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T A= DWTORHIEHIIEH D B A, TORICEENSHE DI DOVTIE,
GeneMapper® Software Online Help D XDIEHZSIL TL 72 &0,

e Creating a New Kit (H1# Kit DERD

* Creating a Custom Panel (/7 X% L\ 783 )VOVERLD)

* Creating Markers (Marker OfF)

e Creating a Project (7027 ~DIERR)

¢ Adding Samples (Y- 7 )LDiEhD)

e Applying Analysis Settings (Analysis Settings D)
* Starting Analysis (F#HTORH4R)

e Creating a New Bin Set (Bin Set OFTHERD)

¢ Using the Auto Bin Function (Auto Bin ¥HED )

Help] AZa =64 54 NVTRT IR ATBICE, @ 27V v 7920, [Fl]
:‘:_%qubiﬁ—o
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
Kit. Panel. Marker D{ERL

Kit. Panel. Marker OfERX

s Panel Manager PICRDOBEENA T Y = 7 S ZERK L £ T,

o Kit—Panel ® 7 )L—7
o Panel — Marker ® 7' )L—"7
« Marker— 757 Ak 4 X LY (bp), dttufEf, KEE

D DA FTIE, Panel & Marker DfERRTIEIC DWW THIIAL 97, 7272 L. Marker 1%
Wz T Panel (TFAL T AN ZAYVKRK—b T ZLETEET, &2,
Applied Biosystems 3Efit L Tu»% Linkage Mapping Set & b O—#1 % LTI,
GeneMapper® ¥V 7 v = 77 T Panel 7 7 A VAR TE £, Panel D1 > K— M3
FERNC DUV TIE. GeneMapper® Software Online Help Z S L TL 72E W,

Kit, Panel. Kit. Panel. Marker Z{E 3 BIcid. RDFIRZRITLET.
Marker D{FpY 1. [ %%V v 7 LT Panel Manager ZBZ %9 ([Tools| » [Panel Manager)),

2. floFer— gy XA Vi T Panel Manager 23R L., | Z7VUv /7 LZE
3 (FileJ » 'New Kitl), '

&z Panel Manager
Fil=  Edit Bins Wiew

OX WHEHE EBY™ snse

vus PERE] Manager
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— B
% 2% LOH (Loss of Heterozygosity) fEARDRE
Kit. Panel. Marker D{ERL

3. NewKit] #4771 7% Ry 7 X T, Kit Name i LOH Kit & AJ1 L. Kit Type Tl
Microsatellite 23R L T, [OK] 27V v 7 LXT,

New Kit X

Kit name | LioH kit |

kit type: Microsatelite %

[ (8],1 H Cancel ]

EfloFEr— g XA I LOHKit BERENX T,

&z Panel Manager
Fil=  Edit Bins Wiew

w' X | W E O E™ | Bnse

= d%bPanel hananer
[EiMicrosatelite Kit

IE

E

4. FEH5— 3 XA 2T LOH Kit #3R L, | A LZEF (IFile] » TNew
Panel ),

5. Panel Manager OF5{H|DX > T New Panel %33 L. Panel Name | LOH Panel &
ANLTh B, [Enter] F—EML £,

Pate]l Hane Cotrorert
|1 LOH Panel |nu:une

ElOF ' — 3> _A 2T, LOHKit ® FiZ LOH Panel W& RENE T,

&z Panel Manager
Fil=  Edit Bins Wiew

e OEl N N e N EiinSet:IE

= d%bPanel hananer
[ChMicrosatelite Kit
= ICILOH Kt

6. 77— 3> AT LOH Panel Z#4R L, & %Z27Vv 27 LEY ([File] » New
Marker]),
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7. Panel Manager DLl 2T, XD Marker 15#Z AT LE T,

¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE

Kit. Panel. Marker D{ERL

Mrber Hame  |Dye Color | Bin Size |Bfar 3izme | Cortrol silleles | Badcer Fepeat
1 |R5 |blue |12|:|.|:| |1SE.IZI | |2
8. FllH6~7ZHEDIRL., XD Marker Z1ERL L 97

Minimum Maximum Marker
Marker Dye Color Size (bp) Size (bp) Repeat

R26 Blue 193 295 2

R14 Blue 300 470 2

R21 Yellow 100 160 2

R24 Yellow 170 250 2

R2 Green 157 204 2

9. ZHiZi#H L C. Panel Manager ZFHU %1Cid, TOKJ Z27 VU v 7 L%,

TOFIE 12 R—Y OFACHE ST, FR 7027 F2IER L. 3 7740 (fsa) ZEML

ESCAS

GeneMapper® Software v4.0 LOH ###f Getting Started Guide
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% 2% LOH (Loss of Heterozygosity) fEARDRE
FRI7OI T FOERET > TIV T 7 A IVDEM

FR7OI T bOERRET >V TIV 7 74 IVDENN

BIE [GeneMapper] V1~ RUNT, Yayzy b Z2fFRKL., Oy 7 MY > 7 ILEBIL
ES

Project DFIBIER  Project HHIEEILTH Y 71V 77 1 IVEBNT B, ROFIEEETLET,
EYYTIVTTA 1. @ 227Uy 7 L%Ed (IFile) » TNew Project)),

JLODENN

Project Type

) SMaPshot®
O oL Analysis
) SHPlex™

) AFLP

2. New Project] #1717 Rv 7 AT, Microsatellite Z#R L., [OK] ZZ7 Vv 7L
%9, GeneMapper v3.7 TIE DX AT TRy 7 ARFERENEFEAZDEEAT v
T4 NHEHFKT

3. lGeneMapper| U FU T, & Z27Vv - L%d (File)] » TAdd Samples to
Project ).

4. ['Add Samples to Project| X+ 70727 R 7 AD[Files] # 7T, RONNAZMERLE T,
<drive>:\AppliedBiosystems\GeneMapper\ExampleData

. EEdD/SXE. GeneMapper® VI b 2 T NA VA M—ILENTVWB RTATIC
XoTHEVEFT, 774V EFTE. D FIATICA VA P—IVENE T,
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
FRT7OTV Y FOEREY > TIV T 7 A VDB

5. LOH 7 4 )L &2 7#R L, [Add to Listl, TAdd] DIEIC 7V v 7 LE T,

FEDCTOHARTE. LOH 7 HIVEHNDOY YT )V T 7 A )V ETXTEMLUE LA,
THIVENDT 7 ANVD—E (1 DF/=id 2 D) ZEMT ST EELARETT, ThzElT
S1CiE. EORL Y TI IV EZERLU, [Cul] F—2MLIzEFE, 77 A EMALIC
BT, TAdd To List] Z27 Vw7 LET,

% Add Samples to Project

Edit  View

i Filez | Gl Da‘tabasel r ples To Add:
'j My Computer _ILCH
5 3% Floppy (&) # 1_Healthy 405051 _010.fsa
e CO-RW Drive (E:) ® 1_Tumor_405053_012 fza
= e Local Disk (D) ® 2 _Healthy_v405052_014 fza
= 1) AppliedBiosystems ® 2_Tumor_v405054_016 fza
= 1) Genehiapper
e uj Applied Biosystems Service
® 1) Automation
® |2) Databass
® |2) Database Defauts
® |2) Does
2 |3) Exarnple Data
# [ AFLP
o
|5) Microsstelite
[ ShaPshat 3
® 2 JRE
® |2) Panels
® |) Size Standards
® [ app
® |3 config
® | service
1) databaze -

Add To List =7 |
ptions...
—

|

LOH Data 7 4 )VZND 4 DOY 2T )V T 7 A)Vh, BHEEDH % Applied Biosystems
8D > —r ¥ D Data Collection ¥V 7 b7 = 7IC AJ Lz & M, TSamples| %
T EOTF—=TWCERENET,

& GeneMapper - *Untitled - gm Is Logged|In Database FRMINFODEVDO1

File Edit Analysis View Tools Help
oHE &H B Wl & P @ TebleSettng | MorosstelteDefaut v | 20 S @ @
= ghyProject : Samples |Genotypes|
Do pata |Status |Sample File: |Sample Marme |C0mments Sample Type |Analysis Method |Panel |Size Standard |
1 1_Heatthy 051 Sample
2 % 1_Tumor _%405053_0 4405053 Maone Sample Mone Mone Mone
3 % 2_Healthy_%405052_ |%405052 Maone Sample Mone Mone Mone |
4 % 2_Tumor _%405054_0|%405054 Maone Sample Mone Mone Mone |
< ] ¥
< | 4
IProgress Status ... I 0% Stop
ROFIE 14 R=2 OFAHES T, 70V 27 MHDT F UV A 8T A—2 L ForiE R LT,
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% 2% LOH (Loss of Heterozygosity) fEARDRE
OV FRDT )R INT A—4% & Table Settings DRE

7O FPADT7FIIR INTG A—42 & Table Settings DERTE

BE [GeneMapper] W« >~ RUNT, 70V 7 "VHDT F U YA IRT A—& b FIRKTE 7z e
LET,

TFVIA NG A=, ROEEMEENET,
e Analysis Method (Bin Set Z%5)

* Panel (Marker D5
e Size Standard

TV MBI ZITXRTOY T T 7 1)V RN % 1281 GeneMapper® ¥V 7 b+
Y7 WMERT S, E—IRIT7IVIV XL, YAV T TIVAV XL, YV SRS
TIWIV ZALZRET BT TV AINRTA—REFRELET,

FURMEICIE, Table Settings & Plot Settings WA ENE T,

7FHUIR TV FEOTF ISR N5 A—AERET B, ROFIEEEFLET,
INT A =2 DHRE 1. TGeneMapper] ™ ¢ > K™ ¢ Samples) %7 &R L EF.

2. TAnalysis Method | 15 LCTR#IOHZEZ Yy 7 L, Fay 77X )X M5 New
Analysis Method 7Z 3R L £ 9,

Analysiz Method
AFLP Default b

yzis Method. ..
AFLP Default
{Microzstelite Default
SMPlex_Model 3730
SMPlex_Rules_3730
=haPzhot Default

7 . GeneMapper Manager @ [ Analysis Method| Z 757 F U VA AV REHR
FKT 2L TEXT,

3. New Analysis Method] X4 714 R 7 AT, Analysis Type IC Microsatellite 7% %
RU. TOK] Z7VUw 7 LET,

New Analysis Method Pz|

Select analysis type:

: O OLA Analysis O &FLP
) SMaPshot® ) SHPlex™
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]
¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
73y MADT TR INT A—42 & Table Settings DFE

4. [Analysis Method Editor] X4 710757 Ry 7 AT, KD 5 DDX T 72 # R U THRELE T,
e General - ZOXTJICIEZ, 7FVTA AV Y RICHT3SBERNERINET,
Name {Z LOH Analysis Method & AJJL %9, A7 >3 T, @HD, 7—%%

TER LT G 2 A1 TEET,

Analysis Method Editor - Microsatellite

‘ General |Allele Peak Detector | Peak Guslity || Quality Flags

rAnalysis Method Description
Mame: [ Lo analysis wethon |
Description: ~
o
Instrument:
Analysizs Type: Microzatellte

o Allele— 2DOXRTICIE, 7LV O—V) VT ERETHRENEZRENE T, Bin Set
121 None Z3EIR L, ZOMOREF, IXRTTF 7+ MEOEFICLET,

Analysis Method Editor - Microsatellite

Ganerall Alele ‘ Peak Detector | Peak Guality || Guality Flags

Bin Set: ‘Nune A
rMarker Repest Ty
[ Use marker-specific stutter ratio if available
Walues for dinucledtice repests are calculated autorstically .
Mano Tetra Penta Hexa

Cut-off value 2 0 023 025 025

Plusa ratio 95 9 9 95

PlusA, distance
93

Stutter ratio S

Stutter distance From

=
h
-
o = = = £ =
in m b
= e = = £
in = m
wn )
o e = = £
in = m
wn )
@ e = = £
in = m

Range Fitter ... Factory Detfauts
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% 2% LOH (Loss of Heterozygosity) fEARDRE
OV FRDT )R INT A—4% & Table Settings DRE

» Peak Detector - DX 7cid, €= RIBXTE =7 YA IV T RIET 2%
EMFRENE T, Peak Detection Algorithm I Basic Z#IRU £, DD
E. IRTCT AV MEAOEFICLET,

Analysis Method Editor - Microsatellite

General | Allele | Pesk Detector | peak qusiity | Qualty Flags

Peak Detection Algorithm:

rMinirurm Peak Height

(®) Automatic

O User specified (rfu):

Bl sreen Yellow Red Orange
| || || i | |

Factory Defaults

» Peak Quality - 2D % 7icid. EARGEITKED Process Quality Values (PQV)
Wik [l (Pass) IZ7 5, & LLIEHEBD T F 5 ;% (Check) DRENBZ N ZIRET
BRENTRENET,

Max peak width (basepairs) IC 2.0 £ AJJLE T, TOMDREFK. TXTT T+
IWMEDEXICLE T,

Analysis Method Editor - Microsatellite

General || Allele | Peak Detac‘torl Peak Guslity | Quality Flags

Signal level

Homozygous min peak height 2000
Heterozygous min peak height 100.0
Hetetozygote balance

tn

b = |la r o
= =]

Min pesk height ratio

Peak morphology

Max peak width (hasepairs)

Pull-Lip peak
’VPull-up ratio

Pull-up scan

Allele number

Max expected alleles

Crozs-talk peak
’VCmss-talk ratio 0.03

Factory Defaults

GeneMapper® Software v4.0 LOH ###f Getting Started Guide



¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
7OV FROTF 1)V R INT A —42 L Table Settings DFRE

« Quality Flags - 2D &2 7, ROFENFRENE T,

— fHRNC 7 5 7 HhVURE NS Process Quality Values (PQV) @, Genotype Quality
(GQ) &IKICH§ 2 EBEEZNET HiE 25 PQV IE. 0~ 1 XTHEHMAIFTZ
F9, 0 3R EEEMEL, 1 IIRLBEEENEGELELET,

— Sizing Quality (SQ) # XU GQ IC Pass [ll. Check /. Low Quality @ D%~
FUMWREND LEWVEEIET 2E.SQ BXU GQ WA IE 1 TI,
WSO T S THRENT PQV Dfiz 1 "5 LIIE, BENE SQ BXT
GQ DRIATHERINET,

FRCOFE"ET 7 ANV MEOEFFICLET,

Analysis Method Editor - Microsatellite

(X

General | Aliele | Peak Detector | Peak Guality | Guslty Flags |

Qualty weights are between 0and 1
rGuality Flag Setting:

Spectral Pull-up (SPLY Control Concardance (CC)
Erroiacd Pesk (500 Liw Pk Height (LFH)
Single Peak Axifact (SPA) Off-zcale (05)
Sharp Peak (SHP) Peak Height Ratio (PHR)
Cross Talk (XTLK) Cne Basepair Allele (OBA)
Qut of Bin Allele (BIN) Split Peak (SP)
rPQY Threshold
FPasz Range: Lo Guslity Range:

it @ty From 1010 From 0 Oto
Genotype Guality: Fram lo1.0 Erom 0.0 to

Factory Defaults

Analysis Method 785 X — X OFHIC DOV TIX. GeneMapper® Software Online Help 7%
ZIRLTLEE L,

5. TOKJ Z%7 1w 27 LT Analysis Method Z{#77 L. [Analysis Method Editor] %17 1
7Ry 7 A%ACET,
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— )
% 2% LOH (Loss of Heterozygosity) fEARDRE
OV FRDT )R INT A—4% & Table Settings DRE

6. [Panel ] 715 LOEFOFEFRLETS, [SelectaPanel] 2471075 R 7 AT,
LOH Kit ZERI L. LOH Panel X 7))L 27V v 27 LE9 (Thild. 9 RX— TIER L7z

ISHIVTE ),
£ Select a Panel E]
# None
By s LT, , _| Micras_atell'rte kit
LOH Kit % 2F8 = CJLoHKt -
# LOH Parel —— 2717wy

7. [Size Standard | /75 L TRIIOFEFERL, Fay X2 VAR5
GS500LI1Z_3130 Z3&EIRL 9,

3 GeneMapper /7 b = 7 Tli&, GeneScan" 500 LIZ® 4 X A& VX —Ric k3
YT I VRICROY A X AR X — RMEATEET,
» GS500LIZ — FEED GeneScan™ 500 LIZ® ¥4 X A&V R — RICHEET 5T T
DE—=IEEL
. GS500(-250)LIZ — 250-bp ¥'— ¥ %[ <
e GS500LIZ_3730 - 35-, 250-. 340-bp E— 7 Z[r<
- GS500LIZ_3130 - 35-. 250-. 340-bp E— % kR <

AT 2%E, R)—OfH, 743 —Ic&> TEk, FEDE—T ZRNT S tho
PARX ARV A—=RD 1 DEERTZ EHRRERGGEH O 9, BAERMICIE,
35-bp E=UWBHET BT I A — E—TIC K> TRNTLE 3 HA. £721% 250-bp B
KU 340-bp E— I F ¥ SV o —F Y L TEBEICRHIT 25522 Td, £z, i
HONARL YA X AR A= REERTZT e TEET, HAXL YA X ARy
— ROMERICEET % #EHIC DWW TiE. GeneMapper® Software Online Help £ L T
TEEW,

8. [Samples] X7 DFTXTDOY Y ININT, ROLBOFERZT 1)V XY LET,

a. Analysis Method, Panel, Size Standard D%/ T L Ny ZICKTeh->T o7 U w7
LTRIY T L, 3DDHTLDFTNTDIZNATA FERRLET,

Analysis Methad

|Pane|

|Size Standard
fethod LOH Panel F=a000LE

IZ£ 3130

More

Mone Mone

Maone Mone

b. TEdit] » TFill Down] DIEIGERLET (Fizid, [Ctrl] F—& [D] F—Z= Ak
WKL ED),
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
73y MADT TR INT A—42 & Table Settings DFE

Table Settings @ [GeneMapper] 7 > R D EEBT, [Table Settings] Ky 77X UZXRh5
IR Microsatellite Default % 328 L £ 97,

Tahkle Setting: Microsatelite Defaul

AFLP Default
Microzatelite Default
SHPlex_v3
=haPzhot Default

Table Settings I&. f#HTEZIC [Samples| 2 7B KT [Genotypes] % 7 TS N5 IHHRZ il
L %9, Microsatellite Default (&, GeneMapper ¥V 7 bV = 7 THEE NS T 7 4V FD
Table Settings D 1 DTY,

GeneMapper Manager T/ A 2 <A X L7z Table Settings ZHiEB I CIEKT 2T & & TE
F9, IOV TIX. GeneMapper® Software Online Help Z & LT L 72& W,

70V FORE TOVisrERETBICE. ROFIEERTLET,
1. W #»vv»L%94 (File) » 'Save Project)).
2. [Save Project /X 711 Ry 7 X T, LOH Project E AJJL.TOKJZZ7 Vw7 LET,

Save Project

@ Project name:
| LOH Project |

[ o] 4 l [ Cancel ]

[GeneMapper] 7 1 >~ R D% A )L 73—IZ, LOH Project £ £/RENE T,

RDF|E 20 R—Y OB ST, TaV LY FTOYA IV T HEFFLET,
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% 2% LOH (Loss of Heterozygosity) fEARDRE
OV b TOYA IV TDRIT

70719 FTOYA IV TDRERT

=

70J 7 FOER

SQ & PQV OEE

20

TaT 7 VHOY U TI T AINVDBINE, TFUI ARG A—=ZDRENE T Liz5,
RICT—=REFAVVITLET, UKD, YU TNV TIT7ANVEY T 7L VA T—REL
THHAL, Y (TULIVER) EEKRTESXSICEDET,

A TUY2 I MBI BT YT IV T 7 A IVHD Panel WEHREN TV 578,
GeneMapper® V7 v =7, T—REY ATV TTEEFTERLL, 7—FDV 2/ ZAE
YI7EITVET, LA L. Analysis Method @ Bin Set HMFE TN TV 728, Genotype
Quality (GQ) FKHL £ 7,

RYIDNT 2 FATd BIcE. RDNEF TITVET,
o Tu¥xV bR
¢ SQ BXUEHEHT % PQV D
o VAR ARVHE—ROMKGE
o Y UIVIEMOMER (Raw Data Z3E5)
o YUV Ty b ORER

b 220w 7L %3 (TAnalysis] » TAnalyze ).

GeneMapper V7 b = 7E, TP 7 FNOEY VTV 2ENT L. [GeneMapper] 7 «
YRUDETFICH B AT — XA N—ICHEBRIZZRRUE T,

Size Quality (SQ) X UBHEY % Process Quality Value (PQV) ZBET 3Icld. RDOF
IEZETLET.

1. [GeneMapper| 7«1 >~ FUICH AT —2 A /3—IC, [Analysis Completed| &ZRE
NTW3T LZMERELET,

2. [Samples] Z 7 THAMNAZB—)LLT, SQ ZHE L £d,

& GeneMapper - LOH Project - gm Is LoggedIn Database FRMINFODEVDO1 =3
File Edit Analysis View Tools Help

ol WH == T > @  TohieSetting: | |Microsatelite Defaut v P | Be

= gyProject A al | Genotypes
LOH Data [Matriz [Run Name [instrumert Type |Run Date & Ti REF [SGI [SFNF |MNF [SNF [0S [s@
1 LOH Data | AEI3100 2004-07-05
2 LOH Data |&BI3100
3 LOH Data |&BI3100 2004-07-05 16:2203.0
4 LOH Data |&BI3100 2004-07-05 16:2203.0
[« I >
< | >
Progress Status .. | 0%

A7B—b N—=HABNRZY I LT ISQ) hTLZERR

FIEICHE> TTDHA RIiTRENE T —2BZ2EH LI5S, 88> 7 INcxtd 3 SQ
& (@ (Pass) IC7x D £9, —/7. SQ (SFNF, MNF, SNF, 0S) O4KICE#ET 2 PQV
HIFEAL IR D ET,
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
OV b TOYAI VT DRIT

HEOD . LHFBO FE! 21— PHEOT—ZEMNT B SQ A /4 (Check) £7213 @ (Low Quality)
® SQ DERAZE L. BEAHF 57 PQV (SENF, MNF, SNF, 0S) M 4 12552 ¢hbo %

T, T, VA X AR VE—=R, T—X, @3RS A—=RIMENb B L%
RLULTWVWET, TNEOMEOFRREZEHTEL TEET I, 21 R=IYD YA X A&
VA — RONGEE] ZSIRLUTLEEW,

ELo@ 22V vI9BE, SQRATIKEDVT, YU TN EY—RTEHTENTE
%9, [Samples] X7 D—F i, @ SQ D7z IVh) A hEREINET,

BAXARZRVE—F HA4ZXREZVE—FERIET 3Icd. ROFIEERTFLET,

O 1. TEdit) » [Select All] DI T, [Samples] %7 HOTATDY > 7 LRI
LET.

2. U, #7V w7 LT, Size Match Editor ZF& %d ([Analysis] » [Size Match
Editor ).

Size Quality (SQ) X177
|

Sizing Quality = 0.7222 Override 50

Size Mstches | Size Caling Curve

10000,

2000

B0,

300 350 400 450 40E00
20004 g 75 100 135150160 200

P < e + - + ro- roo- -t - -
2000 anan Sa00 B0 000 &000

2-1 Size Match Editor — Size Matches] %7
3. [Size Matches| 27727V w7 LT, #EREN=Y > TIICHT 2 ROEHZFR R L
£9,
* Size Quality (SQ) A7’
o YA X ARVE—FK E—7
o YA X ARXVE—R =T SXN)U
4. Y2 7T)D Sizing Quality A7 (X 2-1) ZERLET, TOXATIE, VAR A%
VE—=FENEDT—2ZMN, VI MUz T THEREINZT AL AR A — RICEOREH
BLTWADIZRLET, COXITICX>T, SQ A [ (Pass), ;/ (Check), @ (Low
Quality) DWIFNEFRT 20D ED X T,
TDHA ROFERICHE - 172336, Sizing Quality 1 >0.75 &7 0, SQ & [l (Pass) &%
~LUET,

—Jj. MEDT—Z %I % & Sizing Quality IZ{X FL., SQ & /% (Check)., 7l
@ (Low Quality) #ERLET, T TNy 21— 1 Y FIEDNTIE 22 R—VDF 2-1
ZBIRLTLIRE W,

5. YA X AZVZ—=RHNDITRNTOE—IFEEL, IEICERENTO R ZHEL X,

CDHA ROFERICHE S T35, K 2-11RT EBH, INTOE—=T B EAEL, 1L
IR ENE I,

—Ji. MADT =22 2L, —HOTA X AR X—F E—7 3 IEMICERRE N
O KONTLEVET, I TN a—T 4 Y JIKDVTIE 22 X—=Y DK 2-1 2
ZILTLTEE W,
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B 7IVERORT

22

% 2% LOH (Loss of Heterozygosity) fEARDRE
OV b TOYA IV TDRIT

6. [Size Calling Curvel 27 %27 Uy 7 LT, HERUIY Y TIVDOY A X AR 22— Rl
MEFRLET, YA X AR A—=RDTSTAY M eRTFTnT—2 KA bbb, B

WA T 1y MR RIRENE T,

Size Mgtches | Size Caling Curve

oo

Best Fit Second Order Curve

BO0T a=-110.8041155700052
Al=0.05206524169200013
500] Al=1.553300431676221E6
R*2=0.9000262617

400
300
200

100

Size Calling Curve

Local Southem hithod

1000 2000 2000 4000 S000 E000

Foon 2000 000

7. Size Match Editor D /ElI_RA 2 TRIOY )V ER L, FIEH3 ~6 DR LET,
8. TOKJ %7V wZ LT. Size Match Editor ZFAUE 9,

&21 TAXAZVE—FRIKETB ST a—FT407

i}

1R

Sizing Quality X7 METF L. SQ &

. (Check) %7zid @ (Low Quality) &%
RTBH IRTOY AR RV E—F
E—oHhEFEL. ERIERINTWS,

[Size Matches] 2 7 D& FEBT TOverride SQJ &
2 1)w o LT, Sizing Quality # E£2F L9 (K
2-1),

Sizing Quality X7 DZEFE% 1.0 IcEEELET,
NI I A X XAV A —REREELET &
ERLEY,

W DHDHA X RV Z—F E=UDIE
FIFH T NG,

Size Matches] 2 7. 14X NIV ERE. Hl
Br. BIMLZEY, Xic TApplyl 27 Uw o L. BH
TNEHA YV IBRTT— 2B LE Y, 50
[ZDWTId. GeneMapper® Software Online Help
HEBBLTLRETL,

W DHDHA X REVZ—F E=UH\TF

VIRIIT T HRAZL YA R ARV A — REE
BRLET. #MIc DL TIE. GeneMapper® Software
Online Help #88 LT feE L,

YAV ITICHETEZ T TIY a—T 10 Y IRZFOMDIEHIZ. IGeneMapper® Software
Reference and Troubleshooting Guide] ZZHL TL 72X,

RDY T T 7 A BB B N EHR® Raw Data KR35 i EHlOF L —

ay RAVTH YT T AIVEERL TS, [nfo] X7, F72i& [Raw Data] X7

ZBRLE I,

&z GeneMapper - LOH Project - gm Is Logged In Database FRMINFODEVDO1
File Edit Analysis Wiew Tools Help

=1 B [E=) B @ | Tobeseing | Moossteitevetat v | 2% | O @

YW TTAIVE
BRL. YU 7IVIER
& Raw Data #&KTR —

Neszage

= gEProject Info | Raw Data | EPT Data
= CLOH Data SK_010705
1_Healthy_405051_010.fsa

Sample Information [=]

1_Tumor_Y405053_012 fsa Sample File
Hawple Origin Path i Ci\GMData\LOH Data SK_010705%2 Tumor_ V405054 _016.fsa
atatus Message : Good

File Source

Error Message

< 3| | Current Settings

: Z2_Tumor_ V405054 016.f3a

+ Disk media

i Hone

I

Progress Status ..

0%
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
OV b TOYAI VT DRIT

Sample Plot D®RTR Hr7Ibn7Oy rERFET B, XOFIEEETLET,
1. [View] » [Samples] DJHICEEIR L, [Samples| X7 Z2&RL 9,

2. [Samples] 27 TH VT (F]) ZFERL L9, HEOY > 7 )V7z2#ERT 5Icid, [Shift]
F7F [Crl] F—ZFLIzX RICLE T, IXRTOY VT IVEERT ZI1ciE, TEdit) »
[Select All] DJEICENL 9,

3. [ =~V vZL%xd ([Analysis] » [Display Plots)),

[Samples Plot] 7 ¢ > Rwic, #EREN{Y VT 2L 7 a7 207 I L
MERENE T,

& Samples Plot
Plot Setting [l =4 File Edit Wiew Tooks Aleles Help
Microsatellite Default

Piat Setting elite Deteut | {8 (" panes |2 (| | || )| D) ||JL1L_:‘ \E\im \Q'@&

ZER a4 | i | () 4[5 T
Sample File Sample Fame Pma 0s  [sQ
J:'EBU) X %J:T O\ ;2 2_Tumner_V405054_016 £52 | Vags0s. LOH Pand ‘ ~

vy -FZvoLT
HEARR

Q 100 200 200 400 00

7000

000

5000

MZJ JL_..iLNLJJﬂ i 4l Al

4. Plot Setting I & Microsatellite Default %R L £ 9

®RIB7OvV b
DEHEFER

3 Plot Settings (&, fi##itg. [Samples Plot] 7« > RICERE N HREHIE L %
9, Microsatellite Default (X, GeneMapper ¥V 7 bW = 7 THEE N5 7 7 4 )L kD Plot
Settings @ 1 DT, GeneMapper Manager C Plot Settings Z 1 A X< 1 AL, fEH
KUTERE ATRET T, DUV T, GeneMapper® Software Online Help ZZE L T
{TEEW,

5. Samples Plot ND X B KT Y il THARELRT 5 /514 IERDEBD TT,

Z]:) BIE ...
X BOREDEEE | IRXTOTOY MEIRKTBIIE, LS X EEICH—VIVEBE. O, &
PARFR EGNT7 ) v LTRZy I LET, BRLETOY FOFHEILKT 2
Ii&. [Shift] F—&# Lfcxx. Uy LTRSY I LET,
EJplEs

FE X #THEIZ ) v L, [Zoom To) #&IRLT. EEAEAHL.
oKl #oJwv o LET,

YHOREDESEZ | EAOY #ElchA—VIVEBE O ZL TV Uy LTIV IL
HARERT £,

Tl

EQDY @aas ) v o L, [ZoomTol ##RLET, BRXEEAS
L. # 7> 3> lTApply to all electropherograms ] #3&R L . OK}
7)o LET,

BIET X EERIE Y BELTILI U Y LET,
EY
X s fid Y 8imE5 Uy o L. TFull View) #2RLET.
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% 2% LOH (Loss of Heterozygosity) fEARDRE
OV b TOYA IV TDRIT

'Samples Plot}
742 KITD

7 — 2 OIS
ROFIE

Samples Plot] 7 ¢ >~ R TR, ZTOMICEROK S HEA T ZRITTEET,
o X Wl GEEXE/IZT—2 KAV ) DR —)Vii

Y il ({4 DY > T IVORKAME, TXTOY > T IVORKME, FEDMHE) O —) Vi
FrEOHOtEGO -7 OFREIERR

L2 DE—=71CHT B AT =R A T4 VDFER

M E N E— T B8 1 IV T IHEROYZXRT % Sizing 7— 7 IVDEIR

BHEINIERE—271T0T BV 2 /) ZA VT IEROYEERT % Genotypes 7— 7 )L
DEIR

E— 7 DERE . ZHUCEK B Sizing T—7 VN TORIST 2 T —XFNDNA T4 FERR

24 X=Y DK 2-2 Tl&, LRlOBREO— 2L TRLTWVET,

LRl OBEEDMIFHIC BRI % FEIC DV T, [F1] F—7Z L. GeneMapper® Software Online
Help 5% OEHHEZER L TS IEE W,

Samples Plot D& AR LS B #27 Vv 7 LT, w1 Y RYEBHLET,

25 X—3 OFBHICHEV, Auto Bin #5E7Z (#H L T, Bin Set 353X U Bin Z{ERK L £ 9,

HABRDORTRE
fel$IERTZYY
BZBIcE. T
=7y
& Samples Plot
File Edit \nfiew Tools  Alleles  Help ] Sizing 7—__7‘“/%
Plot Setting: iMicrosateIl'rte Defaut % | M panes: |2 VI !ilii_lal Bl || L |:| |m| e 11 = —Fh:i/‘_l_;a;élgi\
i T o Pl == — ==, — cZ 1)
a4 | afnly | (0 M) @ -
Sample File SampleName Pand :Es' :éd i
C006_E039_Run_CO06_2002-05-10_205_03 f5a [Eoa [Microratdiiter Pand | | ~
250 260 270 280 230 300 310 20 330 340
600
- tich—v
i . 400 VB & ET
E—&&RL. DAT—HRR IN—
_ —F@ Sizing 200 [CRT—RRA 4
F—JILTHIS A Al N \ U BEUF— 51
I57—45% o . bl ; FREND
j’/Z:;?;ij::r Ei—%j; CO06_E109_Rim_C006_2002-05-10_205_01 fsa  [E100 | MBcros siatitez r§n d/ '
EHUws (£ 250 260 270 290 230 200 310 320 220 340
feid [Ctrl] F—.
[Shift] +—%& i
HLGEHS
71)w ) 200 AM
ol - )\Jr\ il et 5 /\A L, ;
< ! >
e | |Dye!‘3ample\PE§k |Sample File Marne !Marker |Allele |Size |Height iArea Drata Poirt (<72 Slzmg
A FT=TIEIIUT
I BIciE. [Ctrl]
Sizing G CO08_E033_Run_ 339,34 T 2044 5533 ;B;Léf ?E[FGJ :F;E
F—) mEs CO06_E038_Run_ |DES306 |1 34122 s4a 5344 5554 {% ,q 03 t"—\'7;é ,;
med CO0E_E038_Run_ 132 1728 1194 Jwo LT, BEE
IEE CO06_E039_Run_ =9 442 1209 3 1#L75h7:‘|%¥&’&
AT—=2X < 5| | Sizing 7—7ic
JN— — [ 319.07 ¥ 41] [Peak: Data Point 5320 Size 31305 Height 303 Allele 2] BMLEY.
2-2 Samples Plot RDEG 2> TV 771 ILHSDT—2DIREEE LHER
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
Auto Bin ##gE% M L7z Bin Set KU Bin DER

Auto Bin #gE%&{@EH L1z Bin Set KLU Bin DYERK

=

Bin Set OER

Panel $XU

Bin Set N"®d
J77LVA T—4
DENN

Panel Manager Z [l L C. Bin Set 58X U Bin (7 LIVER) ZIEKLET,

Bin Set Z{ERK 3 2 RilC, Kit ZEINT 208D D £9°, Kit ZFER%., Z0 Kit NOTED
Panel & Bin Set ZB#{JIF 5 2 W TEE T,

Bin Z1ERK 3 % HilC. Panel 3K U Bin Set Z#INT Z20ENHDET, VIT7L VA T—X
& UTHEHR U7z Panel ICEN L., Bin fERICFIFHTE 5 DIk, Z D Panel 2> TS Nz
T NNOY YTV T 7 AINDFH T, Bin ik, #EIRE 17z Panel ND Marker & BH5H
fHF 5N, BIRE N7z Bin Set IR EENE T,

EZOHARTE, VI7L YA F—%, BXU Auto Bin #EEZfIH L T Bin Z{FK T
BITEICDVWTHIHLE T, 7272 L. Bin [H#Z3 BinSet (FFA - 77 A)) AV
R—FF2TLETEXT, £/, Bin ZFHTIERT 5T & ETE X T, Bin Set DA 2 HR—
k& FENC K B Bin TERDFEHIIC DWW T, GeneMapper® Software Online Help ZZ R L T
{TEEW,

Bin Set Z1Em$ BIcld. ROFIEZXRITLET,

B %212 LT Panel Manager ZBiZ £3 (ITools) » [Panel Manager]).
FEfOFer—y gy XALUT, 9= TER L7z LOH Kit 2338 R L £ 9,

i Z#7vw -7 UL%d (IBinsl » New Bin Set)),

New Bin Set] %+ 71 % Rw % AT. Bin Set Name {Z LOH Bin Set & A /7L, TOKJ
IO LET,

[y

A 0D

Mew Bin Set

@ Please enter name of new Bin Set,
| LOH Bin Set |

[ o] 4 l [ Cancel ]

Panel Manager # i [Bin Set] Frw &% > 1 X M, LOH Bin Set MEMNE 1
£9, ZNT. LOH Bin Set %2 LOH Panel (%7213 LOH Kit IEME Nz DT E D
Panel) LBIHEHAIF2C EMTEXT,

7OV MHOTARTO, £ OV TV T 7AW =) Ty LYA F=2EL
TEINTEET, BET TV 77 OVicid, IEEEY YTV T7 A )VEEUCT LIVIVEE
MDD, IRXTOY TN T 7 A )V BT 5068350 FA, TOHA FTE. 3%
IWBXUTEY 2y MEKHDOU 77 LY A 7—2 & LT, IERGEY Y TIN T 7 A )OI (H
HLUET,

LOH Panel & LOHBinSet lc) 77 L YA T—2%EBMT BICIE. XOFIEERITLET,
1. BinSet] Faw 7%~ > 1) X+ T, LOH Bin Set WEIRENTWAZ & ZMERLET,

Bin Set: |LOH Bin Set w
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% 2% LOH (Loss of Heterozygosity) fEARDRE
Auto Bin #&E% M L 7z Bin Set & U Bin DIER

2. FloFesr—a >y X4 T, LOHKit ZE L. 9 X—2 TE L7 LOH Panel
ZERLE T,

&z Panel Manager
Fil=  Edit Bins Wiew

wi' X A E H™ EiinSet:IE

= ,EbPanel hananer
[ChMicrosatelite Kit
= IPLOH kit

YERK U729 XT D Marker /' Panel Manager D4 HI|OXA NCFRENET 27 X—=Y
DX 2-3),

3. % »»7VYwZL%7 (IBins] » [Add Reference Datal).

['Add Microsatellite Reference Data| XA 7 277 Rw 7 AHRE, ETFDOXA T, 1F
Ji% U7z LOH Project &£/ RINE T,

F D OETORAL NTIFHEIC, BIRU Panel Z{HH L TS NizdXRTOTad >
FOIFERENE T,

4. TAdd Microsatellite Reference Data] %1 71727 Rw 7 AT, ROBAEZITNET,
a. LOH Project ZEAL £ 9,

LOH 7 4 )V X ZER L £ 7

IEWEY TV T 7 A )il J7#IR T 21iE, [Crl] F—Z2f LXK LT,

Add to List) 227U v 7 L&Y,

Add] Z27 Vw27 LET,

® 2 o T

%5 Add Microsatellite Reference Data
Edit

| oM Datahase | Samples To Add
Search Criteria = ] LOH Data
o ® 1_Healthy_\405051_010 fsa
Project ® 2_Healthy_V405052_014.fs3

Satnple
Analysis
Genotypes
ShP

Search Results (Seamn |

Z71)v LT, : .
LOH Project & U ° E'ﬁHLPc:::T:;a
LOH Data 7 # /L4 % athy_
BRLET

2 DDERGBEY TV
774 IVEFER

FAdd To List). Add]
DIEEZ Yy Y —f——aate =] e | Baned]

BIRENTT TV T 7 AUD, VT 7 LA F—% & LT LOH Panel IEE N,
Panel Manager DF €7 — 3 > XA VO FERICERRENE T 27 X—IY DK 2-3),
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
Auto Bin #8E% 5/ L7z Bin Set $ X U Bin DIER

% Panel Manager

File Edit Bins Yiew

WX @ EE W™ | bnstiononss V| HFLEcE B0E8EB8
= shuPanel Manager Mfakcer Hame Dye Color | Min 3ime |Max 3ize | Control Alleles | Dfakcer Repeat |DMarker Specific e o e
& [DMicrasatelite Kt = JELUE 1200 1880 2 0 nane
= DLoH ki 2 R ELUE  [1930 |2950 2 0.0 none
'1' ":'L'%H Panel 3 |R1% BLUE (3000  |4700 2 o0 nane
R26 4 R21 YELLCHY 1000 1600 2 il nane
R14 5 |R24 YELLOW|1700 2500 2 0.0 none
Rl 5 R2 GREEM 1570|2044 2 il nane
24
R2

=] &Reference Samples
1_Healthy _v405051_010.fza
2_Healthy _v405052_014 fza

[[or | [ cancel | [ apoy |

2-3 FIRENT Panel lcfd s Marker E 77 LA S IV 77410 %FRRT % Panel
Manager

Auto Bin ZfER L1z Auto Bin ##E% B LT Bin ZER T 3ICld. ROFIBERITLET,
Bin OfER 1. FE# =3 3> X1 2T LOH Panel BRRENTEH D, [BinSet) KHw 74> 1 2
I C LOH Bin Set AR EN T3 T L &MALES, |y &7V 5 LET ([Bins)
» TAuto BinJ), '
2. TAutoBin] XA 707 Ky AT, ROLBOFERLEKT,
* Minimum quality value DF&EZ 0.1 DX XICLET,
e Allele Naming Scheme T Rounded basepair ZzZi#{R L £,
 Auto Bin Options @ Auto Bin (clear existing bins) ##RL £3,

Auto Bin &l
S

Allele Narming Scherme
() Nurber (1,2, 3,4, )
O Letter (&, B, C, D,

@F

Auto Bin Options
() Auto Bin (clear existing bins)
O Incremental Auto Bin (keep existing bins)

3. TOKJ Z#27 Vw7 L%,
4. TAutobinning completed| &Z&REN/zH, TOK) Z7 Vw7 LEKT,
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% 2% LOH (Loss of Heterozygosity) fEARDRE
Auto Bin #&E% M L 7z Bin Set & U Bin DIER

Marker & Bin @ Y77 LVR FT—E2HSER TN Marker & Bin ZlE T 3cld. XDOFIEEETLE T,

PI% 1.

Marker i

271w 27 L TLOHPanel ZEBI L., Xic, TE5—2 a3y XAV LD T
Marker Z3R L £ 9,
Ty bk (K 2-4) ICROEHIPEREINET,

e Marker (¥ 7 D#)

o Z® Marker ® Bin (JK{ADFEE D/ N—)

e BBinDUT7LVX T LIV R+ HID
Fer—ay XA 2D NS T Marker 23R L, FES—2 a3y XA VDO RS T
VI 7 LY AU TIVEBRLET,

oy bAEHIN (K2-5)., BRENEY VoL a7z alS5 L E—o%
RLUET,

3 ¢ Applied Biosystems Tld. #% Marker %38 L C. Marker ICF3 % Bin HMER X
NTVENERT B L Z2BEID L ET, Bin WFAELEZWES., HRZHEL £, &
MOV TiE,. FGeneMapper® Software Reference and Troubleshooting Guide) % i
LTLKEE,

Bin (bp L'>Y) U772 7 LIL (bp)

& Panel Manager

File Edit Bins Wiew
B (& W M (Y | Binset LoHBn S VLR  EeEeE

=] %Pamel Mahager o
& [ microsstelits Kit
= ELOH Kit
# [EILOH Panel
RS
RO

1.0

R24 .
Rz

IR —

v

= sB,Reference Samples an
1_Healthy_V405051_0M0 fsa a5 101 107 M3 1189 125 131 137 143 149 155 161
2_Heslthy_V405052_014 135

‘ R21 ‘

[ K ][ Cancel H Apply ]

Marker (bp L'>/3)

2-4 Marker DR

% Panel Manager E]
File Edit Bins Wiew
OO @ MW EY | Binset | oHEnset v LR !!l!i_|£|n._* i
=] &P@ne\ Manager A
# (DMicrosatelits Kt 122 121
= ILOH ki 2800
® [ZILOH Panel
RS 2400
R26
Marker Ri4 200
HIER 1600
24
R2 s 1200
500
s 400
V77L>R ; A
U7V EER —] 95 101 107 M3 118 125 131 137 143 148 155 161
Rz
< ‘.
[ Ok ][ Cancel H Apply ]

2-5 Marker LU 77 L VR Y FIVDEIR
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¥ 2ZE LOH (Loss of Heterozygosity) 4T DERE
Auto Bin ##gE% M L7z Bin Set KU Bin DER

Bin Set DA i Bin Set ZH¢H U T. Panel Manager Z U %IciE, TOKJ Z27 1)y 7 L%,

Bin & Marker @ TDOHA ROEERZE T SDIC, Bin *° Marker 23800, fitk, HIRT 2 BEEH Y T A
BN, fRE. HIRR 7272 L. Panel Manager 7B, LOH Kit *®> LOH Panel ZZ#{R L T, N5 OHFER T A +
7 3V THCLIETEET,

EZE | Bin *® Marker Z##E £ 7213 HIBR L 72555130697, PanelManager O FEBICH 2
FCanceIJ Vw7 LUTLIEEW, TOK) &7z TApplyl Z7 VU w U3 5L, fTORSH
ICEEN 25D D X5,

Marker [ Bin Z:8i019 %lcld

1. FEOFEHr— 3> AT Marker 28R U, |8 Z#227Vw 2 L%d ( [Bins] »
[Add Binl),

2. BinZEMLIzWET, Jay rEZ7) vy 7 LET,
3. TAddBin] X471 ;Rwv 7 AT, Bin ® Name. Location. Offsets # A1 L. [OKJ
IO LET,
Bin Z#R&Ed 5IClT
1. Bin JREOFEEDO/NN—) 7 VUw 7 LT, EVEFRLET,

2. Wl #»vwrszh ((Bins) » TEditBin)). %£7-1% Bin #4%7 Y w %~ L. Edit
Bin] ZBHRLE T,

3. lEditBin] X4 71% Ry 7 AT, Bin ® Name. Location. Offsets Z it L. [OK]
270w LET,
Bin ZREMICIRET BT
1. Bin (KEBOEED/)S—) 27V v 7 LT, Bin Z#RLET (X 2-6),
2. Hokry =S4 Uy 7 LTRI v 7L, Bin DN#EZRELET,
3. BNV FRVOEMZEZY Yy 7 LTIy 7 L. Bin DA Ty M (LYD) ZPELET,

A ELEAAREROREICRSICIE, TEdit) » TUndo) ZEIRLE 9,

BNt — S %
)y LTRIv I L,
Bin DAIB % fRE

[ 1| +=H
h
N RIVET) YD
* LTFZvy L. 4+ 4
Bin LI % iRE
1688 171 173 173 177 178 131 189 17 173 AT 177 AT 13
DES289 DGS289

2-6 Bin DREMIRE
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% 2% LOH (Loss of Heterozygosity) iR DRE
Auto Bin #&E% M L 7z Bin Set & U Bin DIER

Bin ZHIBRY Bl
Bin % Marker ' 5HIRd %1213, ROFIEEZEFTLET,

« Bin ZENL, @l ZZ7UvZ7L%ET ([Bins) » Delete Binl).
Erd
e Bin ZN LT, Bin L THEZV v 7 LTHh 5B, Delete Binl Z3&RNLET,

Marker Z$R&E9 Bl
1. B#OF s — g2 A2V T Marker ZINLUF S 30 X—I DX 2-7),
2. FEONYERNVEZYYZLUTRI Y7L, Marker L >V =RIELET,

A AHLUIENAZEROIREICK I ICE, TEdit) » TUndo) ZEERL £ 9,

NERIWEIYY I LTRSS YT L.
Marker L >V #1R&E

E I

oo
163 167 168 171 173 17¥s 1FF 179 181 183 185

DES2E9

2-7 Marker OiRE&E

Panel 55 Marker ZHIBd BlclE
1. FEHOFEHr— 3> XA 2T Marker 28R L F 9,
2. x &Z7VYv 2 L%9 (TEdit] » lClear Marker)),

XOFE $53% OBIAICH->T. LOH 7Y 12 hOF— X2 ERIELE T,
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T—20DY— k& LOH
(Loss of Heterozygosity)
DFFF

TERDENRI&
I RR—Fb
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COFEEF. ROEAMSHWKENTVET,
BRI BEIC | | Analysis Method @%ﬁ% ..............
LI = 78 7)1 /T
B ORSROMEE ...
LOH
(Loss of Heterozygosity)
FRHTDRTE
®B3E
TR DR SRS

oo D FEAT & ARG
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S
FEIE BROMBNEIRELE
Analysis Method DfR&E

Analysis Method D#R&%

=

14 X—< T, LOH Analysis Method Z/EFK L7z & &, BAIDMEHNT Tld. AV RND Bin

Set 7R L AT L7z, Bin Set Z{FK L7z 5Xi&. Analysis Method PN Bin Set 7 3R
LT, =Rz LE T, BinSet Z{#ifl3 % &, GeneMapper® V7 b =27 T, YOV
TRV UTIV T 7 AIERNTT BENIC, 7LV A=)V TERXIICEDET,

Analysis Method LOH Analysis Method Z#R& 9 5 lcld. ROFIEZRTLE T,
DiRE 1.
Manager ),

2. TAnalysis Methods | # 773 RL £,

Z%2V w27 LT GeneMapper Manager ZHl& %£9 ( [Tools] » [GeneMapper

&% GeneMapper Manager

Il Projects | Analysis Methods | Table Seftings | Plot Settings | Cluster Plot Settings | Matrices | Size Standards | SMP Sets | Report Settings | |

[Marne Last Saved Cner Instrurment Analysis Type

Description

| AFLP Defautt 2004-07-1619:21:1 {am AFLP

200:5-01-04 1

Microsatelite Analysiz Meth | 2004-12-22 09:47:0 gm

Factory Provided

32

Microzatelite
Microsatelite Default 2003-07-25 21:09:0 | gm 3730 Microsatellite
SMPlex_Model_3730 2004-09-21 14:35:4 am 3730 SMPlex™ Default ShPlex setti
SMPlex_Rules_3730 2004-09-21 14:39:0 | gm 3730 ShPlex™ Default SMPlex setti
SMaPshot Default 2003-07-25 21:10:0 | am 3730 SMaPshot®

[ ey, H Open... H Save Az H Impart... H Export...

Done

3. LOH Analysis Method %z L. TOpen] Z27 Vw7 L%,
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EI3E HBROMBRTEKL
Analysis Method DR

4. Analysis Method Editor . lAllele| %7 7%34R L. Bin Set {C LOH Bin Set Z3ERL
T. [OKJ 27U v 7 LEd,

Analysis Method Editor - Microsatellite

| General| Allele | Peak Detector | Peak Quality | Quality Flags

Bin Set:  [RelgNiygat=

Marker Repeat Type
|:| Use marker-zpecific stutter ratio if available

“alues for dinuclectide repeats are calculsted automatically.

Mono Tri Tetra Penta Hexa

Cut-off value
Plus# ratio 095 095 035 035
Plusa, distance
Stutter ratio
Stutter distance  From
"

Range Filter ... Factory Defaults

5. TDone] %Z7%Z Y w7 LT GeneMapper Manager ZF U X 97

7 . [GeneMapper] 7 >~ R ® [Samples] % 71C&H % [ Analysis Method | /15 L TR
DN R TIVI )y 7§ BT LIck>TE, Analysis Method Editor I 7 72 A TEE9 (14
N=Y ZZRLUTLTEE ),

RDF|E 34 R—Y OFFICHE-T, Tavzy M e LEd,
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e
EI3E RO EIRETE
7OY Y O

78717 bOER

BIE Analysis Method T Bin Set Z{5E%. Y 7V 77 A )V EfENT % L. GeneMapper® ¥V 7
M7, TR0V ATV ITBRXOY 2 ) ZAE T RITOET,

[GeneMapper] ¥« > R ® [Samples] % 7T, XEMERLET,

o [Status| HILIC & 7AAVHERENTVB T L, THIE. Y2 IV HENRIZ
TETWVASH, ISamples] Z 7 CTHEINENTZBHEDIENT/INT A—RZ TEIERITEN T
TN eRLET, TDT A aiE. LOH Analysis Method ICZENINA HNTz7z8
ICFRRENE T,

e [REF] AT LI « TAAVHERENTVE T L, THE. ZDOH 2 TIVH, Bin Set
ERHADY 77 LV A F—=2E UTHHENT & &2RUE T, Bin Set fERRIC T S
TWiERWY Y TIICIEERENE A,

R b 2210y ZLET (TAnalysis) » [Analyzel).,
GeneMapper ¥ 7 bU = 7i&, 0Pz FANDOEY Y TV N L. TGeneMapper] 7 1
YRIDETFCH B AT —Z A N—ITHESIRN AL RLUET,

RDFIE FREDFIAICHES T, FERZMALL 9

e SR O FEEIE

= YAV TBROY L /) 2 AV THEROKREEE, RONEF TITOET,
« SQ. B9 % PQV. Size Standard, ¥ FIVER. Y7L oy FORE (20 ~ 24
)

e GQ BXUREET % PQV OE (34 X—2)

o BYUTINTHT BT LIV a—)VOHE (35 X—)
 Genotype Plot DF/R (36 X—)

 [Genotypes Plot] ¥ > R TOT—ZDIGE (37 X—3)
e JuVrl b 7LIVDOFER BT RX—)

GQ & PQV OEE  7—Z&® Genotype Quality (GQ) Z[H&d %1cid. [Genotypes| X 7#BEINL, 7—T I %
GAAZa—)LLET,

[Genotypes] 2 7EFEIRLET réQl A3 L4
T ST T ]
File Edt Analysis View Tods Help
SOH &F El Wl @ P @  TebleSeng  MrosstelileDefaut v Pl 0e
© ghPanels Samples | Gendtypes | |

CLoH Panet Data Poirt 1 [Data Poirt 2 [ADO [AE |05 [SHP |OBA [SPA [P [BIN [PHR |LPH [SPU [aN [BD  [xTLK[6@ JuDi
1 4576 4745 _\_ 7. [0407]A]

2 4521 4692 | 7\7 2, |oan7

3 5395 7345 RN EEGED

T CHCRCHCRCRCRCRCCRCRCE R

R L CNCRCRCHCRCRCNCRCRCNCRCNC NG
o CRCNCHCRCNCNCRCRCNCRCRCRC NG

T CNCRCRCHCRCRCACRCRCNCRCNC NG

N CHCNCHCRCNCNENCRCRCNCNCNC NG

a 5345 5448 0407

A I i CHCRCHCRCRCRCECRCRCRCE R
11 3534 3951 04071 |

[ |

snalysis Completed. l_i Stop

R7B—=Ib N==HAHEANT Vv I LTRZv I L, [GQI A7 LERR

34 GeneMapper® Software v4.0 LOH ###f Getting Started Guide



BEO . ERED
® GQ DRFERAE

7LV A—-IVOBEE

B3E BEROMITERE
FERDIRFE

FIFICHE > TTDAA FITRENZ T—2FlEFH LGS, ZEAEDY Y I IVITHT S
GQ & [ (Pass) 175D £9°, GQ DEIMNICBEHET % Process Quality Values (PQV) (AN, BD,
BIN. LPH, OBA. OS. PHR. SHP. SP. SPA. SPU. XTLK) &. T b3 hDY¥y 7L
12414 % /% PHR (Peak Height Ratio) Z[\C [ 12750 %97, 7272 L. %0 PHR (4. LOH
TR TBEDEEZILNET,

i LOH 7— 2 Zfiftid 5B PHR 7 5 7 E MR K S ICRET % 1CId. Analysis Method
Z % U, TPeak Quality] % 7 @ [Heterozygote Balance | ¥ 7 3/ 3 > C. Minimum Peak
Height Ratio Z/NE L LET (16 X—Y ZHBML TLZE W),

FE | 21—-YPHEDOT—XEZMNTT 58, GQ A /% (Check) 721X @ (Low Quality) IC7%x
D. GQ DIERICEEE Y % PQV (AN, BD. BIN, LPH, OBA. OS. PHR, SHP. SP. SPA.
SPU, XTLK) » 4 I3 ehbbEd, U, 7—X. Marker, F7zld Bin DEZ,
TFVIANRTGA=RICEENHZ L RRLTVET, ThSDOREDRFKNZHRE L TE
1IE9 %121, I'GeneMapper® Software Reference and Troubleshooting Guide) ZZH{ L T < 72
T,

FL® EVVUvITERE GQRATICHDNT, YU TN AEY— T BT ENTEET,
[Genotypes] # 7 D—&FK Lic, R @ GQ DWW izH VTV A FERRENET,

B TIVIND Marker IS %7 LV O—)V7BE T %I, [Genotypes | X 7 7 3R
LT, lAllele 1] A5 L& TAllele2] o L%ZFRLET,

% Marker I[cH9 %7 LIV O—)baRT
|

Samples | Genotypes
Sarmple File Sarmple Mame Panel Marker Dye |Allele 1 |Allele 2 |Size Size 2 Height 1

15 Tumor! _405053_012 fza W405053 LOH Panel 1Green G 175 187 17454 18695 (3014
16 Tumor2_%405054_016 fza 405054 LOH Panel Felow W 197 201 19697 (20096 399
17 Tumor2_%405054_016 fza 405054 LOH Panel 3Elue B 236 243 23661 (24489 (409
18 Tumor2_%405054_016 fza 405054 LOH Panel 2ellow W 122 131 12244 13062 (G439
19 Tumor2_%405054_016 fza 405054 LOH Panel 2Blue B 161 161 16064 |160.64 1620
20 Tumor2_%405054_016 fza 405054 LOH Panel el W ) ) 6479 6479 354
il Healthy2_%405052_014 fza  |W405052 LOH Panel 3Elue B 236 243 23652 24486 830
22 Healthy2_%405052_014 fza  |W405052 LOH Panel 4Eilue B 362 389 3615 3EET |96
23 Healthy2_%405052_014 fza  |W405052 LOH Panel 1Green G 175 187 17468 [M&87.01 (2385
24 Healthy2_%405052_014 fza  |W405052 LOH Panel 2ellow W 122 131 12236 13061 (1770
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B3E RO IR
FERDIRFE

Genotype Plot @ H#> 7LD Genotypes Plot 2% 9 5lcld. ROFIEERTLET,

E2) 1. [Genotypes) %7 CH> 7L Marker () 28R L E 9. KO Marker 733 %
213, [Shift] %—F71& [Cirl] F— &M L7F Elc LET. TXTD Marker %5
AlciE. TEdit) » Select All] DJEICEIRLE T,

2. [ Z7vVw27L%9d (TAnalysis] » [Display Plots)),

[Genotypes Plot] 7 > Rwic, #ERE N7z Marker IS 5L 7 b7zl
LWERENET,

%= Genotypes Plot
Plot Setting Il& File Edt View Tools Allsles Heln
Microsatellite Default %=

ER

[~ Plot Setting: ;M\crosmelme Defautt
(i) | A4 &) &
| Sample Name Pand

180 170 180 130 200

®RyBH7OY b 2
D7 FER 50 N/\ﬂ

aims) |

rE X sto O &
gy - RKZwiLT
EARR o

LOHPmd R

CRCECECECECECECHCECECE

21 220 230 240 250 280 27 230 230 200

s

3. Plot Setting I 1k Microsatellite Default Z 3R L £ 9,

3 Plot Settings (X f##i#%. Genotypes Plot] ™« >~ RUICERE N B HRAEHIfE L %
9, Microsatellite Default (&, GeneMapper ¥V 7 bW = 7 THEE N5 7 7 4+ )L kD Plot
Settings @ 1 DT9, GeneMapper Manager T Plot Settings &z A2~ A4 AL, ki
KUTERE ATRET T, FHlIC DUV T, GeneMapper® Software Online Help S L T

IEEW,

4. Genotypes Plot N X i KUY il L TIARFRT 2 HERRD LB T,

B8 B ...
XEHORFEDEFE  BHOTOvY bEIARRT BIcid. EEX#EICH—YIVEBE. O
AR EEEN7) v LTRFZIv I LET,
EJrd
EE X #THEY Uy L. [ZoomTo) #RIRLT. &EEEAAL.
TOK) &7V v LET.
YEOREDEHE ARIOY®#WEICH—VILEBE QL ELETFICZUYILTRSYSL
AR £7,
EJES
EROY #EHZ v o L. [ZoomTol #&ERLET, BAEEAS
L. 47> 3> Apply to all electropherograms| %:3&R L T. TOK 1
y)w o LEY,
&R XEEfIEYE#ELTIVI )y I LET,

EJ s
XehEfiEYaaas ") vo L, TFull View) Z#RLET,

36

GeneMapper® Software v4.0 LOH ###f Getting Started Guide




B3E BEROMITERE
FERDIRFE

FGenotypes Plot] [Genotypes Plot] 7 ¢ > R TiZ, ZOMICERDE I BRZ AT ZFITTEET,
277 a';;;f’ ¢ Xl R IIET— 4 FA Y R ) DR — L
Y Bl ({2 DY 2 T IVOERKE, TRXTOY T IVOERKME, FiEDE) O A7 — Vil
FreoiottaEzZaor—77 DR R EIERR
e HAAXDE—=VICHNTEZRAT—RA TADER
o T LU a—)VOBEI. HEiZHE, HIkR
o Marker 33X U Bin OfREE L IR

FREDOBEED M FHICEET B FEHIC DWW TIE, [F1] F—7%# L. GeneMapper® Software Online
Help 5% M OIHEZEINL T 72 E W,

Genotypes Plot @i%ﬂt\%ﬁﬁﬁ’gbf:%\:ﬂ o Uw 7 LT, Ve Y RUZALCE T,

IARTOTAITY & Marker ITRHT BB IV F—2 TRETNETRTOT7 LIVEERTT 3IcE. XOFIE
b 7 LILDOERT EETLET,

1. E %2 v v & LT Panel Manager ZF% %3 ([Tools] » Panel Manager.).

2. FEH— 5 <A, LOHKit. LOH Panel DIEICIZI L. /MOFEr— g
~_A T Marker 28R L E 9,

3. [Bins] » [Show Project Alleles| DJEICEIRL £3,

BT, ayx b 7LV (BT TR TREEINEZT LIV) BEFEWT ZAXY
27 % TEREINET, * OY il FTORNMEX., ZD Marker &> T IIcHd 3
GQ RAa7Z=xRLET,

oo
225 227 229 2H 233 235 23T 239 241 243 245 247 249 231 253 255

Cas1690
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EI3E HEROBER IR
FERDIRFE
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F4E

CTEERICE BRI

LOH
(Loss of Heterozygosity)
FRATDERTE

FER DT & 1REE

F—2NDY—k& LOH
(Loss of Heterozygosity)

&

FESRDENRI &
T AKR—=Fh

—ZMDY— k& LOH (Loss of
Heterozygosity) MD&F

EH“

O, XROHEANSMKENTNET,

L 40
B OLOH T =Y = N 42
B LAR—FOMERE LOH ORHBRTRM ... 44
B /1A% 1 LOH Report Setting DML EIEIFRL ... ..o 45
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BIE

40

F4E
=

F—A2®0DY — k& LOH (Loss of Heterozygosity) DT

LOH f##frCld. [A—DfEAM SR U 7 IEH A & A EED N 2 k2 i U CHi L
Yo IEWBY Y TIVERELT TV, Wi, Hikd 2N\T UG A 70754
F R=HCHLT2 D07 LibZaRLE T, FFHEKIC LOH WAL TV 256, 2 D07
LIVDS 5,1 DOE—=TEMNIERET LV E— 7@ ik U TIRR S % 728, BHfICHIlT
EXT, BEY TV, €I DORETIE E—I @O N2 d Binid, HEfrmt 2
M, BESED > TINICIER S A U —8OEF A% DNA DS AL SRt E N5 7
BT,

GeneMapper V7 7 = 77 @D Report Manager Tl&. LOH Default ® Report Setting % &%7E L
T IER S KOS O~ 1 70t 754 b 7 L)Ld PHR (Peak Height Ratio) 7%
BHBXULKT 2 2 EMTEET (K 4-1), Report Manager Tld., XIC. Peak-Height Ratio
DL EVEICEDNT, #TEN7Z LOH 229 29 7IVEFHEL, 75 7% 0 Ed, Th
KO, BEOY VTNV RFFICHET 2T LN TEEX T, oI, BHY U TIVTREE N
ZIER DNA DIEALANIVCEDINT, TOLEWEZLETZTEETEXT,

7L 1
/ 7L 1

7L 2

7Lliv2

EEEY IV et 7V
4-1 FLIV2 DE—UBICKEBERITERT > TIU
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FA4E FT—RMDY— & LOH (Loss of Heterozygosity) M5
HE

LOH Default @ Report Setting T TN 2R 515 KU LOH BEEOER) 2R L E T,

1. BY > 7T T B& Marker D 2 DD 7 LV E—2 D Allele Ratio %.
ROBXEFERLTEHRLET,

Peak Height of Allele 1

Allele Ratio = 5K Height of Allele 2

2. & Marker ICH9 BEELEY Y FIVEEREZY > TILD Allele Ratio fEICiE
7£9 % Allelic Imbalance (77 LIV AH#) &= ROBX = FEB L TEELE T,

Allele Ratio of Healthy Sample

Allele Imbalance = —per"matio of Discased Sample

3. & Marker B&UH > 7))L R7 I3t % Allelic Imbalance ZFH#i L. sRE X
NeLEWMER RIS (Xl TRIS) RAT7DEDICT I %[MHITET,

Allelic Imbalance ' > 1.35 THniE, LOH Candidate & LC7 57 %{41F% 9,
EJES
Allelic Imbalance ' < 0.67 Ténif. LOH Candidate & LT7 57 %1%,

4-2 LOH Default Report Setting TN 28EEFEE LELME

BE ! LOH Default ® Report Setting Zf#tEd 50, £id, BHELOT—XICH>TME
@ Report Setting Z/ERTEE T 45 XR—Y ZBHLTLZE W),
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$Fa4E F—RNDY— & LOH (Loss of Heterozygosity) MEF
LOH =40y — h

LOH 7—%DY —

BE LOH Default @ Report Setting %Z5#H LT, LOH f8f8%&E ¥k & CHlid 2 /ilc, F— %%
V— kLT, & Marker I3 B EHEY IV EEY VT IVAERE L TERRENDS KD
LTHL T EAEETT,

vV—F LOH F—4%Y— ¥ 3IclE. ROFIEERITLET,
1. [GeneMapper] 7« > R T, [Genotypes] X7 7ZERL X7,

2. [Shift] F—7Z#L7=% % [Sample File] hZ LNy X%z 70 w7 LT, Y27V T7
ALV —rLET,

—%_LIC 1_Healthy %> 7 )V 7 7 A )LDFXTD Marker, Z D i< 1_Tumor ¥ > 7L
T7ANVDITXNTOY YT )V, V-5 EFTY A MERINET,

Sample File —— [Shift] F—%&17 LicEE )
1_Heafthy_v4050%1_010 fsa [Sample File A5 L N\v ¥
HUV)wvy

1_Healthy_%405051_010.fsa
1_Healthy_405051_010.fsa
1_Healthy_%405051_010.fsa
1_Healthy_405051_010.fsa
1_Healthy_%405051_010.fsa
1 _Tumor_%403053_012 . fza
1 _Tumor_%4035053_012 fza
1 _Tumor_%403053_012 . fza
1 _Tumor_%4035053_012 fza
1 _Tumor_%403053_012 . fza
1 _Tumor_%4035053_012 fza
2_Healthy_405052_014 fsa
2_Healthy_405052_014 fsa
2_Healthy_405052_014 fsa
2_Healthy_405052_014 fsa

| o A @ | =] e e =

—
==

—=
-

-
o]

—=
(o)

—
.

—=
[43]

—
(=]

K4-3 YTV TrAIbTEDY—
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FA4E FT—RMDY— & LOH (Loss of Heterozygosity) M5
LOH F—%Dy— b

3. [Shift] +—Z=#MLizF % Marker] ZHZ L ~Nv&X%x21) w27 LT, Marker C &IV —

FLET,
TNTHRNY — b TN, [ U Marker IS0 2 IEH Y2 7 )L L g > 7 )V hvEE: L
TERENZET,
Sample File Sample Marne Panel Marker [Shift] *F—%
1 1_Heafthy_%405051_010.fsa  |v405051 M2LOH Panel  |R14 BLEEE
2 1_Tumor_405053_012 faa V405053 M2 LOHPanel  |R14 ;JM;‘ZGE v
3 2_Healthy_v405052_014.fsa | V405052 M2LOHPanel  |R14 Bl
4 2_Tumor_Y405054_016 faa V405054 M2 LOHPanel  |R14
5 1_Healthy_v405051_010.fsa | v405051 M2 LOHPanel  |R2
6 1_Tumor_405053_012 faa V405053 M2 LOHPanel  |R2
7 2_Healthy_v405052_014.fsa | V405052 M2 LOHPanel  |R2
8 2_Tumor_Y405054_016 faa V405054 M2 LOHPanel  |R2
a 1_Healthy_v405051_010.fsa | v405051 M2 LOHPanel  |R21
10 1_Tumor_405053_012 faa V405053 M2 LOHPanel  |[R21
1 2_Healthy_v405052_014.fsa | V405052 M2 LOHPanel  |R21
12 2_Tumor_Y405054_016 faa V405054 M2 LOHPanel  |[R21
13 1_Healthy_v405051_010.fsa | v405051 M2 LOHPanel  |R24
14 1_Tumor_405053_012 faa V405053 M2 LOHPanel  |R24
15 2_Healthy_v405052_014.fsa | V405052 M2 LOHPanel  |R24
16 2_Tumor_Y405054_016 faa V405054 M2 LOHPanel  |R24

X4-4 YTV TJ7A4IVEXT Marker &0V — k

RDF|E 44 R—Y OFPNHEV, LOH ZEH U Tl LE 9,
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$Fa4E F—RNDY— & LOH (Loss of Heterozygosity) MEF
LR— FOERE LOH OFHE L UFHE

LR— rDEm & LOH D& H B K UFHE

LR— b &4#ER L T. LOH (Loss of Heterozygosity) #&H & & UHET B Icid. XDFIE
ERITLET,

1. 2 RX—=Y OFIIHE> TT— 2BV —FENTNE T L ZERLE T,

2. TEdit)] » [Select All] DIEICFEIRL T, [Genotypes] ZTNDTNTDY )75
RLUET,

3. TAnalysis] » [Report Manager| Z#RL £ 9,

4. TReport Manager] #7172 ;Rv 7 AT, [Report Setting] R 77X U K
5 LOH Default Z#R L £ 9,

& Report Managpr *Untitled

File
M Mafme  Comments  Marker Alefe 1 Height 1 Allele 2 Height 2 Allele Ratio Allelic nbalance  LOH Assess..
LOH Default 1 ‘1 Heatthy_W40.| S1_.. V405051 Mone (HE3 362 1190 369 916
2 ‘1 Turnar, V4DS\ 3.0.. V405053 Mone (L 362 456 339 494 09231 0.7105
%i;%_?R = I b v SZ_.W405052 None F14 362 961 389 EB54 1.405
4 2_Tumor_v405054_0. 405054 None R14 362 202 388 154 13117 0 8336
3 1 _Heafthy_W405031_.. [W403031 Mone R2 173 3265 187 1976 1.564
& 1_Tumor_V405053_0.. V405053 Mone R2 178 3014 187 B80 3425 2.0583|LOH Candidate
T 2_Healthy_VW405052_. 405052 None R2 175 2385 187 11544 15447
8 2_Tumor_v405054_0. 405054 None R2 175 2108 187 B51 32381 20863 |LOH Candidats
a 1 _Heafthy_W405031_.. [W403031 Mone 21 122 2190 131 1437 1.524
10 1_Tumor_%405053_0.. V405053 Mone 21 122 BE9 131 739 09053 0.594|LOH Candidate
" 2_Healthy_VW4050S2_. 405052 None 21 122 7o 131 1003 1.7542
12 2_Tumaor 405054 _0.. V405054 Mone R21 122 543 131 B33 1.0253 0.5545|LOH Candlidate
13 1 _Heatthy_W403031_.., [W403031 Mone 24 187 2645 201 1982 1.335
14 1_Tumor_%405053_0. 405053 Mone F24 187 1120 201 1735 08455 0.4335|L.OH Candlidate
15 2_Healthy_VW405052_. 405052 None R24 187 2035 201 11588 12807
16 2_Tumaor 405034 _0.. V405054 Mone 24 187 SEE] 201 633 0.6303 0.4322|LOH Candlidate
17 1 _Healthy_W4050%1_.., V405051 Mone 26 234 1099 242 B3 1.3518
18 1 _Tumor_v405053_0.. 405053 None R26 234 598 242 B41 09329 06301
18 2_Heafthy_VW4050S2_ . v405052 None R26 234 880 242 594 14815
20 2_Tumaor 405034 _0.. V405054 Mone 26 234 409 242 393 1.0407 0.7025
21 1_Healthy_W4050%1_.., V405051 Mone RS 161 2545 161 2545 1
22 1 _Tumor_v405053_0. . v405053 None RS 161 2063 161 2083 1 1
23 2_Heafthy_VW4050S2_ . v405052 None RS 161 2251 161 2251 1
24 2_Tumaor_405034_0.. V405054 Mone RS 161 1620 161 1620 1 1

LOH Default @ Report Setting 7% LOH Project 77— ZIZi# A T 1, fEHR L KR— M,
BY TNV ERE—NOY IV w9 % Allele Ratio. Allelic Imbalance. LOH
Assessment DERENE T,

5. B ENTzLAR—bFEHRE. A, =7 XA R—1F 31, (File] A=a—hD5%47
AV REFERLET,

FE ! 2—YPHBEDOT—2DLR— MEIERT %F8E. [Samples| %27 T, Y7 )LD SQ

a7 5 Low Quality @ THWT EZMHERL T IV, Y TIVD SQ X7 H Low
Quality TH 255G, ¥ VB X THE ) 57z Marker Y [Genotypes] Z 7IC&KRE N
TWT%, Report Setting IC K> THHAINZT—2EH O FH A
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FA4E FT—RMDY— & LOH (Loss of Heterozygosity) M5
$1 X% L LOH Report Setting DRE S fldfEll

H A2 Ly LOH Report Setting DRE F 1 I$1ERK

= GeneMapper ¥V 7 b = 7 TG E 1% LOH Default D Report Setting &, XZEHifEL LE
ERS

e Allelic Imbalance DFIFHE — 2 DDV > 7 )LD Allelic Imbalance (Peak Height Ratio
DOR) EEHT BEL. Report Setting (&, [Genotypes | X 7 DFl|7% 2 5| LI big L F
T, TORETIE. MADOY > TIV T 7 ANVO@mBIC KD [H—HAD SERI L 7z EH
YV EESY Y IV XU Marker B, Y2V T 7 A )V XU Marker T &1
V—hENEFLT BT) VARRRENTWVARZ e ZHifeE LTVWETD,

» LOH Assessment Thresholds — ¥ > 7 JUic LOH & & LT 7 Z 7 %13 % L E Wl
E. >1.35BXKU<0.67 TT,

I—PME DY > T IVPHEERICH D T, LOH Default D Report Setting 1< W\ T LAl D%
EmMETEET,

Allelic Imbalance YOI T AN EMA LUTEHECE > T A—EADIEERT 7 AV 5T 7 A IUH,
DI EDIRE YT T 7AIVBET Marker T 212V — P ENTOTHEFLTY A PERENAES
BB ET (X 4-5),

1_Healthy.fsa

Healthy_1.fsa

1_Tumor.fsa Healthy_2.fsa
2_Healthy.fsa Healthy_3.fsa
2_Tumor.fsa .
3_Healthy.fsa
3_Tumor.fsa .
Healthy_n.fsa
Tumor_1.fsa
. Tumor_2.fsa
n_Healthy.fsa Tumor_3.fsa
n_Tumor.fsa
Tumor_n.fsa
FE—EADEELR 7 7AIVERBET 711V E TRTCDEELET 714 IVH—FBEIC,
EHRELTY R MERR ZOTFICTRTCDEBR7 71IVE ) X FRER

M4-5 Y27 T7AIVD@mBRANCK Y U TIVE LT Marker Z&ITY — DT 74
D)X MEFH R ZH

LOH Default ® Report Setting T Allelic Imbalance DFIFtEEZEE T SIcld. XROFIE%

EKTLET,
1. %7271 w7 LT GeneMapper Manager Zfi& %9 ( [Tools] » [GeneMapper
Manager ),

2. Report Settings] % 77ZEIRL £9 (X 4-6),
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$Fa4E F—RNDY— & LOH (Loss of Heterozygosity) MEF
$1 X% L LOH Report Setting DR fldfEmll

3. LOH Default @ Report Setting Z3i#R L., Open) Z27 Vv 7 L%T,

&% GeneMapper Manager

.--Projects | Analysis Methods || Table Settings | Plat Seﬂing; | cluster piot Settings || Matrices | Size Standards | SHP Setsl Report Settings | |
LOH Default @ |Name |La31 Saved Cuvher |Descripti0n
Report Setting LOH Default 2004-07 am
HIEIR
[OpenJ %
7y
[ ey, ] [ Open... ] [ Save Az ] [ Impart... ] [ Export...

4-6 GeneMapper Manager @ Report Settings] 27
4. Report Settings Editor (X4-7) T, XZi1 %9,
a. [Calculation] X 77ZERL£7,
b. £l A > D Selected Columns ) X M5 Allelic Imbalance 7zi#R L %9,
C. 7271w 7 LT, Allelic Imbalance % [Calculation| % 7 ~\BEjL £,

Caleyiaton)

MName!’ [T Deteut | Description: | Factory Provides! |
Available Columng Selected Columns
. Sample | Genolype | Caleulation | Analysis | Custom |
A”ellc LOImnLS ) Column Display MName  Showy Type Crder
Imbalance Sample File Sample File Z Sample
2. Satnple Mame  |Satmple Mame v Satnple
%]%*R Commerts Commerts z Satmple
Marker Marker [+] Genotype
Size 1 Peak 1 [+ Genatype
Height 1 Allele 1-ht [v] Genotype
Size 2 Peak 2 ; Genotype
Height 2 Allele 2-ht v Genatype
Allele Ratio Allele Ratio z Calculation 1
= v
LOH Assessm... [LOH Assessm... | Analysis 1

g1y
Number orAlleles: (2|

Preview Table
Satnple File Sammple Mame  Comments Matket Peak 1 Allele 1-H Peak 2 Allele 2-H Allele Ratio Allelic Imbala... LOH Assess

4-7 Report Settings Editor
5. [Calculation| %7, Allelic Imbalance Z#R L, Edit] #27V v 7 L%d,
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FA4E FT—RMDY— & LOH (Loss of Heterozygosity) M5
$1 X% L LOH Report Setting DRE S fldfEll

6. [Edit Calculation] X1 7072 Rw 7 X T, 4-8IRENTWVWSE 2DDT 4 —)LRED
2% n+ 1 OEHICEXWHZ X,

FEI X YUV Yy FOBT, IEEERY Y TIVORE ZISESY > IV T
(45 R=Y DK 4-5 #BRLUTLEEW), 2R, BEVOT )Ly M 5 DD

EZMNY

EREY YTV E SODEREY Y TIVREENLHE. 6 EASILET,

FERGY YTV LG TV m OV 2TV T =22 ER LT 1 Ak R
g 55513 1+4m OEICH A FJ,

Edit Calculation

Marne: | Descrigtion: | & ratio of Alleiic Ratio |

rRows to calculat
() For every romy

@ For every group of JPE O Horizontal calculation @ “ertical calculstion

Cantral Row:

rCaleulation

For the values below, calculatd the RATIC AB 3

Walue Type
Allele Ratio ‘Varlahla add

iRt

I =
o+
%ﬂ
S

ﬁr\)

Place result in non-co—rmgw

Summary

[For ewery group of 2 rowes | using row 1 as contral row]
compute the RATIO A/B of the nan-control row and the control row for ¢Allele Ratio)
then place result in non-control rowv.

4-8 TEdit Calculation] #4704 Ry R
7. TOKJ] #%VY w7 LT lEdit Calculation] XA 70% Rv 7 A%ZHLET,

8. Report Settings Editor (X 4-7) T 71w 7 L, [Calculation] 27 ® Allelic
Imbalance 7 Selected Columns U X b~ E L £ T,

9. Report Settings Editor (X4-7) T. XZi1\ %9,

a. lAnalysis] Z77Z#RL £,
b. Hflo~RA1 > D Selected Columns UV &+ 5 LOH Assessment 23R L £ 97,

c. 7227w 27 LT, LOH Assessment % [ Analysis] X7 \BE#L X,
10. TAnalysis| %7 ¢ LOH Assessment Z3&R L, TEdit] #2771 w7 L£T,
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11. [Edit Analysis| XA 71727 Rv 7 X0 TAnalysis| £ 27 3> T, Forevery group of
FEIRL, K49 TRENTWVWB2DODT7 4 —)VRIZn+ 1 DfEEANILET,

FEIAE X YUV Ry FOBT, IEERY VI IVORE IZIEEG Y Y T IVOBTT
45 R=Y DK 4-5 BB LT EEW), X, BFEVOT IV £y R 520
EEEY Y TIIVE S OOEEY Y TIVHAEGENIHEE. 6 EATILET,

EOEHEGYYIVE LRSIV m OY T T— X2 EH U T 1 Az R
W19 %5413 For every row Z3HR L £ 97,

Edit Analysis 3]
Hane: Description: | Test the allelic imbalance for LOH condition
Colurmni(s) to analyze
Column(s) e
2%n+10 Allelic Imbslance
fElcEE B [ pemore ]

[ Analysi

() For every row

(3} For every group of rows, analyze roy

Critetia Mutnber of colurmn(s) |s/Are Walue % of rove (Optioral)
EXACTLY |1 LESS THARN 0ET

EXACTLY |1 GREATER THAN n3a

O Al conditions met @ Any conditions met

(&) Place LOH Candlidate in Column:  LOH Assessment

) Append to Colurnr

Summary

[For every group of 2 rows, analyze row 2 and exarning Allelic Imbalance]
ifthe value in EXACTLY 1 cell is LESS THAM 0.B7 ar

ifthe value in EXACTLY 1 cell is GREATER THAN 1.35,

then place "LOH Candidate” in LOH Assessment column.

4-9 TEdit Analysis)] #4707 Ry 7R
12. TOKJ Z%7V w2 LC lEdit Analysis] X4 710727 Ry 7 AZHTCET,

13. Report Settings Editor (46 X—I DX 4-7) T, Z27Vw 27 L, lAnalysis] 27D
LOH Assessment % Selected Columns U A h~\B#IL £,

14. TOKJ =2V w27 LC. Report Settings Editor ZFAU %9, Done| 27U w7 LT
GeneMapper Manager ZF U £ 9,

LOH Assessment  Jilig > 7))LV CEIERE N A E4 R DNA OFEH L N)UIC#Y) 75, LOH Assessment Thresholds
Thresholds DfpE ZERL X T, Sl DOVTE, 40 X—VZBMLTIEEW,

LOH Default @ Report Setting I1c351+% LOH Assessment Thresholds #ZE 9 31Tl

ROFIEZRITLET,
1. 72V w27 LT GeneMapper Manager Z& %9 ( [Tools] » [GeneMapper
Manager ),

2. Report Settings] % 7 ZFERL £9 (46 X—I DX 4-6),

3. LOH Default @ Report Setting 234 L. [Open) 227V w7 L%,

4. Report Settings Editor (46 X—Y DX 4-7) T, XZITVET,
a. lAnalysis| #7734 L £9,
b. HifllOXA > D Selected Columns U X M5 LOH Assessment 23R L £ 97
c. %%V w % LT, LOH Assessment % [Analysis] 2 7~BHLET,
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FA4E FT—RMDY— & LOH (Loss of Heterozygosity) M5
$1 X% L LOH Report Setting DRE S fldfEll

5. [Analysis] %7 T LOH Assessment Z3#{R U, [Edit)] 27V v 27 LXx9,

6. [Edit Analysis] X147 107%7 Ry 7 AD [Value] 1T LT, RhBITRAD LU EWE
TH30.67 £ 1.357%Z, BHEVOT—XITH#Y)E LWV EICEEHRZ LT,

Criteria Murnber of columnis) |zfire ( “alue \ % of rove [Optional)
EXACTLY [ LESS THAN 067
EXACTLY [ GREATER THAM 1.35

ERT ST —4IcC —

BY)GEICEE J

O Al condtions met @ Any conditions met

7. TOKJ Z%7 Vw27 LT [Edit Analysis| XA 78077 Ry 7 A%ZALCET,

8. Report Settings Editor (X 4-7) C. |gd| 27V v 7 L.l Analysis| % 7'® LOH Assessment
% Selected Columns ') A hABE L E T,

9. TOK| =27V w27 LT, Report Settings Editor ZFAU %9, Done| Z7 VU v 7 LT
GeneMapper Manager ZFA U £ 9,
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E5F

k

CERICE BT

ri

an|

LOH
(Loss of Heterozygosity)
FREATDRTE

TESRODAEMT & ARFE

T—H20DY—hk& LOH
(Loss of Heterozygosity)
DFHh

B5E

FERDENRI &
IJRKR—F

BROHRMET I AKR—F

O, XROHEANSMKENTNET,

I == 7p 1 52
B R T T AR = b 53
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B5E HBROHRBIETIZAKR—F
FERODENR]

R D ENR

52

File] » TPrint] OIHICEEHRNT B L, ROV ¢ ¥ FUBITX T TOMBZANNT 2 &

TEXY,

DaVFII12T

r'GeneMapper Project] 71+ FOHDSDT7 7R

fGeneMapper] 71> Ko —
lSamples) 27

[View,] » Samples]

fGeneMapper] 74> R —
[Genotypes] #7

FGeneMapper] 71> Ko —
lnfoy 27

View] » lGenotypes]

View] » Sample Info]

lGeneMapper] 71> Ko —
Raw Data] 27

FGeneMapper] 71> Ko —
TEPT Datay %7

View] » [Raw Data]

View] » TEPT DataJ

[Samples Plot] 71> K™

[Samples] #Z77T. lAnalysis] » [Display Plots/

[Genotypes Plot] 71> K7
IReport Manager] 71> F7Y

[Genotypes| % 7. lAnalysis] » [Display Plots]
lAnalysis] » TReport Manager]

A LR—FZHIRT A &ETEET, Report Settings DFRIE & LR— MERDFEMIC D
W&, GeneMapper® Software Online Help ZZ 0 LT L 2 &\,
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BE5E HROMRIEIYVRKR—F
BEROIYRAR—b

HEROITYU AKR—F

Samples] 273 TGeneMappers 7>~ Ko®d lSamples) 2 7H LU TGenotypes) % FIcRRE N
KU TGenotypes] REIVAKR—IT3Icld. ROFIEZRITLET,

RITDIVAR—=bL {2/ 2B— 27— 2ONALBAERD LB DL EST,

a. [GeneMapper] V¢ ¥ FUg LEO Fay 752> YA M5, HIND
Table Setting %R L & 9", Table Setting Tl&, £/RITZHT L&, T ILD
vV — MEFZ L 9,

b. REICELTT—2%Z2Y—b L., YT IVaERT 3EFZRELET, TEdit] »
[Sort] DNAICERT %H . [Samples] X 7 X 7zi& [Genotypes] % 7 T, [Shift]
F—ZWLENOAT LN ZEZI )y 7 LET, £l @ 27V v 7 (£
lAnalysis| » [Low Quality on Top| Zi#) 95 L. GQ AaAVICHDNTY
YINEY— T BN TEEXT,

7 . Table Settings D EAEK, BELXTT—2 DY — MBT 25OV T,
GeneMapper® Software Online Help ZZ R L T 72X,

2. XAV KD 1 DEERLET,
 [Filel » lExport Table |- i#RE Nz X TIcERENTERZLZ 7 A R— M LET,

 [File] » TExport Combined Table| — li/5 D& 7IcEXREN B EHE LT AR—
FLET (ZDax Y Fid, [Samples] Z THEREN TV B ROAFHTEET),

Kit M Panel Manager D9 NTD Kit #L Y AKR— b F3BIclE. ROFIEERTLET,
IV RAKR—F 1. E %27V 2 LT Panel Manager ZF% %9 ([Tools) » Panel Manager ).
2. [Files » TExport All Kits ] DJEICEIRLE T,

Panel @ Kit RDINTD Panel 2TV AR— b BIcld. ROFIEZRTLET,
IIRK—t 1. 7227V w7 LT Panel Manager Zi & £d ([Tools] » [Panel Managerl),
2. EloFrer—y gy XLV TKit Z#RLET,
3. [File] » TExport Panels] Z#3HRL £,

Bin Set ® Bin Set 2TV RAR— FF3Icld. ROFIEBERTLET,

I7AR—t %%1) v % LC Panel Manager 2% %9 ([Tools) » Panel Manager ).
T =3y XA 2T, BinSet MEEIF SN Fy FRERLEXT,

Bin Set)] Ry 7% )X FT, BinSet ZF#RLET,

File] » Export Bin Set| Z3RL £,

—_

A 0D
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B5E BROMBETIIZR—-F
BEROTYAR— b

Project. XV K. Project. Analysis Method. Table Settings. Plot Settings. Reports Settings.

Settings. Size Standard ZT 7 XK— + 9 Blcid. ROFIEZRITLET,
Size Stao-ndard ) 1. % 271) v 77 LC GeneMapper Manager Zfd& £9 ([Tools| » [GeneMapper
IJAKR—F Manager ).
2. XDRTD 1 DEFRLET,
* Projects

* Analysis Methods
* Table Settings

* Plot Settings

* Report Settings

* Size Standards

8. IVAR=FIBAT Izl b2BRL KT (RO, B-OAT I 27 F72iERT %
I, [Shift] F—F72id [Crl] F—ZW L/cE KICLE T,

4. TExport] Z#7 Vw27 LEd,

LR—b+D LR—=+ 2L AR—19%2 &ETEET,Report Settings DFEIE & LR — MMEKDFEHNC
T RAKR—F DU TIE. GeneMapper® Software Online Help ZZ L T L 72E W,
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A

Advanced ¥— 77 )L3) XL 16
Allele Ratio 41
Allelic Imbalance 41, 45
Analysis Method
Bin Set DR 15, 33
IUAR—F 54
TERL 14
Mt 32
"7 17
Analysis Method Editor
[Allele] #7" 33,15
[General] 27 15
[Peak Detector] X7 16
[Peak Quality] 27" 16
[Quality Flags] 27" 17
Applied Biosystems
TV FR—F  vii

I—Y a7 IS BEEE T+ — R\

ML vii
Auto Bin 27

B

Bin 27
Auto Bin Z{§ifi L7z Bin D{ERk 27
Marker IZ3BH0 29
M 28
HIBR 30
FENC K BERR 25
ER 5,25
fWE 29
Bin Set
Analysis Method TOEER 15, 33
A VKR—=F 25
I AR—F 353
®H 29
ER 25
EF 5,25

F

Fill Down 18

G

Genotype Quality
GQ Z&R
[Genotypes Plot] W ¢~ Rv
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Ik 52

IUAR—hF 53

ERFR 36

T—RXOWGEE 37

R 36
[Genotypes] X7 34
Genotypes 77— 24
GQ

% 34

JRIKFA 35

K
Kit
I AR—F 53
TERE 9
M 10
E#E 5,9

L

LOH

EE 2,40

D
LOH Assessment Thresholds 41, 45, 48
LOH Default @ Report Setting 41, 45
LOH ¥ 1 7 a7 54 kT

LOH D& 39

OB 258 3

EE 2,40

T—=2DYV—1+ 42

Ju—Fy¥—*h 4

M

Marker 28
Bin OB 29
Panel 55 OHIER 30
Mg 28
TERE 9
EFE 2,59
T2 3,11
v FDER 36
e 30

MSDS DAF vii

P

Panel
AVER=F 9

5l
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E]

I AR—hF 53

R DN 18

TER 9

E#E 5,9

V77 LYA T—2DEM 25
Panel Manager

Fkh 9
Plot Setting 23, 36, 54

Plot] 7>~ FY
[Genotypes Plot] 7 > FU 25
[Samples Plot] ¥« >~ F U2

R

Report
LOH HICfERk 44
Fip] 44, 52
I AR—bk 44,54
TER 54
/7 44
Report Manager 44
Report Setting
LOH Default 41, 45
IUAKR—hF 54

Mk 45
Report Settings Editor 46
S
Sample Plot
ERFR 23, 36
FR 23,36
[Samples Plot] 7 ¢ > K7y
I 52

I AR—bF 53
ERFR 23
T—RZOWGE 24
[Samples] %7 14
Size Match Editor 21
Size Quality (SQ)
SQ Z&I
Size Standard
I AR—hF 54
figbr DEER 18
HAZL 22
MGk 21
T—2H% 3
NoOTNTa—T 2T 22
FN)VOHIE 22
F)VDiEI 22
FN)VDEE 22
Sizing 7—7J 24

SQ
b#EE 22
H% 20
56

JEAFE 21
Aay 21

T

Table Settings 14, 19, 54

X

X
IERFR 23, 36
Ar—iv 24,37

Y

Y i
IERFR 23, 36
A —) 24,37

&b

7LV a—)LOE 35
TLvoTav e+ 37

)

)]
[Genotypes Plot] W > R 52
Report 44, 52
[Samples Plot] 7t > R 52
RS 52

A4 VAR—h
Bin Set 25
Panel 9

—_

A
I AKR—F
Analysis Method 54
Bin Set 53
[Genotypes Plot] 7« >~ R 53
Kit 53
Panel 53
Plot Settings 54
Project 54
Report 44, 54
Report Settings 54
[Samples Plot] 7+ > K% 53
Size Standard 54
Table Settings 54

FER 53
FTA Y ANVTANDT TR A i, vii
b\

ik
LOH ¥ 7 a7 I A Mgt 22|
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ftrDReE 7
fiftfr 85 A—%
RE 14
EE 5, 14
RFR 23, 36
[Genotypes Plot] 7>~ F7 36
Samples Plot] W« > FvY 23
Xl 23,36
Y #ili 23, 36
HNABLTFA<— 2
BEHERE vi

\F
LR — 2 DEREIFER
KR

i 52

IIAR—F 353

24, 37

Z
dJvw 7k TcORRL v

4

YA X a—1) VTR 22
YARX ARV EA—=RICETZ NI TNV a—T12 7 22
HIBS

Bin 30

Marker 30

PYAX AR Z—R SN)L 22
ek

Analysis Method 14

Bin 27

Bin Set 25

Kit 9

LOH FIC/ERK 44

Marker 9

Panel 9

Project 12

Report 54

Report Setting 54
Y

LOH FHifiic DO VY —F 42

ERFR 23, 36

vV—k 21,35
YT T AN

ERFER 23, 36

THHROERS 22

V—1 21, 35,42

% 3

raYy 0B 12

Tay FOFKR 23,36

Al 3,45
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L&A
LOH Assessment Thresholds %18

fiZhEoR 23, 36

&

AT—BRAN— 20

A

i
LOH ¥+ 7a¥ 751 Mitr oH#E 3
T—22f% 3
V—k
LOH Y7V 42
YN 21, 35
VA A i
wEhenas 1> 5
FEOERE S

Ehn
Marker I Bin 29
YA X AR VE—=R IN)U 22
TaV T NG T A 12

7
TF—=X
YN T 7 A ISR
T — 2SR
V77 L VA T—RESIR
T — & {5
Size Standard 3
B 3
fEH LU%EE 3
~—AfEH 3, 11
T 7 Z )bV R— b OB vii

&

FL—=Y T DR vii

(6)

Y—7H7vdY XL 16
FKidlh v

dvw 7k v

HEHE! v

E =Y

NG

RZa7)V v

AZa— OV ROFH v

A—PAOFEFH v
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E]

A

77 A)N
YT T 7 AN EBR

KFETOXRL v

Jayzyk

Table Settings DFE 14

I AKR—F 54

fight 20, 34

AT /85 A— 2 DFGE 14

TERC 12

YT Ty AvoiEm 12

RE 19
PASDE /8 a7

R 37
FUYr s FOMH 20, 34
Zuaw k

Sample Plot Z &8

1N
NIVTANDT IR A vi, vii
e
Allelic Imbalance 45
Analysis Method 32
Bin 29
LOH Assessment Thresholds
Marker 30
Report Setting 45

PARX ARV E—F IN)L 22

F3

(362
Analysis Method 17

Favsh 19
LE—+ 44

&

XA TAYTTA LT

LOH x4 7t 551 Mt ESIR

FE 7

TEE 2

~<~—h 2
R a T IVOFHEHESM v
&
AYVw R

Analysis Method % Z/#
AZa— AV ROEDE v

i

I—YPA\DIEERIH v

AP a7 IVICBT BBE T +— RSy 7 vii

58

-~

H
T4 ADIER i
Y

VI7LVAT—X
Panel D&M 25
7A4aY 34

n

LK— MK
Allele Ratio 41
Allelic Imbalance 41, 45
LOH Assessment 41, 45, 48
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