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About Genotyper
Software

Chapter Overview

I ntroduction

In This Chapter

This chapter describes ABI PRIsSM™ Genotyper® 3.5 NT software, the
components of the ABI PRISM Genotyping Software System, and
requirements for installing and starting the Genotyping software.

This chapter contains the following topics:

Topic See Page
Overview of ABI Prism Genotyping Software 1-2
Registering the Genotyper Software 1-5
Hardware and Software Requirements 1-6
Converting Macintosh Computer Sample Files 1-7
Installing and Starting the Genotyper Software 1-10
Technical Support 1-16

About Genotyper Software  1-1




Overview of ABI Prism Genotyping Software

Definition The Genotyper software is an application that enables you to analyze
and interpret nucleic acid fragment size and quantitation data by
converting it into user defined results.

You can transfer these results to databases for storage, spreadsheets
for statistical analysis, or linkage analysis software.

New Features The Genotyper 3.5 NT software has two new features.

Feature Description

The ability to read ABI PRISM® You can now import data from
GeneScan® Analysis Software data GeneScan sample files and from the
from a BioLIMS™ 2.0 database BioLIMS database at the same time

in a single document.

Note Genotyper 3.5 NT software
has read-only access to the BioLIMS
database. Hence, Genotyper results
cannot be written back to the
BioLIMS database. Instead, they
can be stored in individual
Genotyper Documents or exported

as text files.
The ability to read and process Data containing a 5th dye can be
GeneScan Analysis Software analyzed just like the other four
sample files containing a 5th dye. dyes.

The final results from the Genotyper
table can be exported as text files.
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How You Can Use
the Genotyper
Software

The following table lists some genetic research projects that the
Genotyper software, as well as the other components of the ABI PRiSMm
Genotyping Software System, can automate and assist.

For more information on ABI PRISM Genotyping Software System
components, see“Registering the Genotyper Software” on page 1-5.

Research project

Activities

Microsatelite Analysis

+ Fluorescent genotyping for
genetic linkage studies.

+ Paternity identification.
+ Forensic identification of samples.

+ Determination of loss of
heterozygosity.

+ Microsatellite instability.

+ Trisomy analysis.

AFLP Analysis

¢ Gene Mapping using amplified
fragment polymorphisms (AFLP).

+ Quantitative expression of gene
products.

Gene Expression Profiling

+ Differential display.

+ Quantitative expression of gene
products.

Mutation Detection

¢ Single strand conformation
polymorphisms (SSCP).

+ Heteroduplex mobility assays
(HMA).

+ Mismatch cleavage.

Mutation Screening

+ Oligonucleotide ligation assays
(OLA).

+ Allele-specific PCR.
+ Gene dosage PCR.

+ RNAse protection assays.
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How the The following figure shows how the Genotyper software analyzes
Genotyper imported ABI PRIsM® GeneScan Analysis Software sample files.
Software Works

GeneScan Results Data

« Dye color
« Sample fragment size and quantitative data
« Sample information and comments

Import GeneScan Sample files or BioLIMS data

 Labels sample fragments with identifying labels

 Displays fragments as labeled peaks in plot displays

» Generates statistics and histograms that characterize
peak data

» Creates tables that correlate peak data and marker
information for specific genotyping applications

Export Genotyper results data

GenBase, GenoPedigree, other databases, spreadsheets
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Registering the Genotyper Software

Why Register When you register your copy of the Genotyper software you become
eligible for the following:

¢+ Telephone and field service support from PE Biosystems for 100
days from the date of shipment.

¢ Purchase upgrades to the software at a lower price than it would
cost you to purchase a new upgraded package.

How to Register To register, fill out the registration card included in this package and
return it to PE Biosystems.

For PE Biosystems technical support telephone and address
information, see “How To Get Help” on page 1-19.

IMPORTANT These privileges are available only if you have returned your
registration card.
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Hardware and Software Requirements

Compatibility
With Previous
Versions

Hardware and
Software
Requirements

The Genotyper 3.5 NT software can read files created by Genotyper 1.x
and 2.x on the Macintosh® computer. You need to use the AppleScript®
software provided with the Genotyper software installer CD-ROM to
convert the Macintosh computer files to Windows format.

Files created with Genotyper 3.5 NT software can be read with the
Genotyper software 2.5 Macintosh version only. You need to copy the
files from the Windows computer to the Macintosh computer, run the
Win-to-Mac AppleScript and then open the files using the Genotyper
software (see “Converting Macintosh Computer Sample Files” on
page 1-7).

Genotyper (Macintosh) template macros containing the Add rows to
Table and Add rows to Link will not work with Genotyper software since
these features are not available in this version. Similarly, Macintosh
macros containing steps related to the GenBase™ Genotyping Software
and the GenoPedigree® software will not work using Genotyper 3.5 NT
software.

The following table describes the components your computer system
requires to run Genotyper 3.5 NT software.

System
Component Minimum Requirement Recommended
Computer Dell®
Monitor A 640 x 480 pixels size A seventeen inch monitor
monitor
Note Color monitors are
useful, but not required.
Operating Windows NT v 4.0
System

1-6 About Genotyper Software




Converting Macintosh Computer Sample Files

About Converting When you insert the Genotyper 3.5 NT software CD-ROM into a
Files Macintosh® computer's CD-ROM drive, a folder appears that contains
two applications. Use these applications to change sample files created
on the Macintosh computer to files that can be read by an NT-based
computer, and to change files that were created on an NT-based
computer so that they can be read by a Macintosh computer.

The AppleScripts can connect Genotyper documents or templates in
addition to sample files. The Genotyper documents will have an .GTA
extension.

Converting To convert Macintosh computer sample files for use on the NT-based
Macintosh Filesto computer.
Windows Files

Step | Action
1 Double-click the Sample File Mac to Win icon to start the
application.

Sample File Mac to Win

The following dialog box appears.

Sample File Mac to Win

@ Prezz Run to mun this script, or Quit o

quit.

(out | |[_Run_J

2 Click the Run button and the following directory dialog box appears.
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Step

Action

Where are the files to convert to Windows format?

¢ CAll.0d20 = Hard Drive

 Unanalyzed

Choose “CAll1.0d20" Open

Navigate to the folder that contains the GeneScan sample files or
Genotyper templates that you want to convert and click the Choose
button.

If there are no problems, the program will perform the task and
automatically quit. When you open the folder, the sample files will
have the extension .GTA.

Converting To convert NT-based computer sample files and templates, for use on
Windows Filesto the Macintosh computer:

M acintosh Files

Step

Action

1

Double-click the Sample File Win to Mac icon to start the
application.

Sample File Win to Mac

The following directory dialog box appears.

Where are the files to convert to Macintosh format?
G CAl1.0d20 = Hard Drive
(i Unanalyzed
Choose “CAl1.0020” [ _oven |
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Step | Action

2 Navigate to the folder that contains the sample files or templates
that you want to convert and click the Choose button.

If there are no problems, the program will perform the task and
automatically quit. When you open the folder, you can double-click
the sample files or templates to open them using the Genotyper
software on a Macintosh computer.
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Installing and Starting the Genotyper Software

CD-ROM IMPORTANT Do not work off of the CD-ROM.

Contents
The Genotyper software comes on a CD-ROM. The contents of the

CD-ROM are as follows:

Contents Includes

Genotyper program installer ¢ LMS v 2 templates.

¢ Electronic (pdf) version of the
user's manual and the tutorial.

¢ A Macintosh partition containing
the AppleScripts.

Tutorials and Examples

Installing and
Starting the :
9 To install and start the Genotyper software:
Genotyper
Software | Step | Action
Installing the Genotyper Software
1 Insert the Genotyper 3.5 NT software CD-ROM into the computers
CD-ROM drive.
2 Double-click the Genotyper software installer icon.
o]
B
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To install and start the Genotyper software: (continued)

Step | Action
3 When the Welcome window appears, click Next.

Welcome [ %]

‘Welcome to the Genotyper Setup pragram. T his program will
inztall Genotyper on your computer,

It iz strongly recommended that pou exit all \Windows programs
befare running thiz Setup progranm.

Click Cancel to quit Setup and then close any programs you have
unning. Click Mext to continue with the Setup program.

WARMIMG: This program iz protected by coppright law and
international treaties.

Unauthaorized reproduction or distribution of thiz program, or any
portion of it, may result in severe civil and criminal penalties, and
will be progecuted to the maximum extent possible under law.

< Back Cancel

4 The Software License Agreement window appears.

Software License Agreement [ %]

i Fleaze read the following License Agreement. Press the PAGE DOWH key to zee
the rest of the agreement.

[This software is for PerkinElmer intemal use only. ;I

I
Do you accept all the terms of the preceding License Agreement? If you chooze Mo, Setup
will cloze. Toinstall Genotyper, you must accept this agreement.

< Back Yes i Mo |

This window contains important information that you should read.
Use the scroll bar to page down to see the rest of the license
agreement.

After you have read the license agreement, click Yes.
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To install and start the Genotyper software: (continued)

Step

Action

5

The Readme Information window appears. Click Next.

Readme Information

Information:

Perkin-Elmer Genotyper 2.5a1ch - Releaze Motes
Movember 3, 1998

Group Logic, Inc.

1408 M. Fillmore Street, Suite 10
Ailington, Wa 22201 USA
Phone: [703) 528-1555

Fau: [703) 527-2567
enicsword@grouplogic. com

GENERAL MOTES

Thiz application requires ‘Windows 95 or Windows MT
to run.

Before pou rn this new ingtaller, make sure you
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To install and start the Genotyper software: (continued)

Step | Action
6 The Choose Destination Location window appears.
Choose Destination Location [ %]

Setup will inztall Genotyper in the following directony.
Toinstall to this directory, click Mest.

Toinstall to a different directory, click Browse and select another
directorny.

*f'ou can chooge not to install Genotyper by clicking Cancel to exit
Setup.

" [restination Directory

C:\Program Files\PE\Genotyper Browse... |

< Back Cancel |

Take the following action:

If... Then...

you want to choose a new click Browse.
destination directory

you want to accept the click Next.
directory that appears in the
Destination Directory box
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To install and start the Genotyper software: (continued)

Step

Action

7

The Select Program Folder window appears. Click Next.

Select Program Folder

Frogram Folders:

Setup will add program icons ta the Program Folder listed below.
“You may type a new folder name, or select one from the existing
Folders list. Click Newt to continue.

Internet Explorer
Online Services

<ﬁack I . Nest: I

Cancel |

A progress bar appears and the Genotyper software is installed in
the destination directory you choose.

Starting the Genotyper Software

Take the following action:

You can either...

Result

double-click the Genotyper
icon.

A
ol

EEE
GENOTYPER

click Start, point to Programs,
point to Genotyper, and point
to Genotyper program.

The first time you start the
Genotyper software, the
Product Registration dialog
box appears (see below).

1-14 About Genotyper Software




To install and start the Genotyper software: (continued)

Step | Action

Froduct Regiztration

our Mame: ||

Organization: |

Fleaze enter the registration code for this product:

ai_|

2 Enter your name, your organization, and your registration code.

Note The first time you use the application, you are asked to
enter the registration code found on your registration card. The
Genotyper software then verifies the code. Keep your registration
code in a place where you can easily retrieve it. If you need to re-
install the software at any time, you will be prompted for the
registration code once again.

3 Click OK.

The Genotyper start-up screen appears briefly.

Genotyper

Serialno. 0, licensed to:
a
b

“argion 3BMT

E£1893-99 The Perkin-Elmer Cor
Program writtan with Macipp g
E1885-99 Anple Computer, Inc.
All Rights Reserved.

PERKIN ELMER

You are now ready to use the Genotyper software.
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Technical Support

To Reach UsOn
the Web

Hoursfor
Telephone
Technical Support

To Reach Ushy
Telephone or Fax
in North America

PE Biosystems’ web site address is http://www.perkin-elmer.com/ab

We strongly encourage you to visit our web site for answers to
frequently asked questions, and to learn more about our products. You
can also order technical documents and/or an index of available
documents and have them faxed to you through our site (see the
“Fax-on-Demand” section below).

In the United States and Canada, technical support is available at the
following times.

Product Hours

Chemiluminescence 9:00 a.m. to 5:00 p.m. Eastern Time
LC/MS 9:00 a.m. to 5:00 p.m. Pacific Time
All Other Products 5:30 a.m. to 5:00 p.m. Pacific Time

See the “Regional Offices Sales and Service” section below for how
to contact local service representatives outside of the United States and
Canada.

Call Technical Support at 1-800-831-6844, and select the appropriate
option (below) for support on the product of your choice at any time
during the call. (To open a service call for other support needs, or in
case of an emergency, press 1 after dialing 1-800-831-6844.)

For Support On This
Product Dial 1-800-831-6844, and...
DNA Synthesis

Press FAX

21 650-638-5981
Fluorescent DNA
Sequencing Press FAX

22 650-638-5891
Fluorescent Fragment
Analysis (includes Press FAX
GeneScan applications) 23 650-638-5891
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For Support On This
Product

Dial 1-800-831-6844, and...

BioLIMS

Press FAX

25 650-638-5891
Integrated Thermal Cyclers

Press FAX

24 650-638-5891
PCR and Sequence
Detection Press FAX

5, or call 203-761-2542

1-800-762-4001,
and press 1 for

PCR, or 2 for

Sequence

Detection
Peptide Synthesis

Press FAX

31 650-638-5981
Protein Sequencing

Press FAX

32 650-638-5981
Chemiluminescence

Telephone FAX

1-800-542-2369 617-275-8581

(U.S. only), or (Tropix)

1-617-271-0045
(Tropix)

9:00 a.m. to 5:00
p.m.ET

LC/MS

Telephone

FAX

1-800-952-4716

650-638-6223

9:00 a.m. to 5:00
p.m. PT
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Fax-on-Demand Free 24-hour access to PE Biosystems'’ technical documents is

available by fax.

You can access Fax-on-Demand documents through the internet or by

telephone:

If you want to
order...

Then...

through the
internet

Use http://www.perkin-elmer.com/fod
You can search for documents to order using keywords.

Up to five documents can be faxed to you by title.

by phone from the
United States or
Canada

a. Call 1-800-487-6809 from a touch-tone phone.
Have your fax number ready.

b. Press 1 to order an index of available documents
and have it faxed to you. Each document in the
index has an ID number. (Use this as your order
number in step “d” below.)

c. Call 1-800-487-6809 from a touch-tone phone a
second time.

d. Press 2 to order up to five documents and have
them faxed to you.

by phone from
outside the
United States or
Canada

a. Dial your international access code, then
1-650-596-4419, from a touch-tone phone.

Have your complete fax number and country code
ready (011 precedes the country code).

b. Press 1to order an index of available documents
and have it faxed to you. Each document in the
index has an ID number. (Use this as your order
number in step “d” below.)

c. Call 1-650-596-4419 from a touch-tone phone a
second time.

d. Press 2 to order up to five documents and have
them faxed to you.
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To Reach Usby Contact technical support by e-mail for help in the following product
E-Mail areas.

For this product area Use this e-mail address
Chemiluminescence info@tropix.com

Genetic Analysis galab@perkin-elmer.com
LC/MS apisupport@sciex.com
PCR and Sequence Detection pcrlab@perkin-elmer.com
Protein Sequencing, Peptide and corelab@perkin-elmer.com
DNA Synthesis

Regional Offices If you are outside the United States and Canada, you should contact
Sales and Service your local PE Biosystems’ service representative.

The Americas

United States Canada (Mississauga, Ontario)

PE Biosystems
) . Tel: (905) 821-8183
850 Lincoln Centre Drive (800) 668-6913

Foster City, California 94404 Fax: (905) 821-8246
Tel: (650) 570-6667 Latin America (Del.A. Obregon,
(800) 345-5224 Mexico)
Fax: (650) 572-2743
Tel: (305) 670-4350

Fax:  (305)670-4349

Europe

Austria (Wien) Denmark (Allergd)

Tel: 01 602 3101 Tel: 48 100 400

Fax: 01 602 5174 Fax: 48 100 401
Benelux (Nieuwerkerk a/d 1Jssel, Finland (Espoo)
Netherlands) Tel. 0975172700
Tel: 31(0) 180 331400 Fax: 09 75172 701
Fax: 31(0) 180 331409

Chekia Rep. (Praha) France (Paris)

Tel: 261222164 Tel: 33-16959 85 85
Fax: 261222168 Fax: 33-1 69 59 85 00
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Europe (continued)

Germany (Weiterstadt)

Tel: (0) 6150/ 101 0
Fax:  (0) 6150/ 101 101

South Africa (Johannesburg)

Tel: 27 11 478 0411
Fax: 27 11 478 0349

Hungary (Budapest)

Spain (Madrid)

Tel: 36-1-258-8410 Tel: (1) 806 1200
Fax: 36-1-256-9802 Fax: (1) 804 0414
Italy (Milano) Sweden (Sundbyberg)
Tel: (039) 23831 Tel: (0)8 619 4400

Fax.  (039) 2383490

Fax: (0)8 619 4401

Norway (Oslo)

Tel: (0) 22 02 1500
Fax:  (0)2202 1501

Switzerland (Rotkreuz)

Tel: (0) 41 799 7708
Fax:  (0) 41790 0676

Poland (Warszawa)

Tel: (48 22) 866 40 10
Fax: (48 22) 866 40 20

United Kingdom (Warrington,
Cheshire)

Tel:  (01925) 825650
Fax.  (01925) 282502

Portugal (Lisboa)

Tel: (351-1) 386 0997
Fax.  (351-1) 3861000

All Other European Countries,
Middle East/West Asia, Africa
(Langen, Germany)

Tel: 49 6103 708 301
Fax: 49 6103 708 310

Russia (Moskva)

Tel: 095 935 8888
Fax: 095 564 8787

Japan
Japan (Chiba)
Tel: (0473) 80 8500

Fax:  (0473) 80 8505
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Eastern Asia, China, Oceania

Australia (Scoresby, Victoria)

Malaysia (Kuala Lumpur)

Tel: (03) 9212 8585 Tel: 60 3 758 1118
Fax: (03)9212 8502 Fax: 60 3 754 9043
China (Beijing) Singapore

Tel: 86 10 6238 1156 Tel: 65 896 2118
Fax: 86 10 6238 1162 Fax: 65 896 2147
Hong Kong Taiwan (Taipei Hsisn)
Tel: 852 2756 6928 Tel: 886 2 698 3505

Fax: 852 2756 6968

Fax: 886 2 698 3405

Korea (Seoul)

Tel: 822 592 7238
Fax: 822 532 4908

Thailand (Bangkok)

Tel: 662 719 6406
Fax: 662 319 9788
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Planning Genotyper
Applications

Chapter Overview

Introduction This chapter discusses technigues for collecting and preparing sample
data that will help you improve the overall quality of the GeneScan®
Analysis Software files you import into the Genotyper® 3.5 NT software.
It also discusses how to plan for use of the Genotyper software features
in your genotyping application.

In ThisChapter This chapter contains the following topics:

Topic See page
Preparing Sample Data for the Genotyper Software 2-2
Completing a GeneScan Analysis Software Sample Sheet 2-3
Planning for Automation 2-6
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Preparing Sample Data for the Genotyper Software

Introduction The Genotyper software analyzes the results of fragment analysis data
collected by an ABI PrRISM® instrument, and generated by the
GeneScan Analysis Software.

Perfecting techniques for preparing fragment samples, collecting
sample data, and using the GeneScan Analysis Software to size and
quantify fragments will simplify automation of many the Genotyper
software tasks, and minimize editing tasks required to achieve quality
genotyping results.

Preparing The source of your fragment samples often affects peak resolution in
Fragment Samples the Genotyper software plot displays.

When preparing fragment samples for eventual sizing and quantitation
by the GeneScan Analysis Software, adjust pooling conditions to dilute
the amplified products that consistently yield off-scale data. You can
obtain optimal results with peak heights of ~1000 fluorescent units.

For more information on optimizing sample preparations for the
GeneScan Analysis Software, see the GeneScan Chemistry Guide.

Optimizing Data Optimizing run conditions on your ABI PRisM instrument will ensure a
Collection higher quality of fragment data.

¢ Making sure gel or capillary run parameters are consistent from
run-to-run.

+ Choosing the right Matrix for the right type of gel or capillary
polymer and run parameters.

For more information on optimizing run conditions, see the user’s
manual for the ABI PrRism instrument that you are using.
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Completing a GeneScan Analysis Software Sample Sheet

I ntroduction

GeneScan Sample
Sheet Example

You must completely fill out a GeneScan Analysis Software Sample
Sheet before running samples on your ABI PRISM instrument (see
“GeneScan Sample Sheet Example” below.

For detailed information on how to correctly fill out a GeneScan
Analysis Software Sample Sheet, see the instrument user's manual for
the ABI PRisM instrument that you are using or the GeneScan Analysis
Software User’s Manual.

Sample Sheets identify the lane number and contents of each sample
that you run when electrophoresing samples on an ABI PRISMm
instrument.

E0=———————— BL6b - Sample Sheet
#  Used File Name Sample Name DyeiStd Sample Info Cornment A
= 1347-02 [B] 1347-02 Panel 15 FAM
[6] :1347-02 Panel 15 TET 24|
1347-02 Panel 15 HEX |
GS-350 Size Standard X
2 [ 1347-01 1347-01 Panel 15 FAM %
1347-01 Panel 15 TET
[¥] 1347-01 Panel 15 HEX
GS-350 Size Standard
3 4 884-15 884-15 Panel 15 FAM 4|
884-15 Panel 15 TET | j
884-15 Panel 15 HEX |
GS-350 Size Standard X
4 [ 884-16 884-16 Panel 15 FAM [
884-16 Panel 15 TET B4
284-16 Panel 15 HEX
GS-350 Size Standard
S 4 1340-01 1240-01 Panel 15 FAM
1340-01 Panel 15 TET | j
1340-01 Panel 15 HEX |
GS-350 Size Standard X
6 [ 1340-01 Panel 15 FAM [
1340-02 Panel 15 TET [
1340-02 Panel 15 HEX
GS-350 Size Standard
&l
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How the Sample Sheet information from the GeneScan Analysis Software is
Genotyper essential for associating the nature of sample fragments with individual
Software Uses dye/lanes and tables in the Genotyper software.

Sample Sheet

} For example, the figure below shows how the Genotyper software
I nformation

incorporates information entered in the Sample Info and the File Name
fields of a GeneScan Analysis Software Sample Sheet into the
Genotyper software tables.

BL6b - Sample Sheet

# |Used File Name Sample Name  [DyeiStd!  Sample Info Comment
[ = 1347-02 B 1347-02 Panel 15 FAM
[ 1347-02 Panel 15 TET
1347-02 Panel 15 HEX
Bl ¢ cs-350 Size Standard
2 | ® 1347-01 1347-01 Panel 15 FAM
) [6] 1347-01 Panel 15 TET
1347-01 Panel 15 HEX
Bl ¢ cs-350 Size Standard
z |® 884-15 884-15 Panel 15 FAM
H [6] ' sea-15 Panel 15 TET
GeneScan Analysis
Software Sample Bl ¢ os-350 Size Standard
Sheet 384-16 864-16 Panel 1SFAM (I
884-16 Panel 15 TET
884-16 Panel 15 HEX
B ¢ cs-350 Size Standard
s |® 1340-01 1340-01 Panel 15 FAM
1240-01 Panel 15 TET
1340-01 Panel 15 HEX
B ¢ cs-350 Size Standard
1340-01 Panel 15 FAM
[6] 1340-02 Panel 15 TET
1340-02 Panel 15 HEX
Bl ¢ cs-350 Size Standard
@l

File Name Lane & Dye |Sanple Info |Category |Peak 1 |Peak 1 _|Peak 2|

011347-12 POF 1B 500 1 012583 [al0l 100.82_[ai0g
011347-12 PGF 1B 5001 075517 |azss __ [254.88
011347-12 PGF 15 5001 0135171 [at83 182,74 [ale3
011347-12_FGF 16 [so0t 025391 [at4s 148.24 a5z
011347-12 POF [ 5001 015220 |a232 232 49 |az34
011347-12 POF [ 5001 0351266 [a289 280 08 |a201
021347-13 PGH 28 5002 012583 [al0l 100,93 [al0s <]

Genotyper Software 021347-13 PO 28 lﬁ 075517 [a249 249 11 |a251
021347-13 PGM 26 |EDD? 0135171 @179 178.86 @193

table 021347-13 PGH 26 5002 025391 [a146 14618
021347-13 PoH 2v l?oz 015220 [a234 _ [234.39 |azd¢
021347-13 PGH 2v 5002 0351266 |a291  [290.94 |az07
031347-01 Father |38 lﬁ 012583 [al0l 100.81_[alos
031347-01 Father |38 5003 075517 |a249 24921 |a255
031347-01 Father |30 5003 0135171 [al7a 178.86_[ale3
031347-01 Father |36 [s00% 025391 [at46 146,18 [ais2
031347-01 Father |3V, 5003 015220 |a234 __ [234.39
031347-01 Father |3V 5003 0351266 |a289  |289.01 |azal |43}
@ : ol
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Sample Subfield When you fill in the Sample Info field of the GeneScan Analysis

Example Software Sample Sheet, you can edit the Sample Info field and create
Sample subfields. You can use Sample subfields for the Genotyper
software table entries when you create tables.

Plan for the Find
Command

Example

Samplelinfo:

001 Mother| Smith | 1 Jan-90

Vertical bars separate

You can increase the utility of the Find (Ctrl+F) command in the
Genotyper software by carefully planning the format of the information
you put into the Sample Info field of the GeneScan Analysis Software

Sample Sheet.

Example

One method

If...

Then...

you have 12 samples, numbered 1,
2, 3,..., 12, and you enter these
numbers into the Sample Info field

when you search for all dye/lanes
containing a “1” in the Sample Info
field, not only will you select sample
1, you will also get samples 10, 11,
and 12.

A better plan

If...

Then...

you number the samples 01, 02, 03,
and so on

a search for the text “01” would
select only the desired dye/lanes.

In addition

you can place key words in the
Sample Comments field that

distinguish samples from each other.

For example, enter “ladder” for those
lanes or capillaries containing allelic
ladders.
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Planning for Automation

I ntroduction

Waysto Automate

In the Genotyper software, you can automate many of the repetitive
genotyping tasks, simplifying such analysis procedures as importing
GeneScan Analysis Software files, labeling peaks, filtering peak labels,
and working with plot and table information.

Planning for automation involves choosing the appropriate Genotyper
software automation feature and the appropriate genotyping tasks to

automate for each project.

The following table lists how you can automate different genotyping
tasks, and where to find detailed information on using a particular

automation method.

Genotyping task

Automation method

See topic

Importing Sample files

Running the Set Import
Macro

“Importing and
Storing GeneScan
Sample Files” on
page 3-13.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.

Defining categories

Defining Categories

“Defining Categories
for Labeling” on
page 6-4.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.
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Genotyping task

Automation method

See topic

Selecting Dye/lanes

Using the Find
Command

“Searching and
Sorting Through
Lists” on page 5-10.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.

Labeling peaks

Automatic Peak
Labeling

“Automatic Peak
Labeling” on
page 6-28.

Defining Categories

“Defining Categories
for Labeling” on
page 6-4.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.

Filtering labels

Automatic Label filtering

“Filtering Labels” on
page 6-32.

Defining Categories

“Defining Categories
for Labeling” on
page 6-4.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.

Generating plots

Defining Categories

“Defining Categories
for Labeling” on
page 6-4.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.
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Genotyping task

Automation method

See topic

Generating tables

Defining Categories

“Defining Categories
for Labeling” on
page 6-4.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.

Using a Template

“Using and Creating
Templates” on
page 4-14.

Exporting genotyping
data

Using a Template

“Using and Creating
Templates” on
page 4-14.

Creating a Macro

“Creating Macros
from the Step List” on
page 4-11.
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Getting Started

Chapter Overview

Introduction This chapter discusses how to work with the Genotyper Documents to
produce results meaningful to your particular research activities. It
covers some of the basic Genotyper® 3.5 NT software procedures
required for all genotyping applications.

In ThisChapter This chapter contains the following topics:

Topic See page
Choosing a Genotyping Application 3-2
Opening Genotyper Documents 3-7
Starting from the Main Window 3-8
Viewing and Saving Genotyper Document Windows. 3-10
Importing and Storing GeneScan Sample Files 3-13
Editing Document Lists 3-18
Editing Document Windows 3-19
Locking and Unlocking Documents 3-20
Printing Genotyper Document Windows 3-21
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Choosing a Genotyping Application

I ntroduction

Kinds of
Genotyping
Applications

Table of
Genotyping
Applications

32 Geting Started

The first step in using the Genotyper software is to decide what kind of
genotyping application you want to run. Choosing a genotyping

application is the first step in planning your Genotyper software project.
The features of the Genotyper software that you use, and how you use
them depend on what kind of genotyping application you choose to run.

The Genotyper software enables you to organize your analyzed
fragment data into tables. Tables can provide an interpretation of peak
data meaningful to your particular genotyping studies. You can print the

Genotyper software tables or export them to databases or other
software applications for further analysis.

Table of genotyping applications:

For this application...

Genotyper can produce...

For details see...

Linkage Mapping A table of alleles that you “Linkage
can export to a mapping Mapping” on
application or a database. page 3-3.

Gene Expression A comparative analysis “Gene

Profiling table containing normalized | Expression
data. Profiling” on

page 3-5.

AFLP A comparative analysis http://ww.perkin

table of polymorphic peaks -elmer.com

that shows the presence or
absence of peaks.

Forensics/Human

A genotype table to

The ABI PrIsM

Identification discriminate between Genotyper
individuals. 3.5 NT Software
Applications
Tutorials.
SSCP A table of alleles identifying

mutants and wild types.




Table of genotyping applications: (continued)

For this application... | Genotyper can produce... For details see...

Loss of Heterozygosity A table of peak height ratios | “Using Analyze

that identifies loss of and Calculate in
heterozygosity in DNA Table

samples from tumor cells Commands—An
and normal cells. LOH Example”

on page 8-31.

Linkage Mapping Linkage mapping applications identify polymorphic fragments by size.

To use the Genotyping software for linkage mapping
applications:

Step | Action See topic

Importing and Analyzing Data

Importing GeneScan Analysis
Software files.

“Importing and Storing
GeneScan Sample Files” on
page 3-13.

Are you using a Template?

If... Then...
yes go to step 4.
no go to step 3.

“Using and Creating Templates”
on page 4-14.

Defining categories

“Defining Categories for
Labeling” on page 6-4.

Selecting dye lanes

“Working with Dye/lane Lists” on
page 5-1.

Labeling peaks

“Approaches to Labeling” on
page 6-2.

Filtering labels

“Filtering Labels” on page 6-32.

Making a table

“Setting Up a Table” on
page 8-2.

Reviewing Analyzed Data

Viewing plot data

“Viewing Plots of Imported
Dye/Lanes” on page 7-2.
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To use the Genotyping software for linkage mapping

applications: (continued)

Step | Action See topic
2 Checking for overflows
Are there more than two alleles?
If... Then... See...
yes manually remove “Removing Labels” on
unwanted labels. page 6-47
no go to step 3.

3 Updating table

“Updating Tables” on page 8-41.

Exporting Data

1 Exporting data

To export to...

See...

a file “Exporting and Copying Tables” on
page 8-44.
2 Printing results “Printing Genotyper Document

Windows” on page 3-21.




Gene Expression Gene expression applications analyze the quantities of nucleic acid
Profiling fragments in analyzed samples in terms of peak heights and peak

areas.

To compare peak quantities:

Step | Action See topic
Quantify Sample Fragments
1 Importing GeneScan files. “Importing and Storing
GeneScan Sample Files” on
page 3-13.
2 Are you using a Template? “Using and Creating Templates”
on page 4-14.
If... Then...
yes go to step 3.
no
3 Defining categories “Defining Categories for
Labeling” on page 6-4.
4 Selecting dye/lanes in the “Working with Dye/lane Lists” on
Dye/lane list. page 5-1.

5 Labeling peaks

“Approaches to Labeling” on
page 6-2.

6 Filtering labels

“Filtering Labels” on page 6-32.

Compare Sample Quantities

1 Normalizing labels by control
peaks

“Labeling Normalized
Peaks—an Example” on
page 6-50.

2 Viewing plot data

“Viewing Plots of Imported
Dye/Lanes” on page 7-2.

3 Generating a table

“Setting Up a Table” on
page 8-2.
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To compare peak quantities: (continued)

Step | Action See topic
4 Normalizing Labels
If... Then...
you are using scale factors see “Using Scale Factors for
Quantitative Applications” on
page 5-15.
you are using Normalize Peaks | see “Labeling Normalized
command Peaks—an Example” on
page 6-50.
you are using Calculate in Table | see “Calculating Results from
command Table Data” on page 8-22.
Export Results Data
5 Export data
If... Then...
you want to export data to a file | see “Exporting and Copying
Tables” on page 8-44.
6 Print results see “Printing Genotyper

Document Windows” on
page 3-21.




Opening Genotyper Documents

Definition Using the Genotyper software, you perform all tasks in a Genotyper
Document. All Genotyper Documents show different representations of
size and quantity data for associated GeneScan Analysis Software files
and results of all analysis tasks performed using the Genotyper
software.

You can view the different parts of a Genotyper Document by opening
document windows from the Main window.

Procedure The steps for opening Genotyper Documents differ depending on
whether you are opening an existing Genotyper Document, or creating
a new one.

The following table lists the steps for opening a Genotyper Document.

If... Then...
you are working with: a. Choose Open (Ctrl+O) from the
File menu.

+ An existing Genotyper Document
or, b. Locate and select the document

i you want to open.
+ Atemplate file

c. Click Open.
you do not have an existing Choose New (Ctrl+N) from the File
Genotyper Document menu.

Closing Genotyper Documents

Procedure Choose Close (Ctrl+W) from the Edit menu to close the Genotyper
Document.
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Starting from the Main Window

Definition

Displaying the
Main Window

Main Window
Example

38 Geting Started

The Main window displays all parts of a Genotyper Document. You
perform all Genotyper software tasks from the Main window, or from
Document windows you can open within the Main window that let you
view GeneScan Analysis Software file data, and results data in different
formats.

Choose Show Main Window from the Views menu. The Main window
appears.

When you open a new Genotyper Document, a blank Main window
appears. Once you've imported GeneScan Analysis Software files and
created all the parts of a Genotyper Document the Main window looks
like the following figure.

| Binned Alleles Template. GTA (O]
v = SLRET . e NIE
B 031347-01 Father FS& 3 Green 5003 __‘““___J‘j
1 — B]0] 031347-01 Father FS& 3 Yellow 5003 = 7
0 041347-03 Dau...r FS4 4 Blue S004 =[]
L E
2 60 80 100 120 140 160 130 200 230 240260 230 300 320 340 360 380 =
; ; 1500
1000
500
s | =l
4 L
il
File Hame Lane & Dye [Sample Info [Category Alleleﬁ
5 I |011347-12 PGF FSi 1B S001 D12583 no date
011347-12 PGF.F54 1B S001 D75517 no date
i i . _’!_!
|Current Step Log Shaw the plat window — = |
6 —t|[Label Peaks  cukl Show the plot window 8
Toom In Chile2 Run macro “Build Table" :;‘
Eiltar Tahal il | “”],,-,’;




Parts of the Main The following table describes the part of the Main Window in the above

Window figure.

Parts of the Main Window:

tem | Name Description
1 Dye/lane list Shows specific dye/lanes available for analysis.
2 Upper Shows electropherogram plots.
Graphical Area
3 Lower Shows peak labels.
Graphical Area
4 Category list Shows criteria for a group of peaks selected on
the basis of parameters you define using the
category features.
For example, dye color, size, or height.
Table Area Shows tabular data for created tables.
Macro list Lists the names of the macros that you have
created and can run.
7 Window Open windows for a particular Genotyper
selection Document.
buttons
Button Description
Main window
B
=
Dye/lane List window
Plot window
=
|: Category window
Table window
]
8 Step list Contains the list of steps for the current Step Log
or the macro selected in the Macro list.
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Viewing and Saving Genotyper Document Windows.

I ntroduction

Defining Windows To define additional windows to be opened with the Main window:

to Open with Main
Window

310 Getting Started

From the Main window, you can open windows that allow you to view
parts of a Genotyper Document related to specific kinds of data.

Step

Action

1

Choose Set Preferences from the Edit menu.

The Set Preferences dialog box appears.

et Preferences

* Dptions for exporting tables:
Field delimiter: & Tab ¢ Comma  Space None
Line delimiter: @R ¢ CRAF O LF
* Additional windows to be opened with main window:
™ Dyedlans " Plat " Macio I~ Statistics
[T Categom [T Table ™ Step
* Information to be shown in dyedlane list:
I+ File name [+ Dye color v Sample Info
V| Lane number " Scale factor ™ Sample Comment
* Import colors:
¥ Blus ¥ Green ¥ ellow
™ Red ™ Orange ™ Import Fraw Data
* Other options:

" Double-clicking runs macros and steps

BiolMs... | Cancel | £

In the Additional windows to be opened with the main window
section, choose the checkboxes for the windows that you want

opened with the main window.

Click OK




Viewing Windows The following table lists how to use the selection button to open
Document windows. Document windows display the different parts of a
Genotyper Document.

How to use the selection buttons to open Document windows.

To see the... Click... Choose... And Genotyper displays...
Dye/lane window Show _
—_ &l| Dye/lanes - 01D1.gta = ES ||
= Dye/Lanes Sample Inf:
H 11001100
Window from
) Sample Camment:
the Views it
011001099 . f=a 1 Blue 1001099
menu. 01#1001004 . f=a 1 Blue 1001004
011001099 . f=a 1 Green 1001099
01#1001004 . f=a 1 Green 1001004
011001099 . f=a 1 Yellow 1001099
01#1001004 . f=a 1 Yellow 1001004
011001099 . f=a 1 Red 1001099
01#1001004 . f=a 1 Red 1001004
021001039 . f=a 2 Blue 1001039
02#1001015 . f=a 2 Blue 1001018
021001039 . f=a 2 Green 1001039
02#1001015 . f=a 2 Green 1001018
021001039 . f=a 2 Yellow 1001039 |
o 4004040 £ 11 1004040 |
Category Show " )
X . | Categories - 01D1.gta J[=] E3
window Ce_ltEQO”es flos W Giowp 152757
Window from 50 040 CAl @ Hghest C Highest |2
) a i
’[he VIEWS I Min baight Fw--w Leftrnost Rightmost
menu I Max height 9599 ¥ Exclusive W BIC GIT Y e
: RO
10s TL] Highest peak at  I08.I11 T .20 bp
in blues
110 (%) Highest peak at 110.11 % 0.40 bp
in blues
112 (%) Highest peak at 112.11 % 0.40 bp
in blues
* 114 (%) Highest peak at 114.11 % 0.40 bp
in blues
116 (%) Highest peak at 116.11 % 0.40 bp
in blues
* 118 (%) Highest peak at 11%.11 % 0.40 bp i
in blues [
*® 170 f¥Y _Hicghest neal at 120 _na + n_4n _hbn ':
Plot window Show Plot .
- . L Plots - D1D1_gta M= B3
il Window from
. 150 155 160 165 170 175 180 185 120 125 200 05
the VIeWS 0F1001100.f23 3 Green 1001100
600
menu. N e
200
ﬂﬂ s L F

0371001031 fsa 3 Yellow 1001031
200

Fzo0

i

031001100723 3 Red 1001100

o

O41001005.7sa 4 Blue 1001005

S A
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How to use the selection buttons to open Document windows. (continued)

To see the... Click... Choose... And Genotyper displays...

Table window Show Table "
E . Hi Table - 01D1.gta [_[O]x]
| Window from Sample Info |Sampls Comment |D1S2797 D15249 =
. 134702 Dlb 122 134 169 179 21|=
the VIeWS 1001004 Dla 120 120 179 179 21‘2

1001005 Dla 120 120 171 179 21
menu 1001007 Dla 120 128 171 179 ZIE
1001008 Dla 120 128 179 179 2155

1001009 Dla 120 128 179 183 21

1001011 Dla 120 120 169 179 21
1001013 Dla 120 128 171 179 215

1001014 Dla 179 183 21

1001015 Dla 120 122 179 179 21

1001016 Dla 126 132 177 179 21

1001017 Dla 120 128 171 179 21

1001018 Dlb 120 126 173 183 21

1001020 Dla 179 179 21

1001022 Dla 120 122 179 179 21
1?I]1I]27 D]Ia 179 179 Z_Ilﬂ
14 A

Cascading
Windows

Saving a
Genotyper
Document

312 Geting Started

Choose Cascade from the Window menu. Arranges windows so they
are the same size and stacked from back to front, with only the title

visible.

You can save a Genotyper Document as a file. Although the different
types of document windows for a document are not saved individually,
all of the data for the document is saved in one file regardless of which
windows are open at the time you save the document.

To... Then...
save the active Genotyper choose Save (Ctrl+S) from the File
Document menu.

save the Genotyper Document using
a new name

choose Save As from the File menu.

The Save As dialog box appears.
Enter a file name and click Save.




I mporting and Storing GeneScan Sample Files

I ntroduction

Process

Waysto Import
GeneScan Files

Importing GeneScan Analysis Software files supplies peak data for all
Genotyper software tasks.

A GeneScan file can be a:
¢ Sample file (GeneScan version 2.0 or later), or
¢ Results file (GeneScan 1.x versions).

IMPORTANT You cannot import GeneScan Gel files.

When you import a GeneScan file in the Genotyper software,
Genotyper extracts Sample file information and generates one Dye/lane
list entry for each dye color of each lane. Each Dye/lane list entry
contains size, quantity, and sample information for all fragments labeled
with a single dye color and electrophoresed in a single lane.

For more information on how Genotyper generates dye/lanes from
imported GeneScan files see, “Where Dye/lanes Come From” on
page 5-2.

You can either import GeneScan files all at once or in batches. There
are advantages and disadvantages to both approaches.

Ways to import GeneScan files and advantages and disadvantages.

Way to Import Advantages Disadvantages
All GeneScan files at | More convenient. + Requires more
once. memory.

You can see all results
Useful when after performing the + Inefficient processing
importing datafroma | command just once. will slow down the
few gels or operation.
approximately 36

lanes or capillaries.
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Determining the
Number of
GeneScan Filesin
Project

Optimizing
Performance

314 Geting Started

Ways to import GeneScan files and advantages and disadvantages.

Way to Import

Advantages

Disadvantages

In batches.

Useful when
importing data from
many gels or more
than 36 lanes or
capillaries.

¢ More GeneScan
files can be
processed more
efficiently.

¢ Does not require as
much memory
allocated to
Genotyper.

You cannot see all
dye/lanes at one time.

When setting up and running gels, the number of gels you run and the
number of lanes in each gel determines the number of GeneScan files

in a project.

Example:

Number of Gels x Number of lanes = Number of GeneScan files

Note You usually do not need to refer to Gel files once Sample files have

been generated from them.

The following table lists how you can optimize the performance of the
ABI Prism Genotyping Software System:

If...

Then...

you store all GeneScan files in one
location

you can optimize the performance of
the ABI Prism Genotyping Software
System

you move the GeneScan files
around

other software applications will not
be able to locate them if you want to
refer to them at a later time.




Importing
GeneScan Files

To import GeneScan Analysis Software files:

Step | Action
1 Click Import from the File menu and point to From GeneScan File
(Ctrl+1).
The Add Samples dialog box appears.
Add Sample Files EHE
Look in: Ia GS Sample Filez j gl
[0 33200153 £7.202fsa
] 05.204 fsa 36.203 fsa 73.208fsa
] 08,207 fsa 39,206 fsa &1.200 fsa
] 19.202 fsa 42,209 fsa 84.203 fsa
] 22,205 fsa 53.204 fsa 57,206 fsa
[ 25,208 fsa 56,207 fsa 50,209 fsa
File name: I Add
Files of tupe: IAIIHeadabIe files [ fza) j
File Name | Add Al |
Femoye |
Fremoye Al |
Bzt |
Cancel |
2 In the upper list box, locate and open the folder that contains the
files you want to import.
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To import GeneScan Analysis Software files: (continued)

Step

Action

3

Add the files that you want to import to the bottom of the dialog box

by taking the following action.

To add...

Do this...

a single file to the list

select the file, then either:
¢ Choose Add, or

+ Double-click the name of the
file.

all the files to the list

choose Add All.

one file and all the files after
that file to the list

click the first file you want to
add and go the last file and
click-Shift.

some of the files to the list

either
¢ Add them individually, or

¢ Choose Add All, then use
the Remove button to
remove the files you do not
want in the list.




To import GeneScan Analysis Software files: (continued)

Step

Action

4

When all the files you want are in the lower list, click the Finish
button to close the dialog box and import the files.

The Genotyper software remembers the last folder from which you

imported files.

Add Sample Files

Loak in: Ia G5 Sample Files

= [«

02.201 fsa 33.200 fsa £7.202fsa

05.204 fsa 36.203 fsa 73,208 fsa

018,207 fsa 39,206 fsa &1.200 fsa

19.202 fsa 42,209 fsa 84.203 fsa

22 205 fsa 53.204 fsa 57,206 fsa

25208 fsa 56,207 fsa 50,209 fsa

File name:  [02.201 fsa Avcld
Files of tupe: IAII Readable files [* fza] j

File Mame

02200 fsa
05.204 fsa
08.207 fsa
19.202 fsa
22205 fsa
25,208 fsa
33.200.Fsa
36.203.fsa
39.206.Fsa
42203 fsa
1

o

Remove |
Femove Al |

FEinish |

Cancel |
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Editing Document Lists

I ntroduction

MakingalList
Active

Selecting Itemsin
alList

318 Getting Started

The Genotyper software supplies a number of general editing tools that
you can use to modify items in Genotyper Document Dye/lane lists,
Category lists, or Macro lists.

What Indicatesa List isActive

A vertical bar to the left of a list indicates that list is active. This means
that all the edit commands apply only to this list.

How to MakeaList Active

To make a list active, press the tab key repeatedly until the thin vertical
bar appears to the left side of the list you want to make active.

Vertical bar

% 4 I'ESn
24 Yellow 100104
1001041

g Tf=a
24*1001041 f=a
24*1001041 f=a 24 Red

To edit entries for any list item in the Genotyper software, you must first
select the items you are going to edit.

The following table shows how to select items in any Genotyper list.

If you are selecting... Then...
A single item Click on the item in the list.
The item is highlighted, indicating that it is
selected.
Discontinuous items in a. Click on an item in the list.
a list b. Hold down the Ctrl+key and click on another
item.
c. Repeat the step b for each item you want to
select.

Only the items selected are highlighted.




Editing Document Windows

Table of Editing To edit document windows, from the Edit menu, choose the following
Commands commands:

Use the... To...

Undo command undo the last command (whenever possible).

(Ctrl+z) Note If you want to undo the last command, then
Undo (Ctrl+Z) must be the next command.

Cut (Ctrl+X) transfer the same type of information from one
window to another.

Copy (Ctrl+C)

Paste (Ctrl+V) For example:

commands The Cut (Ctrl+X), Copy (Ctrl+C), and Paste (Ctrl+V)
commands available from the Edit menu allow you to
transfer the same type of information from one
window to another.
IMPORTANT Copying or pasting many dye/lanes
from one document to another requires a lot of
memory. Therefore, copy or paste only a few
dye/lanes at a time.

Copy Window copy a picture of the Main window or the Plot window.

command . I . .
A picture of everything in the active window (except
the title bar) is copied to the Clipboard.
Showing the Clipboar d
Choose Clipboard from the Window menu to show the
items that have been cut, or copied, and reside in the
clipboard.
You can now paste this image into a paint or draw
program to edit it.

Clear clear the currently selected entries in the Dye/lane
list, Categories list. Macro list, or Step list.

Select All select every entry in the selected list or table.

(Ctrl+A)
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L ocking and Unlocking Documents

About L ocking
and Unlocking

Procedure

320 Getting Started

After you have created a set of categories, or macros, you can lock
them to prevent accidental modification. Categories, macros, and steps
that are locked cannot be edited or cleared until they are unlocked.

Use the following procedures to lock and unlock documents:

To...

Then choose...

lock documents

Lock from the File menu.

Padlock icons appear next to the locked panes and in
the File menu Lock is checked.

unlock documents

Unlock from the File menu.

The padlock icons disappear and in the File menu
Unlock is checked.




Printing Genotyper Document Windows

Procedure You can print any active Genotyper window in a Genotyper Document.

To print the Genotyper Document Window:

Step

Action

1

Select the Genotyper Document Window that you want to print.

2

Choose Print Setup from the File menu.

Your printer's Print Setup dialog box appears.

The following is an example of the Print Setup dialog box

Print Setup EHE

— Prirter
Mame: FProperties |
Statuz: Feady
Type: Acrobat PDFPwWriter
Wwhere:  LPT1:
Commenit:

— Paper Orientation
Size: ILetter [BE%11in] j & Parlrait
Source: I j " Landscape
Metwork. .. | 1] I Cancel |

Select the appropriate checkboxes and options and click OK.

Choose Print (Ctrl+P) from the File menu.
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To print the Genotyper Document Window: (continued)

Step | Action

Take the following action:

If...

Then...

you are printing from the Main
window

this dialog box appears:

B Print Selection

Pinting hitle:

Print pane: & Dyedlane list
" Graphical area
£ Category fist
 Tatle
£ Macro fist
 Steplist

Cancel oK

¢ Enter a printing title.

¢ Click the radio button for the pane
that you want to print and click OK.

The Print dialog box appears.

you are printing from any other
window, other than the Main
window

this dialog box appears:

Priting title

Dveslanes 1001gta |

Enter a printing title and click OK. The
Print dialog box appears.




To print the Genotyper Document Window: (continued)

Step | Action

The following is an example of the Print dialog box.

Print HE
— Prirter
Mame: A crobat PDFwriter FProperties |

Status: Feady
Type: Acrobat PDFwWriter

Wwhere:  LPT1:
Comment; ™ Frint ta file
— Print range Copie:
Lol Mumber of copies: |1 3:

C Pages [rom:l‘l LD:IW
" Selection Ijl [ Collate
’TI Cancel |

5 Click OK to begin printing.
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Automating the
Genotyper Software

Chapter Overview

Introduction The Genotyper® 3.5 NT software can automatically perform all
calculations, comparative analyses, and peak labeling activities once
you specify appropriate settings and issue the appropriate sequence of
commands.

Using Genotyper macros, and templates, you can automate the setting
of analysis parameters, and issuing of commands to perform either a
particular analysis procedure, or all of the procedures for an entire
genotyping application.

In ThisChapter This chapter contains the following topics:

Topic See page
Approaches to Automating Procedures 4-2
Running Macros 4-3
Recording Steps in the Step List 4-5
Editing the Step List 4-9
Creating Macros from the Step List 4-11
Using and Creating Templates 4-14
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Approachesto Automating Procedures

automate procedures for an application.

Introduction The Genotyper software software uses templates and macros to

The macros and templates supplied with the Genotyper software
software automate procedures presumed necessary to complete
particular genotyping applications. They serve as examples of actual
procedures you might want to perform in your application. You must
modify them for use with your particular Genotyper application.

Definitions The following table lists definitions:

Item Definition

Template

Templates are ready-to-use Genotyper documents.

A Genotyper template contains the Category list and
macros necessary for automatic analysis of particular
applications.

Macro

A macro is a sequence of commands or steps that you
can run to perform a particular analysis procedure.

automating individual procedures.

Automation The Genotyper software software supplies customizable templates for
Options automating complete genotyping applications, and macros for

Options for automating genotyping applications and procedures:

If you want to automate

a Genotyping... and... See...
application you know that a template “Creating
for a similar application Templates” on
exists. page 4-14.
procedure within an you know that a macro “How to Run
application exists for that procedure. Macros” on
page 4-4.
you know that a macro “Creating a New
does not exist for that Macro” on
procedure. page 4-11.
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Running Macros

Predefined M acros

About Creating
Your Own Macros

Supplied Macros

Tips For Using
Macros

Running a macro executes a pre-defined set of Genotyper software
commands and functions that automates a procedure. The Genotyper
software provides several macros that can serve as examples of the
kinds of macros you can run to automate analysis tasks.

In addition to running supplied macros, you can create your own
macros from the Step list, save them and run them.

For more information on creating your own macros, see “Recording
Steps in the Step List” on page 4-5.

The Genotyping software supplies a number of sample macros on the
Tutorials disk that you can select and run to perform Genotyper
procedures.

The following table lists two tips for running and creating macros:

Tipsfor Running Macros

You can run macros by double-clicking a macro after selecting it. This
is the default.

To set this if it was changed, choose Set Preferences from the Edit
menu, and under Other options, select the Double-clicking runs
macros and steps checkbox.

Tipsfor Creating Macros

Select a macro from the list and choose Duplicate Macro from the
Macro menu.

This makes a copy of the selected macro, which is useful if you have
a macro that you want to modify slightly, but do not want to lose the
original macro.
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Showing the The Macro window shows macros that are stored in the active
MacroWindow Genotyper Document or Template.

To show the Macro window.

Step

Action

1

Open the Main window.

2

From the Views menu, select Show Macro window.

The Macro window appears.

Bl Macros - 10D1.gta - (Ol x|
size Chl+1|=
final table . Chrl+2{=2:
BIM label Chrl+3[7
Linkage Table Chl+7|Eg
add rows to table Etr|+9;|

¥l

4

How to Run You can run any macro that is displayed in the Macro list.

M acros

To run a macro:

Step

Action

1

From the Macro List, select a macro.

2

Choose Run Macro from the Macro menu.
All of the steps in the selected macro are run automatically.

Note You can assign a command key combination when a macro
is created to run the macro. If a command key is assigned, press
Ctrl+[assigned key] to run the macro.
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Recording Stepsin the Step List

Step List
Definition
Step list.

L ocation of Step
Window

#li10D1.gta

The Step list records many of the Genotyper software commands after
you issue them. You can create macros from the steps you record in the

The Step list appears in the Step window, located in the lower
right-hand corner of the Main window.

@ * . 1001004 =
@I0) = 01=1001004. 1001004 =
01=1001004. 1001004 =
(@ 1001015 | [
T T =
135 170 175 Ll
\J\\ ,,J\JJUL .
* 287 (%) Highe=t peak at 287 75 % 0.40 bp in _:’;'.j
blue =
* 289 (%) Highe=t peak at 289 62 % 0.40 bp in
blue ~|
Sanple Info |Sample Comment |DES2027 DES436 D65460_;__’\_!
134702 Dla 196 198 244 250 293
1001004 Dla 196 196 242 242 287 W
Current Step Lo 3 Select green lanes _f;j
izo ke vk selested dysfanes | Step
final table  Cuk2 Select red lanes 2|l window
BTH l=b=l Ol .3‘*1 Select blue lanes ®l
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Showing the Step The Step window shows the current list of recorded steps, or the steps
Window that make up a macro.

To show the Step window:

Step | Action
1 Open the Main Window.
2 Select a macro in the Macro list of the Macro window.
#li10D1.gta [_ o] =]

[B][¥]p 01*1001004 f=a 1 Greenm 1001004 NS
@@* 011001004 . f=a 1 ¥Yellow 1001004 =
011001004 . f=a 1 Red 1001004
@ N7x1001015 f=x 2 Blu= 10010165 v!
i}
T T T T T T T i
135 e A A A0 A 260 166 AT AT i
\J\\ ﬁaj\_/i\\ jL ,,J\JJUL .
* 287 (%) Highe=t peak at 287 75 % 0.40 bp in ..:.j
blue e
* 289 (%) Highe=t peak at 289 62 % 0.40 bp in
blue ~|
Sample Info |Sample Comment |DSS2027 DES436 D65460§
134702 Dla 196 198 244 250 293
1001004 Dla 196 196 242 242 287 i
i i | . ...
=125 LET-T - | Select blue lanes “:j
B |final table Lt .....i fnd select green lanes
BIN label Chil+3 fnd select yellow lanes ¥
Linkage Table Cti+7v|  [Fopend rous o tabie =17

Select a macro in the Macro list

3 From the Views menu, select Show Step window.

The Step window appears. This window shows the steps for the
currently selected macro.

The following is an example of a Step list in a Step window.
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To show the Step window: (continued)

Step | Action
%Sleps - 10D1.gta [_ (O] ]
¥ Macro: final table
Clear Table

Set up table with one category and one lane per row, containing sample info, category, 1 label per peak for 2
peaks per category, the text “Owerflow” if number of labels » 2

Select blue lanes

#nd zelect green lanes

#nd zelect yellow [anes

“ppend rows to table

Sort table by column 2 (alphabetic, ding) column 1 (alphabetic, ding)

4

Displaying To display commands issued:
Commands issued
in Documents | Step | Action
1 Select Current Step Log in the Macro list of the Macro window.

Current Step Log =
size Cirl+1
final table Crl+2
ETH labal Ciel 2 "1

2 Choose Show Step Window from the View menu.

The Genotyper software displays the commands you have issued
since you last cleared the Step Log,
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Recording Stepsin  The Genotyper software records most tasks you perform or commands
the Step List you issue as a step in the Step list

To record steps in the Step list:

Step | Action
1 Pull down the Macro menu and verify that Record Steps is checked,
If it's not checked, click it to activate it.
2 Actions you perform using the Genotyper software, such as
marking, labeling, and filtering are recorded as steps in the Step list.
] : | ' ' ' ' ' i
Current Step Lo - whrk selected dyedanes ;I
=ize Chrl+1 Label category peaks with the size in bp, the categoryis name
final table Chil+2 Remowe [abelz from peaks at sizes: 142.50-148.34 bp LI
ETH lzabal Cbel ‘JLI ! LI A

[
Actions taken

Turning Off Step If you are not making a macro, and do not want to fill up the Step list,
Recording Yyou can turn off step recording.

To turn off the recording of steps:

Step | Action

1 Pull down the Macro menu.

2 Click Record Steps to deactivate it.
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Editing the Step List

Introduction You can edit the contents of your current Step list before or after
creating a macro.

Editing a Step

You can edit steps in the Step list, and change the parameters set when
you performed the step.You can only edit steps in the Step list that
involve making selections from a dialog box.

To edit steps in the Step list:

Step

Action

1

Select a step from the Step list.

2

Choose Edit Step from the Macro menu.

The dialog box for that step appears.

The following figure is an example of the dialog box that appears if
you edit the step for a Label Peaks command.

Label peaks within marked categories with:

IV the size in bp
[ rounded ta integer
[ the peak height
I divided by seale factor
[ the peak area
I divided by soale factor
™ the scan number
[ the test l—
V the categony’s name
[ label/peak source

[ the peak modulation score

Cancel | Feplace I

Change any of the parameter settings in the dialog box that
appears.

Click Replace.
The step with edited parameter settings replaces the original step.

Note You cannot change a step to a completely different type of
step.
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Copyingand You can Cut, Copy and Paste steps to change the sequence of steps in
Pasting from the the Step list.

Step List

To copy and paste steps in the Step list:

Step

Action

1

Select a step in the Step list.

2

Choose Copy (Ctrl+C) from the Edit menu.

3

Click on the step that precedes the place you want the copied step
to be inserted.

Choose Paste (Ctrl+V) from the Edit menu.

The step is pasted in the place you selected in the Step list.

Running a Step  If you want to find out what genotyping task a step performs, you can
run that step from the Step list.

To run a step in the Step list:

Step

Action

1

Select a step in the Step list.

2

Choose Run Step from the Macro menu.

This runs the step you selected, and repeats that step in the Step
list.

Note If you have set preferences appropriately, you can
double-click on a step to run it.
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Creating Macrosfrom the Step List

I ntroduction

Clearing the Step
List

Creating a New
Macro

If a macro does not already exist for a particular genotyping procedure
that you plan on running repeatedly, you can create a macro that
performs all of the steps in the procedure, and run it each time you want
to repeat that procedure for a different set of GeneScan Analysis
Software files.

Before you record steps for a macro, you will want to clear the Step list
of steps that have been previously recorded.

To clear the Step list:

Step | Action

1 Make sure that you have selected the Current Step Log in the
Macro window.

2 Choose Clear Step Log from the Macro menu.

Once you have cleared the Step list of all previously recorded steps,
you can create a new macro for a genotyping procedure by performing
all of the steps in the procedure once. The Genotyper software records
each of the steps in the Step list.

Note You can select more than one macro at a time from the Macro list to Cut,
Copy, and Paste. If more than one macro is selected, nothing appears in the
Step list.

To create a new macro:

Step | Action

1 Pull down the Macro menu and verify that Record Steps is checked,
if it's not checked, click it to activate it.

2 Perform all of the steps in the genotyping procedure for which you
want to create a macro.

Check the Step list to make sure that each step has been recorded.
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To create a new macro: (continued)

Step

Action

3

Choose Save Step Log from the Macro menu.

The Set Macro Name dialog box appears.

Set Macro Hame [ ]
MNew macro name
™ Use command key [Ctil] ID
Cancel | ()4 |

Enter the name of the new Macro in the text box.

Click the checkbox and enter the key in the text that you want to
press with the command key to run this Macro from the keyboard.

Click OK.

The new Macro appears in the Macro list.

T
New macro name

Keyboard command
for this macro

ChangingaMacro You can change the name of any macro.

Name

IMPORTANT If any other macros refer to the macro whose name was
changed, you must edit those other macros to use the new name.

To change the name of a macro:

Step

Action

1

Select a macro from the Macro list.

2

Choose Change Macro Name from the Macro menu.

The Set Macro Name dialog box appears with the name of the
macro in the text box.

Enter the new macro name.
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To change the name of a macro: (continued)

Step | Action
4 Click OK.

The new macro name should now appear in the Macro list.

The comment step at the beginning of a macro does not change
when you change the name of the macro.

Addinga You can add a comment about any macro in the Macro list, and make
Comment toa the comment appear in the macro.

Macro To add a comment to a macro.
Step | Action
1 Choose Add Comment from the Macro menu.

The Add Comment dialog box appears.

Add Comment [ ]
Add comment bo macro:
Cancel | Ok I

Type in a comment that you want to append to the macro.

Click OK.

The comment appears in the Current Step Log.

4 To make the comment appear in a macro, you can cut and paste it
into the macro.
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Using and Creating Templates

Definition The Genotyper software software provides a number of templates that
automate all genotyping and analysis tasks for specific applications.

Each template is designed for a specific Genotyper application and
uses sample GeneScan Analysis Software files to demonstrate how to
use it. The template name describes the kind of application it
automates.

Creating To create a template, modify any existing template for your specific
Templates application:

Step | Action
1 In the Genotyper Tutorials & Examples (NT) folder, select an
existing template that describes the kind of application that you are
running.

2 Choose Copy (Ctrl+C) and then Paste (Ctrl+V) from the Edit menu
to make a copy of the template.

3 Start the Genotyper software and open the file that you just copied.

4 Delete the Category list by:

a. Choosing Show Categories Window (Ctrl+K) from the Views
menu.

a. Choosing Select All (Ctrl+A) from the Edit menu.
b. Choosing Clear from the Edit menu.

5 Make a new Category list specific for your application by:

Choose Save As from the File menu.

The Save this document as dialog box appears.

7 Name the new template, choose a folder to save the template, and
click Save.
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Saving Templates Saving a template as a read-only file prevents it from being changed
as Read-Only Files accidentally. A read-only file can be opened and used, but any changes
made can only be saved as a separate document.

To save a template as a read-only file:

Step | Action

1 Click the Start button, and then point to Programs.

2 Click Windows NT Explorer and find the template file in the folder
you want to save as a read-only file.

3 Click the template file and choose Properties from the File menu.

The Properties dialog box appears.

4 In the Attributes section, select the Read-only checkbox and click
OK.
Attributes: I Hidden
7| Gusten
5 Click the Close box in the upper left-hand corner of the window.

The Template is now saved as a read-only file.
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Working with
Dye/lane Lists

Chapter Overview

Introduction Dye/lanes contain sample information for electrophoresed nucleic acid
fragments. They provide the source data for all the Genotyper® 3.5 NT
software procedures. Genotyper Documents contain a list of all
dye/lanes related to that document. This chapter discusses how you
can view, search, and use the information contained in Dye/lane lists to

perform particular genotyping analysis tasks.

In ThisChapter This chapter contains the following topics:

Topic See page
Where Dye/lanes Come From 5-2
Importing Dye Data 5-4
Viewing Dye/lane Lists 5-5
Searching and Sorting Through Lists 5-10
Editing List Contents 5-14
Using Scale Factors for Quantitative Applications 5-15
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Where Dye/lanes Come From

Introduction Dye/lane lists contain entries that correspond to imported GeneScan®
Analysis Software files. You use information contained in Dye/lanes for
all Genotyping comparison and analysis tasks.

Phases of the The Genotyper software generates from one to four dye/lanes for each
Process lane of each GeneScan file you import. The following diagram shows
three phases in the process of generating Dye/lane list entries from
electrophoresed dye-labeled nucleic acid fragments.

1 4|5

Blue dye-labels

Green dye-labels

0

Yellow dye-labels

[N

Red dye-labels

omdmmOzo0nd0omrm
AqZmMIprEenp =IO

re— lll

Zere Smn Fle

Blua | o A
AN AN AN

Ze0dmEmb
A—a=reZe
g

mod| A

Import GeneScan files

- 1 1 1
E Dy | lame List
h Lare & ELUE
u]
T
W Laret & GAFEEH
P | (3
E
R Lare &
Lare & FEL
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What Happensin The following table lists what happens in each phase of the dye/lane
Each Phase generation process:

Phase Process

1 Nucleic acid fragments are labeled with one to four different
dye colors (blue, green, yellow, red), and electrophoresed in a
single lane (lane 2) of a gel based automated DNA sequencer.

2 The GeneScan Analysis Software extracts fragment
information from lanes or capillaries and generates one
GeneScan file per lane or capillary.

Each GeneScan file contains size and quantity information for
each dye/labeled fragment.

3 When you import a GeneScan file in the Genotyper software,
Genotyper extracts file information, and generates one
dye/lane list entry for each dye color.

Each dye/lane list entry contains size, quantity, and sample
information for all fragments labeled with a single dye color and
electrophoresed in a single lane.
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| mporting Dye Data
About 5th Dye Genotyper 3.5 NT software can read and process GeneScan Analysis
Data Software data containing a 5th fluorescent dye.

Note Reagent kits containing a 5th dye may be available at a later date.

Procedure To import dye data:

Step | Action

1 Select Set Preferences from the Edit menu.

The Set Preference dialog box appears.

2 Choose the dyes by clicking their respective boxes under Import
colors.

Note The 5th dye is designated Orange.

* Import colors:

¥ Blus ¥ Green ¥ ellow
" Red " Orange [ Import Raw Data
3 Click OK.

The Set Preferences dialog box goes away and you are returned to
the Main window.

4 Take the following action:

To... Then...

import GeneScan data choose Import from the File
menu and From GeneScan
from the submenu.

import BioLIMS™ data choose Import from the File
menu and From BioLIMS from
the submenu.
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Viewing Dye/lane Lists

Dye/laneList
Definition

Setting Viewing
Preferences

The Dye/lane list is a list of all dye/lanes in the GeneScan Analysis
Software files that you have imported into the Genotyper software.
Dye/lanes are added to the list as you import them from GeneScan.

Settings in the Dye/lane sorting dialog box determines the sort order of
the list. For more information on sorting dye/lane lists see “Searching
and Sorting Through Lists” on page 5-10.

You can set preferences for the information that appears in the Dye/lane
list when you view it. Preference settings apply to all open Genotyper
Documents, not just the active document, and are saved in the
Genotyper Preferences file.

To set Dye/lane list viewing preferences:

Step | Action

1 Choose Set Preferences in the Edit menu.

The Set Preferences dialog box appears. The circled section below
indicates the dye/lane list information.

Set Preferences

* Dptions for exporting tables:

Field delimiter: & Tab ¢ Comma  Space None
Line delimiter: @R ¢ CRAF O LF

* Additional windows to be opened with main window:
™ Dyedlans " Plat " Macio I~ Statistics
" Category " Table [ Step

* Information to be shown in dyedlane list:
¥ File name [+ Dye color v Sample Info

C ¥ Lane number " Scale factor ™ Sample Comment

* Import colors:
¥ Blus ¥ Green ¥ ellow
" Red " Orange " Import Baw Data

* Other options:

" Double-clicking runs macros and steps

BioLIME.. I R i e
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To set Dye/lane list viewing preferences: (continued)

Step

Action

2

Under the bullet “Information to be shown in dye/lane list:”, select
the checkboxes for what you want to view in the Dye/Lane list.

If you click... Then the Dye/Lane list displays...
File name name of the associated GeneScan file.
Dye color dye color of sample fragment labels.
Sample Info Contents of Sample Info field of the

GeneScan Sample Sheet.

Lane number

The lane number, or injection number for
ABI PRrisM 310 samples, in which sample
fragments were electrophoresed.

Scale factor

Normalization factor that you can apply to
dye/lane peaks.

Sample Comment

Comments entered in the GeneScan
Sample Sheet.
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Viewing the The Dye/lanes window displays the Dye/lanes list, and also contains
Dye/Lanes associated Sample Information and Sample Comments from
Window GeneScan Analysis Software files.

To view the Dye/Lanes window:

Step | Action

1 From the Main Window:

You can either: Result

click the Dye/lane window icon. | The Dye/lanes window
appears.

choose Show Dye/lanes
Window from the Views menu.

%Dye!lanes - 26D1.gta

Sample Info:
[1001-004

Sample Comment;

[01a

01+1001-004 . f=a 1 1001-004

01«1001-004 . f=a 1 Green i001-004

01«1001-004 . f=a 1 Yellow 1001-004

01«1001-004 . f=a 1 Red i001-004

02+«1001-015 f=a 2 Blue= i001-01%5

02+«1001-015 f=a 2 Green i001-01%5 |

02+«1001-015 f=a 2 Yellow 1001-015

02+«1001-015 f=a 2 Red i001-01%5

03+«1001-031 . f=a 3 Blue= i001-031

03+«1001-031 . f=a 3 Green i001-031

03+«1001-031 . f=a 3 Yellow 1001-031

03+«1001-031 . f=a 3 Red i001-031

04«1001-005 . f=a 4 Blue= io001-0058 o

Odacdnng onoc £ 4 i 1001 nnc J
4

2 Click on the dye/lane of interest, for example, the first one.

This displays Sample Information, and Sample Comments for the
selected Dye/lane, and allows you to edit these items. These fields
contain the same information that was entered in the Sample Sheet
for associated GeneScan files.

I WARNING ! Information in the Dye/lanes window is not
saved back into the original GeneScan files. The edited data in
the Sample Info and Sample Comment fields applies only to
the current Genotyper Document.
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Clearing the List

Selecting Dye
Colors

Why Clear Existing GeneScan Filesfrom List

Imported GeneScan files are appended to the Dye/lanes list, so if you
are beginning a new Genotyping session, you might want to clear
existing GeneScan files from the list.

Clearing the Dye/lane List

Choose Action

Clear Dye/Lane List in the Analysis
menu.

The Dye/Lane list is cleared.

Note If you want to undo this command, choose Undo (Ctrl+Z) in the Edit
menu. The Undo command must be the next command.

Using the Dye Selection buttons you can select those lanes that have
sample fragments labeled with the dye color you select.

To display Dye/lanes by the color of the dye-label on fragments in the
lane.

Step | Action
1 If it's not already displayed, show the Main window by choosing
Show Main Window from the Views menu. The Main Window
appears.

| Binned Alleles Template. GTA

Dye Selection v —UL Father. e

ba/ttons D 031347-01 Father FS& 3 Green s5003
@@ 031347-01 Father FSA& 3 Yellow S003
@ 041347-03 Dau...r FSA 4 Blu= 5004

L AL B o e
B0 80 100 120 140 160 180 200 220 34

R e
LAB0 280D 300 30

File Hame Lane & Dye [Sample Info |[Cal
011347-12 PGF.F54 1B S001 D1:
011347-12 PGF.F54 1B S001 D7t

4] |
Show the plat window

Show the plat window
Run macro "Build Table™

Current Step Log

Label Peaks Cirl+1

Zoom In

CM+2vi
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To display Dye/lanes by the color of the dye-label on fragments in the
lane. (continued)

Step | Action

2 To select only dye/lanes labeled with the selected dye colors; B
(blue), G (green), Y (yellow), R (Red), you can take the following
action:
Either... Result
click one of the five Dye
Selection buttons, or All the entries in the Dye/lane
choose Select from the Edit list for the color you chose are
menu and the dye color from selected.
the submenu.

3 To add to your selection, hold down the Ctrl+key and click another

Dye Selection button.

Workingwith DyelaneLigs 59



Searching and Sorting Through Lists

Introduction For many Genotyper applications, particularly ones in which you import
a large number of GeneScan Analysis Software files, you will often want
to locate dye/lanes for particular GeneScan Sample files, or Results
files. The Genotyper software offers several search and sorting features
that make it easy for you to locate the particular dye/lane or GeneScan
file.

Sorting Dye/lanes You can sort the Dye/lanes by various items. You can choose a different
sorting order for each Genotyper Document.

To change the sort order of the Dye/lane list:

Step | Action

1 If it is not already displayed, show the Main window by choosing
Show Main Window from the Views menu.

The Main Window appears.

2 Choose the Dye/lane Sorting command in the Views menu.

The Dye/lane Sorting dialog box appears.

DyefLane Sorting

Sort dyedlane lizt in following order:

Frecedence Item Sart arder

4, Sample Info v @ pscending  © Descending

& Ascending " Descending

|

S T
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To change the sort order of the Dye/lane list: (continued)

Step | Action
3 From the pop-up menus, select items that you want the Genotyper
software to sort next to the precedence number in which you want
Genotyper to sort them.
The table below provides an example:
If... Then Genotyper...
you choose File name after first sorts the list by File name,
Precedence 1, and Lane and then sorts that list by lane
number after precedence 2 number.
4 Click the radio button for how you want items in the list sorted,
either in ascending order or descending order.
Dye colors are sorted in the following ascending order:
¢ Blue
¢ Green
+ Yellow
¢+ Red
¢ Orange
Note If you use the Overlapped dyes, separate lanes option, the
dye/lanes must be sorted by File name first and then Lane number.
5 Take the following action:

To... Click...
apply the sorting order to the active Genotyper OK.
Document

cancel the sorting selections you have made Cancel.

Workingwith DyelaneLigs 511



Specifying Search  You can specify search criteria for finding one or more dye/lanes in the
Criteria Dyellane list. For example, you might specify all colors with the text
“001101" in Sample Information.

To specify search criteria:

Step | Action
1 Choose Find (Ctrl+-F) in the Edit menu. The Find dialog box
appears

& Find the following text: €7 Find noneblark bt

|

 Look in the table e |1 only

' Look in the dye/lane list " In selected dye/lanes only
V' In Sample Infa
" In Sample Comment

" Look in the category list I I cateqon rame

I GalEgEy Commert

I ke ateaon grovups

I I roremeniben cateqnries

7| I membier cateqaries

[ Find all cccumences at once

[T Add to curent selection

IV lgnore upperdlower case differences

Look at dyes: ¥ Blue ¥ Green ¥ Yelow ¥ Red ¥ Orange

Cancel | (]9 |

Click the Find the following text radio button.

Type in the text you want to locate.

Click the Look in the dye/lane list radio button and select the
checkboxes for how and where you want the Genotyper software to
search for the text string that you have typed. See “Searching for
Dye/lanes” on page 5-13.

The following table provides an example:

If... Then Genotyper...
you entered the text “001101” would search for the specified
and selected the checkbox for text in the Sample Comment
In Sample Comment fields of all dye/lanes.

5 Click OK.
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Searching for Once you have defined search criteria (see “Specifying Search Criteria”
Dye/lanes on page 5-12), choose how you want to search for dye/lanes in the list.
The following table shows you how you can search for dye/lane

If you are...

Then...

Searching for all occurrences at
once

click the Find all occurrences at once
checkbox.

All dye/lanes with the designated text
are selected.

Adding dye/lanes to the current
selection

click the Add to current selection
checkbox.

Dyel/lanes... Then...

already selected | remain selected.

are also
selected.

located by this
command

Restricting the search to currently
selected dye/lanes

click the In selected dye/lanes only
checkbox.

This is useful for narrowing a selection
by repeated use of the Find
command.

Searching for the next occurrence
of a selection

choose Find Next (Ctrl+G) from the
Edit menu.

The Find Next command repeats the
last Find command, using the same
options that were used in the last Find
command.

Searching for text strings without
regard to case

choose Ignore upper/lower case
differences.

The Find Next command locates alll
occurrences of the text string you
have entered, ignoring the case of any
letters you have entered.
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Editing List Contents

Introduction If you want to change the information about any item in the Dye/lane
list, you can edit related sample information in the Dye/lane window
(see “Viewing the Dye/Lanes Window” on page 5-7). These changes
will affect only the Genotyper Document. The original GeneScan
Analysis Software file remains unchanged.

Note You can make changes to only one dye/lane item at a time. If more than
one dye/lane is selected or if none is selected, Sample information and Sample
comments are grayed out.

Editing Sample You can edit the Sample Information in the Sample Info field of the
Information Dye/lanes window.

To edit the Sample Info field:

Step | Action

1 Choose Show Dye/lanes Window from the Views menu.

2 Select the item in the Dye/lanes list that you want to edit.You can
use the arrow keys on the keyboard to scroll up and down the items
in the list.

3 Use the Tab key until the cursor goes to the Sample Info text box, or

click in the box.

4 Type in any changes you want to make to the Sample Information.

Editing Sample You can edit the Sample Comments in the Sample Comment field of the
Comments Dye/lanes window.

To edit the Sample Comment field:

Step | Action

1 Choose Show Dye/lanes Window from the Views menu.

2 Select the item in the Dye/lanes list that you want to edit. You can
use the arrow keys on the keyboard to scroll up and down the items
in the list.

3 Use the Tab key until the cursor goes to the Sample Comments
field.

4 Type in any changes you want to make to the Sample Comments.
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Using Scale Factor s for Quantitative Applications

About Scale
Factors

Why Use Scale
Factors

Showing Scale
Factors

You can use dye/lane scale factors to normalize the height or area of
peaks.

You can use scale factors for quantitative applications in which you are
labeling peaks by height or area, and defining minimum and maximum
peak heights in categories.

By using scale factors you can normalize peak heights which helps
correct for variations in starting quantities of nucleic acid samples, or
variations in amount of samples initially loaded.

When visible, scale factors appear next to each dye/lane in the
Dye/lane list.

To show Scale Factors in the Dye/lane list:

Step | Action

1 Choose Set Preferences in the Edit menu.

The Set Preferences dialog box appears (see “Setting Viewing
Preferences” on page 5-5).

2 Under the bullet “Information to be shown in dye/lane list:”, select
the Scale factor checkbox.

Scale factors now appear next to each dye/lane in the dye/lane list.
The default scale factor is one.
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Calculating Scale Calculate scale factors by determining parameters for the calculation,
Factors and then scaling dye/lanes based on those parameters.

To calculate scale factors:

Step | Action

Determine parameters for calculation

1 Open the Dye/lane list:

You can either... Result
click the Dye/lanes button The Dye/lanes Window
appears.

choose Show Dye/lanes
Window from the Views menu

2 In the Dye/lane list, select the dye/lane to which you want to scale
other dye/lane peaks.
3 Choose Calculate Scale Factors from the Analysis menu.

The Calculate Scale Factors dialog box appears.

alculate Scale Factors

Set scale factor for selected dyedlanes to

& sum of sighal

maximun zignal

~
" sum of heights of labeled peaks
" sum of areas of labeled peaks

~

maximumm height of labeled peaks

€ maximum area of labeled peaks

in the range !m ta iSSSS.DD bp

divided by i‘l
Mormalize to first zelected dyeslane I
Cancel 1 Ok, 1
4 Select the radio button corresponding to how you want to scale
peaks.
5 Optionally, you can restrict the calculation of scale factors to a

particular range of peak sizes by typing in the peak sizes in the text
boxes provided.
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Normalizing to the
First Dye/llane

Resetting Scale
Factorsto One

Applying Scale
Factorsto Other
Peaks

To calculate scale factors: (continued)

Step | Action

6 Click the Normalize to first selected dye/lane button to set the scale
factor of the first selected dye/lane peaks to 1.0.

IMPORTANT Record the number that fills in the divided by field
after you click Normalize to first selected dye/lane. You will use it
when you scale dye/lanes to defined parameters.

7 Click OK.
Scale dye/lanes to defined parameters

1 In the Dye/lane list, select all the dye/lanes that you want to scale to
the parameters you just determined.

2 Choose Calculate Scale Factors from the Analysis menu.
The Calculate Scale Factors dialog box appears (see step 3 on
page 5-16).

3 In the Calculate Scale Factors dialog box, enter the same

parameters that you entered when determining parameters for
calculation, including the number in the divided by field.

IMPORTANT Do not click normalize to first selected dye/lane
again.

4 Click OK.

If you are normalizing all dye/lanes to the first one in your selection, you
do not have to perform the four steps listed under “Scale dye/lanes to
defined parameters.” Instead, select all dye/lanes and perform the first
six steps listed under “Determine parameters for calculation” on

page 5-16.

To reset Scale Factors to one, choose the Clear All Scale Factors
command from the Analysis menu.

The default Scale Factor is one.

Once you have calculated scale factors for all peaks, you can apply the
scale factors you have defined to any peaks in the Dye/lane list, not just
the range you originally used to calculate the factor.
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Defining Categories
and Labeling

Chapter Overview

Introduction You can label the fragment peaks that appear in plot displays with
information such as fragment size, quantity, scan numbers, or
customized text. Peak labels appear in the lower pane of the Main
window. You can label peaks with more than one kind of label.

In ThisChapter This chapter contains the following topics:

Topic See page
Approaches to Labeling 6-2
Defining Categories for Labeling 6-4
Using Exclusive Peak Labeling—An Example 6-11
Creating Category Groups—an Example 6-14
Making Category Members 6-18
Searching for Categories 6-22
Sorting and Editing Categories 6-24
Offsetting Categories 6-26
Automatic Peak Labeling 6-28
Filtering Labels 6-32
Manually Placing Labels On Peaks 6-37
Customizing Text in Labels 6-39
Customizing the Color of Labels 6-43
Removing Labels 6-47
Labeling Normalized Peaks—an Example 6-50
Making Categories from Labels 6-55
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Approachesto Labeling

Exampleof a The following figure is an example of a dye/lane fragment peak labeled
Labeled Fragment with the size of the fragment in base pairs. Fragment size is one kind of
Peak label you can assign to peak data.

Genotyper 1.0 - [Plots - Microzatellite Template. GTA] [_ (O] ]
Eile Edit Analyzsiz Category Table Views Maco ‘Window Help _|ﬁ||1|

L L o o e L L o B B e e
175 180 185 190 195 F00 05 M0 25 30 IS 30 236 30 3456 250 365 16D 65 300
D61347-06 Son.F5A 6 Blue  SO006

1000
500

Peak — Fm

Peak label (size)

Why Label By labeling fragment peaks, you can:
Fragment Peaks , yjsyalize size and quantity information for analyzed sample
fragments.

+ Discover which samples contain fragments in related categories.
+ ldentify relationships between sample fragments.

¢+ Make decisions about how to configure comparison and analysis
tables.

Waysto Label The Genotyper® 3.5 NT software provides you with two ways to label
Fragments fragment peaks: automatically and manually.

Two ways to label fragment peaks:

Labeling

Method Description See page

Automatic | Simultaneously labels all peaks within selected 6-28
dye/lanes with specified criteria.
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Two ways to label fragment peaks: (continued)

Labeling
Method Description See page
Manual Places defined labels on individual peaks in plot 6-37

displays when you click a peak.

Note When two or more electropherogram
plots are superimposed, click-labeling is disabled.

Automatic Label The Genotyper software’s automated labeling process screens out
Filtering peaks resulting from PCR-related artifact fragments detected during
electrophoresis. You define the stringency of this filtering process by

setting filter parameters that will remove labels from artifact peaks.

For more information on filtering labels, see “Filtering Labels” on
page 6-32.
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Defining Categoriesfor Labeling

Definition Categories define which peaks in selected dye/lanes the Genotyper
software will label, and how those peaks will be labeled. You can also
use defined categories to specify the contents of tables.

Genotyper uses category information to label appropriate peaks as
described in “Automatic Peak Labeling” on page 6-28.

Displaying the

Cate_gories You can either.... Result...
Window

click the Categories button. The Categories window appeatrs.

choose Show Categories Window
(Ctrl+K) from the Views menu.

The Categories The Categories window shows a list of all defined categories for select
Window Example dye/lanes in the current Dye/lane list, as well as an abbreviated version
of the Add Category dialog box.

=l Categories - untitled

tha | Vl I Group |

[138.00 [145.00 Gl C Highest  C Highsst |2
" Leftmast " Rightmast
I Minheight [T i il

I Max height ;9999 [T Ewclusive W B G ¥

CRC O Lid |
All peaks

* AZ A1l peaks from 140.00 to 142.00 bp in

blue H
* A3 A1)l peaks from 146.00 to 148.00 bp in Ai

blue  oooemmmEaEER o RRmemEoE REAE AR R s ;
* Beta |
* Bl A1l peaks from 121.00 to 123.00 bp in |

blue —
* B2 A1l peaks from 123.00 to 125.00 bp in lﬁ

blue 7
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Clearingthe Choose Clear Category List from the Analysis menu. The Category List

Category List is cleared.

Note If you want to undo this command, choose Undo from the Edit menu,
The Undo command (Ctrl+Z) must be the next command.

Expanding and
Collapsing

The following table lists how to expand and collapse categories:

Categories | To--

Then...

display all categories in a selected
category group in the Category list

choose Expand Categories (Ctrl+[)
from the Views menu.

display only the category group
name of a selected category in the

choose Collapse Categories (Ctrl+])
from the Views menu.

Category list

Adding Categories

To add categories:

Step | Action

Group
Category

Peak
information

Range
Colors

Peak

1 Choose Add Category (Ctrl+L) from the Category menu.
The Add Category dialog box appears.

Category Display
=4 Add Category
MName Category
" Member of group |
Comment |
& &l peaks
" Highest peak
" Highest |2 peaks
' Left peak
" Right peak
Size  [0.00 to v| |3933.00
with dye color(z] W blue I geen [ yelow
[ red " orange
[ with [scaled) height of at least |1
[ with [scaled) height of at most ISSSS
™ Exclusive [clears previous labels at same peak)
Cancel | (1] 9 |
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To add categories: (continued)

Step

Action

2

Enter the range limits in base pairs for fragments that you want to

label.

If you want to...

Then...

automatically fill in range limits

a. Select arectangular area
in the plot area.

b. Choose the Add Category
(Ctrl+L) command from
the Category menu.

specify starting and ending
coordinates in the range

a. Use the to pop-up menu to

select to.

b. Type in the starting and
ending sizes in the range.
For example, 120 to 140.

specify a center coordinate
and range

a. Use the pop-up menu to
select +.

b. Enter a tolerance For
example 120 + 1.5.

Click a radio button to specify which peaks to label within this

category:

Then click this radio

If you want to label... button...
all peaks All peaks.
the highest peak Highest peak.

the highest “n” peaks (where
“n” is an integer)

Highest “n” Peaks, and type an
integer for “n”.

left most peak in a range

Left peak.

right most peak in a range

Right peak.

Click the dye color checkboxes for the colors you want labeled.
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To add categories: (continued)

Step

Action

5

Optionally, define height requirements for peaks you want to label:

If you want to define... | Then select the...

a minimum height for with (scaled) height of at least
labeled peaks checkbox and type a nhumber for the
minimum peak height.

a maximum height for with (scaled) height of at most
labeled peaks checkbox and type a number for the
maximum peak height.

The following table lists how the scale factor affects the scaled
height of a peak.

Then the scaled height of a
If... peak is...

the dye/lane scale factor is 1.0 | the same as the peak height.

a different scale factor has equal to the peak height
been calculated for a dye/lane | divided by the Dye/lane’s scale
factor.

Enter a name for the Category.

For example, Alpha.

Optionally, choose a display color for the Category from the pop-up

menu.El

The entry in the Category list for this Category will appear in this
color.

Labels for the Category can optionally be displayed in this color.

Optionally, enter a descriptive comment about the Category.

The comment will appear in the Category window after the name.

Click OK.

The name of the category appears in the Category list.

Evervthing A1)l peaks from =can 0 to 32000 in RE-BrGoY 0 ;I
* Alpha 411 peaks from 120.00 to 140.00 bp in blue
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Exclusive Peak The Exclusive checkbox in the Add Category dialog box is a priority
Labeling labeling feature. When you select the Exclusive checkbox, any existing
labels on a peak, besides those defined by the “Exclusive” category, are
removed.

For more details on using exclusive peak labeling see, “Using Exclusive
Peak Labeling—An Example” on page 6-11.

Adding Multiple You can create multiple categories at once by using the Add Multiple
Categories categories command. This can be useful if you are performing
applications such as microsatellite repeats where you want to label a
large number of peaks that differ by multiples of 2 base pairs.

To add multiple categories:

Step | Action

Defining Categories

1 Choose Add Multiple Categories from the Category menu.

The Add Multiple Categories dialog box appears.

Add Multiple Categories [ %]
Starting size

Category tolerance + IDSD—
Category zpacing |2DD—
Mumber of categories I‘IB—
V' Group name IMarker

MName

Prefix IA

First number |1

MNumber increment |1
with dye color(z] ™ blus I~ areen [ pellow

[ red " orange
[ with [scaled) height of at least |1
[ with [scaled) height of at most ISSSS
™ Exclusive [clears previous labels at same peak)
Cancel | ] |
2 In the Starting size field, enter the starting size for fragments that

you want to include in the first category.
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To add multiple categories: (continued)

Step | Action
3 In the Category width = field, enter the range of fragment sizes that
you want to be included in the category.
For example, 100 * .50 labels fragments that are between 99.5 to
100.5 base pairs in length as a single category.
4 In the Category spacing field, enter the number of base pairs
between each category.
For example, if you enter 2, then the second category will begin for
all fragments that are between 101.5 and 102.5 base pairs.
5 In the Number of Categories field, enter the number of categories
that you want to create.
6 Select the dye color check boxes for the dye colors that you want
included in the categories.
Choosing Optional Parameters
1 Select the Group Name checkbox and type a hame to include all
categories under a single group name.
2 You can take the following action:
Then select the checkbox
If you want to.... labeled...
limit the categories to only “with (scaled) height of at
those peaks that generate a least”, and enter a number.
signal intensity of a least a
particular height
limit the categories to only “with (scaled) height of at
those peaks that generate most”.
signal intensity of at most a
particular height.
clear any existing labels on Exclusive.
peaks
Naming the Categories
1 In the Prefix field, type a 1 to 15 character alpha numeric prefix for
the category names.
2 In the First number field, enter the number to follow the prefix for the
first category name.
3 In the Number increment, enter the number by which you want to

increment each successive category number.
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To add multiple categories: (continued)

Step | Action

4 Click OK.

Exampleof How Genotyper software names categories based on parameters you
Category Naming enter:

If you define... Then categories are named...

Prefix:AB AB10, AB13, AB16,...
First number: 10

Number increment:3
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Using Exclusive Peak L abeling-An Example

I ntroduction

Example
Application

L abeling without
the Exclusive
Option

The Exclusive option is a priority labeling feature. When the Exclusive
check box is marked in the Add Category window, all other labels at
peaks in the Exclusive category are cleared and the peak(s) is labeled
with the desired information.

In general, category ranges should not overlap, but the Exclusive option
allows you to use overlapping categories in special cases.

In this example, the peaks of a marker occur between 105 and 122 bp.
Two particular alleles, named Al and A2, are known to occur around
116 bp and 118 bp. If either of these alleles are present, we would like
them to be labeled by name, but if any others are present, we would like
them to labeled with the text, “Unknown.”

In the first part of the example, we will see what happens when the
Exclusive option is not used. In the second part of the example, we will
see how the Exclusive option allows us to obtain the desired results.

To label peaks without the Exclusive option:

Step | Action

1 Assume categories have been created so that the Category list
looks like the list below (note there are no exclusive peak labels).

* MFD11

* Al Highe=t peak from 115.50 to 116.50 bp in blus

* A2 Highe=t peak from 117 .50 to 118.50 bp in blues

* Tnknown Highe=t peak from 105.00 to 122.00 bp in blus
2 Assume peaks have been labeled with the category name

checkbox selected and all others de-selected.
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To label peaks without the Exclusive option: (continued)

Step

Action

3

View the Plot window, which should now look like the plot below.

[Unknown] [Unknown] [Unknown] [Unknown] |Unknown| |Unknown| [Unknown] {3
[Unknown] .
nknown

I
[Unknown]
|

Note The peaks at 116 bp and 118 bp each have two labels. This
is one of the undesirable consequences of specifying overlapping
category ranges

Using Exclusive For this example, you can use the “A1” or “A2" labels exclusively for
Labeling these peaks, by using the Exclusive option.

To label peaks using the Exclusive option:

Step ‘

Action

Labeling Peaks

Assume that you have defined Categories like those shown below.

® MFD11

®  Unknown All peaks from 105.00 to 122.00 bp in blue

e Al ¢X> Highest peak from 115.50 to 116.50 bp in blue
e A2 ¢X> Highest peak from 117.50 to 118.50 bp in blue

Label peaks.

View the resulting plot (shown below); known peaks are labeled
correctly Al and A2, others are labeled “Unknown”.

[Unknown] [Unknown] [Unknown] [Unknown] I I | ity

[Unknown] [Unknown] [Unknown]

Filtering Stutter Peaks

1

Choose Filter Labels from the Analysis menu.

6-12 Defining Categoriesand Labeling




To label peaks using the Exclusive option: (continued)

Step | Action
2 Click OK, to use the default filtering parameters. The plot area now
shows the two known alleles, and a third, spurious peak labeled
“Unknown.”
T T T T T T T
106 108 110 12 114 16 18 120 122
2000
1000
j
&
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Creating Category Groups—an Example

Introduction Category groups may be useful when you want to identify individual
alleles within the range of a marker category.

IMPORTANT If Category groups in the same dye color overlap, some
commands may not perform as expected.

About This In this example, you will make two sets of categories and specify the
Example groups they are associated with. You will also collapse one of those sets
of categories into a single entry in the Category list.

Note These categories are only for illustration and have no biological
relevance.

Creatinga Category groups organize groups of similarly defined categories under
Category Group a single name.

To create two sets of categories and specifying the groups with which
they are associated:

Step | Action

1 Choose Add Category (Ctrl+L) from the Category menu.
The Add Category dialog box appears (step 1 on page 6-5).

2 Name the first Category “Al.”

3 Click Member of group checkbox and enter “Alpha”.

4 Click the All Peaks radio button.

5 Enter 138 and 140 for the “Size” range limits.

6 Click the blue checkbox and de-select the checkboxes for the other
colors.

7 Click OK.
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To create two sets of categories and specifying the groups with which

they are associated: (continued)

Step

Action

8

Repeat step 2 to step 7 using the following values:
¢ A2; Alpha; All peaks, 140-142; blue

¢ AS3; Alpha; All peaks, 146-148; blue

¢ B1; Beta; All peaks, 121-123; blue

+ B2; Beta; All peaks, 123-125; blue

+ B3; Beta; All peaks, 129-131; blue

You have created two groups: Alpha and Beta, with three
Categories in each group.

Choose Show Categories Window (Ctrl+K) from the Views menu.

The Categories window shows the two marked Category groups

you created.

=l Categories - untitled

tha | Vl I Group |

ET [l5800 | & &l C Hihest O Highet 2
e W " Leftmost " Rlightmost
I May height ;‘é‘g‘é‘éﬂwﬂ " Exclusive i; ig ET“ o st

* Bl A1l peaks from 121.00 to 123.00 bp in

blue —
* B2 A1l peaks from 123.00 to 125.00 bp in

blue
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Unmarkinga Using Category groups allows you to conveniently mark or unmark all

Group of entries in
Categories unmarkin

that group at the same time, rather than marking or
g each one individually.

To unmark the alpha Category group:

Step

Action

1

Select “Alpha” in the Categories window.

2

Choose Unmark (Ctrl+U) from the Edit menu.

All three Categories in the Alpha group are now unmarked.

%Calegolies - untitled

J&lpha g | I~ Group |
[138.00 [14.00 & Ml C Highest  C Highsst |2
€ Leftmast € Rightmast
[ Minheight [T Al s

™ Max height Igggg " Exclusive W BT GIT ¥
C RO

Add

* Bl A1l peaks from 121.00 to 123.00 bp in
blue —_—
* B2 A1l peaks from 123.00 to 125.00 bp in =l
blue
If... Then...
all Categories in a group are the group will have a bullet
marked next to its name.
some Categories in a group the group name will have a
are marked, and some dash (-) next to its name.
unmarked
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Collapsinga Collapsing a group of categories can make viewing of the Category list
Group of easier, by reducing the members of a group to a single entry in the
Categories Categories list.

To collapse the Beta category to a single entry in the Categories list.

Step

Action

1

Select the category named “Beta” in the Categories window.

2

Choose Collapse Categories (Ctrl+]) from the Views menu.

%Calegolies - untitled [_ (O] %] |
[Beta | Vl I Growp |
[121.00 [131.00 @ Al € Highest  C Highest |2
= Leftmost " Rightmost
I Minkeigt [T il i
i i " Exclusive W BT GIT ¥
™ Max height 9933 Add
RO
Alpha
Al A1)l peaks from 138.00 to 140.00 bp in
blue
AZ A1l peaks from 140.00 to 142.00 bp in
blue
A3 A1)l peaks from 146.00 to 148.00 bp in
blue
* Beta

The Beta group of categories is collapsed into a single line.
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Making Category Members

Introduction You can make members of categories that represent a distribution of
peak height ranges within a particular category. This allows you to
categorize marker data based on a distribution of fragment quantities
for applications such as AFLP.

For complete details for running AFLP applications look for information
soon to be available on the PE Biosystems web site.

Exampleof The following figure shows an example of the distribution of peak
Category heights or fragment quantities for five category members (B,C,H,D,A).
Members For example, the peak shown here belongs to category member “B”.
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Procedure In order to use this command you have to have already created a
table.The table must have columns defined for categories and peak

height.

Note The following steps refer to an AFLP example soon to be available on
the PE Biosystems web site.

To make category members:

Step

Action

1

Take the following action:

You can either...

Result

click the Table button.

El

This displays a table with rows
of peak height and category
data.

choose Show Table Window
(Ctrl+T) from the Views menu.

#l Table - Category member example.gta [H[=] B3
Lane & Dye |Sample Info [Category |Height

1B 2001 all 52

1B 2001 j=p] 102

1B 2001 El3 1304

1B 2001 Elg 1069

1B 2001 Hew 1566

2B s00z2 all 62

2B s00z2 j=p] 139

2B s00z2 El3 2021 -
lf e o PV 5[

Choose Make Category Members from the Category menu

The Make Category Members dialog box appears.
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To make category members: (continued)

Step ‘ Action
Make Category Member =]

For each marked category group

Look in table calumn 3. Category | for group names
Look in table calumn 4. Height ¥ | forscaled heights

Use reference height of %ile of heights in size range of category

vV Add member IEI with scaled height ID ta |1 8 % of reference
vV Add member IC with scaled height |1 8 ta |23 % of reference
vV Add member IH with scaled height |23 ta ISB % of reference
vV Add member ID with scaled height ISB ta IBS % of reference
vV Add member IA with scaled height IBS ta |1 20 % of reference
Cancel | ok |
3 Choose Category from the Look in table column for group names
POop-up menu.
This defines chosen categories as groups.
4 Choose Peak 1 from the Look in table column for scaled heights

pop-up menu.

For each marked category group, the Genotyper software
calculates the distribution of peak heights (for the group) by looking
at the appropriate rows in the table.

5 Type in the percentile of this distribution that you want to use for the
“reference height.”

For example, if you want the largest height to be the reference
height, type in “100” for the percentile.

6 a. Select from one to five checkboxes for the number of members
you want to add to each marked category.

b. Typeinaname, and a range that is a percentage of the defined
reference height.

7 Click OK

For each box that you checked, the Genotyper software adds a
member, that has a height range that is a certain percentage of the
referenced height that you calculated.

8 Choose Show Categories Window (Ctrl+K) from the Views menu.

The Categories window appears and displays new members for
each category with varying scaled height ranges.

6-20 Defining Categoriesand Labeling



To make category members: (continued)

Step ‘ Action
[l -Vll_ Group |
laooo [ tov][52000 & Al C Highest O Highest [2

I Min height —  Lefimost  Rightrmost

[ Maxheight [aaas | [ Exclusive MIBCI G Tl

RO

= B10 [A]
* A [A] (¥) Highest peak at 103.62 % 0.50 bp in blue w
* B [A] (¥) Highest peak at 103.62 % 0.50 bp in blue w
* c [A] (¥) Highest peak at 103.62 % 0.50 bp in blue w
* D [A] (¥) Highest peak at 103.62 % 0.50 bp in blue w
* Unknown [A] (¥) Highest peak at 103.62 % 0.50 bp in blue
= B1l3 [A]
* Unknown [A] Highest peak at 109.24 * 0.50 bp in blue
* A [A] (¥) Highest peak at 109.24 * 0.50 bp in blue w
* B [A] (¥) Highest peak at 109.24 * 0.50 bp in blue w
* c [A] (¥) Highest peak at 109.24 * 0.50 bp in blue w
* D [A] (¥) Highest peak at 109.24 * 0.50 bp in blue w
* H [A] (¥) Highest peak at 109.24 * 0.50 bp in blue w
#= Blg [A]
* Unknown [A] Highest peak at 129.55 * 0.50 bp in blue
* A [A] (¥) Highest peak at 129.55 % 0.50 bp in blue w
* B [A] (¥) Highest peak at 129.55 % 0.50 bp in blue w
* c [A] (¥) Highest peak at 129.55 % 0.50 bp in blue w
* D [A] (¥) Highest peak at 129.55 % 0.50 bp in blue w
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Sear ching for Categories

About Searching You can define search criteria for categories and locate a particular
for Categories category or categories in the list of defined categories.

Specifying Search Steps for specifying search criteria:
Criteria

Step | Action

1 Choose Find...(Ctrl+-F) in the Edit menu.

The Find dialog box appears

& Find the following text:

 Look in the table

" Look in the dye/lane list

& Look in the category list ¥ In cateqony name

Cin category comment

¥ Ir categon groups

[+ It non-member categories

V| In member categaries

[ Find all oocumences at once

™ Add to curent selection

[+ lgnore upperdlower case differences

Look at dyes: ¥ Blue ¥ Green ¥ Yellow ¥ Red ¥ Orange

Cancel ! Ok i

2 a. Click the Find the following text radio button.

b. Type in the text that you want to locate in the text box.

3 a. Click the Look in the category list radio button.

b. Select the checkboxes for where you want the Genotyper
software to search for the text string that you have typed.

4 Select the checkboxes for how you want the Genotyper software to
search for the text string that you have typed (see “Searching for
Categories” on page 6-23).

5 Click OK.
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Searching for Once you have defined search criteria (see “Specifying Search Criteria”
Categories on page 6-22), choose how you want to search for dye/lanes in the list.

The following table shows you how you can search for categories:

If you are...

Then...

Searching for all occurrences at
once

click the Find all occurrences at once
checkbox.

All dye/lanes with the designated text
are selected.

Adding dye/lanes to the current
selection

click the Add to current selection
checkbox.

Dye/lanes... Then...

already selected | remain selected.

are also
selected.

located by this
command

Restricting the search to currently
selected dye/lanes

click the In selected dye/lanes only
checkbox.

This is useful for narrowing a selection
by repeated use of the Find
command.

Searching for the next occurrence
of a selection

choose Find Next (Ctrl+G) from the
Edit menu.

The Find Next command repeats the
last Find command, using the same
options that were used in the last Find
command.

Searching for text strings without
regard to case

choose Ignore upper/lower case
differences.

The Find Next command locates all
occurrences of the text string you
have entered, ignoring the case of any
letters you have entered.
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Sorting and Editing Categories

Introduction Once you've created a number of different categories, you can easily
sort the Category list, edit existing categories, and create new

categories from existing ones.

Sorting the You can change the sort order of the Category list.

CategoriesList .
d To sort the Category list:

Step | Action

Category Sorting

Sort category list in following order:

Frecedence Item Soart arder
1. & Ascending
i :I & Ascending
i :I & Ascending
4 :I & Ascending

Cancel

The Category Sorting dialog box appears.

1 Choose Category Sorting from the Views menu.

" Descending
" Descending
" Descending

" Descending

down the pop-up menus.

2 Choose the precedence of sorting the items (name, size/scan,
minimum height, comment, or dye color) by clicking and holding

within their groups.

3 Choose the sort order of these items in ascending or descending
order by clicking the appropriate radio buttons.

The “Everything” category always appears first in the Category list.

Exclusive categories are sorted after non-exclusive categories,
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Editing Category Once you have added a category, you can edit the parameters for that
Parameters category at any time.

To edit category parameters:

Step

Action

1

Select a category in the Category list.

2

Choose Edit Category from the Category menu.
The Edit Category dialog box appears.

This dialog is identical to the Add Category dialog box, except for
the title (see step 1 on page 6-5)

Modify parameter settings.

Note You cannot edit a member of a group to be a member of
another group. A group contains categories, each of which applies
to the same set of dye colors.

Click Replace.

The parameters you changed will replace the previous settings for
this category.
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Offsetting Categories

Two Waysto There are two commands to temporarily shift the size range of a
Offset Categories category.

Use this command... To...

Offset Category command adjust the size range for peak
labeling for selected categories.

Calculate Offset command automate the Offset Category
command.

When to use the Calculate Offset Command

Use if you have run the same Calculating an offset can help
samples in the same lanes of two or | eliminate run-to-run variability of
more different gels or capillaries. fragment size values in categories.

The Calculate Offset command is
particularly useful for genotyping
applications that make use of allelic
ladders.

Using the Offset  To use the Offset Category command:

Category
Command Step | Action
1 Select one or more categories from the Category list in the Main
window.
2 Choose Offset Categories from the Category menu.

The Offset Categories dialog box appears.

Offzet Categories [ %]

Offset zelected categories by

[

Cancel | (]9 |

3 Enter a number, positive or negative, for how many base pairs you
want to offset the current size range defined for a given category.
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Step

Action

Click OK.

For the selected category in the Category list, the number you
entered appears in parentheses next the size range.

For example:
If... Then...
you entered —0.2 (-0.2) appears next to the size range, and

the start and end point of the size range is
decreased by —0.2 base pairs.

Usingthe To use the Calculate Offset command:

Calculate Offset
Command

Step

Action

1

Establish a standard set of category values for peak data for the
GeneScan® Analysis Software files from each gel.

Choose Import from the File menu and From GeneScan File (Ctrl+l)
from the submenu to import all the GeneScan files that you are
using into your application.

Select one or more categories from the Category list in the Main
window.

Choose Calculate Offset from the Category menu.

The Calculate Category Offset dialog box appears.

%4 Calculate Category Dffset E

Offset zelected categories by the difference between

[

and the size of the first labeled peak. in the first selected dye/lane,

in the range of categomny :I
Cancel | Ok I

Enter the number for the size in base pairs of your reference peak.

From the pop-up menu, select the category from which you want to
calculate the offset.

Click OK.
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Automatic Peak Labeling

About Automatic
Peak Labeling

If You Produce
Duplicate Labels

Peak Label Limit

L abeling Peaks
Automatically

Automatic peak labeling allows you to label peaks in selected dye/lanes
using criteria defined in marked categories, and the Label Peaks dialog
box.

Importance of Marking Categories

When you add a category to the Category list, it is marked. Marked
categories are used for automatic labeling of peaks. Unmarked
categories are ignored.

Repeated use of the Label Peaks command will produce duplicate
labels of the same type at a peak. Remove all previously added labels
by using the Clear All labels command.

No more than 500 peaks should be labeled in any one dye/lane.

If... Then...

more than 500 peaks are labeled some commands (such as Filter
Labels) may not be available.

To automatically label peaks:

Step | Action

1 Mark categories that define how you want peaks labeled by taking
the following action:

Step | Action

a. Select one or more Categories from the Category list.

b. Take the following action:
Either Result
Choose Mark (Ctrl+M) or A bullet appears to the left of
Unmark (Ctrl+U) from the categories, indicating the
Edit menu, or categories are marked.
Double-click a single
category to toggle between a
marked and unmarked state.

6-28 Defining Categoriesand Labeling



Step

Action

Select the dye/lane or dye/lanes that contain the peaks you want to
automatically label.

Choose Label Peaks from the Analysis menu.

The Label Peaks window appears.

Label peaks within marked categories with:

[ the size in bp
I rounded o rteger
[ the peak height
I divided by seale factar
[ the peak area
I divided Byseale factor
™ the scan number
[ the test: l—
[ the categony’s name
[ label/peak source

[ the peak modulation score

Cancel | Ok I

Click the appropriate checkboxes for what you want to appear on
labels:
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Step | Action

If you want to label peaks with... Then click the...

fragment size in base pairs size in bp.
Size can be rounded to nearest integer.

Note Only choose the rounded to integer
checkbox if you are labeling large sized
fragments where the number to the right of the
decimal sign can be ignored.

IMPORTANT Do not round size labels to the
nearest integer if you are performing a
microsatellite application. You will not obtain
satisfactory results.

height in units defined by GeneScan peak height.

Height can divided by Dye/lane scale factor.

area in units defined by GeneScan peak area.

Area can be divided by Dye/lane scale factor.

number of scans required to detect the peak scan number.
a pre-defined text description text, and type in a peak
label.
the category name. category name.
either Manual or Auto depending how the peak | label/peak source.
was labeled
a score for each peak that indicates how well peak modulation score.
the peak image resolves with respect to the
background
5 Click OK.

Viewing Labeled To view the peak labels, click the Plot window icon (E ) to show the
Peaks Plot data window.
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Changing Existing The Change Labels command enables you to change labels within
Labels marked categories on currently selected dye/lanes. If you are running a
genotyping application that uses genetic marker allele designations,
you can change existing labels, by renaming allele labels from size in
base pairs to a category or allele name.

To change existing labels:

Step | Action

1 Choose Change Labels from the Analysis menu.

The Change labels dialog box appears.

Set Peak Labels [ ]

Change labels of peaks within marked categories to;

[ the size in bp

I rovnded fojrteger
[ the peak height

7| divided by soale factor
[ the peak area

I | divided by seale fastor

[ the scan number

[ the peak modulation score

Cancel | ok |
2 Click the checkboxes for what you want to now appear on peaks
with existing labels.
3 Click OK.
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Filtering Labels

Definition The Genotyper software may label some peaks that, for various
reasons, you may not want to be labeled. You can use Genotyper's
filtering feature to remove these unwanted labels.

Filtering Note When viewing by scan, only the first option in the Filter labels dialog box
Unwanted L abels is available. The other options are intended to be used only when viewing by
size.

To filter unwanted labels:

Step | Action

1 Choose Filter Labels from the Analysis menu.

The Filter Labels dialog box appears.

™ Remove labels from peaks in the size range ]m ta ;1 00.00
¥ Femove labels from peaks whose height is less than 132 % of the

highest peak in a category’s range

[+ Remove labels from peaks precesded by higher, labeled peak
within iD.DD to 11 B0 bp ™ [Higher by at lzast ;5 %]
¥ Remove labels from peaks followed by higher, labeled peak

withit iD.DD ta 13_00 bp ™ [Higher by at lsast ]5 %)

Cancel ! Ok i

Generally, the default settings in the Filter Labels dialog box
remove most of the “stutter” bands and noise from
electropherograms. These filtering parameters are designed for
dinucleotide microsatellite data repeats.

Note The filtering operations listed in the dialog box are
performed one at a time, in the order they are listed. You can isolate
the effect of each filtering operation by performing only one
operation at a time.

2 You can change settings in the Filter Labels dialog box to remove
labels from peaks that don't represent significant fragment data.
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Kindsof PeaksYou The following figure shows the kinds of peaks for which you can filter
labels, and remove them from plot displays.

Can Filter

The following table describes each of the numbered peaks in the above

figure:
Peak
Number | Description See...
1 Spurious peaks at known “Removing Spurious Peak
locations. Labels” on page 6-34.
2 Small peaks. “Removing Labels from Small
Peaks” on page 6-34.
3 Small peaks on the shoulders | “Removing Labels from Small
of stutter peaks (“+A” peaks). Peaks on Peaks” on
page 6-35.
4 Stutter peaks. “Removing Stutter Peaks” on

page 6-36.
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Removing About Spurious Peaks
Spurious Peak

| abels Spurious peaks are often large thin peaks that appear on the far left of

plot displays. They can result from primers, excessive salt in samples,
or from pooling samples during PCR preparation.

Procedure

To remove spurious peak labels at known locations:

Step | Action

1 In the Filter Labels dialog box:

a. Click the first checkbox (Remove labels from peaks in the size
range).

b. Enter the size range of the spurious peaks that occur in
selected electropherograms plots.

2 De-select the other checkboxes and click OK.

Removing Labels About Small Peaks

from Small Peaks Small peaks close to the baseline are referred to as background noise,

and can result from spectral overlap or other GeneScan Analysis
Software matrix file problems.

Procedure

To remove small peaks:

Step | Action

1 In the Filter Labels dialog box:

a. Click the second checkbox (Remove labels from peaks whose
height is less than).

b. Type in a percentage of the height of the highest peak, for
which peaks that are less than this percentage will be removed.

2 De-select the other check boxes and click OK.
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Removing Labels
from Small Peaks
on Peaks

Why You May Need to Remove L abels From Small Peaks

One of the most common errors in automated genotyping results from
the tendency of Tag DNA Polymerase to add an additional
(non-templated) nucleotide, usually an A, to the end of the extending
strand. This results in the production of PCR fragments one nucleotide
longer than the true allele product which display as small peaks on
allele peaks in the Genotyper software. These “+A” peaks can display
on either the left or right side of the true allele peak, usually 1 nucleotide
in length.

IMPORTANT when the peak height of the “true” allele product and that of the
+A allele are similar, the Genotyper software may recognize the +A bands as
the true allele, resulting in a genotyping error of about 3-5%.

Procedure

To remove small peaks on the shoulders of allele peaks:

Step | Action

1 In the Filter Labels dialog box:

a. Click the third checkbox (Remove labels from peaks proceeded
by higher, labelled peak within) from the top.

b. Enter the peak range, for peaks you want removed.

Note In addition to using the Filter Labels command, you can
define categories so that only the left or right peak in a pair of peaks
is labeled, and the peak that results from the +A artifact remains
unlabeled.

2 De-select the other check boxes and click OK.
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Removing Stutter About Stutter Peaks

Peaks

Stutter peaks can occur when genotyping microsatellite samples, and
can be caused by slippage of the polymerase enzyme during PCR.

Procedur

e

To remove stutter peaks:

Step

Action

1

In the Filter Labels dialog box:

a. Click the fourth checkbox (Remove labels from peaks followed
by higher, labeled peak within)

b. Enter the peak range of peaks to include in the filtering
process.

Click the Higher by at least checkbox, and type the percentage
height that a preceding peak must be to removed.

De-select the other checkboxes and click OK.
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Manually Placing L abels On Peaks

Introduction You can label individual peaks in plot displays by locating the peak or
peaks of interest, and then clicking on the peak. When you click on the
peak a second time, the label is removed.

Manually Labeling
Fragment Peaks

You can label peaks with more than one label, for example, size and
height. Peak labels appear in the lower pane of the Main window.

Use the Set Click Options dialog box to label fragment peaks manually,
define what you want to appear in the label and then click on the peaks
that you want to label.

To manually label peaks:

Step | Action
1 Choose Set Click Options from the Analysis menu.
The Set Click Options dialog box appears.
V| Label clicked peaks with:
IV the size in bp
[ rounded ta integer
ht
I divided byl seale factar
[ the peak area
I | divided by seale factor
[ the scan number
[ the test: IFound
[ the requested texst
[ label/peak source
[ the peak modulation score
Cancel | ’TI
2 Click the appropriate check boxes for what you want to appear on

labels:

Defining Categoriesand Labeling  6-37



To manually label peaks: (continued)

Step | Action

If you want to label Peaks with...

Then click...

fragment size in base pairs

the size in bp.

height in units defined by GeneScan

the peak height.

Height divided by scale factor

divided by scale factor.

area in units defined by GeneScan

the peak area.

area divided by scale factor

divided by scale factor.

number of scans required to detect the peak

the scan number.

a Pre-defined text description

the text, and type in a
peak label.

a text box that you can annotate with different
text each time you click a peak

the requested text.

either Manual or Auto depending how the peak
was labeled

label/peak source.

a score for each peak that indicates how well
separated the peak is from, background

the peak modulation
score.

3 Click OK.
4 Select a dye/lane that contains peaks you want to label.
5 Move the cursor in the electropherogram part of the Plot area until

the vertical line jumps to the peak that you want to label.

6 Click the peak with the mouse button.

A label for that peak appears in the lower pane of the plot area.
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Customizing Text in Labels

Introduction Once you've assigned labels to peaks, you can customize the text in the

labels.

Note Text and color customizations you make to labels apply only to the
labels in the active (frontmost window) Genotyper Document. However, each
document can have its own independent customization.

Showing L abels
that Have Been
Manually

Removed  assigned to peaks.

Why You May Want to Show Manually Removed L abels

You can show labels that have been manually removed to provide an
audit trail of adjustments to labels that have been automatically

For more information on...

See...

removing labels from peaks

“Removing Labels” on page 6-47.

automatically labeling peaks

“Automatic Peak Labeling” on

page 6-28.

Procedure

To show labels that have been manually removed:

Step

Action

1

Choose Plot Options from the Views menu and choose Label
Options from the submenu. The Label Options dialog box appears.

bel Options

[ Show labels that were manually removed
[ Add prefix to label for data type:

Category W Size F;.................. Height ht

Text W Scan W Area ar
™ &dd prefix to label if changed manually:

Added W Remaved W

& Draw labels in black _white
" Use same colors for labels and dyes
" Use same colors for labels and category names

" Color labels by data type

Categony: | v | Size: | B | Height | v
Test: hdl Scan | B | Aea | | -
Cancel i Ok 1
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To show labels that have been manually removed: (continued)

Step | Action
2 Click the checkbox labeled Show labels that were manually
removed.

The Labels that have been manually removed are shown with
slashes in plot displays.

L L B B B B L B L L L R R R
68 7@ 88 98 198 118 1280 1380 149 1580 160 170 130 199 200

b biodg gl

[543 [1z2.19] 5429 =59 |43
B Ter.i
5]

Adding Data Type DataTypesand Associated Default Prefixes

Prefixes If you want to identify the data type of a peak label, you can add a prefix

to labels that identify the type of the label.

The following table lists data types and associated default prefixes

include:
Associated
Data type default prefix
Category ct
Size sz
Height ht
Text 4
Scan sc
Area ar
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Procedure

To add data type prefixes to labels:

Step

Action

1

Click the Add prefix to label for data type checkbox in the Label
Options dialog box.

[ Add prefix to label for data type:
Categary I_ Size Isz Height Iht
Text Itx Scan Isc: Iar

Area

Enter the prefixes you want or use the default prefixes.

Click OK.

The labels are assigned prefixes for data type. The figure below
shows an example of labels with size prefixes (sz).

L B o L B o B L L B e R R R m
68 78 80 98 1866 118 120 138 148 150 168 178 1806 198 200

1000

AM &Ml ﬂ ) 500
e AN

]

57.91 113.43 [129.10 154 8¢ []

|

sz
134.79 ]

Adding aPrefix to You can add a prefix to labels to mark labels that were either added or
Manually Changed removed manually.

L abels

To add a prefix to labels that were added or removed manually:

Step

Action

1

Click the Add prefix to label if changed manually checkbox in the
Label Options dialog box.

[ Add prefis to label if changed manually:

Added IAM Remaved IHM

Enter the prefixes you want or use the default prefixes.
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To add a prefix to labels that were added or removed manually:

Step

Action

3

Click OK.

The prefix “AM” appears on the labels that were added manually;
the prefix “RM” appears on the labels that were removed manually.

T
68 78 80

L B o e L e o o L B o o o e e L e E Ry m e
96 196 118 120 138 148 150 168 1780 186 198 200

bl

-~

|

1000
500

AM
134.79]

AM
87.91

[ret.11]

CEmE
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Customizing the Color of Labels

Introduction To distinguish between different types of labels you can customize the
color of the labels using the Label Options dialog box.

Drawing Labelsin If you are planning to print results data, or display labels on a black and
Black and White white monitor, you may want to draw labels in black and white.

To draw labels in black and white:

Step | Action

1 Select Plot Options in the Views menu and choose Label Options
from the submenu

The Label Options dialog box appears.

Label Options

[ Show labels that were manually removed
[ Add prefix to label for data type:

Categary ]_ Size 132 Height ht
Text 1tx Scan lsc Area ar

™ &dd prefix to label if changed manually:

Added ;AM Remaved ;HM

& Draw labels in black _white

" Use same colors for labels and dyes
" Use same colors for labels and category names

" Color labels by data type
Categony: B | S B | Height v
Test: | Scan B | Aea | -

Cancel i ]9 1
2 Select the Draw labels in black and white radio button in the Label
Options dialog box.
3 Click OK.
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Using the Same You can make peak labels the same color as their associated peaks.
Colorsfor Labels For example, blue electropherograms will have all blue labels and green
and Dyes electropherograms will have all green labels.

To color labels the same as associated peaks:

Step

Action

1

Select Plot Options in the Views menu and choose Label Options
from the submenu.

The Label Options dialog box appears.

Select the Use same colors for labels and dyes radio button.

" Use same colors for labels and dyes

Click OK.

Using the Same Why Usethe Same Colorsfor Labelsand Category Names

Colorsfor Labels
and Category
Names

The Add Category dialog (see step 1 on page 6-5) allows you to
associate a color with a category for display purposes. The name of the
category in the Category list will appear in this color. This option allows

you to display labels that have the same color as a particular category.

Procedure

To color labels the same as associated categories:

Step

Action

1

Select Plot Options in the Views menu and choose Label Options
from the submenu.

The Label Options dialog box appears.

Select the Use same colors for labels and category names button.

" Use same colors for labels and category names

Click OK.
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Choosing Color About Coloring L abels By Data Type
Labelsby Data

Type You can color labels according to the type of data that the label

describes.

Data types include:

Category Scan

Text Height

Size Area
Procedure

To color labels according to data type:

Step | Action

1 Select Plot Options in the Views menu and choose Label Options
from the submenu.

2 Select the Color labels by data type radio button and click OK.

' Color labels by data type

Categony: B | S | B | Height | v

Tent: | E | Scan | B v | Aea | H -
3 Click and hold down the pull-down menu for color selection by data
type.

Select a color.

5 Repeat step 4 for each data type label you want to color.

The data types appear in the selected colors in the Plot window.

Selecting a Custom  To select a custom color for a data type:
Color for a Data
Type Label Step | Action

1 Select Plot Options in the Views menu and choose Label Options
from the submenu.

The Label Options dialog box appears.

Select Color labels by data type radio button and click OK.

Click and hold down the pull-down menu for color selection by data
type.
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Step

Action

Select the last color in the list, the one with the ellipsis (...).

" Color labels by data type

Categony: = hdl Size: | Height: = hdl
Test: ER hdl WV: Area: || hdl
|
= Cancel | ]9 I
ER
=
=

A color dialog box appears.

Note Selecting a custom color may temporarily change the
highlight color.

Click on the color of your choice and click OK.

Repeat step 4 to step 5 for each data type color you want to
change.
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Removing L abels

Introduction During a genotyping session, you will often want to remove fragment
labels from peaks.

Waysto Remove The three ways to remove labels are by:

Labels
Method See page
Removing All Labels 6-47
Removing Specific Labels 6-47
Removing Common Labels 6-49

Removing All  If you want to remove all peak labels in all dye/lanes (whether selected
Labels or not), choose Clear All Labels from the Analysis menu.

Removing Specific

Labels - e
To remove labels within a specified size range:
Step | Action
1 Select the dye/lanes from which you wish to remove labels.
2 Choose Remove Labels from the Analysis menu.

The Remove Labels dialog box appears

4 Remove Labels [ ]
Femove labels in size range
131,90  to 136 24]

181 .77 to 184 .1

List of ranges

|280 to ¥ | |25z
Cancel | Ok I
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To remove labels within a specified size range: (continued)

Step | Action

3 Type in the range in base pairs, then click Insert (Ctrl+l).

The size range appears in the list of ranges.

Note You can also specify the size range by choosing “+” from
the pop-up menu, for example, 105 + 10.

Repeat step 2 for each range you want to include.
Click OK.

Labels in the specified ranges in all currently selected dye/lanes
are cleared.

Correcting Errors To correct size range errors in the Remove Labels dialog box:
in the Size Range

Step | Action

1 Select the range from the range list.

131.90 to 13624
181.77 to 184.1
28210

[|

|280 to ¥ | |25z

Type in the new range in the text boxes.
Click Replace Range (Ctrl+R).
Click OK.

Removing a Range To remove a range from the range list in the Remove Labels dialog box:
From the Range

List | Step | Action
1 Select the range from the range list.
2 Click Delete (Ctrl+D).
3 Click OK.
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Removing When This|sUseful

Common L abels

Removing common labels is useful for genotyping applications such as
AFLP, where you have many labeled peaks of which you are only
interested in labels that represent a polymorphism.

Procedure

To remove common labels:

Step

Action

1

Select two or more dye/lanes.

Note If only one dye/lane is selected, all labels for that dye/lane
will be cleared.

Choose Clear Common Labels from the Analysis menu.

The Clear Common Labels dialog box appears.

%4 Clear Common Labels [ %]

Clear labels at labeled peaks common to all selected dyeslanes

Tolerance + m
" Do not clear labels if ratio of scaled heights of peaks excesds
I‘I ]
Cancel | Ok I

Enter the tolerance in base pairs.

Two peaks are considered to be at the same location if their peaks
are within the specified tolerance.

If you do not want to clear labels when the peaks in different
dye/lanes have a significant height difference, select the checkbox.

Click OK. Labels are cleared at those peaks that are labeled in all of
the currently-selected dye/lanes.

For example:
If... Then...
a peak at a particular location none of the labels will be
is labeled in five out of six cleared; only if labels are
lanes present for six out of six lanes
will they all be cleared.
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L abeling Normalized Peaks—an Example

Introduction In quantitative applications, where relative peak height is important, you
can normalize peak heights relative to the height of a control peak.

About This This example shows you how to perform the three procedures required
Example for labeling normalized peaks:

¢+ Defining a Control Peak.
¢ Normalizing Peaks to the Control Peak.
¢ Labeling Normalized Peaks.

Defining a Control  The first procedure in labeling normalized peaks is to define a control
Peak peak.

To define a control peak:

Step | Action
1 Select a dye/lane.
2 In the Plot pane, select a range that includes the control peak.

3 Choose Add Category (Ctrl+L) from the Category menu.
The Add Category window appears.

Click the Highest peak radio button.

5 Name the Category Control Peak.
The Add Category dialog box will look like the following figure.
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To define a control peak: (continued)

Step | Action
Add Category
Mame  [Control Peak, | |
I tMember of group i
Comment |
Al peaks
' Highest peak
" Highest ]2 peaks
' Left peak
" Right peak
Size  [83.30 to v| |94.67
with dye color(z] W blue [ geen [ pelow
[ red " orange
[ with [scaled) height of at least ]1
™ with [scaled) height of at most 19999
I Exclusive [clears previous labels at same peak)
Cancel i (] 9 i
6 Click OK.

Normalizing Peaks Once you define a control peak, normalize the heights of other peaks to
the height of your control peak, which serves as a reference.

tothe Control
Peak

To normalize peaks to the control peak:

Step

Action

1

In the plot pane, select a range that contains a peak to be

normalized.

Choose Add Category (Ctrl+L) from the Category menu.

Name the peak “Peak 1".

Click the Highest Peak radio button.
The Add Category dialog box will look like the following figure.
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To normalize peaks to the control peak: (continued)

Step

Action

Mame [Peakl | R |

™ Member of group }

Comment |
O Al peaks
' Highest peak
" Highest 12 peaks
O Left peak
" Right peak
Sze 10334 to v| | [EEE!
with dye color(z] W blue [ geen T pellow

I red " orangs

I with [scaled) height of at least i‘l
™ with [scaled) height of at most ;9995‘

I Exclusive [clears previous labels at same paak)

Cancel i (]9 1

Click OK.

Repeat this procedure for another peak to be normalized.

The Category list should now look like the following figure.

* Control Peal Highe=st peak from 83.30 to 94 87 bp in blue=
* Peal 1 Fightmo=st pealk from 103.34 to 119.89 bp in blus

fe Peak 2 Fightmo=st peal from 123 .65 to  138.45 bp in blus
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Labeling Once you've defined a control peak, and the other peaks to be
Normalized Peaks nhormalized, you can label them.

To label the peaks:

Step | Action

1 Choose Label Peaks from the Analysis menu.

The Label Peaks dialog box appears.

Label peaks within marked categories with:

[ the size in bp

I divided by scale factor
[ the peak area

b
[ the scan number

[ the test: i

V the categony’s name

" labelfpeak source

[ the peak modulation score

Cancel ; Ok 1

Click the peak height and/or peak area check box and click OK

Choose Normalize Labels from the Analysis menu.

The Normalize Labels dialog box appears.

Normalize Labels

Divide area & height labelz in the ranges of categories named

by area or height of first labeled peak in the range of the category named

located in & in the same lane
" in lane number ;
Cancel i Ok, 1
4 From the upper set of pop-up menus, choose the Categories to be

normalized, for example, Control peak, Peakl, and Peak?2.
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To label the peaks: (continued)

Step

Action

5

From the middle pop-up menu, choose the name of the Category
you defined as a control, for example Control Peak.

by area or height of first labeled peak in the range of the category named

=l

Click the radio button labeled “in the same lane”.

Click OK.

The plot pane of the Main window now displays peaks with
normalized labels.

T T T T T rpre T T T T T
80 85 20 95 100 105 110 115 120 125 130 135
800
600
400
0 200
AN
0685 [
2
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Making Categoriesfrom Labels

I ntroduction

When to Make
Categoriesfrom
Labels

Procedure

For genotyping applications that require making categories from one
distinct set of peaks, you can make categories from defined labels.

For certain kinds of applications, this process of defining categories will
be easier than defining them as described in “Defining Categories for
Labeling” on page 6-4.

Genotyping applications for which making categories from labels may
be useful include:

¢ AFLP applications.
¢ Allelic ladders.

For most microsatellite genotyping applications, you will not want to
make categories from labels. Usually you want to define categories
while looking at the distribution of several allele peaks, not just one.

For more information on defining categories while viewing allele
distributions, see “Editing Categories in Histograms” on page 9-24.

For select dye/lanes, you can make a separate category for each
labeled peak according to what you have specified for each peak label.

To make categories from labels:

Step | Action

1 Import the GeneScan files, for either allelic ladders or AFLP
studies, by choosing Import from the File menu and From
GeneScan File (Ctrl+l) from the submenu.

2 Select dye/lanes for which you want to make categories from
labeled peak data.

3 Label peaks for which you want to create categories.
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To make categories from labels: (continued)

Step

Action

4

Choose Make from Labels from the Category menu.

The Make Categories from Labels dialog box appears.

ake Categories from Labels

™ Urnmark cverlapping categories

Category tolerance +

¥ Skip overlapping categories

Frefiz iA

First number

| Mumber increment

—

' group name

Comment

™ with
& member name

——

For dye color(s]: v blus " agreen
[ red [ orange

™ Exclusive [clears previous labels at same peak)

I with [scaled) height of at least

[ with [scaled) height of at most

Cancel

I yellow

1
|

Type in the Category tolerance.

Select checkboxes for either including, or skipping overlapping

categories.

Name categories that will be created.

For information on how the Genotyper software hames categories
see “Example of Category Naming” on page 6-10.

Optionally, select “With” and make created categories a group, or

members of a group:

If you want to make
each category...

Then click...

and type in the
name...

a group

add member categories

to which you can | member name

of the first member of
the group.

a memb

er of a group group name

of the group.
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To make categories from labels: (continued)

Step | Action
9 You can take the following action:
Then select the checkbox
If you want to.... labeled...
limit the categories to only “with (scaled) height of at
those peaks that generate a least”, and enter a number.
signal intensity of a least a
particular height
limit the categories to only “with (scaled) height of at
those peaks that generate most”.
signal intensity of at most a
particular height.
clear any existing labels on Exclusive.
peaks
10 When you are satisfied with all your choices for defining categories,

click OK.

The Genotyper software makes a category for each peak that has a

label.
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Working with Plot
Data

Chapter Overview

Introduction Genotyper Documents display dye/lane data as electropherogram
plots. This chapter explains how to make use of the many options the
Genotyper® 3.5 NT software offers for viewing, interpreting, and
customizing plot displays within a Genotyper Document.

In ThisChapter This chapter contains the following topics:

Topic See page
Viewing Plots of Imported Dye/Lanes 7-2
Viewing and Interpreting Peak Data 7-8
Zooming In and Out 7-13
Customizing Plot Areas 7-17
Viewing Table Data in Plots 7-24
Comparing Plot Data to Reference Plots 7-26
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Viewing Plots of Imported Dye/L anes

Introduction The Genotyper software generates plot data from imported dye/lanes in
the form of electropherograms.

L B o B L L o o o o e
&0 80 100 120 140 160 180 200 220 240 260 230 200 320 340 a0 3L0

bl

Electropherogram Electropherograms are peak representations of the size and quantity
Defined data from dye-labeled nucleic acid fragments that have been
electrophoresed on an ABI PRIsM® instrument and analyzed in the
GeneScan® Analysis Software.

Plot Window The Plot window provides an expanded full screen view of the plot area,
allowing you to view each selected dye/lane as an individual
electropherogram.

Note Inthe Main window, labels are shown only if one dye/lane is selected. If
more than one dye/lane is selected, choose Show Plot Window (Ctrl+Y) from
the Views menu to view all the labels.
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Plot Window The following is an example of the Plot window.

Example
&l Plots - Binned Alleles Template. GTA - (O] =]

@7 Peak Scan 1529 Slze IDD 81 nglqht 1964 Area 8811

SD SD IED 120 140 ISD ISD ZDD 220 40 260 280 SDD 320 340 SSD 380
©0231347-01 Fathizr F54 3 Blue 5003

(1500
(1000
(500

(2000
(1500
(1000
(500

EE‘Z

T 0N347-03 Daul.r.FSA 4Blue 5004

®

®0§1347-04 Son F5A 5 Blue  S005

i

D61347-06 Son.F 54 6 Blue  SO06

1530

@ 071347-08 DauirFSA 7 Blue 007
1500
1000
Lo —

|» (B[] o0

L il
4
Partsof thePlot Parts of the Plot window.
Window
ltem | Name Description
1 Peak Description Area Displays information about scan line

number, size, height, area, and
category for peaks the cursor is on.

2 Upper Pane A reference area where you can
display one or more “reference”
plots.

3 Lower Pane Plot area where you can display one

or more plots.

You can scroll this area and visually
compare these plots to those in the
Upper Pane.
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Viewing Plotsof a You can view electropherogram plots of any imported dye/lane that
Single Dye/lane appears in the Dye/lane list.

To view plot data of imported dye/lanes:

Step

Action

1

In the Dye/lane list, locate the dye/lane for which you want to
display plot data.

Select the dye/lane in the Dye/Lane list.

An electropherogram plot showing peaks for each analyzed nucleic
acid fragment in the sample appears in the Plot Area.

i Binned Alleles Template. GTA [_ O]

@@ 011347-12 PGF.FSA 1 Green soo01 1=

@ 011347-12 PGF.FSA 1 Yellow 5001

| 0111347-12 PGF . FS4 5001
021247173 BT FCA 2 Bln SOn2 v]

1500
1000
500

I

The following table describes the vertical and horizontal scale in the
above electropherogram.

Scale Description

The vertical scale on the right | Shows the relative peak
height.

Thedefault horizontal scale at | Shows the fragment length.
the top

L B L B e o e e e U AR
G0 &0 100 10 140 160 180 ZOD ZID 24D 26D 280 300 330 340 360 380 |

You can take the following action:

You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms

choose Show Plot Window for each selected dye/lane.

(Ctrl+Y) from the Views menu.

For information on the Plot window, see “Plot Window” on page 7-2.
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Viewing Plotsof You can view an electropherogram plot showing all detected peaks for
Multiple Dye/lanes multiple dye/lanes.

Note

If you have selected many dye/lanes to be shown, a light gray

background, instead of the electropherogram plots, will appear briefly in the plot
area. This means the Genotyper software is processing the electropherograms
in the background and will draw them when they are ready. You may continue to
run other Genotyper commands or change the dye/lane selections during this

time.

To show plot data for multiple dye/lanes:

Step

Action

1

In the Dye/lane list, click the Ctrl-key and select the dye/lanes for
which you want to display plot data.

An electropherogram plot appears showing overlapping peaks for
each selected dye/lane in the Plot Area.

The highest peak fills the available area.

The vertical scale disappears because each dye/lane plot is scaled
independently to occupy the full height available.

| Binned Alleles Template. GTA [_ O] x]
Uili4/—UL FATHNEY . oA g LIEESn =]
031347-01 Father FSA 3 Yellow S003
041347-03 Dau. . .r . FSA 4 Blue 5004
(@ 041347-03 Dau...r .FS& 4 Green 5004 ~| [
L NI LN ULELEL UL DL LA UL L LA DU WLALELN DLELELE LA SIS DU SIS UL | |
=11} 00100 10 140 16D 180 00 EE0 0260 B0 300 3E0 340 360 38D ]
B
:;j
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To show plot data for multiple dye/lanes: (continued)

Step

Action

2

To view each selected dye/lane
plot:

as an individual electropherogram

You can either....

Result

click the Plot window icon

().

The Plot window opens,
displaying electropherograms

choose Show Plot Window
(Ctrl+Y) from the Views menu.

for each selected dye/lane.

5,]-] Plots - Binned Alleles Template. GTA

L s e e s e e e e L e
50 100 150 200

— T T T T T T T
300 360

031347-01 Father.FSA 3 Blue 5003

|

031347-01 Father.FSA 3 Green 3003

s

041347-03 Dau..r.F54 4 Blue  S004

I

Determining the The following table describes the order of the plot display.

Order of Plot

Display

For plots derived from...

Then the order...

the dye/lane list

that the plots are displayed is

determined by the dye/lane list order

preferences (determined by the
Dye/lane Sorting command).

table rows

the plots is determined by the table
row order.
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Low Memory If a dark gray background appears in the plot area, the Genotyper
Warning software is running low on memory. Save your work as soon as
possible, quit from Genotyper, then allocate more memory to
Genotyper.

Working with Plot Data  7-7



Viewing and I nterpreting Peak Data

Introduction Peak data in electropherograms can show you size and quantity data
for imported GeneScan files.

The following are some key terms for interpreting peak data.

Term

Description

Peak Height

A representation of the quantity of sample for a given
fragment.

The height of a peak is determined by the intensity of
signal at the highest point that fluoresces for each
dye-labeled fragment.

Scan Number

For automated gel data collection software, the laser
samples data each time it scans across the gel.

Each sampling is stored as a data point.

The scan number describes the location of the data point.

Base Pairs

A unit of fragment size.

The number of base pairs indicates the estimated length of
a nucleic acid fragment, relative to the size standard.

GeneScan Peak You can view the following data for peaks resulting from GeneScan
Data Results Analysis Software analysis of electrophoresed sample fragments:

Scan number

Peak height

Peak size

Peak area

Genotyper Category

7-8 Workingwith Plot Data




Viewing GeneScan To view GeneScan peak data:

Peak Data

Step | Action
1 Select dye/lanes of interest, and view plot data.
You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms
choose Show Plot Window for each selected dye/lane.
(Ctrl+Y) from the Views menu.
2 Use the mouse to move the cross hairs along the plot.
The vertical line “jumps” from peak to peak. Information about each
peak appears above the horizontal scale.

Peak info — Fesk: Scan 1324 Size 120.94 Height 915 Area 9486 Category: MFO1

T IREEEE S
Jo a0 S0 100

Vertical line

T T
110 120 130 140 150

Z000

2000

o it
Y i

T T T T
160 170 180 190 200

Viewing Relative The horizontal and vertical scales for plot data can inform you of the
Peak Sizeand approximate size and quantity of fragment peaks.

Quantity To view approximate size and quantity values for peak data:

If you want to know...

Then read the...

the relative quantity of a dye/lane
fragment

vertical scale (see below).

It displays fragment quantity in terms
of peak height.

Vertical scale

IS Area 9486 Category: MFD11 |
T T T T T T T
140 1S5S0 160 170 180 190 200 |
3000

2000
1000

[

the relative length of a dye/lane
fragment in base pairs

default horizontal scale at the top is
fragment length in base pairs.
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To view approximate size and quantity values for peak data:

If you want to know... Then read the...

relative time required for a dye/lane | default horizontal scale at the top is
fragment to be detected fragment length in base pairs.

You can change this scale to Scan
number.

Changingthe Size To change the size and quantity scale:

and Quantity Scale

Step

Action

1

Select dye/lanes of interest, and view plot data.

You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms

choose Show Plot Window for each selected dye/lane.

(Ctrl+Y) from the Views menu.

From the Views menu, choose how you want to display size and
quantity information for peak data.

If you choose... | Then the horizontal scale displays...

Display by Size base pairs.

Display by Scan | number of scans required to detect sample
fragment data.

Note The following table lists the consequences if you did not use
the GeneScan Analysis Software.

If... Then...

you did not use the GeneScan | then you will not be able to

Analysis Software to call view the electropherogram

fragment sizes, or when you choose Display by
Size.

if no sized peaks were found in
a dye/lane To view the electropherogram,
choose Display by Scan from
the Views menu.

The text No Size Data will
appear in the Plot area.
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Comparing Peak For qualitative comparisons of fragment quantities in select dye/lanes,
Heights you can compare peak heights in a plot view.

To compare peak heights of select dye/lanes:

Step | Action

1 Select dye/lanes of interest, and view plot data.
You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms
choose Show Plot Window for each selected dye/lane.
(Ctrl+Y) from the Views menu.

2 Use the mouse to move the “cross hairs” to the vertical scale area.

A horizontal line appears across the length of the plot.

You can use this line as a “straight edge” to compare relative peak

heights.

“Stlraight edge”

“Cross hairs”

T T T T T T T T S B o e L R S R RS AR R LR
1888 1166 1200 1300 1400 1500 1600 1700 1500 1900 2000 2100 2200 2300 2408 |

1000

. l
il W .

Adjusting Peak About Adjusting Peak Heights

Heights

You can adjust the signal height of peaks by choosing a scaling factor
for each of the four dye colors. Dye scaling affects only the appearance
of the electropherogram plots. All other data, such as the values
appearing in the cursor information line above the plot, remain
unchanged
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Procedure

To adjust the height of dye-colored peaks:

Step | Action
1 Select dye/lanes of interest, and view plot data.
You can either.... Result
click the Plot window icon The Plot window opens,
(). displaying electropherograms
choose Show Plot Window for each selected dye/lane.
(Ctrl+Y) from the Views menu.
2 Choose Plot Options from the Views menu and Dye Scaling from
the submenu.
The Set Dye Scaling dialog box appears.
Set Dye Scaling
Blue
Green W
“ellow W
Red [foo
Orange W
Cancel | ok |
Signal heights for each color are multiplied by the indicated factor
before being plotted.
The vertical scale reflects the adjusted heights.
3 Choose the peak colors that you want to scale, and type in a
number for the percent by which you want to scale the peak height.
For example, if you want all the blue peaks to display at half of their
current height, type in .50.
4 Click OK.
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Zooming In and Out

About Zooming Zooming in and out of a plot view, allows you to view particular peaks
closer up by zooming in, or see a wider range of peaks by zooming out.

Zooming in on the For a closer view of particular peaks, or a group of peaks, you can zoom
Plot Area in on the Plot Area.

To zoom in on the entire Plot Area:

Step | Action
1 Select dye/lanes of interest, and view plot data.
2
You can either.... Result
choose Zoom from the Views You can now view the middle
menu and Zoom In from the 50% of the plot.
submenu, or

press the Ctrl+(equal sign)
keys.

Zoominginona For a closer view of a group of peaks, you can zoom in on a particular
Selected Range region, or range of the Plot Area.

To zoom in on a selected range of the Plot Area:

Step | Action

1 Select dye/lanes of interest, and view the Plot Area.

2 Drag the cross hairs across the region you want to zoom in on.

The vertical bar becomes a dotted rectangle that indicates the
lower and upper limits of the area you selected.

Lower limit Upper limit

L e R S RRREE T T T T T T
66 78 88 98 188 119 120 138 149 150 l,ﬁ,@......1.7.0........1.ﬂﬂ......].Qﬁ.....Eﬁd\_

RSO N Y O
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To zoom in on a selected range of the Plot Area: (continued)

Step

Action

3

You can either....

Result

choose Zoom from the Views
menu and Zoom In (Selected
Range) from the submenu, or

The range you selected is
magnified to fill the Plot Area.

press the Ctrl+R keys.

T T T T T
195 208

1000

Note Only the left and right boundaries of the selection rectangle
apply to the Zoom In (Selected range) command. The top and

bottom boundaries are not used.

Zooming Out For a view of a wider range of peaks in the Plot Area, you can zoom out.

To zoom out for a broader view of the plot:

Step | Action
1 Select dye/lanes of interest, and view plot data.
2

You can either....

Result

choose Zoom from the Views
menu and Zoom Out from the

You can now view about 50%
more of the plot.

submenu, or

press the Ctrl+(minus sign)
keys.
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Zooming Out to Zoom out to full range to view all of the peaks in select dye/lanes.

Full Range

To zoom out to view the entire plot:

Step | Action
1 Select dye/lanes of interest, and view plot data.
2

You can either....

Result

choose Zoom from the Views
menu and Zoom Out

(Full Range) from the
submenu, or

You can now view the entire
plot.

The range you selected is
magnified to fill the Plot Area.

press the Ctrl+H keys.

The dotted rectangle in the plot
area indicates the range limits
that existed before you zoomed
out to full range.

T L B B e o o R R R M R R R m e
68 78 80 98 160 118 120 138 148 _159..160..179...180..1940. . 200

n 1000
T
e A I IUL AJPVRC

L

|
Range limits before zooming out
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Zoomingtoa You can specify a range of peaks that you want to view in the Plot
Specific Range Area.The following table lists how to zoom to ranges that you specify.

If you want to zoom to... Then...

a specific size range of fragments a. Choose Zoom from the Views
menu and Zoom to from the
submenu.

The Set Plot Range dialog box

appears.
Set Plot Range

frarmn scan
ta scan IE?DS

Cancel | Ok |

b. Enter the plot range
(from scan__to scan).

Click OK.
the range of one or more a. Select one or more categories in
Categories the Categories list.

b. Choose Zoom from the Views
menu and Zoom To Category
from the submenu.

You can now view the range that
includes the range of the selected

categories.
the range of the next marked, Choose Zoom from the Views menu
unselected Category and Zoom To Next Category (Ctrl+J)

from the submenu.

The next marked Category in the plot
is selected automatically.
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Customizing Plot Areas

Default Plot Areas The following lists the default plot areas in the Main window:

Main Window Plot
Area

The...

Is the...

upper graphical pane

electropherogram view area.

lower graphical pane

reserved from peak labels.

However, you can customize the settings to make these areas serve
different purposes. Likewise, you can customize the upper and lower
panes of the Plot window.

Note You can set the Plot Options for the Plot window only when the Plot

window is displayed.

The upper pane and lower pane of the Main window plot area.

| Binned Alleles Template. GTA [_ O]

v = SLheT . e |2
D 031347-01 Father FS& 3 Green 5003 Ei=
@® 031347-01 Father FS& 3 Yellow 5003 =
(O] 041347-03 Dau...r.FS& 4 Blue S004 -| [z
R B A REaa R e T -
Upper 60 &0 100 10 140 160 180 00 0 JAL.IED ZB0 300 3I0 340 360 380 i
ane 1500
P i i 1000
500
Lower ‘J
pane _,,j
il
File Hame Lane & Dye [Sample Info [Category Alleleﬁ
011347-12 PGF.F54 1B S001 D12583 no date
011347-12 PGF.F54 1B S001 D75517 no date
R = e _’!_!
Current Step Log Show the plot window _.'l".j
Label Peaks  Ciil Shaw the plat window
Toom In Chile2 Run macro “Build Table" :;‘
Eiltar Tahal il | “”],,-,’;
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Plot Window The upper pane and lower pane of the Plot window.

Panes

Upper pane —

Lower pane —

&l Plots - Binned Alleles Template. GTA 1 ]
Peak: Scan 1529 Size 100.851 %giqht 1964 Area 8811
L e e e L s pa ey
60 80 100 120 140 160 180 00 230 340 260 80 300 320 340 360 380
* 0334701 Father.FSA 3 Blue  $003
| 1500
1000
|-s00
= 041347-03 Dau.r.FSA 4Blue 5004
i |z000
1500
1000
|-s00
" 05134704 Son FEA 6 Blue 5005
: L1500
1000
j |-s00
D)
» =
06134706 Son.f$A 6 Blue  S006 =
Fzoon  |=
Fisoo [
I I Fiooo [
Csio
' E
1530 i
7134708 DauirFSA 7 Blue 5007
; 1500
1000
Fsoo  —
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Customizing Plot  The following table lists how to customize the plot display in the upper
Displays and lower panes of either the:

¢+ Main window (see “Main Window Plot Area” on page 7-17) or the
¢ Plot window (see “Plot Window Panes” on page 7-18).

To customize plot displays:

Step | Action

1 Choose the kind of plot display that you want to customize.

If you want to customize... Then...

The Main window

Upper pane select Plot Options from the Views menu
and Main Window, Upper Pane from the
submenu.

Lower pane select Plot Options from the Views menu
and Main Window, Lower Pane from the
submenu.

The Plot window

Upper pane select Plot Options from the Views menu
and Plot window, Upper Pane from the
submenu.

Lower pane select Plot Options from the Views menu
and Plot Window, Lower Pane from the
submenu.

2 The Plot Options dialog box appears.

The following is an example of the Plot Options dialog box used to
customize the upper pane of the main window.
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To customize plot displays: (continued)

Step | Action

Plot Options

| EEET | BT

E Dizplay the following in upper pane of main
witidow

¥ &nalyzed signal

™ Raw signal

" Grapscale signal bands

™ Labels

" Category boundaries
¥ Use colors for different dyes
I Use fired p-scals:

Reset to Default ;
More Choices ;

I2DDD

Cancel i

3 Select the checkboxes for the kind of plot that you want to view.

If you click...

Then the plot displays...

Analyzed signal

peaks that have been baselined and analyzed
by the GeneScan Analysis Software.

Raw signal

peaks from fragments that have not been
baselined or analyzed by the GeneScan
Analysis Software.

Grayscale signal bands

a display that looks like autoradiography
signals, but is derived from the
electropherogram.

Labels

size and quantity labels on peaks.

Use colors for different
dyes

electropherograms in color.

If unchecked the electropherograms will be
drawn in black.

Use fixed y-scale

draws all plots to a specified vertical scale.

Category boundaries

boundaries around peaks in a category.

Not recommended for Main window displays or
overlapped displays.
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AddingMore
Detail to the Plots

To add more detail to customized plot displays:

Step | Action
1 From the Plot Options dialog box, click More Choices.
This displays a dialog box that offers you more choices of what you
can display for the plot area you have chosen to customize.

Plot Options

l:‘ Dizplay the following in upper pane of main window

E & Marked or unmarked dyedlanes

[ | dyedlanes only  Unmarked dye/lanes only

[ ]

Diyedlanes for ' Table rows ' Selected table rows
™ Sample Info text & Overlapped dyedlanes
Hl =4 el " Separate dyedanes
V| Analyzed Signal " Overlapped dyes, separate lanes
I Raw Signal V' Use colors for different dyes
v Hori.zontal scale Sl WcEe: v
v Werttical scale i Bl Green v
" Peaks [with.out zignal] B B Fed v
" Grapscale signal bands e B Gk v
I Labels Orange dye: [ Orange™
™ Show harizontal cursor
e ™ Use common vertical scale
B [T Use fived y-scale: 12000
t L
] E " Category boundaries
Reset to Default ;
Fewer Choices i Cancel ’
2 Choose the radio buttons for the kind of plot you want to view.
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To add more detail to customized plot displays: (continued)

Step | Action

If you click...

Then the plot area displays...

marked or unmarked
dye/lanes

electropherogram plots for all selected
dye/lanes.

This is the default

marked dye/lanes only

only plots for dye/lanes that are both selected,
and marked.

unmarked dye/lanes

only plots for dye/lanes that are both selected,
but not marked.

dye/lanes for Table rows

plots for all rows in the associated table.

selected table rows

plots for table rows you select.

overlapped dye/lanes

plots for each selected dye/lane on top of each
other in the pane.

separate dye/lanes

plots for each selected dye/lane separate from
one another.

overlapped dyes,
separate lanes

all dye colors in a lane superimposed on each
other, but each lane appears separately from
the others.

3 Select the checkboxes for kind of data to include in each plot:
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To add more detail to customized plot displays: (continued)

Step | Action

If you click...

Then the plot area displays...

Sample Info text

text for associated Sample Info field.

Analyzed Signal

plots of peaks that have been baselined and
analyzed by GeneScan Analysis Software.

Raw Signal

fluorescent signal before GeneScan analysis.

Horizontal scale

a horizontal scale.

Vertical scale

a vertical scale.

Peaks (without signal)

a vertical line for each peak.

Grayscale signal bands

bands similar to a Autoradiograph.

Labels

any labels put on peaks.

Show horizontal cursor

a horizontal cursor.

Show vertical cursor

a vertical cursor.

Use common vertical
scale

All plots are drawn to the same vertical scale.

When this box is unchecked (the default), each
plot fills the amount of vertical space available.

Use fixed y-scale

All plots drawn to the specified vertical space.

Note When selected, then Use common
vertical scale is disabled.

Use colors for different
dyes

All dye colors in a lane superimposed on each
other, but each lane appears separately from
the others.

4 In the Plot height pop-up menu, you can adjust the height of plots

that display in the Plot Area as follows:

If you choose... Then the Plot Area...

small fits more plots in the window.

default shows a medium-sized plot.

large shows more detail in the plot.
5 Click OK to accept your selections.
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Viewing Table Datain Plots

I ntroduction

Plot Data
Associated with
Dyellanes

Showing Table
Datain Plots

You can view information from tables in plot displays.

For more information about working with Tables, see “Parts of the Plot
Window” on page 7-3.

The Genotyper software software generates all plots from data in
dye/lanes. Do not delete dye/lanes that contain data shown in your table
or you will not be able to view plots of rows that contain that data.

When displaying plot data for select dye/lanes, you can include
information from related tables in the plot display.

To show table row text in plot displays:

Step | Action

1 Open the Genotyper Document that contains the table information
you want to display in the Plot window.

2 Open the Plot window from the Main window by either:
4 Choosing Show Plot Window (Ctrl+Y) from the Views menu, or
+ Clicking the Plot window icon ([=:).

3 Open the Table window by either:
¢ Choosing Show Table Window (Ctrl+T) from the View menu, or
¢ Clicking the Table window icon (E ).

4 Select the rows in the table for which you want to display
corresponding plots.
Note Arow is considered selected if any cell in the table is
selected.

5 Choose the Plot Options from the Views menu and Plot Window,
Lower Pane from the submenu.
The Plot Options dialog box appears, with the lower pane selected.

6 Click the More Choices button.
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To show table row text in plot displays: (continued)

Step | Action

7 In the Dye/lanes for box, choose one of the radio buttons:

Plot Options

l:‘ Dizplay the following in upper pane of main window

E & Marked or unmarked dyedlanes

% ' Marked d edlanes only
Diyedlanes for ' Table rows " Selected table rows
™ Camnla lnfo baut lr‘.‘ Muardannad dusflanas
If you choose... Then the Plot window displays...
table rows plots for all rows in the table.
selected table rows plots for table rows you select.
8 If you selected the Table rows radio button in step 7, then if you

want to display the row text in the corresponding plot display, select
the Text from table row checkbox.

{ ™ Sample Info text

™ Tewst from table row

" Analyzed Signal

9 Click OK.

The Plot Window displays plots and associated information for
selected table rows.

Automatic When you select a row in a table, the plot automatically scrolls to the
Scrolling corresponding peak data in the plot display.
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Comparing Plot Data to Reference Plots

Process You can designate selected dye/lanes as reference plots, and display
one or more of these reference plots in the upper pane of the Plot
window (see “Plot Window” on page 7-2).

Once you have set up a reference plot, you can display plots for one or
more dye/lanes in the lower pane of the Plot window and compare their
plots to the reference plots in the upper pane.

Setting Up  You can compare plot information from the reference pane to scrollable
Reference Plots plot data in a lower pane.

To set up reference plots:

Step | Action

1 In the Dye/lane list, click the Ctrl-key and select the dye/lanes for
which you want to display reference plots.

2 Take the following action:
You can either... Result
choose the Mark Command The lanes that you selected are
(Ctrl+M) from the Edit menu, or | marked with a bullet.
double-click the dye/lanes, The bullet signifies that plots for
marking them with a bullet. those dye/lanes are reference

plots.

3 Press the Ctrl+key and select the dye/lanes you marked as
reference plots, and any dye/lanes that you want to compare to the
reference plots.
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To set up reference plots: (continued)

Step

Action

4

To display an expanded view of the Plot window:

You can either....

Result

click the Plot window icon The Plot window opens,

().

displaying electropherograms

choose Show Plot Window
(Ctrl+Y) from the Views menu.

for each selected dye/lane.

The Plot window shows the following:

The...

Displays...

upper pane

reference plots

Note The upper pane does not scroll, so you
will probably want one or two dye/lanes
displayed in this lane.

lower pane

plots for the dye/lanes than you want to
compare to the reference plots.

You can scroll the plot data in the lower pane.
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Working with Tables

Chapter Overview

In ThisChapter Putting your results data into a table allows you to organize it in a
manner meaningful to your genotyping application. You can use tabular
data for comparison analysis, as well as export results to a database.

This chapter contains the following topics:

Topic See page
Setting Up a Table 8-2
Arranging Columns of Labeled Peak Data 8-8
Specifying Columns for Number of Labels in a Row 8-11
Specifying Warning Columns for Edited Tables 8-13
Specifying Modulation Warning Columns 8-16
Specifying Low-signal Warning Columns 8-18
Specifying Saturation Warning Columns 8-20
Calculating Results from Table Data 8-22
Analyzing Data in Tables 8-27
Using Analyze and Calculate in Table Commands—An LOH 8-33
Example

Editing Table Cells and Column Headings 8-33
Sorting the Rows in a Table 8-36
Searching for Table Entries 8-39
Updating Tables 8-41
Deriving a Second Table from an Existing Table 8-42
Formatting Tables for Export 8-43
Exporting and Copying Tables 8-44
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Setting Up a Table

Sour ces of Table
Data

Choosing a Table
to Create

Table contents are generated from labeled fragment peaks within select
dye/lanes. Before setting up a table make sure that the appropriate
dye/lane peaks are labeled with the kind of information that you want to

present in your table.

For more information on how to label fragment peaks in dye/lanes, see
Chapter 6, “Defining Categories and Labeling”.

The choices of tables you can create for different genotyping

applications are as follows:

For this genotyping
application...

You can create this kind of table...

Linkage Mapping

&l Table - MicrozatelliteTemplate. GTA

File Hame Lane & Dye [Sample Info [Category |Allele 1
011347-12PGF .FS4 1B S001 D12583 100.82
011347-12PGF .FS4 1B S001 D75517 254 .88
011347-12PGF .FS4 1G S001 D25391 148 .24
011347-12PGF .FS4 1G S001 D135171 182 .74
011347-12PGF .FS4 17 S001 D15220 232 .49
011347-12PGF .FS4 17 S001 D3S12e66 |289.018
021347-13PGH FS4 2B s002 D12583 100.93
021347-13PGH FS4 2B s002 D75517 249 .11
021347-13PGH FS4 2G s002 D25391 146 .18
021347-13PGH FS4 2G s002 D135171 |178 .86
021347-13PGH FS4 2Y s002 D15220 234.39
021347-13PGH FS4 2Y s002 D3S12e66 |290.94
031347-01Father F5i 3B 5003 D12583 100.81
031347-01Father F5i 3B 5003 D75517 249 .21
031347-01Father F5i 3G 5003 D25391 146 .18
031347-01Father F5i 3G 5003 D135171 |178 .86
031347-01Father F5i 3 5003 D15220 234.39

1

Gene Expression Profiling

%Tahle - Trisomy Template & Samples GTA

Samnple Info Marker |Allele 1-ht |Allele 2-ht |Allele 3-ht |S
Trizl C D21511 D21511 |6E0 800 760 =
Trisomy 18 D21511 |D21511 (173 176 3
Trizl C1 D21511 D21511 |243 309 257 @
Tri2l C2 D21511 D21511 |433 714 Tl
Control 2 D21511 |D21511 |Sle 515 =
Control 3 D21511 |D21511 |1551 1572

Control 4 D21511 [D21511 |1314 1392

Control &4 D21511 |D21511 (741 909 .
2| | Bl
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For this genotyping
application...

You can create this kind of table...

Loss of Heterozygosity

| Eile Edit Analysiz Category  Table

enotyper 1.0 - [Table - LOH Template & Samples GTA]

Views Macro ‘Window Help

m,
Sanple Info |Category |Peak 1 |Allelel-ht |Peak 2 |Allele 2-ht
1H Marker 1 |90.43 |576 96.45 |517

1T Marker 1 |90.43 |492 96 .45 |5E9

2 H Marker 1 |90.43 |4818 1 1

2T Marker 1 |90.37 |814 1 1

4 N Marker 1 |88.37 |597 92.34 |535

4 T Marker 1 |88.34 |447 92.42 |414

16 H Marker 1 |88.34 |506 100.44 197

16 T Marker 1 |88.34 |365 100.44 |136

19 H Marker 1 |88.37 |864 1 1

19 T Marker 1 |88.37 |675 1 1

20 H Marker 1 |88.37 |546 96.37 |461

20T Marker 1 |88.37 |GE7 96.37 |236

Column Number
Limit
Determining Row
Contents

There is a limit of 128 columns in a table.

The Genotyper® 3.5 NT software generates row contents from
dye/lanes in the Dye/lane list and categories in the Category list.

To determine row contents in your table:

Step | Action

1 Select those categories in the Category List that define the kind of
peak data that you want to include in the table and take the
following action:
You can either... Result
choose the Mark Command The lanes that you selected are
(Ctrl+M) from the Edit menu, or | marked with a bullet.
double-click the dye/lanes, The bullet signifies that plots for
marking them with a bullet. those dye/lanes are reference

plots.
2 From the table menu, choose Set Up Table.

The Set Up Table dialog box appears.
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To determine row contents in your table: (continued)

Step | Action
Contents per row: % Category and dyedlane  Sample
Include data in columns: ™ Mame of gel file
v Mame of GeneScan file ¥ Testif > M labels Options
™ Lare rumber [T Testif < M labels
™ Diye letter " User comment
¥ Lane and dye
™ Sample info
" Sample comment :
IV Mame of category Optiohs ] " Edited-label warring
v Labels Options 1 " Edited-table warring
[~ Mumber of labels ™ Low-signal warming
" Size-caling method [ Saturation warting
[ Size standard file name ™ Minimum modulation
" Dyedlane scale factor ™ Modulation warning
Ej.le Wame |Lane & Dye |Category |Peak 1 |Peak 2 |Owerflow
: 3.1
_ Uncheck &l | Cancel |
3 In the Contents per row field, click one of the two radio buttons:

If you want each row to correspond to...

Then click the...

marked categories and selected dye/lanes

Category and
dye/lane radio
button.

sample Information entered in the Sample
Info field for a dye/lane entry

Sample radio
button.




Determining You can select the column contents for the rows in your table from a list
Column Contents of checkboxes in the Set Up Table dialog box (see step 2 on page 8-3).

The order in which you select the checkboxes determines the order in
which the column contents will appear from left to right in your table.

To determine column contents for each table row:

Step | Action
1 From the Table menu, choose Set Up Table.
As shown at the bottom of the dialog box, the checkboxes selected
beneath the “Include Data in Columns” heading are the current
settings for column headings.
Include data in columns: ™ Mame of gel file
v Mame of GeneScan file ¥ Testif > M labels Options
" Lane number [T Testif < M labels
™ Diye letter " User comment
¥ Lane and dye
™ Sample info
" Sample comment i
IV Mame of category Optiohs ] " Edited-label warring
v Labels Options 1 " Edited-table warring
[~ Mumber of labels ™ Low-signal warming
" Size-caling method [ Saturation warting
" Size standard file name [ Minimum modulation
" Dyedlane scale factor ™ Modulation warning
Ej.le Wame |Lane & Dye |Category |Peak 1 |Peak 2 |Owerflow
A ..:..1
Uncheck all 1 Cancel i
2 Take the following action:
To... Then click...
accept the current selections for the OK.
column contents
clear all selections Uncheck All.
Checkboxes that you can select for column headings depend on
the kind of contents per row you defined. The text of unavailable
checkboxes appears in gray.
Note To change the column heading text, see “Editing Table Cells
and Column Headings” on page 8-33.
3 Select checkboxes under the Include Data in Columns heading.
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To determine column contents for each table row: (continued)

Step | Action

If you want to define a column for...

Then click...

name of an imported GeneScan file

Name of GeneScan file.

the lane number of a dye/ lane

Lane number.

the color of the dye for the dye/lane in a row

Dye letter.

the lane number and dye color of the dye/lane
containing peak data

Lane and dye.

contents of Sample Info field

Sample info.

contents of Sample comment field in Sample
Sheet, and Dye/lane window

Sample comment.

the name of a selected category

Name of category.

labeled Peak data

Labels.

the number of labels on peaks in the category,
dye/lane, or sample

Number of labels.

GeneScan size-calling method

Size-calling method.

GeneScan size standard

Size standard file
name.

scale factors, if defined

Dye/lane scale factor.

the name of associated Gel files

Name of Gel file.

text, when more than a specified number of
labels are detected in a category, dye/lane, or
sample

Text if > N labels.

text, when less than a specified number of
labels are detected in a category, dye/lane, or
sample

Text if < N labels.

your own comments

User comment.

a warning when labels are edited

Edited-label warning.

a warning when cell contents edited

Edited-table warning.

a warning for low dye/lane signal

Low-signal warning.

a warning for intensity of signal

Saturation warning.

lowest modulation score value

Minimum modulation.

a warning for low modulation scores,

Modulation warning.

4 Click OK when you have defined all the columns that you want to

include in your table.




Appending Rows Once you've created a table, you can append rows to the table.

toaTable

To append rows to a table:

Step

Action

1

If it is not already open, open the Genotyper Document that
contains the table to which you want to append rows.

You can take the following action:

To select... Then...

a single dye/lane click the dye/lane that you
want to add to the table.

multiple dye/lanes Ctrl+click those dye/lanes that
you want to add to the table.

IMPORTANT The Genotyper software puts all information from
dye/lanes into the existing format of rows in the current table. All
rows in a table must have the same number of columns and the
same column headings.

From the Table menu, choose Append to Table.

A row containing sample information from select dye/lanes is added
to the bottom of the table.

Re-importing If you have made a table and deleted or cleared all dye/lanes, select a
Dye/lanes table cell, then choose Re-import Dye/lane (Ctrl+D) from the File menu.
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Arranging Columns of Labeled Peak Data

Introduction For each row in a table, you can order columns of labeled peak data
according to the kind and number of labels defined by selected
categories.

Arranging the

L(z?\lgglercgfupﬁks To specify the order of peak columns that contain peak data labels:
Step ‘ Action
Select Source of Peak Labels
1 Make sure that you mark the categories that define the kind of

labeling you want to include in the table.

You can either... Result

choose the Mark Command The lanes that you selected are

(Ctrl+M) from the Edit menu, or | marked with a bullet.

double-click the dye/lanes, The bullet signifies that plots for

marking them with a bullet. those dye/lanes are reference
plots.

2 Choose Set Up Table from the Table menu.
The Set Up Table dialog box appears.

Arrange Columns of Peak Labels

1 Select the Labels checkbox.

V| Labels Options |

2 Click the Options button.
The Label Options dialog box appears.
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To specify the order of peak columns that contain peak data

Step | Action

Mumber of labels per peak

Mumber of peaks per category i_
;T...............

Arange columns so that
& |abels from same peak are next to sach other

" |abels of same type are nest to each other

IV If only one labeled peak in category, then duplicate the labels)

I If category has no labeled peaks

' Put category comment in all cells

[ If some label cells are empty, put this text in empty cells:

& Put this text in all cells: ;

iD
Cancel ! ok i
3 In the Arrange columns so that section, select the radio button for
how you want to arrange the order of columns containing peak
label data.
If you want to put columns of... Then click...

height) button.

labeled data from the same peaks nextto | labels from same peak are
each other (for example: size, height, size | next to each other radio

height, height)

The same type of labeled peak data next | labels of same type are next
to each other (for example: size, size, to each other radio button.

4 Modify columns based on kinds of peak labels in select categories.
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To specify the order of peak columns that contain peak data

Step ‘ Action

If you want to... Then select...

duplicate labels, when only one is found in | If only one labeled peak in

a category category, and duplicate the
. . label(s) checkbox.

Note When working with homozygote

STRs, you assume that any single peak is

a result of a homozygotic state.

Display a text message when no labeled a. If category has no

peaks are found in a category labeled peaks

checkbox.

b. Click Put this text in all
cells radio button.

c. Type atext message in
the text box.

Display a pre-defined category comment a. |If category has no
in all label cells of a row when no labeled labeled peaks
peaks are found in a category checkbox.

b. Click Put Category
comment in all cells
radio button.

Display a text message when no labeled a. If some label cells are
peaks are found in cells defined as empty, put this text in
columns for peak label data empty cells checkbox.

b. Type in atext message
in the text box.

5 Click OK to accept all of your selections.




Specifying Columns for Number of Labelsin a Row

I ntroduction

Specify Columns
for Label
Detection

In the Set Up Table dialog box, you can specify that columns with
customized text are appended to all rows where more or less labels are
detected than the number that you specify.

To specify columns for labels in a row:

Step | Action

1 In the Dye/lane list, click the Ctrl-key and select the dye/lanes you
want to put in a table.

2 Make sure that you mark the Categories that define the kind
of labeling you want to include in the table.
You can either... Result
choose the Mark Command The lanes that you selected are
(Ctrl+M) from the Edit menu, or | marked with a bullet.
double-click the dye/lanes, The bullet signifies that plots for
marking them with a bullet. those dye/lanes are reference

plots.

3 From the Table menu, choose Set Up Table.
The Set Up Table dialog box appears.

4 Choose what kind of column and text you want to display for the

number of labels detected for a specific set of peak labeled data.

IV Testif> M labels Options
[T Testif < M labels [ ptons:

If you want to display text when the
number of labels is...

Then click...

more than a specific number

Text if > N labels.

less than a specific number

Text if < N labels.
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To specify columns for labels in a row: (continued)

Step | Action
5 Click the Options button.
The Number of Text dialog box appears.
N[
Text |Underf|0w
Cancel | QK. |
6 For N, type in the number of labels for which you want to display a
message if more or less than that number are detected in a
specified row.
7 Type in the warning text that you want to appear in the column
appended to the end of affected rows.
8 Click OK to accept all of your selections.
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Specifying Warning Columnsfor Edited Tables

I ntroduction

You can select checkboxes in the Set Up Table dialog box that specify

that columns with specified text will appear to warn you when any row in
a table, or any peak label in a row has been edited.

Specifying When a
Peak Label Has
Been Edited

When setting up a table, you can specify that the Genotyper software
append a column containing warning text when a peak label has been
manually edited in a category and dye/lane before the table was made.

To specify when a peak label has been edited:

Step

Action

1

In the Dye/lane list, click the Ctrl-key and select the dye/lanes you

want to put in a table.

Make sure that you mark the Categories that define the kind of
labeling you want to include in the table.

You can either...

Result

choose the Mark Command
(Ctrl+M) from the Edit menu, or

double-click the dye/lanes,
marking them with a bullet.

The lanes that you selected are
marked with a bullet.

The bullet signifies that plots for
those dye/lanes are reference
plots.

From the Table menu, choose Set Up Table.

The Set Up Table dialog box appears.

Select the Edited-label warning checkbox.

IV Edited-label warming

Options |

Click the Options button.

The Warning Text dialog box appears.

Inzert text for warning:

Cancel | oK |
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SpecifyingWhen a
Peak Label in a
Row Has Been
Edited

814 Workingwith Tables

To specify when a peak label has been edited: (continued)

Step | Action
6 Type in the warning text that you want to appear in the column.
7 Click OK to accept all selections.

When setting up a table, you can specify that the Genotyper software
append a column containing warning text to the end of any row that
contains cells that have been edited after initial creation of the table.

To specify when a peak label in a row has been edited:

Step | Action

1 In the Dye/lane list, click the Ctrl-key and select the dye/lanes you
want to put in a table.

2 Make sure that you mark the categories that define the kind of
labeling you want to include in the table.

You can either... Result
choose the Mark Command The lanes that you selected are
(Ctrl+M) from the Edit menu, or | marked with a bullet.
double-click the dye/lanes, The bullet signifies that plots for
marking them with a bullet. those dye/lanes are reference
plots.
3 From the Table menu, choose Set Up Table.

The Set Up Table dialog box appears.

4 Select the Edited-table warning checkbox.

Options I

5 Click the Options button.
The Warning Text dialog box appears.

Inzert text for warning:

Cancel | oK |

6 Type in the warning text that you want to appear in the column.




To specify when a peak label in a row has been edited: (continued)

Step

Action

7

Click OK.
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Specifying M odulation Warning Columns

I ntroduction

M odulation
Definition

M odulation Scores

816 Workingwith Tables

When setting up a table, you can specify that the Genotyper software
append a column containing warning text in any row that contains
peaks that have a modulation score lower than what you specify to be
adequate for your application.

Modulation refers to the degree to which peak data resolves with
respect to its immediate background.

What Are Modulation Scores

Modulation scores measure the quality of peak resolution.

Modulation Score Example

The following figure shows an example of peaks labeled with
modulation scores. Note the correlation between modulation scores
and the degree of separation of individual peaks from neighboring
valleys. Higher scores show a greater degree of separation from the
background.

EOI=————— untitled
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@@ 011347-12 PGF 1 Green 5001
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1000
S00
=
-
Everything All peaks from scan 0 to 32000 in R/BAGNY |t
* marker All peaks from 107.68 to 124.54 bp in blue
K
[
-
Current Step Log Click to label peaks with the peak modulation score 4
Clear all dye/lanes [
| | |misplay plot from 235.36 to 27561 bp E ]
Dizplay plot from 244 .58 to 26717 bp E E




Specifyinga To specify warnings when peaks do not meet specified modulation

Modulation scores:

Warning

Step | Action

1 In the Dye/lane list, click the Ctrl-key and select the dye/lanes you
want to put in a table.

2 Make sure that you mark the categories that define the kind of
labeling you want to include in the table.

You can either... Result

choose the Mark Command The lanes that you selected are

(Ctrl+M) from the Edit menu, or | marked with a bullet.

double-click the dye/lanes, The bullet signifies that plots for

marking them with a bullet. those dye/lanes are reference
plots.

3 From the Table menu, choose Set Up Table.

The Set Up Table dialog box appears.
4 Select the Modulation warning checkbox.
I Modulation warning Options |
5 Click the Options button. The Resource Warning dialog box
appears.
It modulation score [for any labeled
peak in categony] iz < 15
inzert text for warning:
I‘Waming
Cancel | QK |

6 Type in the modulation score for the minimum acceptable degree of
peak modulation for your Genotyper software application.

7 Type in the warning text that you want to appear in the column, if
peaks are found that are less than the modulation score you have
specified.

8 Click OK to accept all of your selections.
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Specifying L ow-signal Warning Columns

Introduction When setting up a table, you can specify that the Genotyper software
append a column containing warning text to the end of any row that
contains peaks that have a fluorescent signal lower than what you
specify to be adequate for your application.

What Causesa A weak fluorescent signal is often caused by problems during sample
Low-Signal preparation; in particular problems with PCR, or errors during loading of
samples on your ABI PRISM® instrument.

Low Signal The figure below is an example of a Genotyping software plot display
Example showing the vertical axis maximum set at 150 for peak heights. The
peaks in the display are labeled with peak heights.

L B e e o s e e L e e e e e e e e S B
230 240 250 260 270 280 2590 200

A Low Signal The following table describes where Genotyper appends the column if a
Value LessThan table is created using a default low signal warning of less that 200:

200

If... Then...

you create a table using the default Genotyper will append a column
value for low signal warning of less containing warning text to the end of
than 200 the row containing these peak
labels.

818 Workingwith Tables



Procedure

To specify warnings when peaks data has been generated from a signal
defined as low:

Step

Action

1

In the Dye/lane list, click the Ctrl-key and select the dye/lanes you
want to put in a table.

Make sure that you mark the categories that define the kind of
labeling you want to include in the table.

You can either... Result

choose the Mark Command The lanes that you selected are
(Ctrl+M) from the Edit menu, or | marked with a bullet.

double-click the dye/lanes, The bullet signifies that plots for
marking them with a bullet. those dye/lanes are reference
plots.

From the Table menu, choose Set Up Table.

The Set Up Table dialog box appears.

Select the Low-signal warning checkbox.

I¥ Low-signal wartiing Options [

Click the Options button.

The Low Signal Warning dialog box appears.

Low Signal Warning E
If signal i < Im

inzert text for warning:
I‘Waming

Cancel Ok |

Type in the minimum amount of signal data acceptable before
issuing a low signal warning for the associated labeled peak data.

If peak data has been generated from fluorescent signals less than
the amount you specified in the previous step, type in the warning
text that you want to appear in the column.

Click OK to accept all of your selections.
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Specifying Saturation Warning Columns

I ntroduction

What Causes
Saturation

Saturation
Example

820 Workingwith Tables

When setting up a table, you can specify that the Genotyper software
append a column containing warning text to the end of any row that
contains peaks that have a fluorescent signal higher than what you
specify to be adequate for your application; a saturation warning.

When you import raw data from GeneScan® Analysis Software files,
you may also import saturated signals. Saturated signals result when
the fluorescent signal from an excess of PCR product exceeds the
detection limit of your ABI PRISM instrument. Consequently, if left
undetected, the Genotyper software will count resulting artifact peaks,
such as primer peaks, as actual sample peaks. By identifying peaks
caused by saturated signals, you can prevent erroneous peak
identification.

The following is an example of imported dye/lanes displaying peaks
with saturated signals.

= utitled ==————————— 3=
15es1 copy 15 Blue E -}
15es1 copy 15 Green
15es1 copy 15 Yellow [ |
15es1 copy 15 Red 4

L B B B e e e e e e e e
60 80 100 120 140 160 180 200 220 240 260 280 300 320 340 360

T

® Everything All peaks from scan 0 to 32000 in R/B/G/Y

B

Bl

Bl [

Gl

&l B

Current Step Log

B

&l




Specifying To specify warnings when peaks data has been generated from a
Warnings saturated signal:

Step

Action

1

In the Dye/lane list, click the Ctrl-key and select the dye/lanes you
want to put in a table.

Make sure that you mark the categories that define the kind of
labeling you want to include in the table.

You can either... Result

choose the Mark Command The lanes that you selected are

(Ctrl+M) from the Edit menu, or | marked with a bullet.

double-click the dye/lanes, The bullet signifies that plots for

marking them with a bullet. those dye/lanes are reference
plots.

Choose Set Up Table from the Table menu. The Set Up Table dialog
box appears.

Select the Saturation warning checkbox.

IV Saturation warring Options I

Click the Options button. The Saturated Warning dialog box
appears.

If raw datais > Im

inzert text for warning:

I‘Waming

Cancel | (]9 |

Type in the maximum amount of raw signal data acceptable before
issuing a saturated signal warning for the associated labeled peak
data.

If peak data has been generated from fluorescent signals greater
than the amount you specified in the previous step, then type in the
warning text that you want to appear in the column.

Click OK to accept all of your selections.
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Calculating Results from Table Data

I ntroduction

Setting Up Results
Columns

Reading the Text
Box

Kinds of
Calculations

822 Workingwith Tables

You can use the Calculate in Table command to perform numerical
calculations of table cell contents. You can review results of calculations
in a results column you define when setting up the table.

For an example of how the Calculate in Table command is used for a
genotyping application, see “Using Analyze and Calculate in Table
Commands—An LOH Example” on page 8-31.

The Genotyper software puts results of table data calculations in a
column you specify. The column for the results must already exist. So, if
you plan to calculate results from table data, create some extra columns
for your results when setting up columns.

For more information on setting up table columns, see “Setting Up a
Table” on page 8-2.

The key to using the Calculate in Table command is to read the text box
at the bottom of the dialog box as you enter parameters. The text box
explains the calculation and what the result will be. It is easier to read
the text box then it is to review settings in the dialog box.

The following table lists the kinds of calculations you can perform after
specifying values in the Calculate in Table dialog box (see 8-24). The
“Fields you can use” column refers to those fields shown in step 2 on
page 8-24.

Kinds of calculations you can perform on table data:

Kind of calculation Description Fields you can use
Sum of Sum of values defined. A,B,C,.D
Useful for many
guantitative applications.
Difference (A - B) A minus B. A B

Useful for applications
such as HMA where the
difference in mobility for
a given fragment
determines the degree of
similarity or difference.




Kinds of calculations you can perform on table data: (continued)

Kind of calculation

Description

Fields you can use

Absolute difference
|A - BJ

Absolute value of A
minus B.

AB

Ratio (A/B)

A divided by B.

Useful for Loss of
heterozygosity
applications.

AB

Average of

Average of values
chosen.

AB,CD

Product of

Product of values
chosen.

A,B,CD

Member for category (A)
and size/scan (B)

Treat the text in column
A as the name of a
category group; look
through the members of
that group and see which
one involves size or scan
value in column B.

The result is the name of
the category member.

A, B (must be
column value only)

Difference squared Square of the difference | A, B
(A-B)*(A-B)of between value of A and

value of B.
Square root (A) of Square root of the value | A

of A.
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Procedure

824 Workingwith Tables

To calculate results from table data:

Step | Action
1 Open the Table window from the Main window.
You can either... Result
click the Table button. This displays a table with rows
of peak height and category
data.
E]
choose Show Table Window
(Ctrl+T) from the Views menu.
2 Choose Calculate in Table from the Table menu.

The Calculate in Table dialog box appears.

Calculate in Table E
Evaluate & for every row " for groups of _ ows
| sum of hd I
Field A | &
7 the constant & the value in colurmn 5. Peak 1 hd
[-oooooo [Coofiow T [ ofthe group
FieldB | —¢®
£ the constant & the value in colurn E. Peak 2 hd
[-oooooo Cofiow 2 [ ofthe group
FieldC | ¢
7 the constant & the value in colurn :I
[-oooooo [Cofiow B[ ofthe group
FieldD | —b
7 the constant & the value in colurn :I
I'I-DDDDDD I of row |4 " of the group
and put the rezult in columin 7. Overflow W
" of row I‘I [ of the group
{Evaluate for each row the sum of (the walue in column §1and (the walue in column 69, and put the ;'
results in column 7
Cancel | Ok I




To calculate results from table data: (continued)

Step | Action
3 Choose the radio button for the rows that you want to include in
your calculation.
Note If you choose “for every row”, Genotyper counts row 1 as
the title row, and row 2 is the first row in the table that contains data.
However, Groups do not count the title row, and row 1 is the first
row that contains data.
4 From the first pop-up menu, choose the kind of calculation that you
want to perform.
Evaluate & for every row " for groups of _ ows
+ sum aof
difference [& - B] of
abzolute difference |4 - B| of b
:::[;2;:;]0[ [ of the group
product of
member for category [4) and sizedscan (B] [0
difference squared [& - B] * [& - B] of b I of the group
zquare root [4] of |
5 a. Infields A-D (see step 2 on page 8-24), choose the table data
on which you want to perform the calculation.
b. Type in constants, or choose the column number from the
pop-up menus.
For example:
If... Then...
your table has data for peaks choose column 5 in field A,
in columns 5 and 6, and you and column 6 in field B.
want to calculate the sums of
the those two peaks
6 In the field “and put the result in column”, choose the column and
optionally the row or group, where you want to put the calculated
result.
and put the rezult in columin
" of row I‘I [ of the group
7 Review the text box at the bottom of the dialog box which explains
the calculation you've specified.
If this is what you intend to do, click OK.
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826 Workingwith Tables

To calculate results from table data: (continued)

Step

Action

8

Check the Table window to verify that results have been calculated

in the table.

For example, if you specified that results from the calculation

described in step 5 be placed in column 7 of your table, the

resulting table will look like the figure below.

i Table - Microsatellite Template. GTA

File Hame

Lane & Dye |Sample Info |Category |Peak 1 |Peak 2
011347-12 PGF.FS4 1B 5001 D12583 100.82 [108.61 |209.430
011347-12 PGF .FS4 1B S001 D75517 254 BB |254 .88 |509.760
011347-12 PGF.F54 1G 5001 D25391 148.24 |152.23 |300.470
011347-12 PGF.F54 1G 5001 D135171 |[182.74 |192.57 |375.310
011347-12 PGF.FS4 17 S001 D15220 232.49 |234.39 |466.880
011347-12 PGF.F54 17 5001 D3S1266 |289.08 |290.92 |580.000
021347-13 PGH.FS4 2B 5002 D12583 100.93 |[104.75 |205.680
021347-13 PGH.FSA 2B s002 D75517 249.11 |251.07 |500.180
021347-13 PGHM.FS4 2G 5002 D25391 146.18 |146.18 |292.360
021347-13 PGH.FS4 2G 5002 D135171 |178.86 |192.59 |371.450
021347-13 PGH.FS4 27 s002 Dis220 234.39 |244.15 |478.540
021347-13 PGH FS4 27 s002 D351266 |290.94 |296.73 |587 670
031347-01 Father .FS54 3B 5003 D12583 100.81 |104.62 |205.430
031347-01 Father .FS4 3B 5003 D75517 249.21 |254.88 |504.090
031347-01 Father .FS4 3G 5003 D25391 146.18 [152.34 |298.520
031347-01 Father FS4 3G 5003 D135171 |178.86 |192.59 |3¥1.450
031347-01 Father .FS54 37 5003 Disz220 234.39 |234.39 |468.780
Father FS4 37 5003 D351266 1289.01 1290.94 [579.

03134701
il

hd|




Analyzing Data in Tables

I ntroduction

Key to Using the
Analyze Table
Command

Error Messagein
Text Box

The Genotyping software provides some of the functionality found in
spreadsheet applications such as Excel.

For example, you can select rows in tables, and perform comparison
analysis of cell contents. You can review results of analysis algorithms
in a results column you define when setting up the table.

The key to using the Analyze Table command is to read the text box at
the bottom of the dialog box as you enter conditional parameters in the
Analyze Table dialog box (see step 1 on page 8-28).

The Text Box provides a verbal explanation of the calculation and its
results. It is often easier to read the text box then to review settings in
the dialog box.

Example Text Box

For every row, examine columns 3-5; if exactly 2 of these cells in the
row are not empty, and if the values in at least 2 cells are greater than 1,
then put “Normal” in column 2.

If the word ERROR appears in the text box, there is a logical
inconsistency in the conditional parameters that have been entered.

For example:
If... Then...
you specify that the Genotyper Genotyper will issue an error

software analyze the cell contents of | message in the text box.
two columns in a row, but also
specify that three of these cells not
be empty
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Examples of
Applications

Procedure

828 Workingwith Tables

Examples of applications for which you can use the Analyze Table
command include:

¢ Trisomy

+ DMD Analysis

¢ Loss of Heterozygosity
¢ Gene Quantitation

Use the Analyze Table command to specify conditions for logical
comparisons of table cell contents. If the analysis conditions you specify
are met, the Genotyper software writes a message you specify into a
results column.

To analyze data in tables:

Step | Action

1 Choose Analyze Table from the Table menu.

The Analyze Table dialog box appears.

Far & evemy row

 1ow number i of every group of ;2 rows
Examine column(z] 1. Sample Info w to 2 Category W

when exactly W | 12 cellls] isfare not empty

¥ _and
at least ™ | 12 isdare greater than hd |
f I
[ and
at most W | i‘l isdare greater than or equal to ¥ |
]?5 % of the row mavimum ¥ |
then & put © append ]Normal
indta column 2 Category W

For every row, examine columns 1-2; if exactly 2 of these cells in the row are not empty, and if the values _.'f...!
in at least 2 cells are greater than 1, then put “Mormal” in column 2
|

Cancel i Ok 1




To analyze data in tables: (continued)

Step | Action

2 Choose the radio button for the rows that you want to include in
your analysis.

Note Groups do not count the title row, and row 1 of the group is
the first row that contains data.

3 In the Examine column(s) pop-up menus, choose the range of
columns that you want to include in your analysis.

Far & evemy row
 1ow number I of every group of |2 rows
4 In the When pop-up menu, choose the comparison conditions for
the columns you are analyzing.
Note “atleast zero”, means for every cell.
Far & evemy row
 1ow number I of every group of |2 rows
when exactly W | |2 cellls] isfare not empty

5 Optionally select the “and” checkboxes if you want to add conditions
to your analysis.

Choose relational operators from the pop-up menus, and type in
peak size criteria.

6 In the “then” field, click the put or append radio button and type in
the message text that you either want in a select column if the
conditions you have specified are met.

7 Review the text box at the bottom of the dialog box which explains
the conditions you've specified.

If this is what you intend to do, click OK.
8 Check the Table Window to verify that the results of your analysis

have been added to your table.
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Clearing Columns The following table lists how to clear an entire column:

To clear entire columns... Result
choose at least from the pop-up This specifies that if at least zero
menu and enter zero in the text box cells are not empty, then clear the
column.
At least zero, means for every cell.

Example Text Box

For every cell examine column 5. Whether or not the cell is empty, put
(blank) in column 4.

In other words, clear column 4.
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Using Analyze and Calculate in Table Commands-An LOH Example

What isLOH? Loss of Heterozygosity (LOH) is the loss of polymorphic DNA markers
in tumors compared with normal cells, and often indicates somatic
deletion of tumor suppressor genes. LOH detection has application to a
wide range of cancers involving tumor suppressor genes.

Genotyper You can use the Calculate in Table and Analyze Table commands to
Commands Used assess the presence or absence of LOH for labeled DNA fragment data

to Detect LOH from patient samples.

Example LOH The following figure shows a table that was created using the Calculate
Table in Table Command. Allele peaks were identified, labeled, filtered, and a
table was created with columns for allele size and height.

Ht Ration T/N column

Genotyper 1.0 - [Table - LOH Template & Samples. GTA] [_ (O] %] |
i—m; File Edit Analysiz Category Table Miews Macro Window Help ‘_,__j__ﬁl_j‘__)g
Samnple Info |Category |Peak 1 |Allelel-ht |Peak 2 |Allele 2-ht |Allele Ratio |[Ht Ration T-H E
1H Marker 1 |90.43 |576 96.45 |517 1.114 =
1T Marker 1 |90.43 |492 96 .45 |5E9 0.880 0.790 3
2 H Marker 1 |90.43 |4818 1 1 488.000 H:
2T Marker 1 |90.37 |814 1 1 g14.000 1. 668 ]
4 N Marker 1 |88.37 |597 92.34 |535 1.116 =
4 T Marker 1 |88.34 |447 92.42 |414 1.080 0.968 s
16 H Marker 1 |88.34 |506 100.44 197 2. 569
16 T Marker 1 |88.34 |365 100.44 |136 2. 684 1.045
19 H Marker 1 |88.37 |864 1 1 g64.000
19 T Marker 1 |88.37 |675 1 1 675.000
20 H Marker 1 |88.37 |546 96.37 |461 1.184
20T Marker 1 |88.37 |GE7 96.37 |236 2. 360 1.993 o
il — ———— —— - e ——— i =

Usingthe To create the table shown in “Example LOH Table,” the Calculate in
Calculatein Table Table Command was used to calculate:

Command o A ratio of allele 1 to allele 2 for each sample.

¢ The ratio of the tumor signal to that of the normal signal (T1/T2 over
N1/N2). This value is called the Allelic Imbalance or Al.
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UsingtheAnalyze To create the table shown in “Example LOH Table,” the Analyze Table
in Table Command Command was used to calculate the ratios in Ht Ratio T/N column for
presence or absence of LOH.

832 Workingwith Tables

For example:

If...

Then...

Otherwise...

the ratio is less than
0.67 or more than 1.35

LOH is entered into a
column named
Assessment

normal is entered in the
same column.




Editing Table Cellsand Column Headings

I ntroduction

Marking Rows as
Edited

Kinds of Cell Data
That is Editable

Once you've created a table, you can edit the contents of some of the
cells in each row, or change the names of any of the column headings.
However, all rows in a table must have the same column headings.

IMPORTANT Changes you make to the contents of table cells affect only the
table you are editing. For example, if you edit the peak label information in a
table cell, the corresponding information in other parts of the Genotyper
Document such as dye/lanes or plot displays remains unaffected.

To have the Genotyper software notify you of any row in a table has
been edited:

Step | Action

1 Choose Set Up Table from the Table menu. The Set Up Table dialog
box appears.

2 Select the checkbox labeled Edited-table warning.

" Edited-table warring [ ptons I

After any cell in a row is edited, Genotyper enters a text string that
you specify in a column at the end of the row.

For more information on setting up table features such as this, see
“Specifying Warning Columns for Edited Tables” on page 8-13.

The following kinds of table cell data is editable:
¢ Column headings

¢ Peak label information

¢ User comments

These are the only three kinds of data you can manually edit in table
cells.
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Editing Table Cells To edit cells in a table:

Recording Steps
For Editing Table
Cells

834 Workingwith Tables

Step | Action
1 Open the Genotyper Document that contains the table that you
want to edit.
2 Optionally, open the Table window from the Main window.
You can either... Result
click the Table button. This displays a table with rows
of peak height and category
data.
]
choose Show Table Window
(Ctrl+T) from the Views menu.
3 Select the table cell that you want to edit.
Choose Edit Cell (Ctrl+E) from the Edit menu.
Type in your changes.
When you save the Genotyper Document, the changes will be
saved in the table.
If you... Then the...
are making a macro Step list records edits of individual
cells as “selected cells.”
run the macro macro will change whatever you
have selected to include the text you
enter.




Editing Column Steps for how to edit column headings in tables.

Headings

Step | Action

1 Open the Genotyper Document that contains the table that you
want to edit.

2 Optionally, open the Table window from the Main window.
You can either... Result
choose the Mark Command The lanes that you selected are
(Ctrl+M) from the Edit menu, or | marked with a bullet.
double-click the dye/lanes, The bullet signifies that plots for
marking them with a bullet. those dye/lanes are reference

plots.

Select the table cell that you want to edit.
Choose Edit Cell (Ctrl+E) from the Edit menu.

5 Type in your changes.

When you save the Genotyper Document, the changes will be
saved in the table.

Recording Steps If you are making a macro, the Step list records edits of column heading
For Editing cells as applying to a specific column number of the first row.

Column Headings
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Sorting the Rowsin a Table

Introduction Rows in tables are initially not sorted; they appear in the order in which
they were added to a table. However, you can sort the rows on
command.

The Concept of The concept of precedence is important when sorting rows in a table.
Precedence The precedence for a column number establishes a priority when
sorting rows.

For example:
If you choose the.... Then the rows will...
¢ Category column as a + First be sorted in alphabetical
precedence 1, and order according to category

+ Sample Info as a precedence 2, name, and then,

and + Within categories, sort them in
alphabetical order according to
entries in the Sample Info
column.

¢ The sort type is alphabetical.
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Sorting Rows

To sort rows in multiple columns of a table:

Step

Action

1

To view the Table window more easily, choose Show Table Window

(Ctrl+T) from the Views menu.

The Table window appears.

#l Table - Category member example.gta [H[=] B3
Lane & Dye |Sample Info [Category |Height

1B 2001 all 52

1B 2001 j=p] 102

1B 2001 El3 1304

1B 2001 Elg 1069

1B 2001 Hew 1566

2B s00z2 all 62

2B s00z2 j=p] 139

2B s00z2 El3 2021 -
lf e o PV 5[

Choose Sort Table from the Analysis menu.

The Sort Table dialog box appears.

Sort table rows in the following order:

Frecedence Colurnmn Sort type Sort order
1 " Numerical @ Ascending
& alphabetical " Descending
2 1. Sample Info w " Numerical & Ascending
' Alphabetical " Descending
3 :I & Numerical & Ascending
" Alphabetical " Descending
Cancel !

Under Column, you can choose from 1 to 3 different columns to
sort, by choosing the appropriate pop-up menu.
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To sort rows in multiple columns of a table: (continued)

Step | Action
4 Under Sort Type, choose the radio button for how you want each
column to be sorted, in Alphabetical, or Numerical order.
5 Under Sort Order, choose either ascending or descending order.
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Searching for Table Entries

Introduction You can use the Find command to locate one or more entries in a table.

Finding a Table You can search for table entries by alphanumeric text string.

Entr . .
y To locate a table entry using the Find command:

Step | Action

1 Make the table active to make it easier to view the results of this
command.

Tab until the vertical bar is on the left of the table.

Note If the table is not active, the selection will be outlined, not
highlighted, or open the Table window.

2 Choose Find (Ctrl+F) in the Edit menu.
The Find dialog box appears.

& Find the following text: €7 Find noneblark bt
" Look in the table I et |1 only

' Look in the dye/lane list " In selected dye/lanes only

V' In Sample Infa
" In Sample Comment

" Look in the category list I I cateqon rame

I GalEgEy Commert

I ke ateaon grovups

I I roremeniben cateqnries

7| I membier cateqaries

[ Find all cccumences at once

[T Add to curent selection

IV lgnore upperdlower case differences

Look at dyes: ¥ Blue ¥ Green ¥ Yelow ¥ Red ¥ Orange

Cancel | (]9 |

3 In the Text box, enter the alphanumeric text you want to find.

4 Click the Look In the table radio button.
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To locate a table entry using the Find command: (continued)

Step | Action
5 Select checkboxes to specify how you want to search for table
entries:
If you want to... Then select the...
restrict the search to a Look in column checkbox, and
particular column enter the number of the column

where you want to search.

find all entries in the table with Find all occurrences at once

the designated text checkbox.
select additional table cells Add to current selection
located by the command checkbox.
ignore case differences in text Ignore upper/lower case
searches differences checkbox.

6 Click OK.

Findingthe Next About the Find Next Command

Occurrence You can use the Find Next command to repeat the last Find command

using the same options as the last Find command. The Find Next
command is equivalent to the most recently used Find command, but
eliminates the need to click the OK button in the Find dialog box.

Procedure

Action Result

Choose Find Next (Ctrl+G) from the | The next occurrence of the text is
Edit menu. selected.
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Updating Tables

Introduction If you have created a table, and made changes to peak labels, you can
update the corresponding information in your table.

Clearing the Table The Update Table command should only be used to update label data in
the table. If you change any other information that can appear in the
table, such as the sample information or the name of a category, then
you should use the Clear Table command from the Analysis menu, and
start over with a new table.

Procedure Update tables after making changes to information in other parts of your
Genotyper Document.

To update table contents:

Step | Action

1 Select dye/lanes that have labels that have been changed.

2 Choose Update Table from the Table menu.

Table cells that contain data that has been changed are
automatically updated to match the labels.
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Deriving a Second Table from an Existing Table

About Derived You can create Derived tables by copying the contents of a table and
Tables saving it as a Derived table. You can compare the contents of the
Derived table to the original table, and export the Derived table. A
Derived table is not linked to dye/lanes or categories like the table from
which it was derived.

Procedure To derive a second table:

Step

Action

1

Open the Genotyper Document that contains the table for which

you want to derive a copy.

Open the Table window from the Main window.

You can either...

Result

click the Table button.

[E

choose Show Table Window
(Ctrl+T) from the Views menu.

This displays a table with rows
of peak height and category
data.

Choose Show Derived Table Window from the Views menu.

A blank Derived table window appears.

Choose Derive table from the Analysis menu and Copy Table from

the submenu.

The table in the Table window is copied to the Derived table window.

Clearingthe Choose Clear Derived Table from the Analysis menu. The Derived Table
Derived Table window is cleared.

Note

If you want to undo this command. choose Undo from the Edit menu.

The Undo command (Ctrl+Z) must be the next command.
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Formatting Tablesfor Export

Introduction Some third party applications require that you re-format tables before
exporting them from the Genotyper software.

To format tables so that they are compatible, you can use the Flip Table
command and flip tables before exporting them.

Flipping Tables To flip tables and format them for export:
and Formatting for

Export | Action Result
Choose Derive Table from the The table in the Table window is
Analysis menu and Flip Table from flipped, copied and placed in the
the submenu. derived table.

See “Flipped Table Example” below
for an example of how the Flip Table
command reformats a table

Flipped Table The following shows an example of a table before and after flipping. The
Example top table is below using the Flip Table command and the bottom table is
after using the command.

E,J_]Tahle-l]1D1.gla _ (O] ]
Sanple Info |Sample Comment |D152797 D152449 D19=
134702 Dib 122 134 169 179 211
Before using 1001004 Dla 120 120 179 179 21 3
the F“p Table 1001005 Dla 120 120 171 179 2135‘E_'£
command 1001007 Dla 120 128 171 179 21.;|
1001008 Dla 120 128 179 179 21¢
1001009 Dla 120 128 179 183 211
1001011 Dla 120 120 169 179 219
il »
| Derived Table - 01D1.gta ]
Sample Info 134702 |1001004 |1001005 |1001007 |1001008 |100S
Samnple Comment |D1b Dia Dia Dia Dla Dig=
After USing D152797 122 120 120 120 120 120%
P 134 120 120 128 128 128
g;ern';l,:gr;l;?ble D15249 169 179 171 171 179 1?3%
179 179 179 179 179 183
D152800 211 219 219 219 219 211—
211 219 219 219 219 227
D15234 276 276 272 272 272 272
280 280 276 276 272 276w
4 | Il

Working with Tables 8-43



Exporting and Copying Tables

About Exportinga A Genotyper software table can be exported to a plain text file and read
Tableto aFile using:

¢+ Word processing or spreadsheet application.
¢ Simple Text.

Some programs or documents that read this file require the data to be
in a specific format; for example, fields must be delimited by tabs or
commas. These format options are available in the Set Preferences
dialog box.

IMPORTANT Once a table is exported to a file it cannot be imported back into the
Genotyper software.The following table lists how to continue working
with a table if the table has been exported.

If... Then...
you want to continue working with save your work as a Genotyper
the table Document by using the Save

(Ctrl+S) command.

This will save the dye/lanes,
categories, or labels, and will allow
you to continue your work at a later
time.
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Setting To set preferences for exporting tables to files:
Preferences for

Exporting Tables | Step | Action

1 Choose Set Preferences in the Edit menu.

The Set Preferences dialog box appears.

Set Preferences

Optionz for exporting tables:

Field delimiter: & Tab ¢ Comma  Space None
Line delimiter: @R ¢ CRAF O LF

* Additional windows to be opened with main window:
™ Dyedlans " Plat " Macio I~ Statistics
[T Categom [T Table ™ Step

* Information to be shown in dyedlane list:
I+ File name [+ Dye color v Sample Info
V| Lane number " Scale factor ™ Sample Comment

* Import colors:

¥ Blus ¥ Green ¥ ellow

" Red " Orange " Import Baw Data
* Other options:

" Double-clicking runs macros and steps

BioLIMS... I Cancel |

2 Under the bullet “Options for exporting tables:”, click the appropriate
radio buttons for Field delimiting and Line delimiting.
3 Click OK.
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Exporting Tables To export the contents of a table to a text file:
to Text File

Step | Action

1 Choose Export to File from the Table menu.

An Export Table dialog box appears.

Export table as EHE
Save ir: Ia GT 2. templates j gl E =
o1
0401
1001
1601
22
2501
File name: T able Save I
Save as ype: IAII Filez [*.%] j Cancel |

Choose the folder location for where you want to export the table.

In the File name field, type in the name of the exported table and
click Save.

Exporting Derived There is a different command to export Derived tables, than there is to
Tables export tables.

IMPORTANT You can only export Derived tables as text files.

To export Derived tables:

Step | Action
1 To copy the table you want to export, choose the Derive Table
command from the Analysis menu and Copy Table from the
submenu.

For instructions on how to use the Derive Table command, see
“Procedure” on page 8-42.
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To export Derived tables:

Step

Action

2

Choose Export Derived Table from the Analysis menu.

An Export table as dialog box appears.

Export table as

Save jn: I 3 GT 2.4 templates

= & e

giny|
0401
101
1601
22
2601

File name: T able

Save I
j Cancel |

Save as type: IAII Filez [*.%]

Choose the folder location for where you want to export the table.

In the File name field, type in the name of the exported table and
click Save.

Copying Tables As an alternative to exporting a table, you can copy a table to a
spreadsheet document.

To copy tables to spreadsheets:

Step

Action

Select a contiguous portion of the Genotyper software table.

N

Choose Copy (Ctrl+C) in the Edit menu.

w

Select the spreadsheet program.

N

Choose Paste (Ctrl+V) in the Edit menu.
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Working with
Statistical Data

Chapter Overview

Introduction This chapter discusses how you can generate and view statistical data
and histograms for peak data in Genotyper Documents.

In ThisChapter This chapter contains the following topics:

Topic See page
Generating Statistical Data 9-2
Choosing the Source of Data 9-4
Choosing a Value Type 9-10
Determining the Bin Size 9-15
Viewing Statistics for Selected Data 9-17
Viewing Histograms 9-19
Setting Histogram Viewing Options 9-22
Editing Categories in Histograms 9-24
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Generating Statistical Data

Introduction The Genotyper® 3.5 NT software generates statistical data from select
parts of the active Genotyper Document. You can display generated
statistical data in tables or histograms.

Kinds of Statistical The following table describes the kinds of statistical data the Genotyper
Data software can calculate for Genotyper Document contents.

Kind of statistic Description

Source Source of data from which statistics are
generated, from within a Genotyper Document.

Value Type Kind of data for which the Genotyper software
generates statistics.

Possible Value Types are: size in base pairs,
scan number, peak height, peak area and, label
text.

Number of data points Total number of counts.

Minimum Minimum value for a range of quantities you
define by the Value Type you specify.

Maximum Maximum value for a range of quantities you
define by the Value Type you specify.

Mean Average value for a set of values defined by the
Value Type you specify.

Median Center value of a series of quantities you define
by the Value Type you specify.

Standard deviation Standard deviation from the mean of a set of
values defined by the Value Type you specify.

Bin Range of Value Types over which Genotyper
calculates a count and frequency.

Count Number of Value Types found within a Bin.

Frequency Number of Value Types found within a Bin

divided by the total number of data points.
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Setting Statistics The Genotyper software generates statistical data and histograms
Options based on settings you make by choosing the Set Statistics Options
dialog box from the Analysis menu.

To set statistics options, and where you can find instructions for each

step:
Step | Action See page
1 Choosing the Source of Data 9-4
2 Choosing a Value Type 9-10
3 Determining the Bin Size 9-15
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Choosing the Sour ce of Data

I ntroduction

Two Sour ces of
Data

Labeled Peak Data
from Plot
Selections

You can specify the source of data in a Genotyper Document for which
the Genotyper software generates statistics.

There are two sources of data:
¢ Labeled peaks
¢ Tables

IMPORTANT For labeled peak sources, calculated statistics do not depend on
the particular type or contents of a label, only whether or not a peak has a label.

Calculate statistics for a range of labeled peaks you select in plot
displays.

To calculate statistics from plot selections of data:

Step | Action

1 In the Dye/lane list, click the Ctrl-key and select the dye/lanes for
which you want to calculate and display statistical data.

2 Open the Plot window:

You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms

choose Show Plot Window for each selected dye/lane.

(Ctrl+Y) from the Views menu.

An electropherogram plot showing peaks for each analyzed nucleic
acid fragment in the sample appears in the Plot Area.

IMPORTANT Peaks in the Plot window must be labeled to include
them in statistical calculations. If they are not labeled, label them by
choosing Label Peaks from the Analysis menu.

3 From the Analysis menu, choose Set Statistics Options.

The Set Statistics Options dialog box appears.
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To cal

culate statistics from plot selections of data: (continued)

Step | Action

Set Statistics Options

i Source 1 Walue
& Plot selection | éfﬂ Size in bp

" Range of [first] selected categomy
C Fivedrange  [0.00 to [100.00

£ Table selection

R R
to A |

£ Walue in table colurn Vl N

!(‘ Scan number ;
| Peak height

I divided by scale factor :
© Peak area
I div

when name of first selected categon/group

Bin size ;1 00.00 Starting bin: & Determined automatically
At value 10.00
Cancel i

In the Source field, select the Plot selection radio button.

Use the mouse and select a rectangular range in the
electropherogram plot.

See “Choosing a Value Type” on page 9-10, for instructions on
selecting the appropriate Value Type radio button in the Set
Statistics Options dialog box.

Labeled Peak Data You can calculate statistics for the range of peaks defined by a selected
from Categories category.

To choose categories as the source of peak data:

Step

Action

1

In the Dye/lane list, click the Ctrl-key and select the dye/lanes for
which you want to calculate and display statistical data.
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To choose categories as the source of peak data: (continued)

Step | Action
2 Open the Plot window:
You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms
choose Show Plot Window for each selected dye/lane.
(Ctrl+Y) from the Views menu.
An electropherogram plot showing peaks for each analyzed nucleic
acid fragment in the sample appears in the Plot Area.
3 Select the category from the Category list which defines the range
of peaks for which you want to generate statistical data.
You can either.... Result...
click the Categories button. The Categories window appears.

choose Show Categories Window
(Ctrl+K) from the Views menu.

From the Analysis menu, choose Set Statistics Options.

The Set Statistics Options dialog box appears.

In the Source field, select the Range of (first) selected category
radio button.

Set Statistics Options [ %]

Source Walue
& Plot selection " Sizeinbp
" Range of [first] selected categomy " Scan number

See “Choosing a Value Type” on page 9-10, for instructions on
selecting the appropriate Value Type radio button in the Set
Statistics Options dialog box.
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Labeled Peak You can specify a range of fragment sizes in base pairs. The Genotyper
Fragment Size software generates statistical data for all peaks in the selected dye/lane
of your active Genotyper Document that are within the fragment size
range you specify.

To specify a range of fragment sizes as the source of peak data:

Step

Action

1

In the Dye/lane list, click the Ctrl-key and select the dye/lanes for
which you want to calculate and display statistical data.

An electropherogram plot showing peaks for each analyzed nucleic
acid fragment in the sample appears in the Plot Area.

Open the Plot window:

You can either.... Result
click the Plot window icon The Plot window opens,
(E ). displaying electropherograms

choose Show Plot Window for each selected dye/lane.

(Ctrl+Y) from the Views menu.

An electropherogram plot showing peaks for each analyzed nucleic
acid fragment in the sample appears in the Plot Area.

From the Analysis menu, choose Set Statistics Options.

The Set Statistics Options dialog box appears.

In the Source field, select the Fixed range radio button.

Set Statistics Options E
Source Walue
& Plot selection " Sizeinbp
" Range of [first] selected categomy " Scan number
" Fized rangs ID.DD to |‘IDD.DD ' Peak height

Type in the size range in base pairs for fragments that you want to
specify as the source of peak data.

See “Choosing a Value Type” on page 9-10, for instructions on
selecting the appropriate Value Type radio button in the Set
Statistics Options dialog box.
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Table Cell To choose the contents of table cells as the source of data:

Action

In the table list, click the Ctrl-key and select the cell or cells in the
table for which you want to generate statistics.

From the Analysis menu, choose Set Statistics Options.

The Set Statistics Options dialog box appears.

In the Source field, select the Table selection radio button.

Source Walue
& Plot selection " Sizeinbp
" Range of [first] selected categomy " Scan number
" Fized rangs ID.DD to |‘IDD.DD ' Peak height
" Table selection [ divided by scale factor

Contents From
Selection | Step
1
2
3
4

See “Choosing a Value Type” on page 9-10, for instructions on
selecting the appropriate Value Type radio button in the Set
Statistics Options dialog box.

Table Cell To specify a range of table columns as the source of peak data:

Action

From the Analysis menu, choose Set Statistics Options.

The Set Statistics Options dialog box appears.

In the Source field, select the Table column(s) radio button for
inclusion as source data.

) —

From the Table column(s) pop-up menus select the columns that
define the beginning and ending range or conditions for source
peak data.

Contentsfrom
Column Selection | Step
1
2
3
4

See “Choosing a Value Type” on page 9-10, for instructions on
selecting the appropriate Value Type radio button in the Set
Statistics Options dialog box.
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Table Cell To specify categories in table columns as a source of data:
Contentsfrom

Category and | Step | Action

Column Selection 1 In the table list, click the Ctrl-key and select the cell or cells in the
table for which you want to generate statistics.

2 From the Analysis menu, choose Set Statistics Options.

The Set Statistics Options dialog box appears.

3 In the Source field, select the Value in table column radio button.

£ Walue in table colurn
when name of first selected categon/group

4 Take the following action:
From the... Select...
first pop-up menu a table column.
second pop-up menu the table column you want to define
as the source of your data.
5 See “Choosing a Value Type” on page 9-10, for instructions on

selecting the appropriate Value Type radio button in the Set
Statistics Options dialog box.
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Choosing a Value Type

Definition The Value Type is the kind of data for which the Genotyper software
generates statistics.

Value Types Possible Value Types are:

Size in Base Pairs Peak Area
Scan Number Labeled Text
Peak Height Cell Value
Cell Text

Sizein Base Pairs When you choose “Size in Base Pairs” as a Value Type, the Genotyper
software generates statistics based on the size of fragments associated
with your source peak data.

To choose the Size in Base Pairs as a Value Type:

Step | Action
1 If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu (see
page 9-5).
2 If you have not already done so, choose a source of peak data.

See “Choosing the Source of Data” on page 9-4.

3 In the Value field, select the Size in bp radio button.
Source Walue
’; Flot zelection ‘ ’: Size in bp ‘
4 See “Determining the Bin Size” on page 9-15, for instructions on

selecting the appropriate range of fragment sizes, for which
Genotyper calculates a count, frequency of occurrence, as well as
related statistics.
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Scan Number When you choose “Scan Number” as a Value Type, the Genotyper
software generates statistics based on the number of scans used by
your ABI PRISM® instrument to detect the fragments associated with
your source peak data.

To choose the Scan Number as a Value Type:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source of peak data.

See “Choosing the Source of Data” on page 9-4

In the Value field, select the Scan Number radio button.

Set Statistics Options [ %]

Source Walue
& Plot selection " Sizeinbp
" Range of [first] selected categomy " Scan number

See “Determining the Bin Size” on page 9-15, for instructions on
selecting the appropriate range of Scan numbers, for which
Genotyper calculates a count, frequency of occurrence, as well as
related statistics.

Peak Height When you choose “Peak Height” as a Value Type, the Genotyper
software generates statistics based on the height of a select source of
peak data.

To choose Peak Height as a Value Type:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source for peak data.

See “Choosing the Source of Data” on page 9-4.
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To choose Peak Height as a Value Type: (continued)

Step

Action

3

In the Value field, select the Peak height radio button.

Source Walue
& Plot selection " Sizeinbp
" Range of [first] selected categomy " Scan number
" Fized rangs ID.DD to |‘IDD.DD ' Peak height
" Table selection [ divided by scale factor

Optionally, select the checkbox for divided by scale factor.

See “Determining the Bin Size” on page 9-15, for instructions on
selecting the appropriate range of peak data, for which Genotyper
calculates a count, frequency of occurrence, as well as related
statistics.

Peak Area When you choose “Peak Area” as a Value Type, the Genotyper software
generates statistics based on the area of specified source peaks.

To choose peak area as a Value Type:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source of peak data.

See “Choosing the Source of Data” on page 9-4.

In the Value field, select the Peak area radio button.

vided by scale factor

Optionally, select the checkbox for divided by scale factor.

See “Determining the Bin Size” on page 9-15, for instructions on
selecting the appropriate range of peak data for which Genotyper
calculates a count, frequency of occurrence, as well as related
statistics.

912 Workingwith Statigtical Data




Labeled Text When you choose “Labeled Text” as a Value Type, the Genotyping
software calculates statistics based on the number of text labels within
a specified range of source peak data.

To choose Labeled Text as a Value Type:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source of peak data.

See “Choosing the Source of Data” on page 9-4.

In the Value field, select the Label text radio button.

© Peak area
I divided by soale factor
£ Label tewt
£ Cellvalie
01 Cell bevt

Note For the Labeled text Value Type, Genotyper only calculates
the Number of Data Points, count, and frequency of text labels
located within a specified range.

Cell Value When you choose “Cell Value” as a Value Type, the Genotyper software
generates statistics based on the numerical value in table cells.

To choose Cell Value as a Value Type:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source of data.

See “Choosing the Source of Data” on page 9-4.

In the Value field, select the Cell value radio button.

& Cell value
£ Coll bewt
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To choose Cell Value as a Value Type: (continued)

Step

Action

4

See “Determining the Bin Size” on page 9-15, for instructions on
selecting the appropriate range of peak data for which Genotyper
calculates a count, frequency of occurrence, as well as related
statistics.

Cell Text When you choose “Cell Text” as a Value Type, the Genotyper software
generates statistics based on the text in table cells.

To choose Cell Text as a Value Type:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source of data.

See “Choosing the Source of Data” on page 9-4.

In the Value field, select the Cell Text radio button.

& Cell value
£ Coll bewt

Note For the Cell Text, Value Type, Genotyper only calculates the
Number of Data Points, count, and frequency of Cell text labels
located within a specified range.
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Determining the Bin Size

Definition The Bin size defines an interval within which the Genotyper software
calculates a count and frequency of each occurrence of labeled peak
data that matches criteria defined by the Source and Value Type.
Results of the calculations are displayed by choosing Show Statistics
Window, or Show Histogram Window from the Views menu.

Guidelinesfor Bin If you choose too small of a number for your Bin size, you will have a
Size Selection large number of bins making it difficult to view a histogram
representation of the statistical data.

There is a limit of 5000 bins that can be displayed in the Statistics
window.

How to Definethe To define the Bin size:
Bin Size

Step | Action

1 If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

2 If you have not already done so, choose a source of peak data.

See “Choosing the Source of Data” on page 9-4.

3 If you have not already done so, choose a Value Type.

See “Choosing a Value Type” on page 9-10.

4 In the Bin size field, type in an interval within which you want to
calculate the count and frequency of occurrences of the specified
Value Type.

Bin size |1 00.00 Starting bin: & Determined automatically
At value ID.DD

5 Determine the starting bin.

See “How to Determine the Starting Bin” on page 9-16.
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How to Determine The Starting bin determines the initial value of the Bin size. You can
the Starting Bin either determine the Starting bin automatically, or specify a starting

value.

To define the Starting bin:

Step

Action

1

If it is not already open, open the Set Statistics Options dialog box
by choosing Set Statistics Options from the Analysis menu
(see page 9-5).

If you have not already done so, choose a source of peak data.

See “Choosing the Source of Data” on page 9-4.

If you have not already done so, choose a Value Type.

See “Choosing a Value Type” on page 9-10.

In the Bin size field, type in an interval within which you want to
calculate the count and frequency of occurrences of labeled peak
data.

Bin size |1 00.00 Starting bin: & Determined automatically
At value ID.DD

In the Starting bin field, determine the Starting bin:

If you want to... Then click...

use the first bin containing one or Determined

more counts automatically.

define the Starting bin size At value, and type in the
Starting bin.

When you are satisfied with all the settings in the Set Statistics
Options dialog box, click OK.
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Viewing Statistics for Selected Data

Introduction Once you have set statistics options, you can show statistics for the
kinds of data you have selected.

Viewing Peak Once you have set statistics options, you can show the Statistics
Statistics window at any time.

To viewing the Statistics window:

Step | Action

1 Complete the Set Statistics Options dialog box (see page 9-5).

2 Select the data from the appropriate part of the Genotyper
Document that corresponds to the source you selected in Set
Statistics Options dialog box.

3 Choose Show Statistics window from the Views menu.

The Statistics window appears.

&lj Statistics - 01D1.gta

Source : table colurnz 1 ta 9
Value twpe : cell value
Mumber of data paints : 501
Minimum : 0.00
M awimum : 1001112.00
Mean : 114306.33 Locate in Table 1
Median: 173.00
Standard deviation : 318095.86

Ein Count Frequency

53 0.116 :‘J
i00.00 - 200/00 214 0.427
200.00 - 300/00 171 0. 341
300.00 - 40000 0 0.o00
400.00 - 500|00 0 0.o00
500.00 - &00(00 0 0.o00
600.00 - 700/00 0 0.o00
700.00 - 800|00 0 0.o00
g00.00 - 90000 0 0.o00
900.00 - 1000 (00 0 0.o00
i000.00 - 1100)00 0 0.o00

1io0.00 - 1200)00 0 0.o00 _Z.j

BN

Viewing Different To see statistics from a different source of data, or of a different Value
Statistics Type, or of a different Bin size, make changes in the Set Statistics
Options dialog box.
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Locating Binsin Use the Locate in Table button to find data in a table that corresponds to
Tables bins in the Statistics window. The Locate in Table button is enabled
when you are using table columns (not table selection) as the source of
data for statistics.

To locate bins in tables:

Step | Action

1 Open the Table window.

You can either... Result

click the Table button. This displays a table with rows
of peak height and category

E data.

choose Show Table Window
(Ctrl+T) from the Views menu.

2 Select one or more cells in contiguous rows in the Statistics window
(see “Viewing Peak Statistics” on page 9-17).

3 Click the Locate in Table button.

Cells in the table that correspond to selected bins are highlighted.
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Viewing Histograms

What Histograms Histograms show a graphical representation of data shown in the

Show

Statistics window.

Histogram The Histogram window displays a histogram of data based on settings
Window Example you have made in the Set Statistics Options dialog box (see page 9-5).

%Hisloglam - D4D1.gta

Cateqgory

Member

T T
&0 100 150 200 250 300 360

a0+

G0

30+

-

Court: 0 ‘“walue: 100.00 - 170.00  Category:

Viewing the You can show the Histogram window at any time once you have
Histogram completed the Set Statistics Options dialog box.

Window

To view the Histogram window:

Step | Action

1 Complete the Set Statistics Options dialog box (see page 9-5).

2 Select the data from the appropriate part of the Genotyper
Document that corresponds to the source you selected in Set

Statistics Options dialog box.
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To view the Histogram window: (continued)

Step

Action

3

Choose Show Histogram window from the Views menu. The
Histogram window appears (see “Histogram Window Example”).

The bars in the Histogram window represent the defined bin sizes.

You can take the following action:

To display...

Then...

statistical information for a bin
at the bottom of the Histogram
window

put the cursor on a bar.

a different kind of histogram

make changes in the Set
Statistics Options dialog box
(see page 9-5).

Displaying Bin The bars in the Histogram window show statistics for defined Bin sizes.

Statistics

To...

Then...

display statistical information for that
bin at the bottom of the Histogram
window

use the mouse to select a range in
the Histogram window.

Bin statistics for the range you
selected display at the bottom of the
window.

%Hisloglam - D4D1.gta

Categary 2112w
Member [ 7]
T T T T T T T T T L
S0 100 150 300 350 300 34D 400 450 500
a
a0+
60~
30+
| - ~ll Bin
Court: 218 ‘“Walue: 210.00 - 260.00 Category: = S'[atIStICS
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Viewing If WARNING Message Appears

Hlstogramsvylth If the text “WARNING - “Bin sizes too small to display” appears at the
Small Bin Sizes bottom of the Histogram window, this means that the width of one or
more bins is too narrow to be displayed on your computer screen.

Viewing Histogramswith Small Bin Sizes

To view histograms with small bins sizes, either:

¢ Choose Set Statistics Options from the Analysis menu, and
increase the Bin size to a value adequate for viewing.

¢ Zoom in on the region of the histogram that you want to view.

¢ Increase the size of the histogram window.
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Setting Histogram Viewing Options

Introduction You can set options for viewing histograms which allows you to
associate histogram data with corresponding data in plot displays and
tables.

Setting Plot  You can associate data in histograms with corresponding Plot displays,
Zooming Options so that when you zoom to a region of peaks in the Plot window, the
histogram view zooms to the corresponding region of data. Plots views
also zoom to corresponding regions of peak data when you zoom to the
region in the histogram.

To set display options for histograms:

Step | Action

1 View the Histogram for peak data you want to associate with
corresponding plot display by:

a. Selecting the data from the appropriate part of the Genotyper
Document that corresponds to the source you selected in the
Set Statistics dialog box.

b. Choosing Show Histogram Window from the Views menu.

2 Choose Set Histogram Options from the Analysis menu.

The Set Histogram Options dialog box appears.

Set Histogram Options [ %]

" Zoom histagrarn with plot

Treat table values as: & Size inbp
7 Sean rumber
" Peak height
" Peak area

Cancel |

Select Zoom histogram with plot and click OK.

Open the Plot window, and select a region of the electropherogram.

5 Choose Zoom to a selected range (Ctrl+R).

The Histogram window zooms to the region in the histogram that
contains the corresponding peak data.
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Viewing Introduction

Histograms of
Table Data

If...

Then...

you want to view histograms of data
from tables

you need to define the Value Type of
the data in the table.

For example, if...

Then

your table contains peak sizes and
peak heights, and you have chosen
to make a histogram of the peak

select the Peak height radio button
in the Set Histogram Options dialog
box (see step 2).

heights by selecting table columns . . .
g Y g For more information on choosing a

source of data for histograms
see“Choosing the Source of Data”

on page 9-4.
Procedure
To set display options for histograms:
Step | Action
1 View the Histogram for the table you defined as a source of peak
data.
2 Choose Set Histogram Options from the Analysis menu.
The Set Histogram Options dialog box appears.
" Zoom histagrarn with plot
Treat table values as: & Size inbp
" Scan number
" Peak height
" Peak area
Cancel |
3 In the “Treat table values as:” field, click the Value Type of the data
in your table.
4 Click OK.
The Histogram window should now display the same type of peak
data as the associated table.
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Editing Categoriesin Histograms

Introduction The Histogram window provides a graphical display of peak size
ranges. When viewing the Histogram window you can define new
categories or edit existing ones.

Defining the Range You can define the range of peak sizes in the Histogram window to
for aNew include in a new category.

Category To define the range for a new category:

Step | Action

1 View the appropriate histogram by choosing Show Histogram
Window from the Views menu.

2 Place the cursor on the part of the histogram that displays peak
sizes for the start point of the range of peak sizes that you want to
include in your new category.

3 Drag the mouse across the histogram display drawing a box around
the range of peak sizes that you want to include in your new
category.

Box defining range
Categoy [+
Member [ ] G|

T T T T T T T T
200 -100 o 100 200 300 400 500

Court: 4 ‘“walue: 120.00 - 200.00 Category: OZ-162: 0125833101 S
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To define the range for a new category: (continued)

Step

Action

4

Choose Add Category (Ctrl+L) from the Category menu.

The Add Category dialog box appears. A size range of from/to will
be defined by the Add Category dialog box.

Defining a + a Fixed Number Range

To define a + Fixed Number
Range...

Then...

that will centered on the
weighted average of bins in the

hold down the Ctrl+key when
choosing Add Category from

selected range (or a center
value if no bins have been
selected)

the Category menu.

Type in the name of the new category.

The name of the newly defined category is added to the Category
pop-up menu of the Histogram window.

Viewing Category You can edit existing categories from the Histogram window, redefining
Size Ranges the range of peak sizes included in the category.

To view category size ranges in histograms:

Step

Action

1

Generate a histogram of peak sizes.

2

Choose a category from the Category pop-up menu.

All category groups and non-member categories will have ranges
shown with dashed boxes. The selected category will have handles.
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To view category size ranges in histograms: (continued)

Step | Action

Handles

Genotyper 1.0 - [Histogram - Microzatellite Template. GTA]

Gial File Edit Analysis Category  Table Miews Macro Window Help

Category 025391 w

tember

T T T T T U T T T T T T T T T
40 160 120 200 2 240 260 220 200 3 240

3 To view ranges for category members, choose a member in the
Member pop-up menu.

All members of selected groups will have ranges shown with
dashed boxes. Selected members will have handles.

Changing
Category Size . : :
€9 R)z:ln os To change the size range categories from the Histogram
985 window:
Step | Action
1 Generate a histogram of peak sizes.
2 Show the Histogram window.
3 Choose a category or a member from the appropriate pop-up
menu.
4 Move the cursor to the handle of selected category.
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To change the size range categories from the Histogram
window: (continued)

Step

Action

Fi

ile Edit Analpsiz Category  Table

Cursor on upper-right
handle of category range

Wiews

enotyper 1.0 - [Histogram - Microsatellite Template. GTA]

Macro  ‘Window Help

Tom|
ember | |
T T T T T T T T T T T

- 140 ﬂ'? 180 ?DD 2205 5240 260 2850 300 320 340
a3
2
14

5 Using the mouse, drag the the handle on the box until the size

range is modified to your specifications.

Note The range will be changed to align with bin boundaries.
Overlapping categories will not be allowed.

If WARNING Message Appear s

If...

Then...

the text “WARNING - Bin sizes
too small to display” appears
at the bottom of the Histogram
window, you will not be able to
modify the categories by this
method.

use the Set Statistics Options
command from the Analysis
menu to increase the bin size
to an adequate value.
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Selecting Another  After you have adjusted the size range of one category, you can select

Category another category from the Histogram window, and modify its size range
as well.

The following table lists the four different ways to select another

category:
You can... Then the...
select another category from the handles move to the dashed box of
Category pop-up menu. the selected category
click within the dashed box category name of your selection
representing the size range of a changes in the Category pop-up
category. menu.

make your selection from the
Category list.

press Ctrl+J, the Zoom to next
category command.

928 Workingwith Statigtical Data



UsingtheBioLIMS
2.0 Database

Chapter Overview

I ntroduction

Assumptions

In This Chapter

This section describes how to access the BioLIMS™ database, how to
set the preferences, and how to open or process fragment data that is

located in the BioLIMS database.

The following assumptions are:

¢ The user already has Oracle 7.3.3 client for Windows NT®-based
computer installed and configured on the workstation where

Genotyper® 3.5 NT software is going to be installed.

¢ BioLIMS 2.0 has been installed and that there is a database name

(alias), server name, user name, and password.

This chapter contains the following topics:

Topic See Page
Configuring for the BioLIMS Database for Oracle 10-2
Testing the BioLIMS Database Connection 10-5
Configuring Genotyper 3.5 NT for BioLIMS Database Access 10-7
Importing GeneScan Data From the BioLIMS Database 10-10
Using the Collection Browser Window 10-12
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Configuring for the BioL IM S Database for Oracle

Procedure

To configure the BioLIMS database for Oracle® WindowsNT:

Step

Action

1

From the Start menu, choose Programs, point to Oracle for
WindowsNT, and point to SQL Net Easy Configuration.

The following dialog box appears.

SQL*Net Easy Configuration | ]

0 Flease choose the type of SQL*Net configuration you would
like to perfarm. Ifyou would like to exit SQL*MNet Easy
Configuration at any time, choose CAMCEL.

& Add Database Alias
 Modify Datahase Alias
 Delete Database Alias

 iew Configuration Information

" Exit SQL*MNet Easy Configuration

| e |

Cancel

Click the Add Database Alias radio button and click OK.

The following dialog box appears.

Choose Database Alias | ]

Enter & Database Alias name to identify a remate

— ¥ database youwantto access. The alias can be
any name you choose that has atleastone
alphabetical character.

Database Alias I

Enter a Database Alias name to identify a
rermote database you want to access. The
alias can be any name you choose that has at
least one alphabetical character.

Help | ok |
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To configure the BioLIMS database for Oracle® WindowsNT: (continued)

Step

Action

3

Enter the database alias name that you have chosen for the
BioLIMS database and click OK.

The following dialog box appears.

Choose Protocol I

0 Choose the network protocol to be used when you connect
to & remote database with the Database Alias,
'GenotyperDB".

& TCP{IP
 5PX

 Mamed Fipes

Cancel

Help | Back

Choose the type of network protocol, TCP/IP in this example, to be
used and click OK.

The following dialog box appears.

Choose TCP/IP Host Name and Database Instance ]

Flease enter configuration infarmation for the
“  database youwantio use:

TCP/IP Host Name||—
Database InstanceIORCL

Enterthe name of the computer where the
rermote database is located. This is a specific
name. lfyou do not know, ask your network
administrator.

Help | oK |

Enter the TCP/IP Host name (IP Address) and the Database
Instance name in the Choose TCP/IP Host Name window, and click
OK.

The following dialog box appears.
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To configure the BioLIMS database for Oracle® WindowsNT: (continued)

Step ‘ Action

Confirm Adding Database Alias

@ Do youwish to add this Database Alias?
Database Alias: GenotyperDB
Frotocol: TCR{IF
Host Name: 158.106.102.61

Database Instance: ORCL

Help | Back Yes Mo Cancel

6 The SQL Net Easy Configuration window appears, again. Click the
Exit SQL Easy Configuration radio button and click OK.

SQL*Net Easy Configuration

0 Flease choose the type of SQL*Net configuration you would
like to perfarm. Ifyou would like to exit SQL*MNet Easy
Configuration at any time, choose CAMCEL.

" Add Database Alias
" Modify Database Alias
" Delete Database Alias

" Wiew Configuration Infarmation

& Exit SCL*Met Easy Confiquration:

Help 0K Cancel

7 Click Ok in the next window to exit SQL Net Easy Configuration.
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Testing the BioL IM S Database Connection

Procedure

To test the BioLIMS database connection:

Step

Action

1

From the Start menu, choose Programs, point to Oracle for
WindowsNT, and point to SQL Plus 3.3.

The following dialog box appears.

User Name: Igenotyper
Password: I****
Host String: IgenotyperDB

OK | Cancel

Enter the following and click OK:

¢ User Name
+ Password
+ Host String

Take the following action:

If...

Then...

the BioLIMS server is
configured correctly

the following message appears
(see below).

the BioLIMS server is not
configured correctly

contact Technical Support, see

“BioLIMS” on page 1-17.
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To test the BioLIMS database connection:

Step | Action
#+ Oracle SQL*Plus =] E3
Eile  Edit Search Options Help
SAL%Plus: Release 3.3.3.0.0 - Production on Mon Mar 29 10:42:34 1999 :i
Copyright (¢) Oracle Corporation 1979, 1996. All rights reserved.
Connected to:
Oracle? Server Release 7.3.3.0.0 - Production Release
With the distributed and parallel query options
PL/SAL Release 2.3.3.0.0 - Production
saL> |
NS .
4 Choose File/Exit from the SQL*Plus menu to end the test.
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Configuring Genotyper 3.5 NT for BioLIM S Database Access

Procedure Note Make sure that all Oracle database files are installed correctly. If files
are missing, re-install them using the Oracle client installer CD-ROM.

To configure the Genotyper software for BioLIMS database

access:
Step | Action
1 Take the following action:
You can either... Result
double-click the Genotyper A blank Main window appears.
icon.
e
GENOTYPER
click Start, point to Programs,
point to Genotyper, and point
to Genotyper program.
2 Select Set Preferences from the Edit menu.

The Set Preferences dialog box appears.

Set Preferences | ]

* Options for exporting tables:
Field delimitar. & Tab ¢ Comma ¢ Space ¢ MNone
Line delimiter; & CR  CR/LF C LF

* Additional windows to be opened with main window:
™ Dyeflane [ Flot ™ Macro ™ Statistics
[~ Category [ Table I~ Step

*Infarmation to be shown in dyeflane list:
IV File name v Dye caolor v Sample Infa
IV Lane number [ Scalefactor [~ Sample Comment

*Import colors:

¥ Blue ¥ Green ¥ Yellow
" Red " Orange ™ Import Raw Data
* Other options:

v Double-clicking runs macras and steps

BioLIMS.. | Cancel I g
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To configure the Genotyper software for BioLIMS database
aCcCess: (continued)

Step

Action

3

Click the BioLIMS button.

The BioLIMS Preferences dialog box appears.

BioLIMS Preferences =]
Usermame: [
Password: | ™ Save Password
Database: |
Server: |
Alias: [Untitled El
[~ Open on Launch ™ take Default
WHEH | Cancel | Sawve |

Enter the user name, password, database, and server information
that you entered in step 2 on page 10-5 and click Open.

Click the check box labeled Save Password if you want to save your
password so that you do not have to enter it every time you open
the connection.

[© Save Passward

If you want the database to open automatically when you launch
the Genotyping software, click the check box labeled Open on
Launch.

[~ Open on Launch

Note You must also click the check box labeled Save Password if
you want the database to open automatically.

If you intend to use more than one database or user account, enter
an alias for this BioLIMS session information. You can use an alias
to connect to the database if no database connection is open.

Once you enter an alias click Open to connect to the database.
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To configure the Genotyper software for BioLIMS database
aCcCess: (continued)

Step

Action

8

If you have more than one alias, click the Make Default check box to
choose which one appears when you first open the Edit Session
dialog box.

[~ Make Default

Note The default alias is the database that opens if you choose
File:Import:From BioLIMS Database.

Note If both the Make Default and the Save Password boxes are
checked, no dialog box will appear when a connection to the server
is requested. Since all the information required of the user has
been saved, the software will connect to the database
automatically.

Use the pop-up menu to add, change, or remove aliases.

10

Click Save to save the information that you just entered.

11

Click OK in the BioLIMS Preferences dialog box.
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| mporting GeneScan Data From the BioL I|M S Database

Procedure
To import GeneScan® Analysis Software data from the BioLIMS
database:
Step | Action
1 Start Genotyper 3.5 NT, if it is not already open.
2 Choose Import from the File menu and From BioLIMS Database
from the submenu.
Mew Ctrl+1
Open... Ctrl+0
Close Ctrl+hy
S (EfH =
Sawve As..
From GeneScan File Cirl+l
BedmpatDye/Ehe EtxD From BiolIMS Database
Lock
v Unlock
Frint Setup...
Print... Ctrl+F
Exit
The following dialog box appears.
Usermame L
Database piclimsz_di5
Senser piclimsz_di5
Alias [Ontitled ]
[~ Open on Launch ™ take Default
Cancel'
3 Click Open.
The Collection Browser window appears (see below).
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To import GeneScan® Analysis Software data from the BioLIMS
database: (continued)

Step ‘ Action
&) Collection Browser
Select criteria El to find Collections with Fr: t:
Collection Creator [ sentains | |
Collection Name [ contains hd I |
|
Mame hodified Sample Mame Type
13 E 3T00_Analaysiz_Test har 05 1999 04:44:59 Phd ;I
P () 2700_520B_Test har 05 1999 05:04:12 PR J
b () 3700Projectt War 04 1099 02:12:50 PM
b [ 5 D1aiNIHiLR 6. Now D3 1995 00:43:12 A -
O | _>IZ1
12 collections found SeEnt [ |
ele | arnce | >
4 Select a set of samples to import and click the Select button.
For more information, see “Using the Collection Browser Window”
on page 10-12.
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Using the Collection Browser Window

Waysto Search the
Database

In This Section

Displaying the
Collection Browser
Window

Using the Collection Browser window from within Genotyper software,
you can search the BioLIMS database for specific collections and

fragments.

The following table lists ways you can search:

Search by... See page
Up to 5 collection-specific criteria 10-15
Up to 14 fragment-specific criteria 10-16
This subsection includes the following topics.
For this topic See page
Displaying the Collection Browser Window 10-12
Collection Browser Window Example 10-13
Parts of the Collection Browser Window 10-13
Collection Search Criteria 10-15
Fragment Search Criteria 10-16

To display the Collection Browser window:

If you want to... Then...

Result

add a fragment to a
Genotyper Document
to view or analyze

choose Import from the
File menu and From
BioLIMS Database
from the submenu.

The Collection Browser
window opens if a
database connection
has been opened.

For more information,
see “Collection
Browser Window
Example” on

page 10-13.
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Collection Browser The following is an example of the Collection Browser window.

Window Example

Collection search

and text boxes

Fragment
search criteria

Criteria pop-up menu

&} Collection Browser

Search button

pop-up menus
and text boxes

Split bar

Search results

Status line

Select criteria | ¥ | to find Collections with Fr t:
Collection Creator [ cortains v] | | =4
Collection Name [ contains hd I |
criteria pop-up menus — Collection Type s any -
Creation Date any b
Modification Date any b
Sequence-Frag Name | contains A | | |
Sample Creator [ sentains | [ |
Sample Name [ contains | [ |
L. [
Mame hodified Sample Mame Type
13 E 3T00_Analaysiz_Test har 05 1999 04:44:59 Phd pro, &
b ([ 3700_5208 Test Mar 05 1999 05:04:12 PM pro) J
b () 3700Projectt Mar 04 1999 02:12:59 PM pro)
L__| b =15 DlasMIHLz.G. Mo D3 1993 09:43:12 A pro, ¥
| | »
l2lcoliectisnsgound EEfBEt | Cancel |

Parts of the The table below describes the parts of the Collection Browser window
that were labeled in the figure above.

Collection Browser
Window

Description of the Collection Browser window:

Item

Description

Criteria pop-up menu

Use this pop-up menu to specify the search
criteria visible on the Collection Browser window.

Note If you only intend to use a subset of
criteria, setting only that subset visible helps to
reduce clutter in the window. The search results
are the same whether a criterion is invisible or
blank and visible.

Search button

Click this button to query the BioLIMS database.

Note All collections in the database will be
displayed if you click on Search without first
specifying any search criteria.

Note You can also press the Return key to
begin a search.
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Description of the Collection Browser window: (continued)

Item

Description

Collection search
criteria pop-up menus
and text boxes

Use these pop-up menus and text boxes to
define the collection criteria of the search.

IMPORTANT Only those fragments that match
each and every criterion you specify are
returned. That is, search criteria are combined
using the logical AND operation.

For more information, see “Collection Search
Criteria” on page 1-21.

Fragment search
criteria pop-up menu
and text boxes

Use these pop-up menus and text boxes to
define the fragment criteria of the search.

IMPORTANT A collection is returned if one or
more of the fragments contained in it fulfill all of
the specified fragment criteria.

Note Only fragments meeting search criteria
will be displayed in the Collection Browser
window.

For more information, see “Fragment Search
Criteria” on page 1-22.

Split bar

Drag this bar to alter the relative amount of space
allocated to the top and bottom portions of the
Collection Browser window.

Search results

After a successful query, found sample files are
listed in this area as Name, Modification date,
type, and Creator.

Status line

Search results, error messages, and other
important information is reported here.

For example, the Status Line lists how many
collections were returned in a search.

10-14 UsngtheBioLIMS2.0 Database




Coallection Search The table below shows the collection search criteria. The collections
Criteria returned by the Collection Browser window must match all of the
collection criteria and contain at least one fragment that matches all of
the fragment criteria.

Allowed Collection Search Criteria:

Pop-up Menu
Criterion Choices Allowed Text Description
Collection ¢ is up to 255 Name of the
Creator o starts with characters creator/ow_nerof
the collection.
¢ ends with
4 contains
Collection ¢ is up to 31 Name of the
Name o starts with characters collection.
¢ ends with
4 contains
Collection Type ¢ any NA Collection type.
4 run Default is any
¢ project menu item.
¢ other
Creation Date ¢+ any date — set with | Date the
. arrow buttons collection was
¢ is .
using the format | created.
+ before mm/dd/lyy
+ after
+ between
Modification ¢ any date — set with | Date the
Date . arrow buttons collection was
¢ is . o
using the format | last modified.
+ before mm/dd/lyy
+ after
¢ between
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Fragment Search The table below shows the fragment search criteria. The collections
Criteria returned by the Collection Browser window must contain at least one

fragment that matches all of the specified fragment criteria.

Fragment Search Criteria

Pop-up Menu
Criterion Choices Allowed Text Description
Sequence-Frag ¢ is up to Name of the
Name o starts with Qlcha_racters fragment.
including letters, This is the fil
¢ ends with numbers, and nalflésentir:az in
+ contains punctuation the Sample
Cannot use Sheet.
colons (2).
Sample Creator | ¢ is up to 255 Name of the
¢ starts with f:hara(_:ters person
including letters, | responsible for
+ ends with numbers, and the run.
+ contains punctuation
Sample Name ¢ is up to 255 Sample name
o starts with pharac_:ters from the Sample
including letters, | Sheet.
¢ ends with numbers, and
+ contains punctuation
Instrument ¢ is up to 255 Setin the
Name o starts with f:hara(_:ters General Settings
including letters, Preferences of
+ ends with numbers, and the Data
+ contains punctuation Collection
software.
Instrumentation ¢ any NA Whether the
+ gel sample was run
on a gel or
+ capillary capillary
instrument.
Start Collect ¢ any date— set with Date data
Date ¢ is arrow buttons collection
using format began.
¢ before mm/dd/yy
+ after
¢ between
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Fragment Search Criteria (continued)

Pop-up Menu
Criterion Choices Allowed Text Description
End Collect ¢+ any date — set with Date data
Date . arrow buttons collection
¢ is .
using format ended.
+ before mm/dd/yy
+ after
+ between
Gel Path ¢ is up to 255 The full path
¢ starts with pharapters name o the.
including letters, | original gel file,
4 ends with numbers, and e.g.,
+ contains punctuation Hard Disk:Data:
GelRuns:L28t.
Sample Info 4 is up to 255 Sample
. characters information from
¢ starts with . .
starts including letters, | the Sample
+ ends with numbers, and Sheet.
¢ contains punctuation
Sample ¢ is up to 255 Comment from
Comment o starts with pharagters the Sample
including letters, | Sheet.
+ ends with numbers, and
+ contains punctuation
Size Data 4 is present NA Is present
4 is not present means that one
or more dyes
¢ does not contain sizing
apply information.

Is not present
means none of
the dye sample
contain sizing
information.
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Fragment Search Criteria (continued)

Pop-up Menu
Criterion Choices Allowed Text Description
Size Calling + done NA Done means
+ not done sample file has
completed size
¢ does not calling indicated
apply by a size curve.
Not done
indicated by a
missing size
curve.
% Matched ¢ any 0—100 Percentage
Peaks based on size
. It
equatto standard
¢ less than matched peaks
+ greater than divided by size
standard
¢ between defined peaks.
Offscale Data ¢ present NA Present means
+ does not fange contains
apply J

off-scale dye
sample peaks.
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Menu and Command
Reference

Chapter Overview

I ntroduction

In This Chapter

This chapter provides a reference for the names, locations, and
definitions of all menus and commands available in the Genotyper®
3.5 NT software.

This chapter contains the following topics:

Topic See page
About Genotyper Software Menus 11-2
File Menu 11-3
Edit Menu 11-5
Analysis Menu 11-8
Category Menu 11-11
Table Menu 11-12
Views Menu 11-14
Macro Menu 11-19
Window Menu 11-21
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About Genotyper Software Menus

Introduction You can access all Genotyper software commands and options from
pull-down menus listed on the menu bar.
TheMenu Bar The menu bar displays across the top of your computer screen after you
start the Genotyper software.
File Edit Analysiz Category Table “iews Macro Window Help
Menu Items Menus you can access from the menu bar:
This menu lists commands
Menu for... For information, see...
File menu working with Genotyper “File Menu” on page 11-3.
Documents and the
GeneScan® Analysis Software
files.
Edit menu editing Genotyper Documents “Edit Menu” on page 11-5.

and table contents.

Analysis menu

labeling fragment peak data,
and determining statistical data
for fragment peaks.

“Analysis Menu” on page 11-8.

Category menu

defining categories.

“Category Menu” on

page 11-11.
Table menu setting up Tables and working “Table Menu” on page 11-12.
with tabular data.
Views menu opening windows for Genotyper | “Views Menu” on page 11-14.
Document windows in the Main
window, and for customizing
viewing of these windows.
Macro menu creating and running macros “Macro Menu” on page 11-19.

for automating Genotyper
software procedures and
applications.

11-2 Menu and Command Reference




FileMenu

Definition The File menu contains commands for working with Genotyper
Documents.

Menu Options The following figure shows the list of commands you can access from
the File menu.

Hew Chil+h
Open... Chil+0
Lloze Chil+a
Save Chil+5
Save fz..
FErom GeneScan File Cirl+l
Eedmport Lyeddans Bl EromiBiollMS atabase
Lock
v Unlock
Frint Setup...
Frint... Chil+F
Exit
Commands
File menu commands:
Command Description For more information, see
New Opens a new, untitled

Genotyper Document.
(Ctrl+N) “Opening Genotyper

Open Opens a previously saved Documents” on page 3-7.
Genotyper Document.

(Ctrl+0)

Close Closes the active window. “Closing Genotyper
(Ctri+w) Documents” on page 3-7.
Save Saves the active Genotyper

(Ctrl+S) Document. “Saving a Genotyper
Save As... Saves the Genotyper Document” on page 3-12.

Document under a new name.
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File menu commands: (continued)

Command

Description

For more information, see

Import

Displays the following submenu.

Submenu Description See...
From displays a dialog box used | “Importing
GeneScan File | to import a GeneScan GeneScan
(Ctrl+1) Analysis Software file or Files” on
multiple GeneScan files. page 3-15.
From BioLIMS displays a dialog box used | “Importing
Database to import a or multiple files | GeneScan
from the BioLIMS™ Data From the
database. BioLIMS
Database” on
page 10-10.

Re-Import Dye/lane

(Ctrl+D)

Re-imports dye/lanes if you

have made a table and deleted | page 8-7.

or cleared all dye/lanes.

“Re-importing Dye/lanes” on
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Edit Menu

Definition The Edit menu contains commands for editing Genotyper Documents.

Menu Options The following figure shows the list of commands you can access from
the Edit menu

Undo Offset Categonies...  Chiles
LCut Chrl+
Copy Chil+C
Eagte [+
Clear
Select Al Chil+4,
Blue
Copy ‘Window Green
Exdit Eell [Eir]+E Yellow
Bed
Find. i e
Find Hest e et
Mark Chrl+h4
Unmark. Crl+1J

Set Preferences...

Commands

Edit menu commands:

Command

Description

For more information, see

Undo (Ctrl+2)

Undoes the last command
(whenever possible).

Cut Cuts the selection and places it
(Ctr+X) on the Clipboard.

Copy Copies the selection to the
(Ctrl+C) Clipboard.

Paste Pastes the selection at the
(Ctri+V) cursor location.

Clear Clears the currently selected

entries in the Dye/lane list,
Categories list, Macro list, or
Step list.

“Editing Document Windows”
on page 3-19.
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Edit menu commands: (continued)

Command Description For more information, see
Select All Selects every entry in the “Editing Document Windows”
elected list or table. on page 3-19.
(Ctrl+A) S 'S Pag
Select The following submenu commands appear:
Command Description See...
Blue Selects all entries in the
Dyel/lane list that have a
blue dye color.
Green Selects all entries in the
Dyel/lane list that have a
green dye color.
Yellow Selects all entries in the Step 2 on
Dye/lane list that have a P
page 5-9.
yellow dye color.
Red Selects all entries in the
Dye/lane list that have a
red dye color.
Orange Selects all entries in the
Dye/lane list that have a
orange dye color.
Copy Window Copies the active window to the | “Editing Document Windows”
clipboard. on page 3-19.
Edit Cell Allows you to change the “Editing Table Cells” on
contents of individual cells in page 8-34.
(CU+E) tables.
Find... Shows a dialog box which “Finding a Table Entry” on
allows you to locate and select | page 8-39.
(Cur+F) an alphanumeric text in the
Dye/lane list, Category list, or
the table.
Find Next Allows you to locate and select | “Finding the Next Occurrence”
the next case of a previously on page 8-40.
(Cu+G) defined alphanumeric text,
without the need to repeatedly
use the Find dialog box.

11-6 Menu and Command Reference




Edit menu commands: (continued)

Command Description For more information, see
Mark Places a bullet ( *) in front of the Categories list or Dye/lane list
item.
(Ctrl+M) !
When a... Then...
dye/lane is not marked the plot corresponding to that
item appears in the upper Plot
window.
category is marked it is used by labeling and table
commands.
Unmark Removes a bullet ( ¢) from the Category or Dye/lane list item.
(Ctrl+U)

When a...

Then...

dye/lane is not marked

the plot corresponding to that
item no longer appears in the
upper Plot window.

category is not marked

it is not used by labeling and
table commands.

Set Preferences

Display a dialog box that allows you to:

To...

See...

set options for exporting
tables.

“Setting Preferences for
Exporting Tables” on
page 8-45.

define additional windows to
be opened with the main
window.

“Defining Windows to Open
with Main Window” on
page 3-10.

define information to be shown
in the Dye/lane list.

“Setting Viewing Preferences”
on page 5-5.

double-click to run macros and
steps.

“Tips for Running Macros” on
page 4-3.

set BioLIMS preferences.

Chapter 10, “Using the
BioLIMS 2.0 Database.”.
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AnalysisMenu

Definition The Analysis menu contains commands for labeling fragment peak
data, and determining statistical data for fragment peaks.

Menu Options The following figure shows the list of commands you can access from
the Analysis Menu

Set Click Optiong...
Set Statistics Options. ..

Set Histogram Options. ..

Label Peaks...

LChange Labels...
HMormalize Labels. ..
Filter Labels...

Bemove Labels...

Clear Common Labels...

Calculate Scale Factors...

Derive Table LCopy Table
Erport Denyved Table, Flip Table
Clear Category List

Clear All Labels

Clear Table

Clear Derived Table
Clear Dye/Lane List
Clear &ll Scale Factors

Commands

Analysis menu commands:

Command Description For information, see...
Set Click Options Displays a dialog box used to “Manually Labeling Fragment
set parameters for manual Peaks” on page 6-37.

labeling of peaks.

For example, labeling by size,
height, scan number, or area.

11-8 Menu and Command Reference



Analysis menu commands: (continued)

Command

Description

For information, see...

Set Statistics Options

Displays a dialog box used to
set parameters for what
appears in the Statistics
window.

Settings include: calculate
statistics for peak size, scan
number, bin size.

“Setting Statistics Options” on
page 9-3.

Set Histogram Options

Displays a dialog box used to
set parameters for how the
histogram window interacts with
other parts of a Genotyper
Document.

“Setting Histogram Viewing
Options” on page 9-22.

Label Peaks

Displays a dialog box used to
label peaks for selected
dye/lanes that have have been
defined by marked category
parameters.

”

“Labeling Peaks Automatically
on page 6-28.

Change Labels

Displays a dialog box which, for
selected lanes in the Dye/lane
list, allows you to change the
labels at currently labeled
peaks.

“Changing Existing Labels” on
page 6-31.

Normalize Labels

Displays a dialog box used to
normalize data in several peak
labels to data in a specific
(control) label.

“Labeling Normalized
Peaks—an Example” on
page 6-50.

Filter Labels

Removes unwanted labels from
peaks.

“Filtering Labels” on page 6-32.

Remove Labels

Displays a dialog box used to
remove labels from specified
peak locations of selected

dye/lanes in the dye/lane list.

“Removing Labels” on
page 6-47.

Clear Common Labels

In currently-selected set of
dye/lanes, remove labels for
peaks that (within tolerance)
are at the same location and
are labeled in each of the
dye/lanes.

A dialog box appears that is
used to set the tolerance.

“Removing Common Labels”
on page 6-49.
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Analysis menu commands: (continued)

Command

Description

For information, see...

Calculate Scale Factors

Normalizes the height or area
of peaks.

“Calculating Scale Factors” on
page 5-16.

Derive Table

Enables you to derive a second table from an existing table.

A derived table is not linked to dye/lanes or categories like the

table from which it was derived.

The following submenu commands appear:

Command Description See...

Copy Table Copies the table in the “Deriving a
Table window to the Second Table
Derived table window. from an Existing

Table” on
page 8-42.

Flip Table Flips the table in the Table | “Formatting
window, copies it, and Tables for
places it in the derived Export” on
table window. page 8-43.

Export Derived Table

Exports derived tables as text
files.

“Exporting and Copying Tables”
on page 8-44.

Clear Category list

Clears all entries in the
Category list.

“Clearing the Category List” on
page 6-5.

Clear All Labels

Removes all labels from all
peaks (whether selected or not)
in the Plot window.

“Removing All Labels” on
page 6-47.

Clear Derived Table

Clears derived table.

“Clearing the Derived Table” on
page 8-42.

Clear Table

Removes all rows and columns
from the table.

“Clearing the Table” on
page 8-41

Clear Dye/Lane list

Removes all entries from the
Dye/lane list.

“Clearing the List” on page 5-8.

Clear All Scale Factors

Resets all scale factors from
dye/lanes in the Dye/lane list to
1.0.

“Resetting Scale Factors to
One” on page 5-17.
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Category Menu

Definition The Category menu contains commands for defining categories.

Menu Options The following figure shows the list of commands you can access from
the Category menu.

Category

Add Category. ..

Add Multiple Categories...

Edit Category...

Chrl+L

Offzet Categories...

[Ealzulate [Hffee

i

ake fram Labels.

Make Category

Members...

Commands Category menu commands:

Command

Description

For information, see...

Add Category (Ctrl+L)

Displays a dialog box used to
set category parameters for
new categories.

“Adding Categories” on
page 6-5.

Add Multiple Categories

Displays a dialog box used to
create multiple categories at
once.

“Adding Multiple Categories” on
page 6-8.

Edit Category

Shows a dialog box used to
change the parameters of the
selected category.

“Editing Category Parameters”
on page 6-25.

Offset Categories

Allows you to adjust the size
range for peak labeling for
selected categories.

“Using the Offset Category
Command” on page 6-26.

Calculate Offset

Automatically adjusts the size
range for peak labeling for
selected categories.

“Using the Calculate Offset
Command” on page 6-27.

Make from Labels

Displays a dialog box used to
create categories from labels.

“Making Categories from
Labels” on page 6-55.

Make Category Members

Displays a dialog box used to
create member categories for
specialized applications.

“Making Category Members”
on page 6-18.
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Table Menu

Definition The Table menu contains commands for setting up Tables and working
with tabular data.

Menu Options The following figure shows the list of commands you can access from
the Table menu.

Sebup Table

Append to T able

Update T able

Sort Table...
Anpalyze Table..

Lalculate in Table...

Export to File...

Commands

Table menu commands:

Command

Description

For information, see...

Set up Table

Displays a dialog box used to
define the contents and order of
rows and column headings for
tables.

¢ “Determining Row Contents
on page 8-3.

¢ “Determining Column
Contents” on page 8-5.

Append to Table

Adds rows to an existing table.

“Appending Rows to a Table”
on page 8-7.

sort the rows of a table in a
Genotyper Document.

Update Table If you have created a table, and | “Updating Tables” on
made changes to peak labels, page 8-41.
updates the corresponding
information in your table.
Sort Table Displays a dialog box used to “Sorting the Rows in a Table”

on page 8-36.

Analyze Table

Allows you to specify conditions
for logical comparisons of table
cell contents.

“Analyzing Data in Tables” on
page 8-27.

Calculate in Table

Allows you to perform
numerical calculations of table
cell contents.

“Calculating Results from Table
Data” on page 8-22.
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Table menu commands: (continued)

Command

Description

For information, see...

Export to File

Exports table contents to a text
file.

“Exporting Tables to Text File”
on page 8-46.
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Views Menu

Definition The Views menu contains commands for opening windows for
Genotyper Document windows in the Main window, and for customizing
viewing of these windows.

Menu Options The following figure shows the list of commands you can access from
the Views Menu.

v Dizplay by Size

Dizplay by Scan

Erpand Lategones (57
[Eollapse Eateqares (2t
Show b ain ‘Window

Show Diyedlanes Window

Show Plot ‘Window Chil+y'
Show Categories "Window Chil+k
Show T able Window Chil+T
Show Macro ‘Window

Show Step Window

Show Statiztics Window
Show Histogram 'Window
Show Derived T able Window

Dyedlane Sorting...
Category Sorting...

Plot Options Label Options...

Zoom P e Snadag.

Main Window, Upper Pane...
ain Window, Lower Pane...
Blatsindow Upper Bane.
Elat Wwindaw LowerEare
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Commands

Views menu commands:

the plot areas to scan line.

Command Description For information, see...

Display by Size Changes the horizontal scale in | step 2 on page 7-10.
the plot areas to base pairs.

Display by Scan Changes the horizontal scale in

Expand Categories

(Ctrl+])

Displays all categories in a
selected category group in the
Category list.

“Expanding and Collapsing

Collapse Categories
(Ctrl+])

Displays only the category
group name of a selected
category in the Category list.

Categories” on page 6-5.

Show Main Window

Shows all parts of a Genotyper
Document in one window, the
Main window.

“Displaying the Main Window”
on page 3-8.

Show Dye/lanes Window

Opens an additional, larger
window that shows only the
Dye/lane list.

“Show Dye/Lanes Window from
the Views menu.” on page 3-11.

Show Plot Window
(Ctrl+Y)

Opens an additional, larger
window that shows only the
plots and peak labels.

The window expands vertically
to fill the computer screen.

“Show Plot Window from the
Views menu.” on page 3-11.

Show Categories Window

(Ctrl+K)

Opens an additional, larger
window that shows only the
Category list.

“Show Categories Window from
the Views menu.” on page 3-11.

Show Table Window
(Ctrl+T)

Opens an additional, larger
window that shows only the
table.

“Show Table Window from the
Views menu.” on page 3-12.

Show Macro Window

Opens an additional, larger
window that shows only the
Magcro list.

“Showing the Macro Window”
on page 4-4.

Show Step Window

Opens an additional, larger
window that shows only the
Step list.

“Showing the Step Window” on
page 4-6.
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Views menu commands: (continued)

Command

Description

For information, see...

Show Statistics Window

Opens window displaying
statistics of selected peaks
(number of labeled peaks,
minimum, maximum, median,
standard deviation, count, and
bin).

“Viewing Peak Statistics” on
page 9-17.

Show Histogram Window

Opens window displaying
histogram representation of
statistics of selected peaks.

“Viewing the Histogram
Window” on page 9-19.

Show Derived Table Window

Opens window displaying
Derived table, if one exists.

“Deriving a Second Table from
an Existing Table” on
page 8-42.

Dye/Lane Sorting

Displays a dialog box used to
sort the Dye/lane list by file
names, lanes, dye color,
sample information, or sample
comments in ascending or
descending order.

“Searching and Sorting
Through Lists” on page 5-10.

Category Sorting

Displays a dialog box used to
sort category names, category
starting size or scan number,
and category dye color in

ascending or descending order.

“Sorting and Editing
Categories” on page 6-24.

11-16 Menu and Command Reference




Views menu commands: (continued)

Command

Description

For information, see...

Plot Options

A submenu appears with the following options:

Command Description See...
Label Displays a dialog box used | step 1 on
Options... to modify and use colors page 6-39.
and prefixes in labels.
Dye Scaling... Displays a dialog box used | “Procedure”on
to modify signal heights. page 7-12.
Main Window, Displays the Plot Options
Upper Pane... dialog box, used to change
the display options in the
upper pane of the Main
window.
Main Window, Displays the Plot Options
Lower Pane... dialog boxed, used to
change the display options
in the lower pane of the
Main window. o
- - - “Customizing
Plot Window, When the Plot window is Plot Displays”
Upper Pane... open, displays the Plot on page 7-19.
Options dialog box, used to
change the display options
in the upper pane of the
Plot window.
Plot Window, When the Plot window is
Lower Pane... open, displays the Plot

Options dialog box, used to
change the display options
in the lower pane of the Plot
window.
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Views menu commands: (continued)

Command

Description

For information, see...

Zoom

A submenu appears with the following options:

Command Description See...
Zoom In Zoom in by a factor of two. “Zoominginon
the Plot Area”
(Ctrl+=) on page 7-13.
Zoom In Expands the selected “Zoominginon
(Selected portion of an a Selected
Range) electropherogram to fill the | Range” on
full plot area. age 7-13.
(Ctrl+R) utp pag
Zoom Out Displays a somewhat larger | “Zooming Out”
(Ctri+-) section of the on page 7-14.
electropherogram.
Zoom Out (Full | Displays the complete “Zooming Out
Range) electropherogram. to Full Range”
7-15.
(Ctrl+H) on page
Zoom To... Displays a dialog box used
to specify a zoom range.
Zoom To Zooms to a range that
Category includes the ranges of “Zooming to a
currently-selected -
’ Specific
categories. .,
Range” on
Zoom To Next Zoom to the range of the page 7-16.

Category
(Ctrl+J)

next marked category
following the
currently-selected
category.
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Macro Menu

Definition The Macro menu contains commands for creating and running macros
for automating the Genotyper software procedures and applications.

Menu Options The following figure shows the list of commands you can access from

the Macro menu.

v Becord Steps

SaveStep Log...

Fun Macro
LChange Macro

Duplicate Macro...

MName...

Fiur Linked Macro/Senpt.

Edit Step...
Fiun Step

Add Comment..

Clear Step Log

Commands

Macro menu commands:

Command

Description

For information, see...

Record Steps

When this menu item is
checked, your steps
(commands) will be added to
the Current Step Log.

“Recording Steps in the Step
List” on page 4-8.

Save Step Log

Creates a macro from the
current step log and brings up a
dialog box that allows you to
name the macro and choose a
keyboard command to run it.

step 3 on page 4-12.

Run Macro

Runs the selected macro.

“How to Run Macros” on
page 4-4.

Change Macro Name

Displays a dialog box used to
change the name of the
selected macro and change the
keyboard command which runs
it.

“Changing a Macro Name” on
page 4-12.
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Macro menu commands: (continued)

Command

Description

For information, see...

Duplicate Macro

Makes a copy of the selected
macro.

This is useful if you have a
macro that you want to modify
slightly, but you do not want to
lose the original macro.

“Tips For Using Macros” on
page 4-3.

Edit Step Displays a dialog box used to “Editing the Step List” on
adjust the values used by the page 4-9.
step command.
This works only for steps
created using a dialog box.
Run Step Runs the selected step. “Running a Step” on page 4-10.

Add Comment

Displays a dialog box used to
add comments at the end of the
Current Step log.

“Adding a Comment to a
Macro” on page 4-13.

Clear Step Log

Removes all steps in the
Current Step log.

“Clearing the Step List” on
page 4-11.
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Window Menu

Definition The Window menu contains commands for.

Menu Options The following figure shows the list of commands you can access from
the Window menu.

findow

Lascade
Armange lcong

1 Clipboard
v 20D1.gta

Commands Window menu commands:

Command Description For information, see...

Cascade Arranges windows so they are “Cascading Windows” on
the same size and stacked from | page 3-12.

back to front, with only the title
of each visible.

Arrange Icons

1 Clipboard Shows items that have been “Editing Document Windows”
cut, or copied, and still reside in | on page 3-19.
the clipboard.

(More Windows) Lists all currently open
Genotyping software windows.
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License and
Warranty

Perkin-Elmer Software License and Limited Product Warranty

To The Purchaser

Copyright

PURCHASER, CAREFULLY READ THE FOLLOWING TERMS AND
CONDITIONS (THE “AGREEMENT"), WHICH APPLY TO THE
SOFTWARE ENCLOSED (THE “SOFTWARE”"). YOUR OPENING OF
THIS PACKAGE INDICATES YOUR ACCEPTANCE OF THESE TERMS
AND CONDITIONS. IF YOU DO NOT ACCEPT THEM, PROMPTLY
RETURN THE COMPLETE PACKAGE AND YOUR MONEY WILL BE
RETURNED. THE LAW PROVIDES FOR CIVIL AND CRIMINAL
PENALTIES FOR ANYONE WHO VIOLATES THE LAWS OF
COPYRIGHT.

The SOFTWARE, including its structure, organization, code, user
interface, and associated documentation, is a proprietary product of
The Perkin-Elmer Corporation and is protected by international laws of
copyright. Title to the SOFTWARE, and to any and all portion(s) of the
SOFTWARE shall at all times remain with Perkin-Elmer.
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License 1.You may use the SOFTWARE on a single computer (or on a single
network, if your software is designated as a network version). You may
transfer the SOFTWARE to another single computer (or network, if a
network version), so long as you first delete the SOFTWARE from the
previous computer or network. You may never have operational
SOFTWARE on more than one computer (or more than one network, if
a network version) per original copy of the SOFTWARE at any time.

2.You may make one copy of the SOFTWARE for backup purposes.

3. You may transfer the SOFTWARE to another party, but only if the
other party agrees in writing with Perkin-Elmer to accept the terms and
conditions of this Agreement. If you transfer the SOFTWARE to another
party, you must immediately transfer all copies to that party, or destroy
those not transferred. Any such transfer terminates your license.

Restrictions 1.You may not copy, transfer, rent, modify, use, or merge the
SOFTWARE, or the associated documentation, in whole or in part,
except as expressly permitted in this Agreement.

2.You may not reverse assemble, decompile, or otherwise reverse
engineer the SOFTWARE.

Limited Warranty For a period of 90 days after purchase of the SOFTWARE, Perkin-
Elmer warrants that the SOFTWARE will function substantially as
described in the documentation supplied by Perkin-Elmer with the
SOFTWARE. If you discover an error which causes substantial
deviation from that documentation, send a written naotification to Perkin-
Elmer. Upon receiving such notification, if Perkin-Elmer is able to
reliably reproduce that error at its facility, then Perkin-Elmer will do one
of the following at its sole option: (i) correct the error in a subsequent
release of the SOFTWARE, which shall be supplied to you free of
charge, or (ii) accept a return of the SOFTWARE from you, and refund
the purchase price received for the SOFTWARE. Perkin-Elmer does not
warrant that the SOFTWARE will meet your requirements, will be error-
free, or will conform exactly to the documentation. Any sample or model
used in connection with this Agreement is for illustrative purposes only,
is not part of the basis of the bargain, and is not to be construed as a
warranty that the SOFTWARE will conform to the sample or model.
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Limitation Of
Liability

Term

Miscellaneous

EXCEPT AS SPECIFICALLY STATED IN THIS AGREEMENT, THE
SOFTWARE IS PROVIDED AND LICENSED “AS IS”. THE ABOVE
WARRANTY IS GIVEN IN LIEU OF ALL OTHER WARRANTIES,
EXPRESSED OR IMPLIED, INCLUDING THOSE OF
MERCHANTABILITY OR FITNESS FOR A PARTICULAR PURPOSE.
NOTWITHSTANDING ANY FAILURE OF THE CENTRAL PURPOSE
OF ANY LIMITED REMEDY, PERKIN-ELMER'’S LIABILITY FOR
BREACH OF WARRANTY SHALL BE LIMITED TO A REFUND OF
THE PURCHASE PRICE FOR SUCH PRODUCT. IN NO EVENT WILL
PERKIN-ELMER BE LIABLE FOR ANY OTHER DAMAGES,
INCLUDING INCIDENTAL OR CONSEQUENTIAL DAMAGES, EVEN
IF PERKIN-ELMER HAS BEEN ADVISED OF THE POSSIBILITY OF
SUCH DAMAGES.

You may terminate this Agreement by destroying all copies of the
SOFTWARE and documentation. Perkin-Elmer may terminate this
Agreement if you fail to comply with any or all of its terms, in which case
you agree to return to Perkin-Elmer all copies of the SOFTWARE and
associated documentation.

1. Failure to enforce any of the terms and conditions of this Agreement
by either party shall not be deemed a waiver of any rights and privileges
under this Agreement.

2. In case any one or more of the provisions of this Agreement for any
reason shall be held to be invalid, illegal, or unenforceable in any
respect, such invalidity, illegality, or unenforceability shall not affect any
other provisions of this Agreement, and this Agreement shall be
construed as if such invalid, illegal, or unenforceable provisions had
never been contained herein.

3. This Agreement shall be construed and governed by the laws of the
State of California.

4. This Agreement and the Perkin-Elmer Sales Quotation constitute the
entire agreement between Perkin-Elmer and you concerning the
SOFTWARE.
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| ndex

Numerics
5th dye, command, description of 11-6

A
ABI PRISM Genotyping Software System
how you can use 1-3
research projects 1-3
Add Category command
description of 11-11
Add Multiple Categories command
description of 11-11
adding
categories 6-5to 6-7
multiple categories 6-8 to 6-10
AFLP
kind of table Genotyper produces 3-2
making categories for 6-55
making category members for 6-18
removing common labels 6-49
allele ranges, identifying 6-14
alleles
identifying individual alleles 6-14
renaming labels 6-31
allelic ladders, making categories for 6-55
Analysis menu
commands, description of 11-8to 11-10
options 11-8
Analyze Table command
description of 11-12
procedure 8-28 to 8-29
analyzing table data 8-27 to 8-30
Append to Table command, description of 11-12
applications, options for automating 4-2
Arrange Icons menu command, about 11-21
automatic peak labeling 6-28 to 6-31
definition of 6-2
automating procedures, approaches to 4-2
automation, planning for 2-6 to 2-8

B

base pairs, definition of 7-8
Bin size

defining bin size  9-15
definition of 9-15
determining starting bin  9-16
displaying bin statistics 9-20
guidelines for Bin size selection 9-15
guidelines for selecting 9-15
how to define 9-15
Bin statistic, description of 9-2
bins, locating in tables 9-18
BioLIMS, using 10-2 to 10-18
configuring for Oracle WindowsNT 10-2 to
10-4
configuring Genotyper for BioLIMS
access 10-7to 10-9
importing GeneScan data from
BioLIMS 10-10to 10-11
testing BioLIMS database connection 10-5
to 10-6
using the Collection Browser window 10-12
to 10-18
Collection Search criteria 10-15
displaying the window 10-12
Fragment Search criteria 10-16 to
10-18
parts of the window 10-13 to 10-14
ways to search 10-12
window example 10-13
Blue command, description of 11-6
buttons
Locate in Table, use of 9-18

C
Calculate in Table

command, description of 11-12

procedure 8-24 to 8-26

uses of command 8-22
Calculate Offset

description of 11-11

procedure 6-27
Calculate Scale Factors, description of 11-10
calculating

offset of categories 6-27

Index-1



results from table data 8-22 to 8-26
scale factors 5-16 to 5-17
calculations, for table data
absolute difference, performing 8-23
average of, performing 8-23
difference squared, performing 8-23
difference, performing 8-22
member for category, performed 8-23
product of, performing 8-23
ratios, performing 8-23
square root, performing 8-23
sum of, performing 8-22
Cascade window menu command, about 11-21
categories
adding 6-5to 6-7
adding multiple 6-8 to 6-10
adjusting size ranges of in histograms 9-28
as source of statistics 9-5 to 9-6
choosing range limits for 6-6
coloring name of labels 6-44
defining 6-4 to 6-10
defining ranges for in histograms 9-24
definition of 6-4
displaying in color 6-7
editing 6-25, 8-13
editing in histograms 9-24 to 9-28
generating table rows from 8-4
making from labels 6-55 to 6-57
making members 6-18 to 6-20
naming example 6-10
offsetting 6-26 to 6-27
overlapping category ranges,
specifying 6-12
searching for 6-22
sorting 6-24
viewing 7-8
zooming 7-16
Categories window, about 6-4
category groups
collapsing 6-17
creating 6-14to 6-17
marking a group of categories 6-16
Category list 4-2
collapsing category groups 6-17
description of 3-9
steps for sorting 6-24
Category menu

Index-2

commands, description of 11-11
category name column, defining 8-6
Category Sorting command, description

of 11-16
Category window, example of 3-11
Change Labels command, description of 11-9
Change Macro Name command, description
of 11-19, 11-21
Clear All Labels command, description of 11-10
Clear All Scale Factors command, description
of 11-10
Clear Category list command, description
of 11-10
Clear command, description of 11-5
Clear Common Labels command, description
of 11-9
Clear Dyel/lane list command, description
of 11-10
Clear Step Log command, description of 11-20
Clear Table command, description of 11-10
Clipboard menu command, about 11-21
Close command, description of 11-3
Collapse Categories command, description
of 11-15
Collection Browser window

Collection Search criteria  10-15

displaying the window 10-12

Fragment Search criteria 10-16 to 10-18

parts of the window 10-13 to 10-14

ways to search 10-12

window example 10-13
color, customizing in labels 6-43 to 6-46
column headings, editing 8-33 to 8-34
columns

arranging order of 8-8to 8-10

clearing 8-30

column limit in table 8-3

determining contents of 8-5to 8-6

editing headings 8-35

selecting as source of statistical data 9-8

setting up results column  8-22

specifying for label detection 8-11

warnings for edited tables 8-13 to 8-15

warnings for modulation scores,

specifying 8-16 to 8-17
commands, displaying commands issued 4-7,
4-15



common labels, removing 6-49
conditional labeling text column, defining 8-6
control peaks, defining 6-50 to 6-51
Copy command, description of 11-5
Copy command, using 3-19
Copy Table command, description of 11-10
Copy Window command, using 3-19, 11-6
copying and pasting from the Step list 4-10
Count statistic, description of 9-2
Current Step Log, using to show commands
issued 4-7
customer support
e-mail address 1-19
help 1-16to 1-21
internet address  1-16
regional sales offices 1-19to 1-21
telephone/fax (U.S) 1-16
customizing plot areas 7-17 to 7-23
Cut command, using 3-19, 11-5

D

data type
adding data type prefixes 6-40 to 6-41
choosing colored labels by data type 6-45
selecting custom colors for data type 6-45
Derive Table command
description of 11-10
procedure 8-42
using to export table 8-46
Display by Scan command, description of 11-15
Display by Size command, description of 11-15
DMD Analysis, using Analyze in Table command
for 8-28
Document windows
copying 3-19
viewing 3-10
Duplicate Macro command, description of 11-20
dye color column, defining 8-6
dye colors
labeling with  6-44
viewing in Dye/lane list 5-6
Dye Scaling command, description of 11-17
Dye Selection buttons 5-8
Dye/lane lists
categories for 6-4
clearing 5-8
definition of 5-2,5-5

description of 3-9
editing contents  5-14
generation of 5-2
viewing 5-5to05-9
Dye/Lane Sorting command, description

of 11-16
dye/lanes
editing 8-13

generating table rows from 8-3
how to sort 5-10
re-importing 8-7
specifying search criteria for 5-12
viewing plots of imported dye/lanes 7-2 to
7-7
where they come from 5-2 to 5-3
Dye/lanes window
example of 3-11
viewing 5-7
dye-labeled fragments 5-2

E

Edit Category command, description of 11-11
Edit cell command, description of 11-6
Edit menu commands, description of 11-5to
11-7

Edit Step command, description of 11-20
edited cell warning column, defining 8-6
editing

categories in histograms 9-24 to 9-28

category parameters 6-25

column headings 8-33to 8-34

contents of Step list 4-9

lists 3-18

Sample Comments field 5-14

Sample Information field 5-14

specify when table cells has been

edited 8-14

table cells 8-33to 8-34
electropherograms, example of 7-2
e-mail, address for technical support 1-19
exclusive labeling checkbox, using 6-8
Exclusive option, using to label peaks 6-12
exclusive peak labeling

an example of 6-11to 6-13
Expand Categories command, description

of 11-15
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Export Derived Table command, description GeneScan files

of 11-10 display of 3-8
Export to File command, description of 11-13 how Genotyper analyzes 1-4
exporting how to import  3-13 to 3-17
tables 8-46 importing data from BioLIMS 10-10 to
10-11
F storing 3-14

GeneScan size standard column, content of 8-6
GeneScan size-calling method column,
defining 8-6
GeneScan software
importing files from 3-13
Sample Sheet, description of 2-3
See Also GeneScan Files
Genotyper Documents
definition of 3-7
generating statistics for 9-2
how to open 3-7
locking/unlocking 3-20
printing windows 3-21
saving 3-12
updating 8-41
viewing parts of 3-10
Genotyper software
BioLIMS, using 10-2 to 10-18
configuring for WindowsNT 10-2 to
10-4
configuring Genotyper for BioLIMS
access 10-7to 10-9
importing GeneScan data from
BioLIMS 10-10to 10-11
testing BioLIMS database
connections 10-5 to 10-6
using the Collection Browser
window 10-12 to 10-18
compatibility with previous versions 1-6
genetic programs use software for 1-3

FAX on Demand 1-18
File menu commands, description of 11-3 to
11-4

file name, viewing in Dye/lane list 5-6
Filter Labels command, description of 11-9
filtering

definition of 6-32

labels 6-32 to 6-36

stutter peaks 6-13
Find command

description of 11-6

finding table entries 8-39

planning for use of 2-5
Find Next command

description of 11-6

using in tables 8-40
Flip Table command

Derive table, description of 11-10

example of 8-43

flipping and formatting tables 8-43
forensics

kind of table Genotyper produces 3-2
fragment peaks

ways to label 6-2

why label 6-2
fragment samples, source of 2-2
fragment size, as source of statistics 9-7
Frequency statistic, description of 9-2

G how it works, figure 1-4
Gel file names column, defining 8-6 name category example 6-10
gene dosage 1-3 starting 1-10to 1-15
gene expression profiling genotyping applications
example table 8-2 choosing a table 8-2
kind of table Genotyper produces 3-2 table of genotyping applications 3-2
steps for performing 3-5 to 3-6 Green command, description of 11-6
gene quantitation, using Analyze in Table
command for 8-28 to 8-29 H

GeneScan file name column, defining 8-6 help
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e-mail address 1-19
internet address 1-16
regional sales offices 1-19to 1-21
telephone hours 1-16
telephonef/fax (U.S.) 1-16
Heteroduplex mobility assays (HMA)
table calculation for 8-22
using genotyping for 1-3
histograms
adjusting size ranges of categories 9-28
setting viewing options  9-22 to 9-23
viewing 9-19to 9-21
viewing data from tables 9-23
HMA (Heteroduplex mobility assays)
table calculation for 8-22
using genotyping for 1-3

|
importing
GeneScan data from BioLIMS 10-10 to
10-11
GeneScan files
process of 3-13
integers, rounding, when to  6-30
internet address
FAX-on-Demand 1-18

L

Label Options command, description of 11-17
Label Peaks command, description of 11-9
labeled peak
as source of statistics 9-4 to 9-5
data, arranging columns of 8-8 to 8-10
example of 6-2
labeled peak data column, defining 8-6
labeled text, as value types 9-13
labeling
adding data type prefixes 6-40 to 6-41
all peaks 6-6
approachesto 6-2to 6-3
automatic peak labeling 6-28 to 6-31
definition of 6-2
by category definitions 6-28
for quantitative applications 6-50 to 6-54
manually labeling peaks 6-37 to 6-38
definition of 6-3

normalized peaks 6-50 to 6-54
peak areas 6-30
peak heights 6-7, 6-30
peak size 6-30
with dye colors 6-44
with how peak labeled 6-30, 6-38
with modulation score 6-30, 6-38
with scan numbers 6-30, 6-38
with text descriptions 6-30, 6-38
labels
alleles
renaming 6-31
associating with dye colors 6-44
changing existing labels 6-31
coloring by data type 6-45
customizing text in  6-39 to 6-42
customizing the color in  6-43 to 6-46
duplicates, avoiding 6-28
identifying data type of 6-40 to 6-41
making categories from labels 6-55 to 6-57
removing 6-47 to 6-49
showing labels removed manually 6-39 to
6-40
specifying when peak label has been
edited 8-13
lane number column, defining 8-6
lane number, viewing in Dye/lane lists 5-6
license A-1to A-3
linkage mapping
example table 8-2
kind of table Genotyper produces 3-2
steps for performing 3-3to 3-4
lists
editing 3-18
making active 3-18
selecting items in  3-18
Locate in Table button, using 9-18
locking Genotyper Documents 3-20
loss of heterozygosity
definition of 8-31
example table 8-3
kind of table Genotyper produces 3-3
using Analyze in Table command for 8-28
using table commands for 8-31
low signal warning column, defining 8-6
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M labeling of 5-3
macintosh, converting sample files to the NT 1-7 ~ Number of Data Points statistic, description

Macro menu commands, description of 11-19 to of 9-2
11-20 number of labels column, defining 8-6
macros
creating from Step list 4-11 to 4-13 0
definition of 4-2 Offset Categories command, description
_running 4-3 10 4-4 of 11-11
Main window  3-7 Open command, description of 11-3
definition of 3-8 opening
description of parts - 3-9 Genotyper Documents  3-7
plot area, upper and lower pane 7-17 Oracle
Main Window, Lower Pane command, description configuring for BioLIMS  10-2 to 10-4
) O_f 11-17 o Orange command, description of 11-6
Main Window, Upper Pane command, description overlapping category ranges, result of
of 11-17 specifying 6-12
Make Category Members command, description
of 11-11
Make from Labels command, description P
of 11-11 Paste command, using 3-19
manually labeling peaks peak areas
definition of 6-3 as measurement of fragment quantities 3-5
procedure 6-37 to 6-38 as value types  9-12
Mark command, description of 11-7 viewing 7-8
Maximum statistic, description of 9-2 peak data 7-81t0 7-10
Mean statistic, description of 9-2 arranging columns of ~ 8-8 to 8-10
Median statistic, description of 9-2 viewing 7-8t0 7-10
memory peak h(_algh_ts
low Warning 7-7 adjustlng 7-11to 7-12
microsatellite as measurement of fragment quantities 3-5
repeats, adding categories for 6-8 as value types  9-11
size labels for  6-30 comparing  7-11
minimum modulation score column, defining 8-6 defining  6-7
Minimum statistic, description of 9-2 definition of 7-8
modulation score making histograms from 9-23
definition of 8-16 viewing  7-8
labeling peaks with  6-30, 6-38 peak quantities

comparing 7-11
steps for comparing 3-5

N peak resolution, techniques for improving 2-2
naming categories, naming example 6-10 peak size
New command, description of 11-3 viewing 7-8
Normalize Labels command, description of 11-9 peaks
normalizing control
peak heights or areas 5-15to 5-17 defining 6-50 to 6-51
peaks to the control peak 6-51 to 6-52 how labeled 6-4
nucleic acids kinds you can filter 6-33

in dye/lanes 5-2
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normalized
labeling 6-50 to 6-54

normalizing to control 6-51 to 6-52

smalll

removing labels from 6-34
spurious

removing labels 6-34
statistics

viewing 9-17
stutter

removing labels from 6-36

plot area

low memory warning  7-7
zooming 7-13
plot areas
customizing 7-17 to 7-23
plot data
comparing to reference plots 7-26
plot displays
order of 7-6
Plot Options
commands
description of 11-17
Plot window
example of 3-11, 7-2
Lower Pane 7-3
parts of 7-3
Peak Description Area 7-3
Upper Pane 7-3
plot window
lower pane 7-18
upper pane 7-18
Plot Window, Lower Pane
command
description of 11-17
Plot Window, Upper Pane
command
description of 11-17
plots
table data 7-24
polymerase enzyme
slippage of 6-36
precedence
concept in table sorting 8-36
preference settings
for dye/lane viewing 5-5
preferences

setting for exporting tables 8-45
prefixes

for data type labels 6-40 to 6-41
print

howto 3-21
printing

document windows 3-21
procedures

automating 4-2

options for automating 4-2

Q

guantitative applications
labeling for 6-50 to 6-54
using scale factors for 5-15

R
range limits, automatically filling 6-6
Record Steps command, description of 11-19
recording steps in the Step list 4-8
Red command, description of 11-6
reference plots, comparing to plot data 7-26
registration card, completing 1-5
Re-Import Dye/lane command, description

of 11-4

re-importing dye/lanes 8-7
Remove Labels command, description of 11-9
removing labels 6-47 to 6-49
resetting scale factors 5-17
results columns, creating 8-22
Results files, importing from GeneScan 3-13
rounding integers, when to  6-30
rows

appending to tables 8-7

determining contents of 8-3

marking as edited 8-33

sorting 8-36 to 8-38
run conditions, optimizing 2-2
Run Macro command, description of 11-19
Run Step command, description of 11-20
running

macros 4-3to 4-4

step from Step list 4-10
run-to-run variability, eliminating 6-26
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S

Sample Comments

column, defining 8-6

field, editing 5-14

viewing in Dye/lane list 5-6
sample data, techniques for preparing 2-2
sample files

converting Macintosh files to the NT 1-7
Sample files, importing from GeneScan 3-13
Sample Information

column, defining 8-6

field, editing 5-14

generating rows from 8-4

source of 2-4

viewing in Dye/lane list 5-6
Sample Sheet

completing 2-3to 2-5

how Genotyper uses 2-4
Sample subfield, example of 2-5
Save As command, description of 11-3
Save command, description of 11-3
Save Step Log command, description of 11-19
saving

Genotyper Documents 3-12

templates as stationary pads 4-15
scale factors

adjusting peak heights 7-11to 7-12

applying to other peaks 5-17

calculating 5-16 to 5-17

column, defining 8-6

definition of 5-15

displaying 5-15

dividing peak area by 6-30

dividing peak height by 6-30, 6-38

in table columns  8-6

resetting 5-17

viewing in Dye/lane lists 5-6

why use 5-15
scan number

as value types 9-11

definition of 7-8

viewing 7-8
scrolling, tables with plots  7-25
searching

Collection Search criteria  10-15

for categories 6-22

for dye/lanes 5-12

Index-8

for table entries  8-39 to 8-40
Fragment Search criteria 10-16 to 10-18
using the Collection Browser window 10-12
Select All command, description of 11-6
Select command, description of 11-6
Set Click Options command, description of 11-8
Set Histogram Options command, description
of 11-9
Set Preferences command, description of 11-7
Set Statistics Options command, description
of 11-9
Set up Table command, description of 11-12
Show Categories Window command, description
of 11-15
Show Clipboard command
using 3-19
Show Derived Table Window command,
description of 11-16
Show Dye/lanes Window command, description
of 11-15
Show Histogram Window command, description
of 11-16
Show Macro Window command, description
of 11-15
Show Main Window command, description
of 11-15
Show Plot Window command, description
of 11-15
Show Statistics Window command, description
of 11-16
Show Step Window command, description
of 11-15
Show Table Window command, description
of 11-15
showing
current list of recorded steps 4-6
labels removed manually 6-39 to 6-40
table data in plots 7-24
signal
low
cause of 8-18
example of 8-18
specifying warnings for 8-18 to 8-19
saturated
cause of 8-20
example of 8-20
specifying warnings for 8-20 to 8-21



software license A-1to A-3
Sort Table command, description of 11-12
sorting

categories 6-24

dye/lanes 5-10

rows in a table 8-36 to 8-38
Source statistic, description of 9-2
sources

choosing for statistics 9-4 to 9-9

of table data 8-2
spectral overlap, peaks resulting from 6-34
spreadsheets

analyzing data in tables 8-27 to 8-30

copy tablesto 8-47

exporting tablesto  8-44
SSCP, table type Genotyper produces 3-2
Standard Deviation statistic, description of 9-2
stationary pads, saving templates as  4-15
statistics

displaying bins 9-20

generating 9-2to 9-3

kinds you can generate 9-2

options, setting 9-3

viewing 9-17 to 9-18
Step list

clearing 4-11

editing 4-9 to 4-10

recording steps in  4-51to 4-8
Step log

description of 3-9

using to show commands issued 4-7
Step window

location in Main window 4-5

showing the Step window 4-6
storing GeneScan files 3-14
stutter peaks

definition of 6-36

filtering 6-13

T
Table area, description of 3-9
table cell

choosing Cell Text as value type 9-14
table cells
choosing Cell Value as value type 9-13
editing 8-33to 8-34
table data

list of editable cell data 8-33
sources of 8-2
Table menu commands, description of 11-12
Table window, example of 3-12
tables
analyzing data in  8-27 to 8-30
calculating results from data 8-22 to 8-26
copying and saving as a derived table 8-42
copying to spreadsheets 8-47
exporting
to applications 8-44
to text files 8-44
flipping and formatting for export 8-43
locating binsin  9-18
searching for entries  8-39 to 8-40
setting up atable 8-2to 8-7
sorting rows 8-36 to 8-38
specifying when peak label has been
edited 8-13to 8-15
updating in Genotyper 8-41
viewing data in plots 7-24
viewing histogram data from 9-23
technical support 1-16 to 1-21
e-mail address  1-19
internet address 1-16
regional sales offices 1-19to 1-21
telephone/fax (U.S.) 1-16
templates
creating 4-14
definition of 4-2, 4-14
saving as stationary pads 4-15
steps for creating 4-14
using and creating 4-14
text box
example of 8-27
reading for Calculate in Table 8-22
Trisomy, using Analyze in Table command
for 8-28

U
Undo command, description of 11-5
unlocking Genotyper Documents  3-20
Unmark command, description of 11-7
Update Table command, description of 11-12
updating

tables in Genotyper 8-41
upgrades, purchasing 1-5
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user comments column, defining 8-6

\
Value Type statistic, description of 9-2
Value Type, choosing 9-10to 9-14
vertical bar, meaning of in lists  3-18
viewing

Document windows 3-10

histograms 9-19 to 9-21

peak statistics 9-17

table data in plots 7-24
Views menu, commands, description of 11-14to

11-18

W
warranty A-1to A-3
Window menu, using 11-21
window names, displaying 11-21
Window selection buttons, description of 3-9
windows
printing 3-21
www address
FAX-on-Demand 1-18
Perkin-Elmer 1-16

Y
Yellow command, description of 11-6
Z
Zoom commands, description of 11-18
zooming

histograms 9-22

on a selected range 7-13

on the plot area 7-13

outon a plot area 7-14
outto a fullrange 7-15

to a range of categories 7-16
to a specific range 7-16
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