agilent CytoGenomics - —— E— @Eﬂ
Auto-Processing m
C G . AN H -"“ Analysis -~ Sample . Configure i Sup| @ @
0 e"nmlcs Lo __us Workflow . Review “is Settings El Files & Help

Methods

Global Settings Local Settings

Reports

.

has its own configuration for Client Settings.

Output Folder

Select Output Folder :

/ﬁ
Classification
&
Viewing
Preferences

Array Input Folder

Select Array Input Folder :

Design Input Folder

2Og Select Design Input Folder :
ns®

Settings
Sample Attribute File Input/Output Folder

Sample Attribute File Input/Output Folder :

Notify workflow state in system tray

A ito-Processing Settings

Settings

eArray Settings

These settings are specific to the CytoGenomics client software you are currently using. In the case more than one client software are configured for the sam«

lentCytoGenomicsEdition2.5.8. 1\Cy mics_ClientWorkflow Output||  Browse
C:\Users\yukaneda Browse
C:\Users\yukaneda Browse
C:\Users\yukaneda Browse

& Allow notifications to display workflow state in system tray

F—H DR

) 252808112815_1_1_test]l —
| Job_01Dec2015_15.32.26

p.14 “Job Name”
DFETEICIE UT=%al
(2x, 4x, 8XDIT A —~W D

b

TifEHRN S i testl

Oy i testd
|| FE Commen Extracts _p.14 “Sample Output Folder”
., Samples ” DEEE(ICIEU =&

BELT—IN5

(2%, 4x, 8BXxDT A —~Nwv bdD
Tif B ST UIZIHS

.. Job Summary Log

H CGH&SNP Fit

|| Reports

Tif EISRAETEF. “FE File”d
T A IS (CEfELT—5 £QC
LiR— bt heEnd

v

& IntervalBasedReport
B LOH_INTERVAL

B QC Metrics Report
B SNP_GENOTYPE

EAZMOSS5 1 onRgin || ELISIES FLAEC T A IS DER.
FIREN3) |, Samples BB —Ih ST LIRS
TAIA &1 DIEFER)
|| FE File 4

@ ABERRATION_&_[OH_INTERVAL

BEIOWILHHAT—4
p.15DEIH _ETRE ULIEAT
([CIEUzgmCTHN

13



2ALFOHAT—2DBEIDOREMNAEETT,

Configure Setting -> Setting -> Global Setting

TRIERKYHRER. EE T Apply Settings 1242 vILET,

< Configure

Supporting
5. Settings

Q Adm
Files min

‘ Global Settings

Local Settings

Auto-Processing Settings

SureDesign Settings

These settings will be common to all CytoGenomics client software connected to the same CytoGenomics server installation.
Genome Build Settings

Default Genome Build: | hgl1% =
Reports

& Allow using genome build other than default genome build

(Select this option if you want to run workflows with design files from all genome builds.)

& Allow running of analysis with different design files than were used for Feature Extraction

{Select this option if Feature Extraction was done with an earlier design file and now you want to finish analysis with a different design file.)
Classification

Output Settings for Sample Output Folder
© Use Global Display Name

“Sample Output Folder”
Select Sample Attnbute ODEQE

(You may select one or a combination of more than one sample attribute fields to name the signed off cyto report(s) and sample output folder.)

) Use Sample Attribute Fields

Qutput Settings For Job Name
O Use timestamp

“" ”
Job Name
. =y
© Use Sample Attribute Fields | Select Sample Attribute | [Selected Attributes: Array ID, Global Display Name] DELTE

{fou may select one or a combination of more than one sample attribute fields to specify the job name.)
[ Prefix text to sample attribute fiels

Gain Loss Thresholds
Gain Threshold | 2.0

Loss Threshold | -1.0

Apply Settings Settings Audit

14



Text Aberration Report * Text LOH Report DHH AKX DEKE

Configure Setting -> Reports -> Other Report Settings
CytoGenomics Awme =i, [lame dsiome |ig/2ems 2 s

"
cthod:

PDF Report Templates  Other Report Settings

Edit settings for reports generated during workflow run

CGH Aberration Report Parameters

Report Type Output Format Flat Intervals Min/Max Aberrations BED Format
O Probe Based
OEBEmz [ Report Fiat Aberration Intervals 1 Show Min/Max Aberrations [ CGH Aberration Bed Report
O Interval Based
O Probe & Interval Based
Interval based report name: | IntervalBasedReport 0 Append value of attribute | Global Display Name

Probe based report name: | ProbeBasedReport

LOH Report Parameters

Min/Max Aberrations BED Format Il:l:ll j] j 57 /r ) IJ% @EQE

[ Show Min/Max Aberrations [ LOH interval Bed Report

LOH report name: | LOH_INTERVAL [ Append value of attribute | Global Display Name ~

Aberration & LOH Report Parameters

C‘Q
(
= Flat Intervals Min/Max Aberrations BED Format
[ Report Flat Aberration Intervals. [ Show Min/Max Aberrations [ Aberration & LOH Bed Report
Aberration & LOH report name: | ABERRATION_&_LOH_INTERVAL [ Append value of attribute | Global Display Name

Report Type

Probe Based: & 1TIZ. Aberration & =& ProbeDEFHEH 5
Interval Based: &1TI1Z. #H S f=AberrationfBig[HHE H 7

Probe & Interval Based: Probe-based&Interval-based D A DL AR—rEH 51

Output Format
Complete Genome: £ BIADIERE—DDLHR—FIH A
Per-Chromosome: £ BAETLIZHIDLR—bEH A

Flat Intervals

Report Flat Intervals: CNFEIRT HE . NestediBEZF-HWMETHASNET
Bl ARIZT D K57 Aberration S R HH SN =156

Log,Ratio=2.0 -------------------momm oo

Log,Ratio=1.0 --------
Log,Ratio=0.5 --------
Log,Ratio=0

90,300 91,700 92,800 94,000

91,200 93,000

Flat Intervals ON Flat Intervals OFF

Interval Start End Average Interval Start End Average
LogRatio LogRatio

Interval 1 90,300 91,200 1.0 Interval 1 90,300 94,000 1.0

Interval 2 91,200 91,700 0.5 Interval 2 91,200 91,700 0.5

Interval 3 91,700 92,800 1.0 Interval 3 92,800 93,000 2.0

Interval 4 92,800 93,000 2.0
Interval 5 93,000 94,000 1.0

Min/Max Aberrations
B SN f-AberrationfBIglIZ&FE NS Probe i E (Min) &, ZDEDProbeDLIE (Max) ZH A,



AMP/GAIN/LOSS/DEL ()% 5E

CytoGenomics CldGain/Loss Threshold Ti%E &M f-Log RatioDRAEIZL>T
Amplification/Gain/Loss/DeletionM 4D (ZH 1T TLAR—FEEEELE T,

Configure Setting -> Setting -> Setting

A - . )
CytoGenomics Atwere =2ivmm, [l e R 0 s

Reports

n'

Tracks

Classification

&

Viewing
preferences

o

Settings
0

Notes

o

Partners

TIHILNEEREDIEE.
Gain Threshold 2.0
Loss Threshold — 1.0

AERESNTEY. FTELD4DDHEET

RRSNFT,

Loss Threshold

-1

<
Deletion

Global Settings

LogRatio

Local Settings  Auto-Processing Settings  SureDesign Settings

Genome Build Settings
Default Genome Build: | hei9 *
& Miow using genome build other than default genome build

(Select this option if you want to run workflows with design files from all genome builds.)

& Allow running of analysis with different desien files than were used for Feature Extraction
(Select this option if Feature Extraction was done with an eartier design file and now you want to finish analysis with a different design file.)

Output Settings for Sample Output Folder

© Use Global Display Name

) Use Sample Attribute Fields mple Attribu
(You may select one or a combination of more than on

e sample attribute fields to name the signed off cyto report(s] and sample output folder.)

Outp It Settings For Job Name
0 1 e timestamp
© Use Sample Attribute Fields

(You may select one or a combination of more than one sample attribute fields to specify the job name.)

Gain Less Thresholds
Gain Threshold | 2.0

Loss Threshold | -1.0

appl Settings Audit

Gain Threshold

0 2

Amplification

+ G

2

—+

Qin

LogRatio
+

B Amplifigation

+

Amplification; =< 2.0 (Gain Threshold) ] N

Gain; >0/ <2.0(Gain Threshold) Gss +
Loss; <OM D >-1.0 (Loss Threshold) g
Deletion; < -1.0 (Loss Threshold)

Deletioh
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Text Aberration Report = Text LOH Report O H 71451

Aberration Report (.xIsfiZ=X)

Bt ENf-aE—HME LB S ULOHD T8I, EFNHTO—TH, LogRatio,

plE. BEFIEHRIVHNSNET,

Index ArrayNam Class Chr Cytoband Size(kb) Start Stop Type #Probes

A
1A CGH 1g21.2 540 149,041,013 149,581,054 LOSS 13
2 A CGH 2 pl6.3 59 52,709,802 52,768,908 DEL 3
3 A SNP 2 g32.3-g3 5,658 193,974,618 199,632,565 LOH 87
4 A CGH 3 g26.1 87 162,524,191 162,611,115 AMP 3
5 A CGH 4 gl3.2 206 69,276,368 69,482,146 LOSS 3
6 A CGH 5qgl3.2 1,787 68,849,594 70,636,824 LOSS 24
TA CGH 5g35.3 174 178,763,014 178,936,520 GAIN 7

p-Value / LOH Score AvgCGHLR Gene Names
59.37E-15 -0.453196 LOC388692, FCGRIC, HIST2ZH2BF, P
2.82E-17 -1.120499
6.823217 SLC33A10, DNAHY, STK178, HECW.
3.84E-47 3.608123
2.27E-22 -0.75592 TMPRSS11E, UGT2B17, UGT2B15
1.65E-35 -0.576102 OCLN, GTF2H2C, GTF2ZH2D, LOC1M
9.45E-11 0.509132 ADAMTS2

InterbalBasedReport(.xIsFS =)

BREEh-aE—HELDMEE. EFENST0—TH. LogRatio, pfE. EEFIHEHRA L HESIFET,

Wberratiol Chr Cytoband Start

la
1 chrl g21.2 149,041,013
2 chr2 pl6.3 52,709,802
3 chr3 g26.1 162,524,191
4 chrd gls.2 69,276,368
5 chrs gl3.2 68,849,594
& chrs g35.3 178,763,014
7 chrg p23.1 7,239,491

Stop #Probes  Amplifical Gain Loss

145,581,094 13 0] 0 -0.4532
52,768,908 3 0 ] 0
162,611,115 3 3.608123 1] 0
69,482,146 8 0 0 -0.75592
70,636,324 24 0] 0 -0.5761
178,936,520 7 0 0.509132 0
8,079,920 ) 0 0 -0.70416

Deletion pval
0 9.37E-15
-1.1205 2.82E-17
0 3.84E-47

1.65E-35

o o o o

4.73E-20

2.27E-22 TMPRSS11E, UGT2B17, UGT2B]

9.45E-11 ADAMTS2

Gene Nan Classification

LOC388692, FCGR1C, HIST2H2H

OCLN, GTF2H2C, GTF2H2D, LO

DEFB4B, DEFB103B, DEFBE103A

LOH_Interval Report (.xIsfis=)

BREESN-LOHDMEE. EFENDHTO—TH, pfE. EEFEHBRAEASIET,

Index ArrayNam Class Chr
A
1A SNP

Cytoband Size(kb)

Start

Stop Type

2 g32.3-q3 5,058 HHAHRRM HHERAHS LOH

#Probes p-Value/ Gene Names

87 6.

823217 SLC39A10, DNAHTY, 5T

QC Metrix Report (xIsfT6 ) &S LU CGH&SNP Fit(.pdffizK)
QC Metrics, LogRatio fitliET—2D KB F vV ERE LI T7MILTT,

Metric Na Value Preferred Range

IsGoodGri 1==1.0
AnyColorf 0.033171 <5.0
Derivative 0.144844 <0.3
Dye Flip Normal NA
gRepro 0.109386 <0.2
g BGNoist  9.41725 <20.0
g Signal2l  80.3055 »50.0
g Signalln  756.257 =200.0
rRepro 0.108311 <0.2
r_BGMoise 5.28178 <20.0
r_Signal2t 101.6197 >50.0
r_Signalln  536.733 »200.0
RestrictiolNA =0.8
LogRatiolr -0.12698 >-0.75 and <0.75
StdDevLR 0.208821 <0.3
GC Correc 0.425363 NA

Normalized Log Ratio Distribution

CoMDmtribution

pif L

g_BGMaise
g_Signal2Moise
0_Signallriensity
rRepro
1_BGNaise
r_Signal?Moise
1_Signallmiensity
ResmictionControl

Value
1.000000
(kR
0144344
Meamal
0105326
5417250
20.305503
756257000
010831
B_ZA1720
101618718
B38 733000
MA
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Triage View& Legacy Triage ViewDE (Y |
y

RAOATLAT—2E LV E —8ZE L 818 - LOHFEE % B T (Triage View) £ CTHEERLET . 2D DTriage
ViewE—FAHYET,

Legacy Triage View: ver3.5F TMDTriage ViewkRILBIEER B LUVHEEETT . BE—H O TILOAHARTLET,
—p.20~

Triage View: CytoGenomics ver4d. 0LAfE TEA SN T-HF LU \Triage ViewTY , Legacy Triage ViewE R4 UEE
DY TN ERBICHETEET, — p24~

Single Cell Triage: Single Cellf&#TFHDMethod|ZxF it LT =ViewTd , BRI ELIEELY,

L EEIZFEITT BIZIX. Sample Review N5, BT T 5T —2DF v IRy X% EIR L Triage Viewd L<[XLegacy
Triage View&E2)vILET,

[T:2” Agilent CytoGenamics 4.0

- A 5 Anal sis Sample ", Configure Supporting | A @ @
- 1 E o = i
[:ymﬁﬂﬂﬂmlﬂs { | Home w worktow | | Review ‘7 Settings = Files Admin © Hep
| 7 Sample Attribute B Genome Overview Q
| Applied Filters: None | Clear Filters | [ Select all records | Abort/Delete || Show/Hide Attributes
0 | Glo al Display Name || Status 5| AnalysisMethod 5|  Date-Time  [95| OCStatus |5 Type | User 3 | Reference || Green Sample 55| Red Sample ||
1 US? 502418_25298301000...  Analyzed Default Analysis Method - CGHe...  08-Jul2016 18:53:02  Pass Manual AGILENT\jo 453503 Job_08|Green Sample European Male (NA... NAUGS2
2 O USE 502418 25298301000...  Analyzed Default Analysis Method - CGHe... (B-Jul2016 185302 Pass Manual AGILENT\jn 453503 Job_08J| Green Sample Eurcpean Male (NA... NAOS231
3 a USZ 502418_25298301000...  Analyzed Default Analysis Method - CGH+...  08-Jul-2016 18:53:01 Pass Manual AGILENT\jp453503 Job_0BJi| Green Sample European Male (NA... NAQ3208
4 m| 119.3502418_25298301000...  Analyzed Default Analysis Method - CGH+...  08-Jul-2016 18:53:00 Pass Manual AGILENT\jp453503 Job_08Ji| Green Sample European Mals (NA... NA2040%
5 a US23502418_25298301000...  Analyzed Default Analysis Method - CGH+...  08-Jul-2016 18:52:5% Pass Manual AGILENT\jp453503 Job_08Ji| Green Sample European Male (NA... NA12878
6 O | Samplel_Vs Female_256...  Analyzed Single Cell Recammended Anal (07-1ul-2016 18:04:28 Pass Manual AGILENT\jp453503 Job_07)| Green Sample
@ @ @ @ |- Record:10f33 | riage view || Legacy Triage || <ngle Cell Triage || multisample | | | CGH & SNPPlots || viewReportls) | QCMetrics || Reanalyze samples || send to partners || search Records |
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Triage View/Legacy Triage View (D Status& 7 h > MER )

CytoGenomics CIEBEH A—Y —HDR—DT—2%HEE T HIEFRTIRIC. R StatusE T h OV MERE
fEoTWVET,

Triage Viewd b & Legacy Triage View|ZTOE—$ZE L fEig. LOHMEIEICIBEHREMA F-VIRHREHRET D
[ZI&Change Status CStatusa Z B J 2MENHYET,

[:ymﬁenﬂmics Gpview | oy | L searcn | = sampte o | il acmetries | Tl chanea c it || [& change status | [ 5= Reports
GenomeVie_\w_lAMP: 0, GAIN: 16, LOSS: 19, DEL: 10, LOH: 0) . . . —‘f:fc:‘ I‘:Ut ; 0 = l x
" ‘ ST v . ! ot o e B ?::FD\H el
1 ! 2 ! 3 ! 4 ! 5 ! & ! 7 ' 8 ! 9 ' 10 ' 11 ' 12 13 14 ! 15 ' 16 ' 17 ' 18 ' 19 1:"”‘1‘:'";:" | X Y
»  Change Status
Check Out; BAH LM A—H — 2L > THREF DIKR
1ze Call |‘ @ Change Status | I;;.' Check In; FEBLIREL TULVRL VIR
fo Check Qut EETE Sign Off; #RERZ & A f-LockE N 1= 4KI% (Scientist A Administrator D # AT RE )
. B Cyroreporttt AT RELAY N EEIBTLET .
Sign Off
7] Unlecl 1 Unlock; LockZ fZBRL 9 (Scientist A Administrator®D & AT BE )
Unde CheckOut ! Undo Check Out; i 1—H —hREFDIEEIT RN TOEFLZEMIELET
: an e e (Administratord) & A HE)

> THIOUMMERIZDOWLT

BLT—2%RN5DILELCSavere £ BEL TS T HIULDHTY,

FHADOUMMIIETEEDIEENHYET . CytoGenomicsw AV AL—ILLT=7 A bD A ILAdministratortEREHH
F9. 58, 7HUUMBMAE p.61

= Technician; T—2DAYTyh - BET -HE - HBETETETHET—F%Sign OfICTEEE A,

= Scientist; TechnicianM TEAHZ&IFTATEITTE, BD. & T —H%Sign OffICTEET, Input/Output 7+ /L
T DETE X WorkflowDEEEEBMARETT

= Administrator: Technician, Scientistm™ CE4 3 R TDTaskNAIEETT , BED. FHADUULEEM, T—4~R—X
Y TAV T DEREMNAEETT,
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Legacy Triage View (CytoGenomics ver3.5% T TriageView) ]

Sample Review M5, BT 35T —2DFvIR v R%EIR LLegacy Triage Viewd o)y ILET .

Auto-Processing
A 8 Analysis Sample . Configure Supporting - @ @
H a © Adh
Cymﬁﬂﬂﬂm[ﬂs Lm]rome - Workflow Review | &0 Settings Files min © Help
mple
= Sample Attribute | BE Genome Overview Q
Applicd Filters: None | Clear Filters [ Select all records || Abort/Delete || how/Hide Attributes |
| O | Global Display Name |%‘ Status. “%‘ Analysis Method ‘%‘ Date-Time |%| QC Status. “%‘ Type ‘%| User ‘%‘ ‘ Reference “m Green Sample ‘%‘ Red Sample ‘%‘
1| © | US23502418 25298301000  Analyzed Default Analysis Method - CGH+...  0B-Jul-2016 18:53:02 Pass Manual AGILENT\jp453503 Job_0BJi Green Sample European Male {NA... NAQ4552
2 O | Us23502418_25298301000...  Analyzed Default Analysis Method - CGH=...  08-Jul-2016 18:53:02 Pass Manual AGILENT\jp453503 Job_08| Green Sample European Male (NA... NAOG231
3 O | US23502418_25298301000...  Analyzed Default Analysis Method - CGHs...  08-Jul-2016 18:53:01 Pass Manual AGILENT\jp453503 Job_08(| Green Sample European Male (NA... NA0S208
4 O | US23502418_25298301000...  Analyzed Default Analysis Method - CGHe...  08-Jul:2016 18:53:00 Pass Manual AGILENT\jp453503 Job_08i| Green Sample European Male (NA... NA20409
5 O | US23502418_25298301000...  Analyzed Default Analysis Method - CGHe...  08-Jul-2016 18:52:59 Pass Manual AGILENT\jp453503 Job_08i| Green Sample European Male (NA... NA12878
6 O Samplel Vs Female 256...  Analyzed Single Cell Recommended Analy... 07-Jul-2016 18:04:28 Pass Manual AGILENT\jp453503 Job_07)1| Green Sample
@ @ @ B~ Record:10f33 | Triage viev || Legagy Triage || fingle Cell Triage || Multisample | | | CoH &SNP Plots || View Report(s) || QCMetrics || Reanalyze Samples || Send to partners | Search Records |

1. EFBEDOT—F2HEME (Triage View) [CRRENFET,
HEmERT

Triage View : 253058710505_1_1 - (C5]
| [:vmﬁenﬂmms JSowch | [ sompletoto | [fflac Hewis | 7L changs catl | [, change St | 55 Repores Genome View:
s —_ —_
GenomeView(AMP: 7, DEL: 10, LOH: 3) ESAEO ¥ T X %%E{$0)CGH0)7_QE§Z‘T
[ ﬂwnﬂ%mmmmnﬂmmmmHnmwduuum;w
| === Gene 17 =
N . g s
1 gz, 2
{1 ATl
: i
o R
4 >
1
b . - s
|| R —
Chrom...a:|Start 42 Stop 4:|Gene ...|Size(bp) Type |#Probes Mean Log Rati State  Suppr...Classi Actions ] Ch romosome V|eW .
chrt BO7I... 52,340... | 4268, ﬁ:‘z .45 Algorithm Ge... 1 N .
chr2 69,141.... 90,265.. 112 o -0.753 Algorithm Ge. N, Genome View—Gg |J \yg l,—Clg*Ré*Lf‘
chrz 735,27... 243,04... SH3BP4,G7,T6 0834 Algorithm Ge... N N N —
chr2 235,37... | 243,01... SH3BP4,G7,637,... 11.251 Algorithm Ge... N %ﬁ 1* 0) CGH*SNP 0) T —9 %*m k i 7~
chrz U2 AT... 240,B2... THAP,IN 355,304 -0.515 Algorithm Ge... N
chr2 100,36... 100,44... GPRIZE, 84,774 0933 Algorithm Ge... N
e e e oo PR stacritm e Y |
Interval Table | CGH Probes | SNP Probes | Default Analysis Method - CGH+SNP v2
i : £l
2 —
DS
—

riage View : 253058710505_1_1

Cymﬁﬂ"ﬂmics , Search T;Sammewn il Qc Metrics T1# Change cal

GenomeView(AMP: /, DL

Gene View:
Chromosome View GO w9 &KSv 5 1Z&Y

10, LOH: 3)

I s i 3 P
' i EiRSN =R BEEED
I i 1! = Z b
H
! — —
B CGH*SNPDT—A%FIE KK~
1 5 6 7 8 5 M M 12 15 14 15 16 17 18 15 w21 2 X ¥
B
1 aHm +
M 3 3.0 mb }’
£ R 500 4 %
11 . 009 Mb 5
4 50,7 Mb =
1 50,00 Mb 4
1 504 Mb 4
e b .
3. | Fn K| Tab View:
3 K& S0 : o g e
| ; A T B 4 R ShzaE — &KL FELEL (Amp-Del)
Qg1 %
A S— —
Chrom...+:| Start 42| Stop 4<{Gene ... Size(bp) Type |#Probes Mean LogRati....  State Suppr...Classif.., Actions kb LOH T " 2 I\ C N
chrt BOT... 52,340... L 4288, 5 7.450 Algorithm Ge... ] N
chr2 69,141... 90,265... 0753 Algorithm Ge... N
chrz 0834 Algorithm Ge... N
chiz 1251 Algorithm Ge. N
chr2 0515 Algorithm Ge... N
chrd 100,36... 10044... GPR125, 84774 0533 Algorithm Ge... N
cha 1825 16261 56,225 5573 Slanrithe Ge "

interval Table | CGH Probes | SNP Probes | Default Analysis Method - CGH-SNP v2




2. CGHT—ADET—ARAUMNERA4BTLA CGH SNP

J:@%‘CGHjD_jb\B‘fEFB*LT: Chromosome\iew: :hmmp 0, DEL: 3, L0...EE=ES § (RéH = * %
Log,(Test/Reference) RatioDEZETRLET, = ; EZRE
SNPT—RDET—RRAUNMEITA4oOT7LA 3 1 A
EOENPTO—ThBON-T—4T F4°1
A”U | Rsa | ﬂi"]ﬂﬁﬁii'cwuﬁkéhﬁb‘ﬁﬂﬂ tf&é ; .4 | !
[F5DMSNP7LILDAE—H(“ASCN”)ERLET . SRk
P~: ‘3'»: |
FILTYXLIZKYBEHSNT- L0 o

Referencel23f 9 STestDIE— ’ﬁl%ﬂ:wﬁﬂ%ﬁTLi?o FILTYR LIZEYRE SN T-
(cn)LOH-UPDfEEIZRRLET
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x
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chrl 16,354,638 16370251 pled3 CLCNKA,CLCN | 15.614 1 059 arlhgl9] tp.. O | v 00 [
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chrd 20,121,121 26,880,755  p15.31 - pl5.2 8-16759.635 T 10.193 arrhgt9] 4p... o L 10 (o) (emed
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[ Allow intervals to be suppressed/unsuppressed from the table. (Allowed for samples containing the exact interval positions.)

Chromosome  Start |  Stop | Cytoband | GeneName | Size(kb) | Overlapping % [] US23502418_252983010.... [l US23502418_252983010...|
chré 78,979,161 79,023,328 q14.1 44.168 100 78,979,161 - 79,023,328 78,979,161 - 79,023,328
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[ Allow intervals to be suppressed/unsuppressed from the table. (Allowed for samples containing the exact interval positions.)
Chromosome | Start | Stop | Cytoband | GeneName | Size(kb) ||:| U52350241B_252983010002...|. US23502418_252583010002...
chrl 16,354,638 16,370,251 p36.13 CLCNKA,CLCNKE 15.614 ‘/ [%] 25
chrl 104,107,530 104,211,056 p21.1 AMY2B,AMY2A, AMY 1A,AMY | 103.527 &
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UCSC genomic Browser
http://genome.ucsc.edu/

National Center for Biotechnology Information (NCBI)
http://www.ncbi.nlm.nih.gov/

Ensemble
http://asia.ensembl.org/index.html

Database of Genomic Variants (DGV)
http://dgv.tcag.ca/dgv/app/home

GO
http://amigo.geneontology.org/amigo

KEGG(Human)
http://www.genome.jp/kegg/kegg2.html
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1. Configure Settings M TracksZERL . Update Tracks 91w LET,

#A Agilent CytoGenomics
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-:--El-g

Auto-Processing
.
A M Analysis Sam e Configure Supporting A
L ] Qe . . Admin
cymﬁﬂﬂﬂm ICS (o tome 4 Workflow Review | %ic Settings Files @ Hel
A
Search in column | Genome Build v| Operator = | Value | *) | Search | | Reset |
No. | Track Name | Lastupdated | Source | Type | Genome build| User/Owner | Showin Ul Show in R...| Action |
T, Agilent Female CNV Reference  01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED he19 GLOBAL z a Details Delete
ﬂﬂ[l 3 Agilent Male CNY Reference  01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED het? GLOBAL 14 o Details Delete
Tracks 4 CNV-DGY_he18 v3 01-Nov-2011 10:10:40 CytoGenomies pr Static BED hetd GLOBAL 4 o Details Delete
5 CHV-DGY_hgi9_v3 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED het9 GLOBAL z u] Details Delete
T CpGslands_hg18_v2 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED hetd GLOBAL o o Details Delete
CpGelslands_hg19_v2 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED het9 GLOBAL u] u] Details Delete
& Cytoband_hg18_v2 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED hgl8 GLOBAL o o Details Delete
Viewing
Preferences Cytoband_hg19_v2 01-Nov-2011 10: CytoGenomics pre...  Static BED hgl9 GLOBAL u] u] Details Delete
Genes_helB_v2 01-Nov-2011 1 CytoGenomics pre...  Static BED held GLOBAL o m] Details Delete
Genes_hel9_v2 01-Nov-2011 10z CytoGenomics pre...  Static BED he19 GLOBAL u] o Details Delete
miRNAS_he18 2 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED he1d GLOBAL m] a Details Delete
miRNAS_hg13 2 01-Nov-2011 10:10:40 CytaGenomics pre...  Static BED he19 GLOBAL a o Details Delete
Pseudo Autosomal Regions_hg18... 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED he1d GLOBAL a o Details Delete
Pseudo Autosomal Regions_hg13... 01-Nov-2011 10:10:40 CytoGenomics pre...  Static BED het? GLOBAL m] o Details Delete
pathogenic 02-Aug-2013 01:05:20 Cytogenomics dat... Dynamic BED het9 AGILENT\yukaneda o o Details Delete
17 1SCA_Pathogenic 02-Aug-2013 11:54:54 User imported Static BED het9 AGILENT\yukaneda @ u] Details Delete
18 benign 02-Aug-2013 02:40:09 Cytogenomics dat... Dynamic BED het9 AGILENT gt = o Details Delete
|_Import Track From 8D File | Create Track From Query || jl’ | Update Tracks |

2. TIAI)FTrack®EFLLYS—

S

v

VA FHET BI5EE Update Tracks F A7 AT Ry ZANRKRTSNET,
UpdateL7=L\Track& D EIZH B F IRy I R%EERL., OKEY IV ILET,

Update Tracks

The updates of following Cytogenol
Do you want to update?

=]

s preloaded tracks are available.

No. | Track Name | Update Track? |
1 Agilent SureFISH_hg19 w2 { * New) =

2 Cytoband_hg19_v2

3 miRMAs_hg18_v2 =

4 MewTrack! { * Mew) =

5 NewTrack? { * New) =

& MewTrack3 [ * Mew) =

7 NewTrackd ( * New) =

B MewTrackh | * Mew) =

9 Pseudo Autosomal Regions_hg19_v2 =

[ Check for tracks update at application start-up LQ—KJ Cancel

Update DN ELME S . TEEDHRYIR

BARTSINET,

Track Updates

Mo tracks updates are available

(3]

OK
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11 Track® A R—h9 51848

Configure Settings A 5 Tracksz &R L . Import Track From BED File Z2)vJL%E T,

4 Agilent CytoGenomics — B
ot Prope
T AN W5 Analysis Configure
- O N
Cymﬁﬂﬂﬂmlcs L ome i Workflow %I Settings Ll
K
Search in column | Genome Build -] Operator = -] Value | ©) | Seach | | Reset |
No.| Track Name | lastupdated |  source | Type Genomeb..| User/Owner | Shaw in Ul Show in R... Action
3 Genes 15Noy 2012 071035 CytoGenomics pre... Static BED  hgl? GLOBAL & @ Details Delete
2 Agilent SureFISH 15Nov-2012 07:11:29 CytoGenomics pre... Static BED  hgld GLOBAL = = petails Delete
3 CNV-DGV_hg18_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg18 GLOBAL o a Details Delete
' CNV-DGV_ha19_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg19 GLOBAL & o Details Delete
LSS L)
# 5 CpGslands hel 2 15-Nov-2012 07:10:35 CytoGenomics prew.. Static BED  held GLOBAL = O | Detais | Delete |
Classificatio
| CpGbslands_hgl9y2  15Nov-2012 07:10:35 CytoGenomics pre... Static BED  hel% GLOBAL O o Details Delete
fg} 7 Cytoband_hg18_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg18 GLOBAL o o Details Delete
Viewing 8 Cytoband_hg19_v2 15-Nov-2012 03 35 CytoG. ... Static BED hg19 GLOBAL o o
Preferences yioband he1d. o ytoGenomics pre... | Static & Details Delete
5 Genes_heté2 15Nov2012 07:10:35 CytoGenomics pre... Static BED  hetd 6LOBAL = O | betais || Delete |
1o Genes_hets 2 15Nov-2012 07:10:35 CytoGenomics pre... Static BED  had GLOBAL O = petails Delete
" miRNAs_hg18_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg18 GLOBAL o o Details Delete
7 miRNAS_hg19 2 15N0y2012 071035 CytoGenomics pre... Static BED  hgl? GLOBAL o o Details Delete
13 Pseudo Autosomal Regions_h... 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED  hetd 6LOBAL o = Details Delete
14  Pseudo Autosomal Regions_h... 15-Nov-2012 07:10:35_GutaGy 2 StatisRED hel9 GLOBAL o o Details. Delete
| Import Track From BED File | | Create Track From Query | /!

AR—FF BTrackDE LR ERFTIEERTEL . Track File (HE3RF .bed) & Browse Mo EIRLET .

Import Track s - — =)
Build Name (11 . c"";mge T av:
TrackDBZEZEET HEMNTRETT,
Track Name
Track File Browse

Import Cancel
Imp: &

Track D& (& Supporting Files EDTrackBZEZHE VUV ITHILITKY  EETHILL
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— == =)
| Agilent CytoGenomics =
Auto-Processing
.
AL 4 Analysis Sample . Config re Supporting ~ @ @
Home L B (®) q ¥ Admin
Cymﬁﬂllﬂm ICS 1 B  Workflow Review = %5 Settins Files © Help
Search Entity: | O Attributes | Non Unique Probes = Data
52 Array Data
022060_hg13 Attribute | Value
Import/Export 1+ [BiE] 029830_hg19
4 P - N 022060
Probe ID List Probe IR List ame
Type CGH
Import/Export Tracks
Track File @ Agilent SureFISH Genome build hgl9
arten i . H. sapiens
mport/ Export NV-DGV_he13. £ o
st el Edit Cotor
Gene List File & Colslands_hg' Date 2010110/01
— @ CpG-lslands_hg! Rename Data Available For Number of Chromosomes 24
Design @ Cytoband_hg18, Delete Number of CGH Features 74577
@ Cytoband_hel9 .. Number of CGH Replicate Probes 4000
Impart @ Ganss half 2
Genotype @ Genes_hg19.2 Number of Nen Unique Probes 48
Ll @ miRNAs_hg18_2 Available GCPercent Window Sizes 2Kb, 10Kb,40kb
@ miRNAs_hg19 2 Arrays per slide 4
@ Pseudo Autosomal Regions_he18_v2
@ Pscudo Autosomal Regions_hg19_2
#1731 fane lick

7

Track File 51
« ISCA Database customtracks (NCBI36/hg18 and GRCh37/hg19) (Thesefiles containthe CNVs as reported by ISCA

International Standards for CytoGenomics s T i e e o s At
. —_— N
Arrays) Consortium o)T 9/\ X(j: BED Details tracks contain extrafields that providelinks to display addiitional CNV details. BED tracks
do not contain extra information and may be suitable for use withthird-party software

s - ~
::/\J_VTAGJ '717 -U-’r I\b\b BEDTracks BED Details Tracks
a 7\/{“/#'6 :t’c NCBI36hg 18 GRCh37hg19 NCBI36hg13 GRCh3T/g19
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Configure
Review = %o Settings
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2 ad
Files min

Search in column | Genome Build ~| Operator = | Value | +| | Search | | Reset |
Na.‘ Track Name ‘ Last updated ‘ Source ‘ Type )Gename b..{ User/Owner ‘ Show in Ul Show in n..{ Action ‘
. Genes 15-Nov-2012 07:10:35 CytoGenamics pre... Static BED  hgl? GLOBAL = @ Details Delete
2 Agilent SurcFISH 15Nov-2012 07:11:29 CytoGenomics pre... Static BED  hgt9 GLOBAL s} Details Delete
3 CNV-DGV_hg18_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg18 GLOBAL o o Details Delete
r" CNV-DGV_hg19_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg19 GLOBAL & a Details Delete
5 CpGrlslands_het8_v2 15Nov-2012 07:10:35 CytoGenomics pre... Static BED  hgld GLOBAL s} o Details Delete
6 CpGrlslands_hg13_v2 15Nov-2012 07:10:35 CytoGenomics pre... Static BED  hgt9 GLOBAL s} m] Details Delete
a} 7 Cytoband_hg18_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg18 GLOBAL o a Details Delete
e 8 Cytoband_hg19_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg19 GLOBAL o a Details Delete
9 Genes_hg18_v2 15Nov-2012 07:10:35 CytoGenomics pre... Static BED  hgld GLOBAL s} o Details Delete
10 Genes_hg19_v2 15Nov-2012 07:10:35 CytoGenomics pre... Static BED  hgt9 GLOBAL s} m] Details Delete
n miRNAs_hg18_v2 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED hg18 GLOBAL o a Details Delete
7 miRNAS_hg19v2 15Nov-2012 07:10:35 CytoGenomics pre... Stalic BED  hgl9 GLOBAL s} o Details Delete
13 Pseudo Autosomal Regions_h... 15Nov-2012 07:10:35 CytoGenomics pre... Static BED et GLOBAL s} o Details Delete
14  Pseudo Autosomal Regions_h... 15-Nov-2012 07:10:35 CytoGenomics pre... Static BED, hate, GLOoBAL o o Details. Delete

| Import Track From BED File | Create Track From Query |

Track NameZE%E L . Classification Z3%ELFE T, Create V1) vILET,
'Cl’EEtE Custom Tracks u

— 5 —
Track Nam_ || T
Build Name | het? B
Track Query

Select Interval Classification | Senign . |
O And

Sample Attribute  [Amay /D 2 vae

Create || Clear | Cancel

Aberration IntervallZClassification Z5 % 1=1& . Sign Off ¥ & TracklZ RSN FET,

i Trisge View : 252983011347_1_1 [Reviewed: AGILENT¥yukaneds]

CytoGenomics fov

GenomeView(AMP: 57, DEL: 22, LOH: 7) [ T TR

ooy | O search | T sampleinto | |l Qe Metrics

wmw%mwthh“—qL—m h-muh—-gq-lnw
b

1 2 3 4 5 . 7 3 5 W N r B 1w B % v wHAAR X Y
ChvromosomeView: chri4 (AMP: 1, DEL: 2, LO.. BB = 55 & OB @ ¥ 1 X || Gene View ichri4 : 10631837-107154901 , 93Kb = v A D PH @ =l T G M v © x

——
Chromos... +| Start_+i Stop =:Gene Na... Size(bp) State | Suppress Classific...Benign (0] Actions
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Classification #52% %

& Aberration IntervallZClassification #E & {11535 & . & ¥ Classification ZRET HHELHYET,
Configure Settingsh > Classification Z24R L . Create Classification&x ')y L%ET,
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‘ S Z 3 Auto-Processing QUETD
. o0

© Help

" Analysis ~ Sample Configure |, Supporting T

| Cym[:‘leﬂﬂmlcs i\m"" s Workflow Review 7 Settings = Fites
(A ciicaion —

On this page, you can create and manage a set of terms for interval classification. For example, if you create a term, benign, then in the Triage view, when you right-cick an aberrant
interval, you may apply this term to that interval. In Triage view, you may also search intervals and samples by Classification terms. In addition, you can choose one of these Classifications to

1.

i Agllent CytoGenomics

Method

be shown as a new column in the Triage view.

Reports
Please click the button below on bottom of the page to create classifications.

n
Tracks

I (\As;lﬁ(anon]

&

Viewing
Preferences

Create Classification

2. Classification D& BIZ A AL, ok&EVVYILET,
Create Classification

Enter Classification Name ||

U Create Dynamic Track 3. Create Dynamic TrackZ &
R B EROEE TBuildt®

. 2
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Create Custom Tracks
Track Name |Dynamic Track -Namel

Build Name lhg19 J

Track Query

o Array 1D

L Create I Clear I CaﬂceLJ

4, fEE S T=ClassificationH¥) AR ZMNAYE T, Show as column in Triage ViewDF Ty IRy RXIZ91) w4 LApply
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Auto-Processing

 Agilent CytoGenamics b

5 Anclysis Sample . Configure | [|_ Supporting = A
Admin el

Cymﬁﬂllﬂmlﬂs /_i} Home %8 oy Workfiow Review = %7 Settings = Fites
A

C on
On this page, you can create and manage a set of terms for interval classification. For example, if you create a term, ‘benign’, then in the Triage view, when you right-click an aberrant
interval, you may apply this term to that interval. In Triage view, you may also search intervals and samples by Classification terms. In addition, you can choose one of these Classifications

to be shown as a new column in the Triage view.

No.| Show as column in Triage view Name Created By Creation Date Action
1 o Benign AGILENT\yukaneda 16-Nov-2012 16:02:30 Delete
2 Z InHouseDB AGILENT\yukaneda 16-Nov-2012 16:04:23 Delete

&
Viewing
Preferences
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5. Aberration IntervallZClassificationZz 5 2 535 & [, Triage View/Legacy Triage ViewZ FE . Change Statush\b
Check Out®@StatuelZLET,

ti{é} View |

Copy | &;)Q Search |

= o | E
k_jSample Info } u]J QC Metrics { ﬂj‘ Change Call ‘ EChange Status L

[
Check Out

6. TriageView/Legacy Triage View® Interval Table [ZT

Classification® 715 L TEHNL =L \Classification & &R L TOKR R E Iy LET,

Chromosome Start Stop | Cytoband | Gene Name | Slze(kb] | #Probes | Mean LogR...| ISCN | Suppress |Classification
chrl 196,744,721 196,799,302 q31.3 ! 0871 arrfhe 9] 1g2... O f JE
chr2 4,070,291 4,124,283 p26.1 £2.992 G 3 1.071 arrfhg 9] 3p2 [+
chr4 63,276,368 69,483,277 ql3.2 TMPRS511E,UG |206.91 G 5 0.8%6 arr[ha’9] 4a1 O Test? [+]
-| Interval Table CGH Probes [ SHP Probes [ Analysis Method [ Gene List/Track [ Favorites Common / Uncommon Intervals

e . - S -

7. classification MIEB 2, BELI-HBDNANENET,
| Chromosome | Start | Stop | Cywband |  GeneMame | Size(kb) #Probes  Mean Log Ratio/LOH... 1SCN | suppress C i
chrt 196,744,721 196,799,302 @3 ] 5458 0871 arthg1?] 16313019 7... [ | TestClassigication Bl
chrd 4070291 4,134,283 »26.1 62.9% 1.071 arrlhg19) 3p26.1(4,0... [ L B
chrd 69,276,368 69,483,277 at3.2 TMPRSSIEUGTZB17 20691 0.8% arrlhg19] 4a13.2(69. ... [ L B
Interval Table | CGHProbes | SNPProbes | AnalysisMethod | Gene List/Track | Faverites | Common /Uncommon ntervals |

8. Change Status/h 5 Sign Off (MStatusIZEZ TLFZELY,

g@}View | Copy ‘ @&Search ‘ Sample Info | Uﬂ QC Metrics f_La Change Cell ‘ [Bchange Status ‘ Lg Reports ‘
Check Out
Check In

ize(kb) | Type | #Probes {Mean Log Ratio/...| ISCN | St ppsif cation
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$ER%EM)7— L. CytoReport Z#ERK )

1. Triage View EL<IZLegacy Triage ViewxBEEY,
2. WERIZEHEEMMZBI5E (L. Change Statush i, Check Out #9vILET . #5935 &. EEH Check Out®d
REEIZHYZET , (BEZE L IZ”Check Out” &R R)

[C 3 | [ (| 5 @l | =N |
L{@f} View "= Copy ‘%’Q Search | | = Sample Info | u]j QC Metrics ‘_L‘ Change Call | L& Change Status

Check Out

@ : | B @ | ; e [ e (
L@ View = Copy \aQ Search | || =7 Sample Info | ul; QC Metrics | L7 Change Call | L* Change Status

3. Change CalloER TEHARIETETY .

e Add Call f_L-r' Change Call | & Change Status |

* Suppress/Un-Suppress Intervals
PP / PP 1 Add Call I
Suppress / Un-Suppress Intervals = G

4. Change Status M Check In Z:&R T 5L, EERNBREFRFLIzEETriage View ZFALHZENTEFET,
BIZSHICHE "f'f:"' = BT EMTERETY , Sign Off MEITIZIntermediate Cyto ReportZiE:R 3 5154
F EEELD 2T 24UV ILET,

5. Change Status M5 Sign Off Z3EIRNF D&, CytoReport HAMER RIRES7EYE T, Sign Off ZRINT B L. Sign
off DHERBEMNRRINET , OK £V VILET,

2 Boteer Corofive £=aikL 7

1A Triage View : 2529830100021 1 [Checked InAGILENT\dhudfman] ]
.
CymGenﬂm":s & vew | TRcomy T Search s Sompiainéo | ] Qc matdes | FLe 0ange can :3 Change Statas = Roparts
GenomeView|AMP: 9, DEL: 4, LOH: 9| FEEd I R

Ay (Al bt Mo (AN Soio giome e [oalat B et M omate Gashey foudh e hﬁ-dfu-‘fnua R R

1 R I T T R R RE R SR R R R A TN R
e S [ Gare View chel ; 1586244-16882464 , | Mb SEmvaAapSReRWEamd = x
3 . | = 2
%21 | . == 5 =
P32 ==
P2

. "Sign Off" will lock the “Triage Record” and after that it won't be available for editing. | *
“") If you want to modify “signed off” record, please unlock the record.
Are you sure you want to sign off the “Triage record"?

@t B

SE R o | o

@21 Wit .

1;“ R -3 A TR =

i i 3 ‘.'E'; u.sx.hi e 1 ¥
2 A T T

| 2 - i 1 2 0 1 2 3 4 Genes_ng1?

Chromasome 1 Start  4{ Stop 1 Gane Nama | Size(bp) Type
ot W a6H 130251 T e -u "

chrt 104107,530 104,211,056  AMY2D,AMY¥26 100,527 4
chr? S WA TIE 206,587,389  Poa 4,472,454 83
chid 84,796,650 83,715,087 , 3,918,448 58
<hrd 20,121,121 26,830,755 SUTZKCN 6,759,635 124

I Default Analysis Method - CGHeSNP v2 interval Table SHP Probes | CGH Probes




6. Sign Off #9 A&, Report ERRDTOERIZHBYET,

24

CytoGenomics

GenomeView AMP: 9, [EL: 4, LOH: 9}

14 Triage View: : 252953010002_1_1 [Checked InAGILENT dhisffrran]

Sver | ooy & sowen [ sompanto | gl ac warnes

7Le change can | [} change status = Reports

PO St WA . Witiel e SR AT S 5 T B et o o Mol e e

{Gonsats sign oft meports w s

B 3R] Cyto report with the below template will be generated after signing off the sample:
~

T L

W W NB? X L

+ CytoReport DIERKIZDWTIX, T TICEZRSINLIR—F I+ —IYLEL DU ARMDESD,

10158 Hgorithm G.

Default Cyto Report Template - CGH « SN2 ~ Add
* *Ba Other reports that will be generated:
| Interval based Aberration Report & 3
4 ]
) LOH Report Y @ |
B 2 Aberration & LOH Report =
0 2 | Procesd  Cancel 3 4 Genes_ngtd
{ — A e
Chromosome ; Start 41 Stop a1 GaneMNamo| Size(bp)  Type | #Probes | Mean LogRatiolONSc... State  Suppross [Classification) Actions |
ant 636 16370201 814 -|| 2 6 o
cnrt 108,107,530 WIA 100,527 ‘ 0.75¢
2SS 9AT% 2 147654 % 15627
o3 84,796,650 6,558
chrd 20,121,121

Add 7'y IL, FTzIZLR—b T4 — Vb EERLET
%:E-E\y L/TR_sz-_7\y|~p.44

+  Z M1, Interval based Aberration Report, LOH Report. Aberration & LOH ReportHHH 1B EM

AIRETY,

1 Gerweate sign off reports

| ST T T A

Desfauit Cyto Raport Templats - CGH - 588 - Add

] Other reports that will be generated:
Intorval based Aberration Report &7
LOH Report [N :a
Aberration & LOH Report

Proceed  Cancel

7. Proceed ZVVILET  ERAHASNDE, FTRDAVE—IHRTINFET,
FCICHEREHER T HEEZE, Yes 0V ILET,
HETHERTHERIE NoZVIVILETS,

Cyto Report

Cyto report is gensrated successfully, Do you want to coen falder containing signed off report?
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8. Sign Off RIZNBEE R I 515 A (L. Change Status A HUnlock Z:EIRLET,

3 Bedacs o e

e
CYmGenumlcs Gyview | S copr | T sowen | Thsamptowto | filQcmanics  TLt cungo cal | [B chanse status || [S5 Reports
A 3

GenomeView|AWP: 9, DEL: 4, LOH: 9) & v

b [ R %
'mm““mﬂuwlnuummmnuuupuumk} .
1 z 3 4 LT S A T T T T T Y T T R A R v
|| Gene View ichrl : 15882464-16862444 , 1 Mb. S—mvaPLHe W aE® ¥ I %
16.0 b 1 .-
16.1 b 3
16.20 b A
1620 b * : . .
16410 .
6.5
1639 tab
17 b v
168 mb o T T 4+
-1 c 1 2 [ 1 3 3 4 Geraz_hld
RS
Chromosome 41 Start 41 Stop 1 Geno Name | Size{bp) Type #Probes | Meon Log Ratio/LON Sc...|  State | Suppress  Classification Actions. |
ot 16,3546 16,370,251 " 056 Agorithm G... [ it
<hrt 104107,50 104211056 i a7se
ehr2 SudfSH 197,114,736 206,567,389 18 10.637
o3 BA736,650 88,715,097 58 6358
chrd 20,120,121 26380755 124 10,188

| Dot Analysis Method - CGHeSNP ¥2  terval Table | SNP Probes | CGHProbes |

9. HEEBEEARTIN, OKED )V ILETS,

Confirm - —— » =

75y "Unlock” will make the signed off "Triage Record” available for editing again.
Are you sure you want #a.mnlack tha "Triage Record"?

ok || zancel

10. FD#%. ABEDZEEFEEITLO., Sign OFfEEHEL. LIR— EBEEERLEES.
RLCIZ7AILIZHEAShTOEET,

BUREICEBELEDDDLIR—RI7A LA .. Signed Off JIEWLNVSERIIZHEYET,
—BEVIZEBLE-LOMNSIEIC. T..._Outdated_1]. I..._ Outdated_21&%YUET,
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Triage View [ZTSign OffL 7= [Z¥ERL L 7=CytoReport- Aberration Report - LOH

Report M H15E

/1

Sign Off B D H AT —REA 2 Ah—LBEIZERTE LT=Server I+ JLZ D H D
CommonStorage_X.X.X.X_XXXX®D &, ['Workflow Output | 74 LA IR EFESNET,

L Automation Workflow
. CustomGEML
| DnaTrackFile p.14 “Job Name” p.14 “Sample Output Folder”
| FE QC Report DERFE(CH U Tzm DERE(CH U TR
.. oldCommonStorage
.. Worlflow Output |, 252808112780_1_1_test3 | test3
-~
. Signed Off Images

B ABERRATION_8&_LOH_INTERVAL_Signed Off

B IntervalBasedReport_Signed Off

@ LOH_INTERVAL_Signed Off HH =M 7=CytoReport

T test3_Signed Off (e REPOrtH (&

) p.14 “Sample Output Folder”
|| test3_Signed Off DFE (TG U 1= %mT

EHTDReportDEKEIC_Signed Off' BN DEET,

3 L<IESample Review M5 T—42%#IRL , View ReportE ) v § 5 LT, RIRSEDHIELTEE

ER
s
View Report(s; ]
" & Agient CytoGanomes o The report options are enabled only if the
roto Processing QUETETD reports are generated for the sample.
; f e - " o0

CytoGenomics weee =Ziair, | [lims | Gl e 2 s el General Report(s)
Mopitre:aad teview snples € Job Summary Log
= Somple . Gonome Overview O FE QC Report f

| Global Display Name [ Status %

Show/Hide Attrbutes

Anslysis Method | DateTime %) QCStatus | Reference % Green Sample |5 Red Sample

T mmone Revewsd  Dufault Aalyss Mathod - COHe.. 16Non2012 1057:47  Evshiate(3/ _ Green Sample. Agont Euro Male st

®O®® | Recorttolt Triage view || CGH& SNPPlots | | View Report(s)

Muitisample || Reanaiyze Sampl(s) | Send to Partrers

Signed Off Report(s)
) Cyto Report
() Interval Based Sizned Off Report

© Aberration & LOH Report Signed Off
() LOH Report Signed Off

=

Show Cancel

/)
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CytoReport DIABR ZE A =L \&F (AT aY)

Configure Settings 47 : Report Z3R

* PDF Report Templates: CytoReport Dt HFEXEEEE

Auto-Processing
H A 4 Analysi Sample | <% Confi | Supporti o0
CytoGenomics ASwn =Ziin, Bl |ficume | logme P

X
Analysis
Methods PDF Report Templates Qther Report Settings

£ I No.| Template Name
Reports

Creation Date Creator Action
1 Default Cyto Report Template - CGH 15-Nov-2012 19:10:35 acicen [ [ view | Delete
2 Default Cyto Report Template - CGH + SNP 15-Nov-2012 19:10:35 aciev | View Delete
Create Template

1) FH=IZERT %5 & 1dCreate Template 21y LET,
2) FEEDTemplate NameZiE AL TOKRALED)VILET,

HE

Create Cyto Report Template

Enter Template Mame: | Template_Custom

OK Cancel
=

3) Cyto ReportlZ AfLf=L Header,Footer, X f=L\BUEIEH . 7+—<vb&:&IRL.
SaverRAL&# V)V ILETS,

TIHILEDERERNEE

BRI H5E(F
Viewz71)w9

Header Orentation O Vertical O Horzasl
Hommms Vies. Show SHD Bane Cyto Report Cyto Report
O nctute
Orientation O Verticl ) Horsoata
Show SHP Pan Samgia rformation
Chromoseme View
Show 1.« | Imsges o repart page
Footer =
- [ e p—
......
Show 59 Pane
1 Gene View
Shaw (1. inapes o repart pge
Sample Infarm: Text Aberation Table View
 Saghe wormation
Title: Same Attt S ton e of 44
O Il Tuble
Delete
) == Footer ] Footer
Table st Chrrmcsome View seesets
Add page break after sectian:
Sho COHBSHP O M
[ Sampie Information [ Standard Notes.
1 Show anstyss Setings  Show st Tral Contents  Genoric Roion
5 Show Hares
Mest | Cam

<l | ety | canc

eack || save | cancel
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FI2AILNUN D TR DB T method ZEFRTHEE (FTFa)

Configure Settings > Analysis Methods Z:&RLET
CytoGenomics 4w =2z,

Analysis
Methods | | Analysis Method  Design Mapping

Configure
T Settings

Supporting A

Files Adain

¢ Method Hame Creation Date | Creator | Status | Action
Default Analysis Method - CGH-SHP 12 18-Jul2014 14:07:04 AGILENTjp 53503 Public View/ Save s Export
Mossic Analysis Method 18-Jul2014 1407:05 AGILENT\jp45350) Public View/Save A Expart
Default Analysis Method - CGH v2 18302014 14:07:03 AGILENTjp 53503 Public View/ Save S Export
Single Cell Analysis Method - CGH vi i-Fob 2014 12:10:10 AGILENT\jp45350) Public View/Save As Expart
Single Cell Lang Law Aberration Analysis Method B0t a0 11212 AGILENTIjp 53503 Public View Export
Single Cell Recommended Analysis Methad BSep 2014 17:34:10 AGILENT\jp45350) Public View I Export
Single Cell Small Aberration Analysis Method 265ep 2014 17:16:20 AGILENTIjpd53503 Public View Export

T 74 L TEFE T SAnalysis method

| Create Analysis Method | Import Analysis Method

FHLL \MethodZ{ED L ZD1
1. Create Analysis Method%%')v%, Method £% A HLTOKEIYVILET,

b Aglert CytoGenamics

: o0
CytoGenomics v =i, | [lome | G | Qe 0w b

Andysis Method  Design Mapping

No.| Method Name Creation Date. | Creator | Swtus | Action |
1 Desfault Analysis Muthod - CGH-5NP 2 16-0ct-2012 13:06:08 AGILENT\dhufimes Public |_Viewi5ave As Export
2 Masaie Analysts Mathod 16,061 2012 13:05:09 AGHENT\Gutfman Public | ViewiSave A Export
3 Defauit Anslyslz Methad - CGH 2 Pusle | | ViewiSaveAs | | Export

Enter Analysis Mathod Name [Mithed |

I

Create Analysis Method | imf. ot Analysis Methed |

2. Analysis method ¥ 41 7BV Ry VAN KRS ET o
2 Anslysis method

My custom method

filter Before Analysis

11 Wbt Sat Filter | You can select an exsting filter from the drep down dst belaw, or create a new filter.
L1 Design Lavel Filtar Edit Metric Set Filter

[ Feature Level Filter s © Metde Set z

[ Array Leval Filter

Metric | Operator | Value | Lqump«m]
Combining Replicates <

1 intra-Array Replicates & !

Normalization
[ Centratization (legacy)

T GC Correction

77 Diplosd Peak Centralization

Aberration
2 Scorw

© aom-1

O AoM2

5

| Savess | | Publish Close




Ll \MethodZ1E5 AL TD2 (BEIFEDmethodZEHEIZERT HIER)

1. HEIZTTF BMethodDView/Save AsE1) w45

‘ B Aglent CytoGenomics
Auto Processing QUETETD

o0
Ouco

CytoGenomics atwre =Ziw, | [Jame | Giimmers | (a0 s

Andysis Method  Design Mapping

Ho. | Method Name | Creator status | Action
1| Dofoult Analyss Method - CGH-5% 12 AGLENT Gt Publc | ViewiSaveAs | | Export
2 Analyst Mathod 16067017 130509 AGILENT:dnuimn Publc | | ViewiSave s Exoort
3 Default Analysis Method - (GH V2 16-0ct- 2012 13:05:07 AGILENT\éhuffman Public _ Exp et

‘ Create Analysis Method | Import Analysis Method

2. Analysis method# 1 7Y RYIAMBRENET , Save AsEIvY,

it Anehpsis methad
Analysis Mathod Duscrintion
Dafault Analysis Mathad - CGH v +| [Dafault Anabysk Mathad - CoH

Flter Before Analysis

1] Maetric Set Filtar You can select an exdsting filter from the drop-down st below, or create a new fitter.
& Design Luvel Filtar Edit Metric Set Filter
& Feature Level Fiter o v et set ] i
[ Array Level Alter
Metric | Operator Valua | Logical Oporatar | W "
Combining Replicates .
= Intra-hrray Replicates ] :

Normalization
[ Centratization [legacy)
& GC Correction

% Diploid Peak Centralization

Aberration

[ . * Changes in a published analysls methed will not be saved.

3. #HLULMethodDBHETEAANL. OKEDVY
i Anpsis methad =]
Analysis Mothol Descrigtion
Default Aralysis Methad - CGH 42 - efault Analyk Mathed . CGH

ilter Refore Analysis

L Metric Set Filtar ¥ou can sclect an exdsting filter from the dro dawn st belaw, ar create a new Fiter
SiDecknllmet e Edit Metric Set Filter
o
 Feature Level Fitter o i
0 Array Level Filter
= T — —

Combining Roplicates =
. Enter Analysis Method Mam [ [iefauit Analysls Methad - CGH 2

o Wira-frray Feplicates

ok Cancel
Normaization re———
[ Centratzztion [legncy)
 6C Comection
7 Diplid Peak Centralizmtion
Y
Clese

Savess | |

Fublish




4.

FEHEDREZAN LTSN, 2

iR HTMethod X EXIE B p.49

Anslysis Method
Custam CGH methed E

Description

Filter Defore Analysic
[ Metric Set Filter

& Design Level Filtar
=

& Feature Level Fi

7 Array Level Filter

‘Combining Replicates

& Intra-Array Repbicates

Normalization
L1 Centratizatian [legacy)
GC Corvection

=
& Diploéd Peak Centralization

Aberration

O Seora

Edit Metric Set Filter

Hame

| saveas

fou can select an exdsting filter from the drea-down Sst belaw, ar create a new fitter.

T Metrc Set y -

| Operator

Publish

Value | Lngir.ul DEnmr ]

e
£

<1 Anelysis method
Anslysis Method
Custon (GH sethod

filter Defore Analysis
[ Metric Set Filter
% Dezgn Level Filtar
{7 Feature Level Fitter

T Array Level Filter

Combining Replicates

& Intra-Array Replicates

Normaiization
LI Contralization [legacy|
6L Corvection

% Dipleéd Peak Cantralization

Aberration
T2 Sceea
) ATMA

© Ao

4-1. TIAILCDIAIEB—IZFEMAE=F IS FILD I E—4RET HIEE

eter P

wl

You can select an alreacy axisting filter from the drop down belaw ce can create a new filter.

Edit Design Level Filters

tame  Defaudt Desten Filter

Lz Attribute | Operator | Value Logical Operator |
Hanology v - .0 /| OR .
izPseudcautoscmal s fa it i .
TIAILEDTAILE
© Include matching values ) Exclude matching values ) 4 )
New Save As »
Saveds | | Publish Cose |

Save AsED )L Tz IR T 574V E—DRFTEA S

1 Ansiysis method
Anslysis Mathod
Custom (GH method

Tiiter Before Analysis
0 Metric Set Filter
% Design Level Filter
{7 Feature Level Filter

T Array Level Filter

Combining Replicates

% Intra-Array Replicates

Normakization
L Contratization [legacy)
6L Comvection

&
% Dipleid Peak Cantraliztion

Aberration
D2 Scors

Dwscription

er Parameter

You can select an already exis!

Edit Design Level Filters

MName  Defauit Destgn Fliter

Attribute

Hanalogy

fliter from the drop-down below or can create a new filter.

IzPseudcautasemal

© Include matching values

Q ! (Ivl\ei Vrurl!u"for new fiiter

2 Exclude matchls

1

Naw

Savess || Publish

47



4-2. New Condition/Delete Condition(Zd& V) I8 B B H0/HIBR AT HE,
F1-. RIBH DAttributeZE A ) A DERL, UELEEA T,
ER R, SaveZE D)V ILET,

& Andysis method
Analysis Method
Custom (GH methed

Tilter Before Analysis
[ Metric Set Fiter
% Dezign Level Fiitar
7 Feature Level Filter

T Array Level Filter

Combining Replicates

% Intra-array Replicates

Notmalzation
L1 Contratzation [logacy)
& GC Corvection

% Dipleid Peak Cantralization

Aberration
2 5008

O A1

© oMz

Dwscription

el Filter

rame!

f Panel

| You can select an already existing filter from the drop down belaw ce can create 3 new fllter.

Edit Design Level Filters

tame  castom filter

Attribute | Operatar | Value Logical Operator
Homclogy = L TR
Delete Condition
Pseudcautosemal N (0] 23\ e
2]
© Include matching values ) Exclude matc!ing valies
Now Save Reset
Save | | saveas | | & Save And Close  Close

4-3. ZXIEBEDZEEMNKL T LI=5. Save and CloseZ 9 vyHILET,

b Aneypis method
Anslysis Method
Custom (GH method

Filter Defore Analysis
[ Metric Set Fiiter

¥ Design Level Filter

7 Feature Level Filter

T Array Level Filter

Combining Replicates

& Intra-array Replicates

Normalkization
L] Centratization [legacy)
GC Corvection

&
% Diplcid Peak Cantralization

Aberration

D1 Scors

Dwscription

Edit Design Level Filters

Name  custem filter

|
You can select an already existing filter from the drop-down below or can create a new fllter.

Attribute | Operator | Value Logical Operatar
Hemology A WL TJIOR M
sPseudoautosomal ‘- By . Y 2
© Include matching values 0 Exclude matching values
"} Save As
Save | | saveas [ | Save And Close

Clos + |

48



fHTmethod B85 BIEH (+F2av)

Filter Before Analysis

B Metric Set Filter: QC Metric®DIEB (&3 T74)L43

B Design Level Filter (F#%%)

Metric Set Filter Parameter Panel

You can select an existing filter from the drop-down list below, or create a new filter.
Edit Metric Set Filter

Hame | t2st *| Metric Set | CytoCGH_QUMT_Octi2

Wi

| Operator | Value | Logical Operator | | New Condition
—

L 2L 2L

Delete Condition
=y

2_Signal2Noise
r_Signal2Noise
rRepro

r_BGNoise

¢ Signallntensity

2 BGNoise
DerivativelR_Spread

o eavwuw watching values

Reference genomelZ*fL T100% matchfEii A2 DL E#HSHTA—T X5, 100% matchFEiZ LIS ZF L VEEITE
#R9MEEELDTO—T ( "Homology=1" DT O—7) T—2% @B oHiR T B ENTEET,

B Feature Level Filter (}E4%)

Design Level Filter Parameter Panel

You can select an already existing filter from the drop-down below or can create a new filter.
Edit Design Level Filters

Name | test

Attribute | Operator‘ Value | Logical Operator | New Cendition
| S ta— |

Homology

= W[t “\

Delete Condition
e

oso!
eScore
rfectMatch
ChromesomalLocationList

* Probes that match the above conditions will be included in the analysis.

New save Reset

= J L J L J

Green (Cy3) £L<IZ Red (Cy5) D& TA—TF—4D T, HBLE I IMEN=75 7 BREFICEDE,

FRITICE DS (BRI LHRT 2) T—3E:&R,

=Green (Cy3) , Red (Cy5) M Saturation® 754 F—4

=Green (Cy3) , Red (Cy5) D FeatureNonUniformity
Outlier7—%
*Log,ratio=0 DT — ¥ & T M S HERR
¥Red. GreenDWF v RILD LT FILHVEL, 4O
T—avEhThaditm

B Array Level Filter
AttributelZ& B T4 ILA

Feature Level Filter Parameter Panel

You an existing filter from the drop-down list below, or create a new filter.

Edit Feature Level Filters

Name  Default Feature Filter v2

Attribute | Operator | Value | Logical Operator |
| glsSaturated 1= v | true v/ or 1)
| rlsSaturated = T )| true " JIOR J
| glsFeatonUnifoL iz v | true - J(or -
| rlsFeatNonUnifOL = v ) tue v JloR J
\LogRatio i e AN J

© Include matching valuss O Exclude matching values

Array Level Filter Parameter Panel
You can select an existing filter from the drop-down list below, or create a new filter.
Edit Array Level Filter

Name | test

L |
Attribute | Operator | Value | Logical Operator | | New Condition
[ SR S—
Array ID - . . .
= = = Delete Condition
)
Array type !

Global Display Name
Green Sample

Hyb Date

Hyb time

Hyb'd By

Image Note
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Combining Replicates

B Intra-Array Replicates (H#£2E)

Intra-array replicates (ERILY /YA 7L A4 LORLTA—TEINEELODTA—T F—4%1D(ZLET,
CDESH#YRLTO—T%E 122 “combine” T 5 LI, BBITICIEOMETHRE hEEMSEFE
ERS

Normalization

B Centralization (legacy)

2{KDLog2RatiofBEZXFINCELELHELET, —
. = Ny _ Centralization (legacy) Parameter Panel
( % ) "j‘/j)l/'Cni:Bcom mon&{n &{$EO'- Li?’ o ) Linear normalization routine for 2 color CGH data. By adding or subtracting a constant from the log ratios of all the

probes, it makes the most common ploidy of the data the new zero value. The two parameters specified below can be left
to the default values.

Centralization Threshold | 6.0

Centralization Bin Size 10

B GC Correction (}#3%)

T/ LBEOGCEEICRRT S “wavy’ TIZHILT—F IO £ LRI ENHYET . £TO0—
TIZDULV TWindow SizelZTERE LT-A{EFBIIZDUVTGCE E Dregression fitZ{TWF—F 77 I+%
FEIET %, CGH, SNPFEHT. LOHFEMTRF BT A LA H#E4R,

GC Correction Parameter Panel

The GC carrection aleorithm corrects for “wavy” artifacts that are assaciated with the GC content of genomic resions.

Window Size | 2Kb ~

B Diploid Peak Centralization (}#4%)
20E—EL THRHEESN TULVSCGHT —2 B DLog2RatiofBEZ P ILIZEHELEELET,

Genomic Boundary

B Genomic Boundary
Aberration CallZ 3 2B ERET 271/ 2—TT ., ERDIERICHEERIFILZ ST,
FRELEAEENA D MO TNDIGRIZOMMEICLEELETTHLET,

Genomic Boundary Parameter Settings

Use the Genomic Boundary function ta focus your analysis on particular genomic regions based on
information in the track (bed file) which you can select from the drop down menu. If you choose
include, only those genomic regions listed in the track will be analyzed. If you choose exclude, only
those genomic regions not listed in your track will be analyzed.

Select Track
Select Track

© Include matching values ) Exclude matching values
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Aberration (WFNHEER)

e n
of fixed size with an

over or under-

abundanceof
@ 6%e Ya
£ e
Identification of L ] L}

"c_, significant aberrant .
e regions of arbitrary e d ° .
(o] size.
20 e e Ll L]
§ ] @
(=} a8 -
= ]
-6 Detection of probes el e

likely to be aberrant-
2 can be grouped to ™ .
Q formaberrant regions
(a] of any size

identification of
regions that have

€ arbitrary in size

B Z score
EE SN f=Window size (1 —HE%) fBE D AberrationZRHELET .

Baselinek YA E[ZLogRation B TLV\S T O—T Alenrichah TL\SMEEHZRHE LE T, Thresholdhs
BWNMEE BLOWEHICHRYET . BELIZY A X TOAberrationfR B #1757 ILT VR LD . HFEY

HELTOER A, SNPREMEICEC Q7 LT YR LG ERTEEE A,

B ADM-1

HELR AT YT I2EDE, & (B) LogRatiolEZ FF DRI Z R LE T . ZHk/FAberrationD %

TLET,

B ADM-2 (HE2E)

ADM-1D#ETIR T T 12N A . & LogRatiofl| FE D7 —4quality|&#RE MGk L TAberrationf&H L
%9, LogRatiofEIZ/IZ T. Probe Log Ratio errori& &Y 51=86 . T—42h /AL —Liprobex & AT

WBEEIZ/INELAberrationfBigi 2 H L-LME S E . ADM-1&Y B ESIZH R ArobustiZiZYE T,

ADM-2 Parameter Panel

The Aberration Detection Method 2 (ADM- 2) algorithm generates a similar statistical score to that produced by ADM- 1
analysis, but ADM- 2 incorporates quality information about each log ratio measurement. Use of the probe log ratio error in
addition to the log ratio values makes ADM- 2 more robust than ADM- 1 when data has noisy probes and you are interested in
identifying small aberrant regions.

Aberration Threshold | 6.0
0.1 e==2 50

[ Fuzzy Zero
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Aberration Filter

B Aberration Filter (}£22)

TEEDHREEZEFEL TFilter NameZ{F17TSaveT A ENTEET,

* Minimum Number of Probes in Region :
1 DM AberrationfBEICEFENDTO—TH, AHELYEH D% ProbeZ &L Aberrationtl
HIFEERMHIBRENFE T

*  Minimum Size (kb) of Region : fEifi D &/ & (kb)

* Minimum Absolute Average Log Ratio of Region :

Aberration 815 D 1 Log2 ratioD#ExT B, 1 H S 7-Aberration F8I D F 1§ Log2RatiofE
MNAHEIYLEBEONELDLERINSEIBRENET,

Aberration Filter Parameter Panel

You can select an existing filter from the drop-down list below, or create a new filter.
Edit Aberration Filter
Mame LDefault Aberration Filter '_I
AMP DEL
0.0 0.0
0.25 0.25
100
New Save As
= | S
* Each condition must be met before an amplification or deletion is reported.
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SNP Algorithm (CGH+SNPY A O 7 L A fZ T B IEEIR)

B SNP copy number

IA4AF7L AT —2LEDESNPIZDULVTSNP Copy NumberMEtE S ET A (ASCNT
LT X L)  FOMHERE £+ “1 —Confidence level {E” LR THNIEH AT BEL
SEKRTY , TNLUSNDSNPIZHLTIE, HAKETIE "N'ARTINET,

DefaultTO, CDE(XLOHIREHERICHELEH A,

B Detect whole genome triploidy
Triploidy %> T ILEEHT D ERETT

N LOH

SNP Copy Mumber Parameter Settings

The SNP Copy Number detection algorithm finds the most likely copy number of the "uncut” SNP allele
for each SNP that is interrogated on an Agilent CGH-5NP array.

SNP CN Confidence Level 0.0

[ Detect whole genome triploidy

LOH7 LT X L= &Y, heterozygous SNP call B EtRIF EICRkhHN TUL\S5EEE
Copy-neutral genomic B &L THRHELET , ZILTU X ALIXLOHRAT A, EERSNT=
Threshold Ll L &4 B FEEIFH AL FET . ThresholdDBAIARTEL6.0%FHELE , ThresholdAY

BWLMEE &Y EH D stringentlZHYET .

B Call LOH across P-Q arm
U RAATIZE=MBP-Q armDLOHZE
— DMRegionEL TEEDTHNTHHRETT S

LOH Filter

B Minimum Number of Probes in Region
fEEICEEN DR/ \Probe$l

B Minimum Size (Kb) of Region
4B DB /MR ( kilobases)

LOH Parameter Settings

LOH algorithm identifies genomic regions with a statistically significant scarcity of heterozyzous SNP
calls to discover regions of copy- neutral LOH and uniparental disomy (UPD).

LOH Threshold 6.0

[ Call LOH across P-Q arm

B Maximum Fraction of Heterozygous Probes in Region

0-1.0DEZA N, TDELYL
S UL EIA Dheterozygous probe

DIFHET BLOHITEFLLY,

LOH Filter Parameter Panel

LOH algorithm identifies genomic regions with a statistically significant scarcity of heterozygous SHP calls to discover
regions of copy- neutral LOH and uniparental disomy (UPD).

Edit LOH Filter

Name | "

[J Minimum Number of Probes in Region
[ Minimum Size (Mb) of Region

[0 Maximum Fraction of Heterogygous Probes in Region

New
(S

53



Genomic Region Filtering

B Genomics Region Filter

BITIC A —HART BBEDTrackZ R ET HHEETT,

I R T DA TAberration Call D AT YT A& T LT=1&IZ.
CCTHEL-fEE A O Aberration CallfZ A%, HAhsnEzT .
Region*°Track, Bz FRA THEREEERLET,

Genomic Region Filter Parameter Settings

Filter generated CGH aberrations and LOH results by genomic regions.

Filter Aberrations Filter LOH

Filter aberrations by Genomic regions

O Add genomic region |« D

© Add regions fram track | Genes_hz190 2

© Add region from genes |Genes  ~

“For complete chramasome set start & stop to 0

No. | Genomic Regions

& Include aberrations that extend outside the specified genomic resions

© Include aberrations that are within specified genomic regions O Exclude aberrations that are within specified genomic regions
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% Global Display Nome. IS5 Rt 5 Aty Mot [ O T 15,06 St (B Type.. 5
@ 25980026011 rabzed  GenomicBoundary Test CGHASN... 22-Jul2016 212633 Evabuate(1/26)  Manuak AGRENTI
T 2semee0 1t Reviewed  GenomeRegionfiterTesthTON..,  Z-Jul2016 211605 Ewioate(1/26)  Manust AGRENTIo|
® ©® @ @ B Record:dof @1 || Triage View Sing e Cell Triage | Multisample | QCMetrics | Reanaiyze Samples || Send to Partners

C)MultisampleBIEI MR RSNET , > SHEENT—FFRr L0 FIEHE pse

"3 Multisampie.
View in Table
r-\ i M o kP & B o o
. Prove | iaral ; :
i | 2T penteral | Show | Copy | Goto | Settiwg | M | Signalintensity Ammotation
Genome View
2 . o " " " . " " ” - w = o 2 x v
i I i i E IAiI_= I—I I_I III I LA lq‘lla-‘
Che 1:0.2,20bp Custom Postion ¥ - v
Chromosome V(ewsw - g | Tracks
CA " S . Textorme | testenc
'
i 'i-lll'» ‘} |
(CGH Probes | SNP Probes
Probe Name | Chillame stant Stop FoatureNum 2525833260311 W2529830326031_1
ALIBPI0000ISE che 58,411 58470 150
AIB_PIOONNSY.. chet 120,858 120317 15%7
ATE_PIOOODSS.. chet 252,304 22,357 155753
AI8 PIOONET... chel 267,179 27238 15587
AL18 PIOOOTS7..._chel 302,407 2046 1597
AIB_PIOO0ON... chet 21,25 a0 10666

N 025530_20111015 [SEIccied Arrays | Intervais |

55



WMT—ART LD & )

O O

¥ & || &

b ® | B
- - Probe Interval Sh _ -
Differential Penetrance Penstrance L Copy Go to Setting SNP Signal Intensity  Annoation

2RI TR O —HfEEE T
Differential: Differential Aberrationt g, 2 BRI TR HAberrationZfaH
(p-value T4 JLZA—THIEE)
Aberration Summary for Chromesome 11 ?ﬂp@ |

Abarration Aigorithm: ADM-2 (Threshold: 6.0 Fuzey Zers: OFF)
[osietion

OB T ST —HZEEICRTSE., BRI S,

®) Differential Z%5')v%

ON [indow Size: 2HB)
OM [$NF CN Carfidence Level: 0.95]

Q@ BEERENTNET —EARTENET,

“< ETS"EDIVITEE RRSNAEBK
BHODOYET, g & £ £ 5 £ & 3 &
I A A . B B .
LA Y Y B Y A
L » & & g g g g & g g
@ LLELI=L\TIL—TF% Set 1. Set 2, § F F i F F i i g
Ignore (Set 1IZHSet 2ICHEHLELN) [T5 (T - e
RunZz2J)vILET, e
wB DL
=r O ® @ 0 0 @ @& 06 0
set 2: e e (5] o) e e e e e
Lorore: @) (5] [5) [5) [5) 0 0 (3] (5]

7
Select Algarithm

HyperGeometric Tail "ﬂ Define Sets

Reset Close

® Set 1&Set 2CERALZAE—HMELFBE AR TEINET,
® EmEA T DExport TableZF ) v 9§ 5L ERET VI ERATHATEIENTEET,

Irre——
v
oo (pinke o) o (5] e

A[RR

a
asaisE
Jonazem

E o
el 0 1
=51 a 1
£} 1 1
2 am a ] 2
i S5 a 5 ] 0
vz s a ] ) u 00 |
=2 e i ] [T T b T
2 & il ] (O T o () o |
e aemm = 0 ] o ] 0 2 ] 0 cemery |
=5 ioaener = a 1 ha ETT 1
ez az a 1 ] [FETE T o ] () 0o &
ez i h ] paizem  po 0 () 00 1]
Export Tabls || Chos




@ p-valueTIAILAZEDTTZLNEE L. Create FilterZ V1) v ILET,

Gename: hg13 BBerration gorithm: ADM-2 (Threshol d: 6.0 Fuzzy Zero: OFF)
Combine Replicates Centralization (lagacy): OFF
Indr feray: ON GC Carrection: ON [Window Size: 2K8)

Filter (-Loz Ofpvall = 3 * Create Filter [ Apply Filter

re Leus! Filter: Defauit Festurs Filter u2

NewZ21) v L. FilterMARIZ AT,

. Interval Filter g
Edit Filter
Name |p Value < 0.001 -
Attribute |Operator  |Value |Logical Op Mew Condition
)
l-log?olp\’al] Gain in ... s 'JLU.OOW 'JLOR
Delete Condition
| -ogi0PVal) Loss in .. * < vjloooi <] oR ———
I ot fom i e - 1l n nna -llAn
(| O Include matching values O Exclude matching values
(| |
N MNew Update Reset Delete Rename Close

©@ &#H#EANL,UpdatexV')vILET, ClosehaoEIvILETS,

Differential Aberration[&l [ TFilterf ZZEREX. Apply Filter 7)Y LET,

Filter | test - Create Filter Apply Filter
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B DT —2h HReference Genotype FileZ{E Rk

SNP:IEBIREINF-CCGH+SNPT —HDTest T ILDHEER M DS, Reference Genome File ZERLET,

@ Triage View £L<IE Multisamplet§E TReference Genotype File Z#/Ef 3 51.E &4 5
CGH+SNPRA /B 7LAT—4%ZRRL . BEICKRTIEET,

® Triage View TlX. Secondary Analysis/h*5>Generate genotype referenceZ %R
Multisample## B CIESNPH#EREZ V)OI LET .

Triage View

M uItisamaIe View
- & Multisample
fL? change catt | [ Change Status |75 Reports wk(ondlry Analysis. TS =S =S S—S S5 SEUESSSSsh——— amm—
[ ” = : - View In Table
Probe Penetrance ML\ i Probe Interval Sz. = (‘ (L' ] & :
ISCN |Su...Classi...| TestCle isigication erential | penetrance | Penetrance Copy: || ~Gobe>] Saein SNP | Sitnal Intensity Annotation
e g} Interval Penetrance
Generate genotype reference Genome View
i Generating Genctype Reference File a &J‘
1. Genutype_reference file will be generated per-design.
2. One reference will be created for each unique sample value.
N . . 3. SMP Copy Number results need to be calculated for the selected worlflow run(z).
Q@ BIENTNST—EDTest T4
ARTINFT, .
3 ]:IjZL,T—L\ Select | to export
Reference Qenotype FileZ4E = e ——
YUTIWERRLET,
& test
KDY T LA
. - S Input Parameters
Attri ERICED
tt bUte Iﬁ iﬁl % %i‘g—o Confidence Threshold: | 0.95 Level: | Majority
Select folder location to save generated file(s)
@ Confidence Threshold # AAALE T, Browse
Confidence LevelZEXELE T
ok Cancel
* Confidence threshold —

X407 L AT —E LEDESNPIZDLNTSNP Copy NumberhitESIhET
M(ASCNTILTYRX L), FDCopy number A “FH{E + (1—Confidence
Threshold) Téh4L[EConfident, B#{E®D = (1—Confidence Threshold) kL

ATHIFILTentativek7i b, Confidence threshold 1£0.95#% (ZO{EM
KEWZFEstringencyhEm<izYEd)

*Level

Strong: 9 R THT—A2TConfidentE L TIHRH SN TLVDSNP, MDD T RTH
T—ATRILSNP copy numberzr3HMD,

Weak: X THT—2TRILSNP copy numberZ =3 SNP
(Confidence/TentativeE s 5 THMNEHEELY)

Majority: DK ERLDEDDT—RTConfidentE L TREEEN TULNT, 45
SNP copy numberZ =9 SNP, LA LE%SHSNP copy numberzmd £ D (&
TR TTentativeTH 5.

Contradictory: T—42BITE4HSNP copy numberhREN TS, Th
5lELvFht Tentative THSSNP

®Browse%x#41)w%~ L. Genotype reference fileDRIFIBAMERTE
®OK%ESvY
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— | Supporting
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=! Files

CytoGenomics ==z

—
Database settings and manage user accounts

Database Settings
Server Version 2.7.1.0
Common Storage Location
Database Host

Database Port.

Change Database Backup | Database Restore

Manage User Accounts

"
Admin

Auto-Processing (EENEED

@9

© Help

Current Logged-in User: & Add NewUser | ( onnected Users
AGILENTyukaneda | &b Add uew iser | | 3
No. User Roles | Status | A tions
1 AGILENT \ yukaneda Administrator . Edit
& AddUs ¢
2. Add New User 51y LET, il ol | =
No. User Hame | Login Name Email ID
1 ANDY CANNEN acannen cannenagilent.com
3 . Ad d N ew U se ro) IE E ': % ﬁﬁ 2 DAVE CLOOSE cloosed dave_clooze@aglent.com
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(%L/('i%o)_ EB) ikjj l/s *ﬁ?\ L/i-g-o 4 FERDINAND DURANTE ferdura ferd_durante®agilent.com
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adduser || Close
=y

5. A—HYZDADActionsDEditES')yoL . RoleZFEEELET,
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Databa
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>>
J
H
” b
—J
<<
—
M:
Current! = Elo== 3, Add New User Connected Users
\ - J = )
AGILENTR
No. User Roles | Status | Actions
1 AGILENT \ yukaneda Administrator Enabled Edit
. —
2 CNU234%9D9 \ test Technician Enabled Edit
—

KREALUPC THWNMGE(F

(D Add New User &41)w%

@ Add New User® 18 B IZiB 09 %1 —H D machine_nameYuser_name A}
@ Add user &) (Find&2') v LELNTLIEELY)
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2. Database backupF A 7O RYIAMNKTR,

Database backup

Dl n. To speed u
applicatio ft the b ckup is complete.

Select backup folder location: | Browse |

| Backup | Cancel |

3;. Select backup folder location @*ﬁ@%#&ﬁl:; T—AR—ZDT—ENIAE—%RHEFLS-
WEZAALET, LLLEZDEEDBrowseZ 7w oL RELZTERLET,

4. BackupZzPvILZET,
5. AytE—URYIRMERREINET , Yesz= IV ILET,

6. BackupMfE T 95E. VI IITEBREETHLOIAYVE—UNRREINET , YesE
1)L TLIEELY, CytoGenomicsH#E TLET .

Database Restore

1. Database Restore &%) w%

Auto-Processing
. A
[: G ™ Analysis -~ Sample Configure | = Supporting & , L @
0 enﬂmlcs - Workflow Review Settings =1 Files © Help
Database settings and manage user accounts
ase Settings

Change Database Backup [| Database Restore

Manage User Accounts

Current Logged-in User: & Add New User | Connected Users

2. Database restore # 4 7 AT RY I AN KRR,

Database restore ===
atal ou T your ed-up data. Restorin e datal

Select restore folder location: | Browse |

Restore | | Cancel

3. Select restore folder location DD ZEMRIZ, LRI T —ERN—RADT—2DNIAE—FRE
LE=ZAALTET, HLLEFDHEEDBrowseZ Vv L., T—HF)ANTTHE%E
EIRLET,

4. Restore &9')yoILET,
5. AytE—URYIRARRREINET , YesHE I v ILFET,

6. Restore MET 3 5L VINIITEBER T HLIAVE—IUDRRINET, YesE )
1)L TLIEELY, CytoGenomicshM & TLET,
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