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Preface

About This Guide

Audience This manual is written for principle investigators and laboratory staff who are
planning to operate and maintain the Applied Biosystems 3730/3730x/ DNA
Analyzers.

Assumptions The following background is assumed:

» Familiarity with Microsoft® Windows® 2000 operating system.

» Knowledge of general techniques for handling DNA samples and preparing them
for electrophoresis.

» A general understanding of hard drives and data storage, file transfers, and
copying and pasting.

If you want to integrate the 3730/3730x/ DNA Analyzers into your existing
laboratory data flow system, you need networking experience.
Send Us Your Applied Biosystems welcomes your comments and suggestions for improving its

Comments manuals. You can e-mail your comments to:

Document_Feedback@appliedbiosystems.com
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Preface

Conventions Used in This Guide

This guide uses the following conventions to make text easier to understand. For
example:
* Bold indicates user action. For example:

Type 0 and press Enter for the remaining fields.

* [talic text denotes new or important words and is also used for emphasis. For
example:

Before analyzing, ensure that you have enough fresh matrix.

Obtaining Technical Support

Applied
Biosystems
Web Site

Important Phone

Numbers

A services and support page is available on the Applied Biosystems Web site. To
access this, go to: http://www.appliedbiosystems.com and click the link for
services and support.

At the services and support page, you can:

» Search through frequently asked questions (FAQs)
* Submit a question directly to Technical Support

* Order Applied Biosystems user documents, MSDSs, certificates of analysis, and
other related documents

* Download PDF documents
* Obtain information about customer training
» Download software updates and patches

In addition, the services and support page provides worldwide telephone and fax
numbers to contact Applied Biosystems Technical Support and Sales facilities.
For Technical Support dial 1.800.831.6844 and then press 5. Enter your model
number (310, 3100, 3700, 394, 3900, 7000, 7700, 7900, or 3730/3730x]).

If you do not know your model number, press the * (asterisk) key and use the
following as your guide:

Fluorescent Sequencing 1.800.831.6844
Press 5, then 1, then 4

Fax: 1.650.638.5891

5:30 A.M. to 5:00 P.M. Pacific time.

Fragment Analysis Chemistry including SNPshot & labeled primers
1.800.831.6844

Press 5, then 1, then 3
Fax: 1.650.638.5891
5:30 A.M. to 5:00 P.M. Pacific time.

viii
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General Safety

General Safety

Documentation Five user attention words appear in the text of all Applied Biosystems user
User Attention documentation. Each word implies a particular level of observation or action as
Words described below.

Note: Calls attention to useful information.

IMPORTANT! Indicates information that is necessary for proper instrument
operation, accurate chemistry kit use, or safe use of a chemical.

A o7\ I[o)\] Indicates a potentially hazardous situation which, if not avoided,

may result in minor or moderate injury. It may also be used to alert against unsafe
practices.

A WG UII[e Indicates a potentially hazardous situation which, if not avoided,

could result in death or serious injury.

A pZ\\el35) Indicates an imminently hazardous situation which, if not

avoided, will result in death or serious injury. This signal word is to be limited to the
most extreme situations.

Site Preparation A site preparation and safety guide is a separate document sent to all customers who
and Safety Guide have purchased an Applied Biosystems instrument. Refer to the guide written for
your instrument for information on site preparation, instrument safety, chemical
safety, and waste profiles.

Chemical Safety

Chemical Hazard AWARNING CHEMICAL HAZARD. Some of the chemicals used with

Warning Applied Biosystems instruments and protocols are potentially hazardous and can
cause injury, illness, or death.

* Read and understand the material safety data sheets (MSDSs) provided by the
chemical manufacturer before you store, handle, or work with any chemicals or
hazardous materials.

* Minimize contact with chemicals. Wear appropriate personal protective
equipment when handling chemicals (e.g., safety glasses, gloves, or protective
clothing). For additional safety guidelines, consult the MSDS.

* Minimize the inhalation of chemicals. Do not leave chemical containers open. Use
only with adequate ventilation (e.g., fume hood). For additional safety guidelines,
consult the MSDS.

* Check regularly for chemical leaks or spills. If a leak or spill occurs, follow the
manufacturer’s cleanup procedures as recommended on the MSDS.

» Comply with all local, state/provincial, or national laws and regulations related to
chemical storage, handling, and disposal.

Chemical Waste AWARNING CHEMICAL WASTE HAZARD. Wastes produced by

Hazard Warning Applied Biosystems instruments are potentially hazardous and can cause injury,
illness, or death.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide ix



Preface

About MSDSs

Ordering MSDSs

* Read and understand the material safety data sheets (MSDSs) provided by the
manufacturers of the chemicals in the waste container before you store, handle, or
dispose of chemical waste.

» Handle chemical wastes in a fume hood.

* Minimize contact with chemicals. Wear appropriate personal protective
equipment when handling chemicals (e.g., safety glasses, gloves, or protective
clothing). For additional safety guidelines, consult the MSDS.

* Minimize the inhalation of chemicals. Do not leave chemical containers open. Use
only with adequate ventilation (e.g., fume hood). For additional safety guidelines,
consult the MSDS.

+ After emptying the waste container, seal it with the cap provided.

» Dispose of the contents of the waste tray and waste bottle in accordance with good
laboratory practices and local, state/provincial, or national environmental and
health regulations.

Some of the chemicals used with this instrument may be listed as hazardous by their
manufacturer. When hazards exist, warnings are prominently displayed on the labels
of all chemicals.

Chemical manufacturers supply a current MSDS before or with shipments of
hazardous chemicals to new customers and with the first shipment of a hazardous
chemical after an MSDS update. MSDSs provide you with the safety information
you need to store, handle, transport and dispose of the chemicals safely.

We strongly recommend that you replace the appropriate MSDS in your files each
time you receive a new MSDS packaged with a hazardous chemical.

A LGN e] CHEMICAL HAZARD. Be sure to familiarize yourself with the

MSDSs before using reagents or solvents.
You can order free additional copies of MSDSs for chemicals manufactured or
distributed by Applied Biosystems using the contact information below.
To order documents by automated telephone service:
1. From the U.S. or Canada, dial 1.800.487.6809.
2. Follow the voice instructions to order documents (for delivery by fax).
Note: There is a limit of five documents per fax request.

To order documents by telephone:

In the U.S. | Dial 1.800.345.5224, and press 1.

In Canada @ Dial 1.800.668.6913, and press 1 for English or 2 for French.

To obtain documents through the Applied Biosystems Web site:
1. Go to http://docs.appliedbiosystems.com/msdssearch.html

2. Inthe SEARCH field, type in the chemical name, part number, or other
information that will appear in the MSDS and click SEARCH.

Note: You may also select the language of your choice from the drop-down list.
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Instrument Safety

3. When the Search Results page opens, find the document you want and click on
it to open a PDF of the document.

For chemicals not manufactured or distributed by Applied Biosystems, call the
chemical manufacturer.

About Waste A waste profile was provided with this instrument and is contained in the
Profiles Applied Biosystems 3730/3730xI DNA Analyzers Site Preparation and Safety Guide.
Waste profiles list the percentage compositions of the reagents within the waste
stream at installation and the waste stream during a typical user application, although
this application may not be used in your laboratory. These profiles assist users in
planning for instrument waste handling and disposal. Read the waste profiles and all
applicable MSDSs before handling or disposing of waste.

IMPORTANT! Waste profiles are not a substitute for MSDS information.

About Waste As the generator of potentially hazardous waste, it is your responsibility to perform
Disposal the actions listed below.

» Characterize (by analysis if necessary) the waste generated by the particular
applications, reagents, and substrates used in your laboratory.

* Ensure the health and safety of all personnel in your laboratory.

* Ensure that the instrument waste is stored, transferred, transported, and disposed
of according to all local, state/provincial, or national regulations.

Note: Radioactive or biohazardous materials may require special handling, and
disposal limitations may apply.

Instrument Safety

Instrument Safety Safety labels are located on the instrument. Each safety label has three parts:
Labels

» A signal word panel, which implies a particular level of observation or action
(e.g., CAUTION or WARNING). If a safety label encompasses multiple hazards, the
signal word corresponding to the greatest hazard is used.

* A message panel, which explains the hazard and any user action required.

» A safety alert symbol, which indicates a potential personal safety hazard. See the
Applied Biosystems 3730/3730xl DNA Analyzers Site Preparation and Safety
Guide for an explanation of all the safety alert symbols provided in
several languages.

Before Operating  Ensure that everyone involved with the operation of the instrument has:

the Instrument Received instruction in general safety practices for laboratories

» Received instruction in specific safety practices for the instrument
* Read and understood all related MSDSs

A (o7 \NI[O)M] Avoid using this instrument in a manner not specified by

Applied Biosystems. Although the instrument has been designed to protect the user,
this protection can be impaired if the instrument is used improperly.
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Preface

Computer Correct ergonomic configuration of your computer workstation can prevent stress-
Workstation producing effects such as fatigue, pain, and strain. Minimize or eliminate these
Safety effects on your body by designing your workstation to promote neutral or relaxed
working positions.

A (o701 1[e)\] MUSCULOSKELETAL AND REPETITIVE MOTION

HAZARD. These hazards are caused by potential risk factors that include, but are
not limited to, repetitive motion, awkward posture, forceful exertion, holding static
unhealthy positions, contact pressure, and other workstation environmental factors.

» Use equipment that comfortably supports the user in neutral working positions
and maintains adequate accessibility to the keyboard, monitor, and mouse.

» Position keyboard, mouse, and monitor to promote relaxed body and head
postures.
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Safety and EMC Compliance Information

This section includes the following topics:

Safety Conventions Used in This Document. .. .......... ... ... ... ...... X
Sources of Safety Information. . ............. .. ... .. .. ... i, X
Symbols on InStruments . .. ........... ..t e xi
Safety Labels on Instruments . ................ .00t xii
General Instrument Safety. .. ........ ... ... .. . . .. xiii
Chemical Safety .........c it e e Xiv
Chemical Waste Safety ........ ... ... . . XV
Electrical Safety .. ......... o XVii
Physical Hazard Safety ... ...... ... .. ... . . i XVviii
Biological Hazard Safety. . ........ ... ... Xix
Laser Safety. . ... XiX
Bar Code Scanner Laser Safety. . ........... ... ... ... XX
Computer Workstation Safety . .......... ... ... .. . XXi
Safety and Electromagnetic Compatibility (EMC) Standards ............... XXii
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Safety and EMC Compliance Information

Safety Conventions Used in This Document

Safety Alert
Words

Examples

Four safety alert words appear in Applied Biosystems user documentation. Each
word implies a particular level of observation or action, as described below:

IMPORTANT! Indicates information that is necessary for proper instrument
operation, accurate chemistry kit use, or safe use of a chemical.

A (O \I{el\] Indicates a potentially hazardous situation that, if not avoided,

may result in minor or moderate injury. It may also be used to alert against unsafe
practices, damage to an instrument, or loss of data.

>

WWZ.GUTI[e Indicates a potentially hazardous situation that, if not avoided,
could result in death or serious injury.

A PZWNel5] Indicates an imminently hazardous situation that, if not avoided,
will result in death or serious injury.

Examples of the safety alert words appear below:

IMPORTANT! You must create a separate Sample Entry Spreadsheet for each 96-well
microtiter plate.

A (O7.\I{elM] Do not touch the lamp. This can damage the lamp.

LGN e CHEMICAL HAZARD. Formamide is harmful if absorbed
through the skin and may cause irritation to the eyes, skin, and respiratory tract. It
may cause damage to the central nervous system and the male and female
reproductive systems, and is a possible birth-defect hazard. Read the MSDS and
follow the handling instructions. Wear appropriate protective eyewear, clothing, and
gloves.

>

A PLW[e]33] ELECTRICAL HAZARD. Failure to ground the instrument
properly can lead to an electrical shock. Ground the instrument according to the
provided instructions.

Sources of Safety Information

For System
Operators

Material Safety
Data Sheets
(MSDSs)

Operational safety information for the is provided in the following documents, which
are included with each system.

MSDSs provide information you need to store, handle, transport, and dispose of
chemicals safely. Refer to “About MSDSs” on page xviii.

Xiv
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Symbols on Instruments

Symbols on Instruments

Electrical The following table describes the electrical symbols that may be displayed on
Symbols Applied Biosystems instruments.

Symbol Description

Indicates the On position of the main power switch.

Indicates the Off position of the main power switch.

Indicates the On/Off position of a push-push main power switch.

Indicates a terminal that may be connected to the signal ground reference
of another instrument. This is not a protected ground terminal.

Indicates a protective grounding terminal that must be connected to earth
ground before any other electrical connections are made to the
instrument.

Indicates a terminal that can receive or supply alternating current or
voltage.

Indicates a terminal that can receive or supply alternating or direct current
or voltage.

N1 @@+ QO —

Safety Symbols The following table describes the safety symbols that may be displayed on
Applied Biosystems instruments. Each symbol may appear by itself or in
combination with text that explains the relevant hazard (see “Safety Labels on
Instruments” on page xvi). These safety symbols may also appear next to
DANGERS, WARNINGS, and CAUTIONS that occur in the text of this and other
product-support documents.

Symbol Description

Indicates that you should consult the manual for further information and to
proceed with appropriate caution.

Indicates the presence of an electrical shock hazard and to proceed with
appropriate caution.

Indicates the presence of a hot surface or other high-temperature hazard
and to proceed with appropriate caution.

P B> >
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Safety and EMC Compliance Information

Indicates the presence of a laser inside the instrument and to proceed with
& appropriate caution.

Indicates the presence of moving parts and to proceed with appropriate
i E caution.

Safety Labels on Instruments

The following CAUTION, WARNING, and DANGER statements may be displayed
on Applied Biosystems instruments in combination with the safety symbols
described in the preceding section.

English

Francais

CAUTION Hazardous chemicals. Read the
Material Safety Data Sheets (MSDSs)
before handling.

ATTENTION Produits chimiques
dangeureux. Lire les fiches techniques de
slreté de matériels avant la manipulation
des produits.

CAUTION Hazardous waste. Read the
waste profile (if any) in the site preparation
guide for this instrument before handling or
disposal.

ATTENTION Déchets dangereux. Lire les
renseignements sur les déchets avant de
les manipuler ou de les éliminer.

WARNING Hot lamp.

AVERTISSEMENT Lampe brdlante.

WARNING Hot. Replace lamp with an
Applied Biosystems lamp.

AVERTISSEMENT Composants brllants.
Remplacer la lampe par une lampe Applied
Biosystems.

CAUTION Hot surface.

ATTENTION Surface brllante.

DANGER High voltage.

DANGER Haute tension.

WARNING To reduce the chance of
electrical shock, do not remove covers that
require tool access. No user-serviceable
parts are inside. Refer servicing to Applied
Biosystems qualified service personnel.

AVERTISSEMENT Pour éviter les risques
d'électrocution, ne pas retirer les capots
dont I'ouverture nécessite |'utilisation
d'outils. L’instrument ne contient aucune
piece réparable par I’ utilisateur. Toute
intervention doit étre effectuée par le
personnel de service qualifié de Applied
Biosystems.

DANGER Laser radiation present when
open and interlock defeated. Avoid direct
exposure to laser beam.

DANGER Rayonnement laser en cas
d’ouverture et d’une neutralisation des
dispositifs de sécurité. Eviter toute
exposition directe avec le faisceau.

DANGER Laser radiation when open. Avoid
direct exposure to laser beam.

DANGER Rayonnement laser en cas
d’ouverture. Eviter toute exposition directe
avec le faisceau.

CAUTION Moving parts.

ATTENTION Parties mobiles.

Xvi
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General Instrument Safety

General Instrument Safety

AWARNING PHYSICAL INJURY HAZARD. Use this product only as

specified in this document. Using this instrument in a manner not specified by
Applied Biosystems may result in personal injury or damage to the instrument.

Moving and A (ZX1[e]]1 PHYSICAL INJURY HAZARD. The instrument is to be moved

Lifting the and positioned only by the personnel or vendor specified in the applicable site
Instrument  preparation guide. If you decide to lift or move the instrument after it has been
installed, do not attempt to lift or move the instrument without the assistance of
others, the use of appropriate moving equipment, and proper lifting techniques.
Improper lifting can cause painful and permanent back injury. Depending on the
weight, moving or lifting an instrument may require two or more persons.

Moving and AWARNING Do not attempt to lift or move the computer or the monitor

Lifting Stand-  without the assistance of others. Depending on the weight of the computer and/or the
Alone Computers monitor, moving them may require two or more people.

and Monitors Things to consider before lifting the computer and/or the monitor:

* Make sure that you have a secure, comfortable grip on the computer or the
monitor when lifting.

» Make sure that the path from where the object is to where it is being moved is
clear of obstructions.

* Do not lift an object and twist your torso at the same time.

» Keep your spine in a good neutral position while lifting with your legs.

 Participants should coordinate lift and move intentions with each other before
actually lifting and carrying.

* Instead of lifting the object from the packing box, carefully tilt the box on its
side and hold it stationary while someone slides the contents out of the box.

Operating the  Ensure that anyone who operates the instrument has:

Instrument * Received instructions in both general safety practices for laboratories and

specific safety practices for the instrument.
» Read and understood all applicable Material Safety Data Sheets (MSDSs).
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Safety and EMC Compliance Information

Chemical Safety

Chemical Hazard AWARNING CHEMICAL HAZARD. Before handling any chemicals, refer

Warnings

About MSDSs

Obtaining
MSDSs

to the Material Safety Data Sheet (MSDS) provided by the manufacturer, and
observe all relevant precautions.

AWARNING CHEMICAL HAZARD. All chemicals in the instrument,

including liquid in the lines, are potentially hazardous. Always determine what
chemicals have been used in the instrument before changing reagents or instrument
components. Wear appropriate eyewear, protective clothing, and gloves when
working on the instrument.

AWARNING CHEMICAL HAZARD. Four-liter reagent and waste bottles

can crack and leak. Each 4-liter bottle should be secured in a low-density
polyethylene safety container with the cover fastened and the handles locked in the
upright position. Wear appropriate eyewear, clothing, and gloves when handling
reagent and waste bottles.

Chemical manufacturers supply current Material Safety Data Sheets (MSDSs) with
shipments of hazardous chemicals to new customers. They also provide MSDSs with
the first shipment of a hazardous chemical to a customer after an MSDS has been
updated. MSDSs provide the safety information you need to store, handle, transport,
and dispose of the chemicals safely.

Each time you receive a new MSDS packaged with a hazardous chemical, be sure to
replace the appropriate MSDS in your files.

You can obtain from Applied Biosystems the MSDS for any chemical supplied by
Applied Biosystems. This service is free and available 24 hours a day.

To obtain MSDSs:
1. Go to https://docs.appliedbiosystems.com/msdssearch.html

2. In the Search field, type in the chemical name, part number, or other
information that appears in the MSDS of interest. select the language of your
choice, then click Search.

3. Find the document of interest, right-click the document title, then select any of
the following:
* Open — To view the document
* Print Target — To print the document
» Save Target As — To download a PDF version of the document to a
destination that you choose

4. To have a copy of a document sent by fax or e-mail, select Fax or Email to the
left of the document title in the Search Results page, then click RETRIEVE
DOCUMENTS at the end of the document list.

5. After you enter the required information, click View/Deliver Selected
Documents Now.

Chemical Safety To minimize the hazards of chemicals:

Guidelines

XViii
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Chemical Waste Safety

* Read and understand the MSDSs provided by the chemical manufacturer before
you store, handle, or work with any chemicals or hazardous materials. See
“About MSDSs” on page xviii.

» Minimize contact with chemicals. When handling chemicals, wear appropriate
personal protective equipment such as safety glasses, gloves, and protective
clothing. For additional safety guidelines, consult the MSDS.

* Minimize the inhalation of chemicals. Do not leave chemical containers open.
Use only with adequate ventilation (for example, a fume hood). For additional
safety guidelines, consult the MSDS.

» Check regularly for chemical leaks or spills. If a leak or spill occurs, follow the
cleanup procedures recommended in the MSDS.

+ Comply with all local, state/provincial, and/or national laws and regulations
related to chemical storage, handling, and disposal.

Chemical Waste Safety

Chemical Waste AWARNING CHEMICAL WASTE HAZARD. Some wastes produced by

Hazard the operation of the instrument or system are potentially hazardous and can cause
injury, illness, or death.

Chemical Waste To minimize the hazards of chemical waste:
Safety Guidelines

» Read and understand the MSDSs for the chemicals in a waste container before
you store, handle, or dispose of chemical waste.

* Provide primary and secondary waste containers

* Minimize contact with and inhalation of chemical waste. When handling
chemicals, wear appropriate personal protective equipment such as safety
glasses, gloves, and protective clothing.

» Handle chemical wastes in a fume hood.

» After you empty a chemical waste container, seal it with the cap provided.

» Dispose of the contents of a waste container in accordance with good laboratory

practices and local, state/provincial, and/or national environmental and health
regulations.

Waste Profiles A waste profile for the 3730/3730x/ DNA Analyzers is provided in the 3730/3730x/
DNA Analyzers Site Preparation Guide.

Waste profiles show the percentage compositions of the reagents in the waste stream
generated during installation and during a typical user application, even though the
typical application may not be used in your laboratory.

The waste profiles help you plan for the handling and disposal of waste generated by
operation of the instrument. Read the waste profiles and all applicable MSDSs
before handling or disposing of chemical waste.

Waste Disposal If potentially hazardous waste is generated when you operate the instrument, you
must:

» Characterize (by analysis if necessary) the waste generated by the particular
applications, reagents, and substrates used in your laboratory.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide Xix



Safety and EMC Compliance Information

* Ensure the health and safety of all personnel in your laboratory:.
» Ensure that the instrument waste is stored, transferred, transported, and disposed
of according to all local, state/provincial, and/or national regulations.

IMPORTANT! Radioactive or biohazardous materials may require special handling,
and disposal limitations may apply.

Electrical Safety

Shock Hazards

Fuses

Power Supply

Overvoltage
Rating

ELECTRICAL SHOCK HAZARD. Severe electrical shock,
cause physical injury or death, can result from working on an instrument
when the high-voltage power supply is operating. To avoid electrical shock,
disconnect the power supply to the 3730/3730x/ DNA Analyzers , unplug the power
cord, and wait at least 1 minute before working on the instrument

g
2]
(]
=
o
Q
=
o

[

PLW[e]33] ELECTRICAL SHOCK HAZARD. Severe electrical shock can
result from operating the 3730/3730x/ DNA Analyzers without its instrument panels
in place. Do not remove instrument panels. High-voltage contacts are exposed when
instrument panels are removed from the instrument.

[

PLW[e]33] ELECTRICAL SHOCK HAZARD. Improper fuses or high-
voltage supply can damage the instrument wiring system and cause a fire. Before
turning on the 3730/3730x/ DNA Analyzers , verify that the fuses are properly
installed and that the instrument voltage matches the power supply in your
laboratory.

T

LGN e} FIRE HAZARD. For continued protection against the risk of
ire, replace fuses only with fuses of the type and rating specified for the instrument.

—

[

PLW[e]33] ELECTRICAL HAZARD. Grounding circuit continuity is vital
for the safe operation of equipment. Never operate equipment with the grounding
conductor disconnected.

[

PLN[e]1F3] ELECTRICAL HAZARD. Use properly configured and
pproved line cords for the voltage supply in your facility.

()

]

PLW[e]35] ELECTRICAL HAZARD. Plug the system into a properly
rounded receptacle with adequate current capacity.

aQ

PL[e1F38 ELECTRICAL HAZARD. A short circuit can result from
working on an instrument when the power supply is operating. To avoid a short
circuit, turn off the instrument before servicing the instrument.

]

The 3730/3730x] DNA Analyzers system has an installation (overvoltage) category
of I, and is classified as portable equipment

XX
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Physical Hazard Safety

Physical Hazard Safety

I

Ultraviolet Light AWARNING ULTRAVIOLET LIGHT HAZARD. Exposure to ultraviolet
Sources radiation can cause blindness or permanent eye damage. To prevent eye injury,
change the detector sensitivity from the ultraviolet to the visible range (520 nm)
before beginning any detection or maintenance procedures. Always wear protective
UV-absorbing glasses when looking into the detector. Turn off the lamp power before
removing it from its fixture.

T

LGN e} ULTRAVIOLET LIGHT HAZARD. Looking directly at a UV
light source can cause serious eye damage. Never look directly at a UV light source
and always prevent others from UV exposure. Follow the manufacturer’s
recommendations for appropriate protective eyewear and clothing.

T

Compressed VLG WIe] PHYSICAL HAZARD. Nonflammable compressed gas.
Gases Contents are under pressure. Receive proper training on the handling of compressed
gases before use. Exposure to rapidly expanding gas may cause frostbite. High
concentrations of vapors in the immediate area can displace oxygen and cause
asphyxiation. Use only in areas with adequate ventilation. Read the MSDS, and
follow the handling instructions. Wear appropriate protective eyewear, clothing, and
gloves.

T

LGN e] EXPLOSION HAZARD. Pressurized gas cylinders are
potentially explosive and can cause severe injury if not handled properly. Always cap
the gas cylinder when it is not in use and attach it firmly to the wall or gas cylinder
cart with approved brackets or chains.

T

Moving Parts LWL Ie] PHYSICAL INJURY HAZARD. Moving parts can crush and
cut. Keep hands clear of moving parts while operating the 3730/3730x/ DNA
Analyzers . Disconnect power before servicing the 3730/3730x/ DNA Analyzers .

|

L[5 PHYSICAL INJURY HAZARD. Do not operate the

3730/3730x/ DNA Analyzers without the arm shield in place. Keep hands out of the
deck area when the 3730/3730x/ DNA Analyzers is spotting.
Solvents and AWARNING PHYSICAL INJURY HAZARD. Always wear eye protection
Pressurized when working with solvents or any pressurized fluids.

Fluids

T

WWLLGINNe] PHYSICAL INJURY HAZARD. To avoid hazards associated
with high-pressure fluids in polymeric tubing:

+ Be aware that PEEK"™ tubing is a polymeric material. Use caution when
working with any polymer tubing that is under pressure.

» Always wear eye protection when in proximity to pressurized polymer tubing.

» Extinguish all nearby flames if you use flammable solvents.

* Do not use PEEK tubing that has been severely stressed or kinked.

* Do not use PEEK tubing with tetrahydrofuran or concentrated nitric and sulfuric
acids.

» Be aware that methylene chloride and dimethyl sulfoxide cause PEEK tubing to
swell and greatly reduce the rupture pressure of the tubing.
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Safety and EMC Compliance Information

* Be aware that high solvent flow rates (~40 mL/min) may cause a static charge to
build up on the surface of the tubing. Electrical sparks may result.

Biological Hazard Safety

Laser Safety

Laser
Classification

Laser Safety
Requirements

A PZ\el3i] BIOHAZARD. Biological samples such as tissues, body fluids,

and blood of humans and other animals have the potential to transmit infectious
diseases. Read and follow the guidelines published in:

» U.S. Department of Health and Human Services guidelines published in
Biosafety in Microbiological and Biomedical Laboratories (stock no. 017-040-
00547-4)

* Occupational Safety and Health Standards, Toxic and Hazardous Substances (29
CFR$1910.1030).

Additional information about biohazard guidelines is available at:
http://www.cdc.gov

Follow all applicable local, state/provincial, and/or national regulations. Wear
appropriate protective eyewear, clothing, and gloves.

The 3730/3730x] DNA Analyzers uses a laser. Under normal operating conditions,
the instrument laser is categorized as a Class I laser. When safety interlocks are
disabled during certain servicing procedures, the laser can cause permanent eye
damage, and, therefore, is classified under those conditions as a Class I1Ib laser.

The 3730/3730x/ DNA Analyzers laser has been tested to and complies with the
“Radiation Control for Health and Safety Act of 1968 Performance Standard CFR
1040.”

The 3730/3730x/ DNA Analyzers laser has been tested to and complies with standard
EN60825-1, “Radiation Safety of Laser Products, Equipment Classification,
Requirements, and User’s Guide.”

To ensure safe laser operation:

* The system must be installed and maintained by an Applied Biosystems
Technical Representative.

+ All instrument panels must be in place on the instrument while the instrument is
operating. When all panels are installed, there is no detectable radiation present.
If any panel is removed when the laser is operating (during service with safety
interlocks disabled), you may be exposed to laser emissions in excess of the
Class I rating.

» Do not remove safety labels or disable safety interlocks.

XXii
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Bar Code Scanner Laser Safety

Additional Laser Refer to the user documentation provided with the laser for additional information on
Safety government and industry safety regulations.

Information é%
LASER HAZARD. Lasers can burn the retina causing

permanent blind spots. Never look directly into the laser beam. Remove jewelry and
other items that can reflect the beam into your eyes. Do not remove the instrument
top or front panels. Wear proper eye protection and post a laser warning sign at the
entrance to the laboratory if the top or front panels are removed for service.

m LASER BURN HAZARD. An overheated laser can cause

severe burns if it comes in contact with the skin. DO NOT operate the laser when it
cannot be cooled by its cooling fan. Always wear appropriate laser safety goggles.

Bar Code Scanner Laser Safety

Laser The bar code scanner included with the 3730/3730x/ DNA Analyzers is categorized
Classification asa Class II laser.

Laser Safety Class II lasers are low-power, visible-light lasers that can damage the eyes. Never
Requirements look directly into the laser beam. The scanner is designed to prevent human access
to harmful levels of laser light during normal operation, user maintenance, or during

prescribed service operations.

m LASER HAZARD. Class II lasers can cause damage to eyes.

Avoid looking into a Class II laser beam or pointing a Class II laser beam into
another person’s eyes.

Computer Workstation Safety

Correct ergonomic configuration of your workstation can reduce or prevent effects
such as fatigue, pain, and strain. Minimize or eliminate these effects by configuring
your workstation to promote neutral or relaxed working positions.

A (A1)l MUSCULOSKELETAL AND REPETITIVE MOTION

HAZARD. These hazards are caused by potential risk factors that include but are not
limited to repetitive motion, awkward posture, forceful exertion, holding static
unhealthy positions, contact pressure, and other workstation environmental factors.

» Use equipment that comfortably supports you in neutral working positions and
allows adequate accessibility to the keyboard, monitor, and mouse.

* Position the keyboard, mouse, and monitor to promote relaxed body and head
postures.
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Safety and Electromagnetic Compatibility (EMC)
Standards

This section provides information on:

» U.S. and Canadian Safety Standards
» European Safety and EMC Standards
* Australian EMC Standards

U.S. and This instrument has been tested to and complies with standard UL 3101-1, “Safety
Canadian Safety Requirements for Electrical Equipment for Laboratory Use, Part 1: General

Standards Requirements.”

T This instrument has been tested to and complies with standard CSA 1010.1, “Safety
c\YL)us Requirements for Electrical Equipment for Measurement, Control, and Laboratory
Use, Part 1: General Requirements.”

European Safety Safety

and EMC This instrument meets European requirements for safety (Low Voltage Directive
Standards 73/23/EEC). This instrument has been tested to and complies with standards
EN 61010-1, “Safety Requirements for Electrical Equipment for Measurement,
Control and Laboratory Use, Part 1: General Requirements” and EN 61010-2-010,
“Particular Requirements for Laboratory Equipment for the Heating of Materials.”

EMC

This instrument meets European requirements for emission and immunity (EMC
Directive 89/336/EEC). This instrument has been tested to and complies with
standard EN 61326 (Group 1, Class B), “Electrical Equipment for Measurement,
Control and Laboratory Use — EMC Requirements.”

Australian EMC  This instrument has been tested to and complies with standard AS/NZS 2064,
Standards “Limits and Methods Measurement of Electromagnetic Disturbance Characteristics
0 of Industrial, Scientific, and Medical (ISM) Radio-frequency Equipment.”
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Chapter 1 Performing a Run

Instrument Parts

Polymer syringe

Upper polymer
block

Lower polymer —|
block

Interior light

oL

Oven door

| Anode buffer
2 jar

< Stacker door

Stacker door

indicator light

button
Polymer reservoir

1| <

Waste reservoir

Power button -
(on/off)

>0z

Instrument Status

Lights

Figure 1-1

Water reservoir

Buffer reservoir

Parts of the 3730/3730x/ DNA Analyzers

Tray button (unloads current tray from the
capillary array

(position)

GR2140

1-2
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A Typical Run

A Typical Run

Flowchart of a This flowchart provides an overview of the steps required to perform a run on the
Typical Run  Applied Biosystems 3730/3730x/ DNA Analyzers.

Turn on the computer

I

Turn on the instrument; wait for solid green light
I

Launch 3730/3730x/ Data Collection software
I

Set up the instrument:
¥ Prepare the syringe
¥ Install the polymer blocks
¥ Install the capillary array
¥ Add or change the polymer
¥ Fill the reservoirs
¥ Place the reservoirs onto the deck

Yes_< Spatial calibration done? >ﬁ‘

Don't know

Perform calibration

Display and check calibration

Yes o No
—< Spectral calibration done? >—~
Create instrument protocol

Prepare plate record

Place plate in the stacker

Perform calibration

Don't know

Display and check calibration

¥ Create an Instrument Protocol
¥ Create Analysis Protocol
¥ Create a Results Group

GR2200b

Continued on next page

Figure 1-2 Typical Run Flowchart, Part |
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Continued from previous page

Spectral calibration, Protocols, and
Results Group done

Manual mode OR Auto mode
Create Plate Record Import/Create Plate
in Plate Manager Record in Plate Manager
Link plate to Plate (Optional) Link plate to
Record, using external Plate Record, using
barcode reader external barcode reader
Prepare samples and Prepare samples and
plate assemblies plate assemblies
Schedule plates in the
Run Scheduler

Place plates in the stacker
I
Start and monitor run
I
View and archive data

GR2200b

Figure 1-3 Typical Run Flowchart, Part Il
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Working with Samples and Plate Assemblies

Working with Samples and Plate Assemblies

Preparing Samples

References for
Sample
Preparation

Checking the
Plate

For information on required materials, sample preparation, and plate
centrifugation, see:

* Sequencing: Applied Biosystems 3730/3730xI DNA Analyzer Chemistry Guide
(P/N 4331467).

¢ Fragment analysis: See this guide, page 3-5.

After centrifuging the plate of samples, ensure each sample is positioned at the
bottom of its tube or well.

To check the plate of samples:

1. Hold the plate up to a light source. Your samples should:

Look like this... Not look like this... Not look like this...

! — - —

/ /
\ \

GR1303

The sample is
positioned correctly in
the bottom of the well.

U

The sample lies on the
side wall because the
plate was not
centrifuged.

U

An air bubble lies at the
bottom of the well
because the plate was
not:

e Centrifuged with
enough force, or

e Centrifuged for
enough time

2. If any sample is not positioned at the bottom of the well, recentrifuge the plate.
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Working with Plate Assemblies

Overview You have two options to prevent sample evaporation:

» Use septa with a plate
» Use a heat-sealed film with a plate.

A [O.\I[el] Only use a gray base with a heat-sealed film and only use a black

base with septa.

96-well Plate
Assembly Using
Septa

Plate retainer

Notched
corners

Plate septa

Sample plate

Black plate base

Figure 1-4 Septa Based Plate Assembly
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Working with Samples and Plate Assemblies

384-well Plate
Assembly Using a
Heat-sealed Plate

Plate retainer —

Heat seal
film

Heat-sealed
sample plate

Gray plate base -

Figure 1-5 Heat Sealed Film Based Plate Assembly

Figure 1-6 Assembled plate components

GR2196
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Chapter 1 Performing a Run

Preparing a Plate To prepare a plate assembly using a septum:
Assembly Using 1
Septa

. Secure a clean and dry plate septum on the sample plate.
IMPORTANT!

» Never use warped plates.
* Ensure the plate septum lies flat on the plate.

* Ensure that the plate retainer and the septum holes are aligned. Damage to the
array tips may occur if they are not aligned (see figure 1-7 below).

* Do not denature plate with septa in place.
2. Place the sample plate into the plate base.
3. Snap the plate retainer onto the plate and then into the black plate base.

4. Ensure the plate retainer holes are aligned with the holes in the septum strip.

Figure 1-7 Align the plate sample holes with the septum holes.

Preparing a Plate The following equipment is needed to heat-seal plates:
Assembly Using a

* Th 1 plat 1
Heat-sealed Plate ermal plate sealer

* 3-mil thick plastic heat seal film (P/N 4337570). The film is 1-mil thick
after heating.

Do not use metallized heat seal film. They may damage the

instrument’s piercing needles.
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Starting the Applied Biosystems 3730/3730x/ System

Starting the Applied Biosystems 3730/3730x/ System

About Naming A [ \I[e]Y] Do not rename the computer once Applied Biosystems

the Computer 3730/3730x/ DNA Analyzer Data Collection Software has been installed. Doing so
may cause the 3730/3730x/ Data Collection software to malfunction.

Starting the Computer

Starting the IMPORTANT! Start the computer workstation before starting the Applied
Computer Biosystems 3730/3730x/ DNA Analyzers.

Workstation .
To start the computer workstation:

1. Turn on the monitor.

2. Power on the computer.

The computer boots and then the Begin Logon dialog box displays.

3. Enter the user name and password.

* The default user name for the workstation is 3730User. Do not change this
user name.

* There is no default password. If you would like to use a password, your
system administrator can create one.

+ If the computer is connected to a network, you do not need to log on to the
network before starting the instrument.
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Starting the Instrument

Starting the To start the 3730/3730x/ DNA Analyzer:

Instrument 1. On the instrument, ensure that the:

* Oven door is closed

* Instrument door is closed

+ Stacker drawer is closed

» Buffer, water, and waste trays are loaded

2. On the computer, ensure that the:
» Computer is powered on (see “Starting the Computer” on page 1-9)
 Microsoft® Windows® 2000 operating system has loaded

IMPORTANT! The computer must be on and running the Windows 2000
operating system before starting the instrument because the instrument must
copy the firmware from the computer.

3. Turn on the instrument by pressing the on/off power button on the front of the
instrument. Ensure the green status light is on and constant before proceeding
(this takes about 1 minute).

* While the instrument is booting up and performing self-checks, the yellow
status light flashes.

» Ifasolid green light does not display, launch the 3730/3730x/ software and
look at the event log messages (see page 1-47). The event log messages are
located at:

E:\AppliedBiosystems\UDC\Data Collection\Data\ga3730\Instrument Name
Note: If the instrument door is open during power-on, the yellow light flashes

indicating that the boot-up has not completed. Close the instrument door and
wait until the solid green status light displays (this takes 15-20 seconds).
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Starting the Applied Biosystems 3730/3730x/ System

Select Start > Programs > AppliedBiosystems > Unified Data Collection >

Starting the To start the 3730/3730x/ Data Collection software:
3730/3730x/ Data 1.
Collection Run Unified Data Collection v1.0 software.
Software

WBm Applied B s

, ﬁ Inkernet Explorer
@ Outlook Express
3 Faint Shop Pro S

<

@ Delltouch Programmable Keys Readme
L4 @ DellTouch Programmable keys

l; Unified Data Collection  * [B Run Unified Data Collection +1.0
@ #utoanalysis Manager  * @‘ Uninstall Unified Data Collection 1.0
@ SeqScape L3

The Service Console displays. By default, all applications are off as indicated
by the red circles. However, they launch automatically with the 3730/3730x/

Data Collection software.

i

Messaging Service

Data Senvice

Instrument Service

Viewer

DS

Start Al | Restart All ||StopAH|

Figure 1-8 Service Console with all applications off
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As each application automatically activates, the red circles (off) change to
yellow triangles (activating), to green squares (on) when they are fully

functional.
e[
Messaging Senvice
- On
Data Senvice
Instrument Service ’ \ i Activating
Wiewer — Off
v
Siart Al H R | S Al |

Figure 1-9 Service Console with applications activating

Licix

Messaging Service

Data Service

Instrument Service

Wiewar

Siart All ||E""ﬁé'é'i'é'h"i\"l'\""'EI Stop All |

Figure 1-10 Service Console with all applications on

Right-click an object (circle, square, or triangle)
/\ to display a menu:
' a. Click Start to start an application. Start is
disabled if the application is

already running.
ey b. Click Stop to stop an application. Stop is

disabled if the application is already
Stop . .
Start Al | [§ RestartAl | Show Console StOpped or JUSt Startlng'
™ Note: Click Show Console to display the
Console Viewer window

Instrurnent Service

1

IMPORTANT! If you use the right-click method to manually start the
applications, they must be started in order from top to bottom, and you must

wait until an application is running (green square) before starting the application
below it.
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Starting the Applied Biosystems 3730/3730x! System

When all the applications are running (all green squares—this could take several
minutes), the Data Collection Viewer window displays.

[ Foundation Data Collection Yersion 1.0fcl -1ol x|
File View

B A GA Instruments
- Results Group
¥zl Database Manager
Elga3t30

va

943730

Genetic Analyzer

Foundation Data Collection Version 1.0
Copyright @ 2002 Applied Biosystems
Al rights reserved.

st |
Figure 1-11 Data Collection Viewer Window

2. Click the + to expand subfolders in the left window pane. All application
folders—except for Run History— are now visible and ready to access.

= A& G4 Instruments

[ Results Group

= Database Manager
=B ya3730 Model Name (default)
-[EE Plate Manager

-y Protocol Manager

s Module Manager

=8 Run Histary

----- EEPT viewer

----- E]event Log

----- @ Instrurment Protocol

----- B Spatial Calibration Yiewsr
----- B Capillary Viewer

----- BB Array viewer

----- R Spectral Calibration Yiewer
----- T Reetraction

=P 37 30Instructor ——— —  Instrument Name
- [E8 Instrurnent Status

----- BE| Spatial Run Scheduler
----- BB Run Scheduler

----- B Capillary Viewer

----- BB Array viewer

----- B Spectral Viewer

----- &M manual Control

----- 9 senice Log

Figure 1-12 Expanded Tree in Left Pane
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Preparing the Instrument

Attaching the To attach the polymer blocks to the instrument:

Polymer Blocks 1. Clean the polymer blocks and the tubing as instructed on page 5-22.

2. Connect the tubing between the two blocks before attaching the blocks to
the instrument:

a. Insert one ferrule into the upper polymer block and rotate clockwise until
finger tight.

b. Insert the other ferrule into the lower polymer block and rotate clockwise
until finger tight.

IMPORTANT! To ensure that you are correctly attaching the upper polymer
block to the instrument, make sure that the check valve on the bottom of the
block is facing down (as shown below).

check valve at bottom of the upper
block, facing down toward the
lower block.

Figure 1-13 Upper Polymer Block Check Valve

Do not overtighten.

3. Push the upper polymer block and the lower polymer block onto their respective
guide pins at the same time (as shown below). Push both blocks at the same
time, about half way down the guide pins, toward the instrument wall.

Upper block guide pins

i ‘ o = ! Push both blocks
. T j = - at the same time,
" | 4 N ~ g 4 about half way
r—— 4 . 1 V

- |down the guide
pins, toward the
-instrument wall.

T[
Lower block guide pins

/| Ny —

Figure 1-14 Attaching the Polymer Blocks to the Instrument, Part |
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Preparing the Instrument

4. Finish by pushing each block, individually, until each is flush against the
instrument wall (as shown below).

o~ T
i A = \\ N
h e W I%Push one... R < vl
1, W @ - 2 S
- °
v ...and then the other — »

3 n

=R 1A E

Figure 1-15 Attaching the Polymer Blocks to the Instrument, Part Il

5. Install a clean drip tray.

Preparing and IMPORTANT! Wear gloves when handling the capillary array, glass syringe, septa,

Installing the and buffer reservoirs.
Syringe Please refer to “Syringe Maintenance” on page 5-18 for instructions on preparing and
installing the syringe.

Installing a New To install the capillary array:
Capillary Array

. Close the instrument door.
2. Press the Tray button.
3. Select Wizards > Install Capillary Array Wizard.

4. Follow the directions in the wizard.

Please refer to “Installing or Removing the Capillary Array Using the Wizard”
on page 5-13.

IMPORTANT! You must run the Install Capillary Array Wizard in order to
proceed to a spatial calibration.

IMPORTANT! You must use the capillary array wizard when installing a new
capillary array as KB Basecaller selects the proper calibration/mobility based on
the instrument wizard-installed capillary settings. The incorrect capillary
settings may result in KB Basecaller using incorrect calibration files.

Adding and ACAUTION CHEMICAL HAZARD. POP-7 polymer may cause eye, skin,

Changing the and respiratory tract irritation. Please read the MSDS, and follow the handling
Polymer instructions. Wear appropriate protective eyewear, clothing, and gloves. Use for
research and development purposes only.

IMPORTANT! You must check the polymer level as the polymer bottle does not have
a liquid level sensor.

Note: If you want to track the polymer lot number, run the Change Polymer wizard
to enter the number into the database.

Determine whether to add or change the polymer on the instrument before
proceeding with instrument preparation.
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Chapter 1 Performing a Run

For the procedure, refer to “Adding and Changing the Polymer” on page 5-10.

If polymer on the instrument is... Then...

less than 1 week old, and Ensure there are no air bubbles, and then proceed
sufficient in quantity to complete with instrument preparation.

yourruns Note: To remove air bubbles, see page 5-28.
greater than 1 week old, or Clean the blocks and change the polymer by

following the Change Polymer wizard. For

insufficient in quantity to complete instructions, see page 5-9.

your runs

Note: Perform a daily visual inspection of polymer blocks and all lines for bubbles.

*A 96-capillary run uses 200-250 uL of polymer, and a 48 capillary run uses 125 pL of polymer.
A minimum of 10 mL of polymer is recommended for the instrument to operate.
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Preparing Buffer and Filling Reservoirs

Required The following materials are required to prepare 1X running buffer:

Materials . 330/3730x/ Buffer with EDTA, 10X (P/N 4335613)
* Quality deionized water
» Graduated cylinder, 200 mL
* Gloves

Preparing the 1X ACAUTION CHEMICAL HAZARD. Running Buffer with EDTA. Please
Running Buffer read the MSDS, and follow the handling instructions. Wear appropriate protective
eyewear, clothing, and gloves.

To prepare running buffer:
1. Add 12 mL of 10X running buffer with EDTA into a graduated cylinder.
2. Add 108 mL (gs) deionized water to bring the total volume to 120 mL.

3. Mix well and set aside.

Storing the Buffer The 1X running buffer can be stored at 2 to 8 °C for up to 1 month. Bring buffer to
room temperature before using.

Replacing the Replace the 1X running buffer in the anode buffer reservoir and the cathode buffer
Buffer reservoir every 24 hours, or before each batch of runs.

IMPORTANT! Failing to replace buffer may lead to loss of resolution and
data quality.

Note: Replenishing buffer and placing the plate requires that the autosampler be in
the forward position, with the capillary tips removed from the buffer solution. Do not
leave the autosampler in this position because the capillaries can dry out. For
example, you can use manual control to move the water reservoir to the capillaries
while you are placing the buffer in the buffer reservoir.
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Filling the Water A (\NI[e]] Wear gloves while performing the following procedure, and any

and Cathode other time you handle the capillary array, glass syringe, septa, or buffer reservoirs.
Buffer Reservoirs

To fill the water, waste, and cathode buffer reservoirs:
1. Close the instrument door.

2. Press the Tray button on the outside of the instrument to bring the autosampler
to the forward position.

Figure 1-16 Instrument Tray Button

3. Wait until the autosampler has stopped moving, then open the door.

4. Fill the reservoirs as follows:
a. Rinse the cathode reservoir with deionized water and then add 80 mL of 1X
running buffer.
b. Rinse the water and waste reservoirs with deionized water.

c. Fill the water and waste reservoirs with 80 mL of high quality
deionized water.
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Preparing the Instrument

5. Assemble the reservoirs as shown below.

Retainer

Septa

<« Rubber

gasket
Reservoir cap (around
entire
reservoir
cap
Reservoir
Plate base,
buffer/water/waste

GR1852 b

Figure 1-17 Reservoir Assembly

VAN caion

a. Ensure that the septa fit snugly and flush on the tops of the reservoirs in order
to prevent damaging the capillary tips.

b. Ensure that the rubber gasket around the edge of the reservoir cap is seated
completely.

c. Ensure that retainer clip holes are aligned with the septa holes.

6. Dry the outside of the reservoirs using a lint-free wipe.
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7. Connect the running buffer plate base cord into the heater outlet within the
instrument (see Figure 1-18 below).

Hint: It may help to temporarily place the buffer tray in the water tray position
while you plug in the heater cord. Make sure the cord is not twisted. When the
heater cord is plugged into the instrument, return the buffer tray to the

buffer position.

Figure 1-18 Connecting the Running Buffer Plate to the heater outlet

8. Place the reservoirs into position on the plate deck as shown below.
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Preparing the Instrument

9. A CAUTION Place the reservoirs into the instrument in this order:

a. Buffer reservoir first (plug in the cord to the heating element (see
graphic above).

b. Water reservoir second
c. Waste reservoir third

Buffer reservoir Water reservoir Waste reservoir
(1X running buffer)

Figure 1-19 Reservoirs in Place

Filling the Anode Change the anode buffer:

Buffer Reservoir Before each group of scheduled runs, or at least every 24 hours

» Every time you fill the polymer block with new polymer
To fill the anode buffer reservoir to the fill line with 1X running buffer:

1. Remove the anode buffer reservoir by firmly pulling down while twisting
slowly.

2. Clean and rinse the reservoir with deionized water, and then rinse with buffer.

3. Fill the reservoir with 38mL of fresh 1X running buffer.
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4. Put the anode buffer reservoir on the instrument.

Note: The meniscus should line up just under the red fill line when installed on
the instrument (see graphic below).

Meniscus should be
just under the fill line

“l < Fillline
\i

Figure 1-20 Placing the anode buffer reservoir on the instrument

w
c
=
(0]
=
®
o

GR2209

5. If the reservoir fills completely as polymer is added, perform this procedure to
discard and replace the running buffer.

Note:

» The reservoir could fill during bubble clearing.
» Replace buffer if excess polymer is expelled into the anode jar.
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Calibrating the Instrument

Calibrating the Instrument

Spatial Calibration

How and When to Itis important to use the capillary install wizard if:

Perform

It is the first time the array is being used
The computer has been reimaged

The Applied Biosystems 3730/3730x/ DNA Analyzer Data Collection Software
has been uninstalled and then reinstalled

A spatial calibration must be performed after each time you:

Install a capillary array

Replace a capillary array with a new one

Move the detection cell. For example, after replacing the capillary array
Open the detection block door

Move the instrument

For instructions, see “Spatial Calibration” on page 4-2.

Spectral Calibration

When to Perform A spectral calibration must be performed:

Whenever you use a new dye set on the instrument

After the laser has been realigned by a service engineer

After the CCD camera has been realigned/replaced by a service engineer
If you begin to see pull-up and/or pull-down peaks consistently

If you switch between 96 and 48 capillary arrays

For instructions, see “Spectral Calibration” on page 4-9.
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Placing a Plate in the Stacker

To place a plate in the Stacker:
1. Pull open the stacker drawer. The stacker light flashes green.
2. Open the metal door of the In Stacker tower.

Out Stacker tower  In Stacker tower

==

Fpeefll

fmmnn

EhF R EEE S

‘ mmmm

ERFibivitibitee

AN ITINEY:

Figure 1-21 Front view of the Stacker Towers

IMPORTANT! Ensure that the plate assembly fits flat in the stacker. Failure to
do so may result in the gripper improperly grabbing plates.

Notched corner
of the plate
assembly is
placed in the
right, rear corner
of the Stacker
(when looking
from the side).

Figure 1-22 Plate Placement in the In Stacker Tower
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Placing a Plate in the Stacker

3. Place up to 16 (max) plates into the stacker. The bottom plate runs first.

Stacker doors are open

///
/
/

Out Stacker tower In Stacker tower

Figure 1-23 Stacker Towers

4. Close the metal In Stacker tower door.

5. Close the Stacker drawer (stacker light does not flash).
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Running the Instrument

Scheduling Runs

Accessing the To view the run schedule, click the Run Scheduler icon.

Run Schedule

[ Foundation Data Collection Yersion 1.0
File View Instrument Serice Tools ‘“Wizards Help

=10l

> u L] »

- /& GA Instruments
D Results Group L
=) Database Manager

=-§lga3730

- [E] Plate Manager

i & Protocol Manager

£ Module Manager

QA RN History

=P DakarPT2
=~ EFInstrument Status
. BHEPT Chant
i [EleventLog

] S

| vy Viewer
- [ Spectral Viewer
- Manual Control
+-EZ]8emice Log

Stalus P Stacker DakatPT2 me

[Syste]

N Find Stacker Plate

Add Plate(Scan or Type Plate (D)

Input Stack Output Stack
Plate ID Plate Name Plate Type Plate ID Plate hame Description
Ll_l « S _>l_I
Seart | Up | Down | |
Auto Sarmpler
Plate IO Plate MNarne Plate Type Status
Current Runs
Run ID Ppplication Run Protocal Stalus

T
T
| o

[gvetem Status: Ready |

Mo Current Run

Figure 1-24 Click the Run Scheduler Icon

Default Run
Scheduling

Samples within a plate run in the order of their well designation. For example, a
default 384-well injection pattern looks like this:

)
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Quadrant 1: wells A1, C1, E1, G1...
Quadrant 2: wells B1, D1, F1, H1...
Quadrant 3: wells A2, C2, E2, G2...
Quadrant 4: wells B2, D2, F2, H2...

QOOOOCOOOOO000D0O0R
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00000CO0000000C0oO0Y

0000000000000

Figure 1-25 Example of a 384-well injection pattern
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Running the Instrument

+ Plates that contain samples in a single quadrant and with more than one instrument
protocol specified, run all the protocols in the order they appear in the plate record
before the next quadrant is run.

Note: The analysis module of a sample plays no part in the order in which that
sample quadrant runs.

For information on setting up a Plate record, see 2-37 for sequencing, and 3-29 for
fragment analysis.
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Default Load Maps

Default Load Refer to the following load maps for different size arrays and sample plates.

Maps

96-Well Plate, 1 2 3 4 5 6 7 8 9 10 1 1

48 Capillaries @ @ 7Cap”|ary number
000 OPEOCOEO®®
JOX JOX JOX JOX JOX JOR
JOXOROROXOXOXOXOXORCOROXC)
JOX JOX JOX JOX JOX JOX
JOXROX XOX O XOXC RORXON )
JOXOXOXOROROXOXOXOXONORC)
qoJoYoJoroIcIoIcIoIcIONo
(O =First load

QO = Second load

Figure 1-26 Sample Plate: 96-well, Array: 48-capillary

96-Well Plate,

96 Capillaries @ @ _Capmary number
r@WW@H@EOOOEO®®®
CWEO@@OOWEOE®®E
JOIONOXOROJOROROXOXDIONC),
tQOEOEOEEOE®E®
FOOO@EOOEEE®E®®
JOROROJOROXOXONONIONOXORO),
JOIOIOIOIOJOJOROXOXOXOXO

GR2219

Figure 1-27 Array: 96-capillary, Sample Plate: 96-well
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384-Well Plate, First Quadrant Pickup
48 Capillaries

123456 7 8 91011 1213141516 17 18 19 20 21 22 23 24
A@LU@LB B @ @ @ @ @ @ —— Capillary number

 ® @

GR2222a

(O =First load
QO = Second load

Figure 1-28 First Quadrant: 384-Well Plate, 48 Capillaries

Second Quadrant Pickup

123 456 7 8 9101 1213 14 15 16 17 18 19 20 21 22 23 24
A @ B ® @ @ @ @ @ @ @ @ Capilary number
cl

(O =First load
O = Second load

Figure 1-29 Second Quadrant: 384-Well Plate, 48 Capillaries
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Third Quadrant Pickup

123456 7 8 91011121314 15 16 17 18 19 20 21 22 23 24

—— Capillary number

TOZEZIrXe —IOmTMMOO®T>

.
.

OO O @ @ @ 6 @ @ @ @
O = First load GR2222d
O = Second load

Figure 1-30 Third Quadrant: 384-Well Plate, 48 Capillaries

Fourth Quadrant Pickup

12 3 45 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24

®

‘7 Capillary number

@O@C
®O®C

Q@
®

@
©

GR2222d

TOZEZIrXe—IOTMMOO T >

® 6060606 ® 6 6 @ &

(O =First load
O = Second load

Figure 1-31 Fourth Quadrant: 384-Well Plate, 48 Capillaries
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384-Well Plate, First Quadrant Pickup
96 Capillaries

24
—— Capillary number

>
@
@)«
o
Ok
®
®
®
O
®
®~
@

Figure 1-32 First Quadrant: 384-Well Plate, 96 Capillaries

Second Quadrant Pickup

123 45 6 7 8 9 10111213 14 15 16 17 18 19 20 21 22 23 24

PO B G @ @ @ & @ O ® @

GR2221b

Figure 1-33 Second Quadrant: 384-Well Plate, 96 Capillaries
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Third Quadrant Pickup

123 4567
AL @ SO @) O
8 OO0
c@® @
D
Et:\® @)
FO
¢ O O 6 @
HO)
QLU @ E
J !
KOO @ @
L
MORLOLEL L@ O @ @
P OOOO )@

GR2221¢

Figure 1-34 Third Quadrant: 384-Well Plate, 96 Capillaries

Fourth Quadrant Pickup

TOZEZIrXe—IOmMMOO®W@W>

SOOI @ @ @ @ @ @ @ @ @

GR2221d

Figure 1-35 Fourth Quadrant: 384-Well Plate, 96 Capillaries
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Default Run The following table lists the default run priorities and load positions

Priorities
Number of . Run . -
Capillaries Plate Size Priority Quadrant | First Load Position
96 384-well 1 Q1 Well A1
2 Q2 Well B1
3 Q3 Well A2
4 Q4 Well B2
48 96-well 1 Q1,load 1 | Well A1
Q1,load 2 | Well A2
48 384-well 1 Q1,load 1 | Well A1
Q1, load 2 | Well A3
2 Q2, load 1 | Well B1
Q2, load 2 | Well B3
3 Q3, load 1 | Well A2
Q3, load 2 | Well A4
4 Q4,load 1 | Well B2
Q4, load 2 | Well B4
Note: When using a 48-capillary array, you can change the run order of the
main quadrant (bold numbers above) but not the load numbers.

Globally  You can change the run order of quadrants and then apply it to all 384-well plates.
Modifying a Run
Schedule To modify the run order for all 384-well plates:

1. Click your instrument name in the left pane.

2. Select Instrument > Scheduling Preference.

The Default 384 well scheduling preference dialog box displays.
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3. Select the quadrant priority (run order) from the Quadrant list.

Default 384 well scheduling prefere x|

Priority

First

Suadrant
|1 vI
A 1 3 Secand
i 2
B 2 s Third
Fourth 3
4
Cancel [i]%s

Figure 1-36 Quadrant Priority List

You may select any run order. The example below shows a 4-3-2-1 quadrant
priority (run order).

Default 384 well scheduling preference X In this example, the samples would run
in this order:
. s Priority ~ Quadrant | go D2, F2...P2

First 4 'I

A 1 3 Second k| 'I

B 9 q Third |2 'I
Fourth |I *I

Cancel | Ok |

Figure 1-37 Custom Priority

Locally You can also change the run order of quadrants within a specific sample plate.

Modifying a Run
Schedule To locally modify the run order within a single 384-well plate:

1. In the Plate Manager, click New Plate.

Note: For information about the Plate Manager, see page 2-37 for sequencing,
and page 3-8 for fragment analysis.

2. Select 384-Well from the Plate Type list.
The Scheduling box is activated.
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3. Type the run priority in the Scheduling box.

x
ID (Barcode); fest
Marme:  frest
Description:
Application: |GeneMapper-Generic |
Plate Type: [384well =] 1 2
Type run priorities here —Caehedunng: [r23e ) EE

Plate Sealing: [HeatSealing =] B [ 2] ¢

Oumer Marne:  Juser

Operatar Name:  [user

0K | Cancal |

Figure 1-38 Scheduling in the New Plate Dialog box

4. Click OK.
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Performing a Run

Manual vs Auto Mode

Accessing Modes

Manual Mode
Features

Scheduling Runs
Using Manual
Mode

You may schedule a run or runs using either manual mode or auto mode. Both modes
are described below. Access either mode by selecting:

Run Scheduler >Instrument > Instrument Name > Run mode (Auto or Manual)

Note: You must be in the Run Scheduler view to see the instrument run mode menu.

JI Foundation Data Collection Yersion 1.0

Eie view [ service Tools wizards Heln

> bsRun Mode » Auto
El- & GA Instrurments Fir . ‘
[ Results Group :

The benefits and features of using manual mode are:

 Plates can be added to the stacker individually and in order.

* The internal barcode reader is not necessary to link plates to plate records in the
local database.

« Plates do not need to have a barcode.

To schedule runs using the manual mode (default):
1. Click the Run Scheduler icon.
2. Select Instrument > Instrument Name > Manual mode.

3. Click Search in the Run Scheduler to search for plate record(s).

Click Search Up and Down buttons

[Foundation Data Collection Version 1.0
File Yiew Instument Service Toals Wizards | Help
> n »
= b GAInstruments
[ Resutts Group
=) Database Manager
= §lgazrio
- [EPlate Manager D
& Protocol Manager
s hodule Manager
QA Run History
E-(CDDakaPT2
=-E3 Instrument Status

x|

¥ Find stgoier Prate: | Add Plate(Sean or Type Plate ID)

Output Stack
Plate Type Plate ID

Input Btack

Plate Narme Plate Mame Description

- [E]Event Log

B Capillary Viewer |

]
< y

- EBlArray Viewer
-~ spectral Viewer Seare | Up | Down 4
& Manual Control
[ genice Log Autn Sarmpler

Flate ID Flate Name Flate Type Status

Current Runs.

RunlD | Application | RunProtocol | Status
4 | _>|_I

Bystem Status P Stacker DakarPT2 me [Bystem Status: Ready | I Gurrent Run

Figure 1-39 Run Scheduler

This opens the Add Plates to In Stack dialog box.
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4. Type the name of the plate(s) or scan the plate ID and click Search.

] Add Plates to Input Stack x
Type of Search: |Barcode |+ Type of Search:  |Advanced =
Gean o Type Flate 1D Caondition Value 1 Value 2
Plate ID Mot Equal b -t
Flate Mame
Search | Biop; e
L Size
Search Results [ Append Results Status
MName Cescription Flata Owner j
Inatrimant Minaratnr
Search Stop | Clear Row | Clear All |
Search Results ™ Append Results
Narme |Type ‘Descrimiun ‘
=
Add Add Al Clear All Daone Add Add All ClearAll Dane
Figure 1-40 Barcode search Figure 1-41 Advanced search

5. Select run(s) to add and then click Add to add the plate record(s) to the Input

Stack in the order in which you want them to run.

Add Add All |

. Physically stack the plates in the In Stacker in order. The bottom plate runs first.

IMPORTANT! The order of the plate record must much the order the plates are
stacked in the In Stacker. If the order does not match, processed runs will have
the wrong plate record information.

Note: You may assign more plates in the Run Scheduler than are actually
available in the stacker.

Click B | (Run).

As the plates are retrieved by the autosampler, they are run in the order they
were placed in the In Stack.
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Auto Mode The features and benefits of the using Auto Mode are:

Features Plates must have barcodes.

* Internal barcode reader is necessary in order to link plates to plate records in the
local database.

* You can add plates to the In Stack in any order.
* Plates can be added or removed during instrument operation.

To schedule runs using the Auto mode:

1. Select Run Scheduler > Instrument Name > Auto mode.

Search, Up, and Down buttons no longer an option in this window

ion Yersion 1.0

=1gix]

3ervice Tools  Wiizards  Help

: Find Stacker Plate: |

8t ~Input Stack [ Output Stack
Plate ID ‘F’Iate MNarne Flate Type Flate ID Flate Marme Description

rer
alibratio
Viewer
wet
Salibrati

ion A
2| | v

nt Statu =

it N | . Rermove All
Log

un Sche | -Auta Sampler ( D

3du|eﬂ

Viewer Plate IO | Plate Mame | Plate Type | status

wer Clear Auto
Jiewer

ontrol
ag rCurrent Run

Run D Application Run Protocaol Status

] -

Figure 1-42 Auto Mode. Notice that the Search, Up, and Down buttons
are no longer visible as they are in Manual mode. Also, you no longer have the
Add Plate (Scan or Type Plate ID) option as you do in Manual mode.

2. Physically place plates in the In Stacker in any order. Remember that the bottom
plate runs first, the top plate runs last.

3. Click | (Run).

As the plates are retrieved by the autosampler, plate barcodes are scanned and
their plate records are associated with those stored in the local data
collection database.
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Controlling the Run

Controlling the  Use the toolbar at the top of the 3730/3730x/ Data Collection software window to
Run Using the control the run.

Toolbar Note: Ifthe drives are full, see 5-31

- || 11 ey

To... Click...

Start the run

e Stop the current run

and .

e Stop the other scheduled runs

e Complete the current run

and JJ

e Stop the other scheduled runs

e Stop the current run

and H

e Continue the other scheduled runs
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Run Times

Basic Run  When the run starts, the following basic steps are performed automatically by
Module Steps the instrument.

Module Steps

Turn on oven

Initialize autosampler

Fill syringe with polymer

Wait for oven to equilibrate (~30 min—for cold start only/first run).

Fill array (~2 min)

PreRun (~3 min)

Inject (~1 min)

Start separation/ramp voltage (10 min)

Collect data (variable)

Run ends: Leave oven on, laser to idle

Total time prior to separation:
e (Cold start: ~38 minutes
e Warm start ~8 minutes (oven is already at temperature)

Note: A PostBatch Utility, which runs automatically, turns off the oven and the laser
at the end of a batch of runs.

Approximate Run  The following table lists approximate run times:

Times
Run Time
Type of Analysis Run Module i
(when oven is heated)

Long read DNA sequencing LongSeqg50_POP7 2 hours

Standard read DNA sequencing StdSeq36_POP7 1 hour

Rapid read DNA sequencing RapidSeq36_POP7 35 minutes

Fragment analysis GeneMapper36_POP7 | 35 minutes
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Customizing Run Modules

You can modify default run modules to suit your particular needs.

To customize a default run module:
1. Click Eﬂ (Module Manager).

2. Click New.
The Run Module Editor window displays.

x|
~Run Module Description
Mame: |Seq36_POP?_EDDDSEC-run-time|
Type: |REGULAR =l
Template: [5td5ea36_POP7_July20 | Choose module template from the
drop-down menu (step 3 below).
Description:

~Run Module Setting

Mame Yalue Range

| Cwven_Temperature 1) 18..70 DegC

FreRun_Yaoltage 15.0 0..15 kW

FreRun_Time 180 1...1800 sec

Injection_‘Yaltage 1.2 0..15 kW

Injection_Time 15 1..80 sec

First_ReadCOut_Time 250 100, 16000 ms

Second_ReadoOut_Time 250 100, 16000 ms

Run_¥oltage 8.5 0..15 kW

Woltage_Mumber_Of_Steps 30 0..100 Steps

Voltage_Step_Interval 15 0..180 secs

Voltage_Talerance 0.6 0..6.0 kY

Current_Stahility 10.0 0..2000 uA

Ramp_Delay 450 1...1800 sec

Data_Delay 120 1...1800 sec

Run_Time 2450 300..14000 sec

Ok | Cancel

Figure 1-43 Customize Run Module Parameters

3. Select a template module as a basis for the new module.

4. Change to the desired module parameters using the table below as a guide to the
allowable parameters.

Note: You cannot edit a default module installed with 3730/3730x!/
Data Collection.
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Table 1-1 Editable Run Module Parameters

Name Range Comment

Oven_Temperature 18-70 C Temperature setting for main oven throughout run.

PreRun_Voltage 0-15 kV Pre run voltage setting before sample injection.

PreRun Time 1-1800 sec Prerun voltage time.

Injection_Voltage 0-15 kV Injection voltage setting for sample injection.

Injection_Time 1-90 sec Sampile injection time.

First_ReadOut_time 100-16000 The interval of time for a data point to be produced.

millisec First_ReadOut_time should be equal to
Second_ReadOut_time.

Second_ReadOut_Time 100-16000 The interval of time for a data point to be produced.

millisec Second_ReadOut_time should be equal to
First_ReadOut_time.

Run_Voltage 0-15 kV Final run voltage.

Voltage_Number_Of_Steps 0-100 steps Number of voltage ramp steps to reach Run_Voltage. We
recommend that you do not change this value unless advised
otherwise by Applied Biosystems support personnel.

Voltage_Step_Interval 0-180 sec Dwell time at each voltage ramp step. We recommend that
you do not change this value unless advised otherwise by
Applied Biosystems support personnel.

Voltage_Tolerance 0.1-6 kV Maximum allowed voltage variation. We recommend that you

do not change this value unless advised otherwise by Applied
Biosystems support personnel. If it goes beyond tolerance and
shuts off, contact Applied Biosystems tech support.

Current_Stability

0-2000 microA

Maximum allowed electrophoresis current variation. Current
fluctuations above this value will be attributed to air bubbles in
system and the voltage automatically turned off. We
recommend that you do not change this value unless advised
otherwise by Applied Biosystems support personnel.

Ramp_Delay 1-1800 sec Delay During Voltage Ramp. We recommend that you do not
change this value unless advised otherwise by Applied
Biosystems support personnel.
Data_Delay 1-1800 sec Time from the start of separation to the start of data collection.
Run_Time 300-14000 sec | Duration data is collected after Ramp_Delay.
1-42 Applied Biosystems 3730/3730xI DNA Analyzers User Guide




Monitoring a Run

Run Scheduler

Components

Monitoring a Run

Run Scheduler

Window

Foundatian Data Collection Yersion 1.0
File Wiew Instrument Service Tools Wizards Help

Run Scheduler Click - (Run Scheduler) to monitor the status of the scheduled runs.

> | 1 4

= 4
El-f A Insiuments GAInstuments > 923730 = Dakarch = Run Scheduler

L@ Results Group b

W= Database Manager 3

&-Fga3730 Find Stacker Plate: | Add Plate(Scan or Type Plate ID): |
P als Managst Input Stack- — ~Culput Stack—

By Protocal Manager

Description

-Anay Viewer
nSpa clral Calilratio
ﬁE] Reexraction

= C)Dakarce | >
= Einstrument Statug 0| | » 4

nﬂpatlal Calibration |
B Capiliary Viewar
|

Tk Module Manager Plata 1D Plate Marne Plate Type | Plate 1D |Plate Name
=@l Run History - 1 |082202a SpectralZ
E EPT Viewer
E]Event Log 4
'y Instrument Protoc

Ok

1 BYEPT Chart
L ElEvent Log Search .. | Up i Dawn Retrinye |
[ Spatial Run Sche| —

-Auta Sampler—

Capillary Viewer

BB rray Viewer Plate ID | Prate Name | Prate Type
@ spactral Viewer 0822020 Sequencing - Clear Auta
ém}Man ual Control
@Ezwms Log
Current Runs
| RunlD Application \ Run Protocol | Stafus
Run_CB_2002-08-2 11_2 Regular Collgciing
| Run_CB_2002-08-22_14-11_3 Regular test? validated
Run_C6_2002-08-22_14-11_4 Reoular test2 Validated
Run_CE_2002-08-22_14-11_5 Regular test? Validated
TR

|System Status b [Stacker DakarCe == [initializing Autosampler.

0%, 2:03:54 remaining.

Figure 1-44 Run Scheduler Window

Viewer graphic above.

The following lettered descriptions correspond to the lettered sections on the

A) Each row in the In Stack pane provides information about pending runs.

B) Clicking on the plate ID in the autosampler shows the pending runs for that plate.
C) A run can be selected by single-clicking on a row in the Current Runs viewer.
D) Each cell in the plate map grid on the lower right represents a capillary. The cells
in the grid are green if the well position has a sample in it, and white if it does not for

that selected run.

Note: For default load maps see page 1-28.
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Instrument Status

Click =] (Instrument Status) to monitor the status of the instrument or the
current run.

Note: To monitor a spectral calibration run in real time, capillary by capillary, open
the Event Log. For more Event Log information, see page 1-47.

Open the Event Log to monitor System Status must be Array Usage shows you how many
system messages ‘Ready’ before a run starts times the array has been used

Foundation Data Collection ¥ersion 1.0

=IO/ x|

File Wiew Serice Tools ‘Wizards Help
» || | ] L,
B & GA Instruments 4
@ Results Graup M Instrument ID: Dakar Array Serial Number: serial-dakar
= Database Manager Run ID: Mumber of Capillaries: 96
- System Status L— Ready Array Length: a0 cm
Array Usage: 2
- Sensor States Sensor Values
EHRun History
I:EI---ﬁDaKar EP “oltage EP Current
- 5 LEDs States 197 150 | | g20000 ud
12.0 E
Main Coor: Closed mm a0 1s00.0
Laser: IDLE E1000.0
Spatial Run Scheduler 60
Run Scheduler 30 Feii
Capillary Viewer Cven Daor: Closed  mm EF: on 0.0 119.8
- B Array Viewer
- Spectral Viewer Laser Pawer | [ Laser Current
. e A
& Manual Control Sedi ey Clossd Oven; OFF 150
-E Senice Log 124
Fa.0
Cell Heater: OFF EE.0
In Stack: Mot Empty s E30
ik}
Buffer Heater: OFF
Out Stack: Mt Ernpty Buffer Heater Cell Heater
' F1000  degl
Instrument: IDLE
E&0.0
53.0
Tray States ’
AutoSampler Plate Type: YE-weell with film
Buffer Statian Plate: Present
Water Station Plate: Present
Waste Blation Plate: Present
Parking Station Flate: Fresent
System Status P Stacker Dakar - [System Status: Ready | .,
Actualmeasured Set value (defined in the
Figure 1-45 Instrument Status Window value selected run module)

1-44 Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Monitoring a Run

Sensor States
Pane

Generally, a red light indicates an “out of normal” operating condition and you
should therefore pay attention to the specific item.

The simulated LEDs in this pane provide a quick way to check the instrument status.
The table below lists the instrument component and what the LED color indicates.

For... A green light indicates... A red light indicates... A yellow light indicates...
Main Door the door is closed the door is open —
Oven Door the over door is closed the oven door is open —

Stacker Drawer

the stacker drawer is closed

the stacker drawer is open

Out stack

plates before further
processing

In Stack at least one plate with an no plates are present in the -
unknown barcode number is | In stack
in the In stack

Out Stack empty, no plates are in the full, you need to remove not empty

Tray States Pane

The States pane indicates the status of the:

» Laser (on/off/idle)

* Electrophoresis (on/off)

* Oven (on/off)
* Cell Heater (on/off)

» Buffer Heater (on/off)
* Instrument (idle, pause, initialize, running, fail)

» Buffer Station Plate (present/empty)

» Water Station Plate (present/empty)

» Waste Station Plate (present/empty)

» Parking Station Plate

(present/empty)

» Autosampler Plate Type:

— 96-well septa

— 384-well septa
384-well with film
96-well with film

buffer, water, waste, empty, unknown

The Tray States pane indicates the status of all system trays as well as the plate type:

Applied Biosystems 3730/3730xI DNA Analyzers User Guide
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Performing a Run

EPT Chart The EPT Viewer displays real-time electrophoresis (EP) data during a run.

To activate the EPT Viewer:

1.

Click E (Instrument Status) to expand it.

[l Foundation Data Collection Yersion 1.0
File Wiew Sendce Tools ‘Wizards Help

> | | ] k
B A& GAInstruments

L%

Database Manager
ga3r30

[E]Plate Manager
@y Protocol Managar
{aModule Manager
+- (8 Run Histary

LB Semvice Loy

Figure 1-46 Left Pane Tree

Click P+ (EPT Chart).
The EPT chart displays.

@ Foundation Data Collection Yersion 1.0 o [ ]
File  View
® &
4
= A%ﬁzgd:}?&:up B GAlInstruments = ga3730 = Run History = EPT Viewar
-zl Database Manager
5-E]ga3730 E Selecta run to view: [Run_Huahine_2002-10-04_11-05_4 |

[El Plate Manager
T Protocol Manager
aModule Manager

Parameter

Epvaltage

=@l Run History

S EPT Wiewe

i ElEvent Loy

EpCurrent
OvenTemp
LaserF ower

@ Instrument Pratac, 7
i Bl Spatial Calibratiol
B Capillary viewar
- Array Viewer

AmbientTermp
CCDTemp
OvenPeltierTemp

- Il Spectral Calibrati
' BEReextraction
(PHuahine

Lasercurrant
BufferTermp
ArrayHolderTemp

T

10 20 30 40 50 60 70
Tirne Elapsed (minutes)

[ Show Legend

4 | 3

EPT Viewer

Figure 1-47 EPT Chart
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Monitoring a Run

Event Log

The Event log graphically itemizes events such as errors and general information, as
the graphic below illustrates.

Clear error messages by clicking Clear Errors. The System Status light flashes red
until all errors are cleared.

Note: This view can also be used to monitor a spectral calibration run in real time to
verify the capillary-by-capillary processing status.

[t cundation nata Lollection version 1.0 _|Cl =]
HIE WI3W  Semice 1COIS wEards -ela
» E 01 b |
Bl 34 Irstur ants Y| -Frrtmpsaages
13 =esults Groun H -
_atabage Viznager 1yp3 | st 1 ra Fubligha Lragcrigticr
3720 D Inins AR 131731 skt Thenmb ernd o s changad b 4
%2'3“9 M;IW;:E” Do 4302 13123 Diakar Sysler Status Sostprocessire =)
e [LIRURT} ENCIFE . - o PR -
1 b sulc M gkt ® Eror Loz [ERVE] Lakar Hacck validanon tailad
= -CEF I Hisliny ® Erar C5/30002 131230 Dakar D 5k drivz far sorple file s is full. Genera'
O E#0akar B Infa C5/I0602 121200 Doakar The rumker of ur s vas chanazdio t
= @'5{;;%"1“:'“* B It CH3002 131229 Dakar Rzcercd Berode: 95733 — system
3
(N e D In C/3002 131229 Dakal Sanple Plale Luad2d messages
| EBISpatial Fun £:12 B Inmn raanm? 131773 riakar RYSIRM RIANIS SIRNNLRSS PO
EBFUN Seheri £r o ma [EIETIW [ERERE Liakar Kn cofrplated
fap“';'"f"'ewﬂ D Int 5720002 131222 Dakar gvslor Sistus Sro-Balch
ey Aewar .
i 2 2 o i o o
- ERISnerral Views B Inio Ca/30i02 131222 Dakar Rzqucctzdfo sfar a baten of rur . =
sedMmidanual 2 chtrol | |
w-Efen ce oo
~Emor Messag
Typa | Dale Tre Publizha- | D aceripticr
@ Eror C&/20002 1212 Dakar Bacck validation failzd. =
®cCror  Cs0002 131220 Dakar [ sk drivz far serple files is full. — Error
messages
=
| | 2l
—— ClzarCrrors
4 ol Systen saws B

System Status changes from green Click here to clear
to flashing red when errors occur. error messages

Figure 1-48 Elements of the Event Log Window
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Array Viewer

Overview

Viewing Data in
the Array Viewer

[ Foundation Data Collection ¥ersion 1.0

File Edit View Serwice Tools

There are two formats for viewing data within the Applied Biosystems 3730/3730x/
DNA Analyzer Data Collection Software under the Run History icon:

* In the Array Viewer window
* In the Capillary Viewer window, capillary-by-capillary

Click - (Array Viewer) during or after a run to examine the quality of your data,
which is displayed as color data for the entire capillary array. You can view all the
capillaries (vertical axis) as a function of time/data point (horizontal axis).

The graphic below is an example of the Array Viewer window.

I [=1]

> | iy

= A& GA Instrurnents
------ @ Results Group

=-Elgaz730
------ [EPlate Manager

EARun History
=) Dakar

System Status > Stacker Dakar

------ = Database Manager

gy Protocol Manager
s Module Manager

[EInstrument Status
------ Bl Spatial Run Scheduler
Run Scheduler

& Manual Contral
[ sewice Log

Capillary 1

O S

MR U 0 SR AR S
S

Data progresses to the fixed left margin

e \J
Capillary 96
or

Scan: 1260 Capillary: 53

= [ |

Capillary 48

Figure 1-49 Array Viewer Window

How to Zoom

Color Bar

To zoom:
1. Hold and drag the mouse over the area of interest.
2. Release the mouse and click %

3. Click &

to expand the view.

to return to full view.

Click individual colors to view or hide them (same in Capillary Viewer).

= <« T o
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Monitoring a Run

Capillary Viewer

Overview

Viewing Data

.Fuundatiun Data Collection Yersion 1.0 gl x|

Eile  Wiew

There are two formats for viewing data within the Applied Biosystems 3730/3730x/
DNA Analyzer Data Collection Software under the Run History icon:

* In the Array Viewer window

* In the Capillary Viewer window, capillary-by-capillary

Click = (Capillary Viewer) to examine the quality of electropherogram data for
individual capillaries.

The graphic below is an example of the Capillary Viewer window.

« o NI BN

Capillary Viewer

E A%E;gﬂﬁgﬁgiup : GA Instruments = ga3730 = Run History = Capillany Viewer
iz Database Manager

Elga3730 . Selecta run fo view: [Run_Huahine_2002-10-02_18-51_3 ¥|

- @ Plate Manager o
- @y Protocol Manager
-~ {faModule Manager
=B Run History 40000

E0000

%y Instrurnent Protoc 20000

B Spatial Calibratiol

0

BB Array Viewer

-l Spectral Calibratit
- OB Reextraction ) i 4000 6000

- CPHuahing H12 Intensity vs Scan Mumber

Status
Flate Mame: Huahine_DE33_Install Instrument Protocal: Huahine_DE33_1200RT

Sample Name: D833 @ Analysis Protocaol: none

\Well Position: C8 Capillary number: 60

Scan: Capillaty :

JE [ B

Capillary Viewer

Figure 1-50 Capillary Viewer Window

Window inreal time, in 200 scan intervals.
Components B) Thelower plotrepresents the entire data trace collected thus far.

C) Click a cell in the plate map grid to view data from that particular capillary.
D) More details of a particular sample can be viewed in the Status table.

Note: For default load maps see page 1-28.

A) The upper plot represents the expanded portion of the color data being collected
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Chapter 1 Performing a Run

How to Zoom To zoom:

1. Hold and drag the mouse over the area of interest.

2. Release the mouse and click = %

3. Click ‘g

Electrophero-
gram Displays

to return to full view.

to expand the view.

An electropherogram is a graph of relative dye concentration against time, plotted for
each dye. The data displayed is multicomponented (that is, corrected for spectral

overlap). The relative dye concentration is determined by applying chemometric
algorithms to the collected fluorescence data.

Array View in the
Capillary Viewer

[ Foundation Data Collection ¥ersion 1.0

File View SeniceTools Wizards Help

n A et

* & NN -

The Capillary and Array views can be alternately viewed in the same window by
toggling between Show capillary view and Show array view.

Fl A GA Instuments
I3 Results Group
= Database Manager
=-Elgarao

HPlate Manager
& Frotorol Manager
s Mocule Manager

(- Run Histary

Bl CHDakarCh

B Spalizl Run Sche
B Run Stheduler
B Ay Viewer

Il speciral Viewer
™ manual Cantrol
Eservice Log

4
N GAmSTUmEns > 033730 » DakarCe » Capillary Viewer

-2000:
3030 3080 3070 3090

Mo 330 350 370
Intensity vs Scan Mumser

3190 3210 3230

[-Slatus for Run_DakarCh_2002-03-22_15-78_6
Plala Name: kyo Inglrument Profocol: testd
Bampla Narne: LRS Analysis Protocol: tast3

Wiell Pogition: D2 Capillary number. 10

Sean: 254 Capillary: O

dq |

© Showcapillanyview &

System Slatus P

|Stacker: Dakarcs == [starting Data Collection

FEEMRHIEE r=maining

Figure 1-51

Toggle between Array and Capillary views
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Working with Data in The Run History View

Working with Data in The Run History View

Run History Components

Elements of the The Run History utility can be used only with completed runs stored in the local
Run History 3730/3730x/ Data Collection database. It does not provide real-time viewing of
Utility collecting runs.

In the left tree pane, click the icon next to the function to launch it.

Elements Within the Run History Utility Icon

EPT Viewer

Note: If Cleanup Database has been used, you cannot view
processed data in Run History.

Spatial Calibration Viewer

Capillary Viewer

Note: If Cleanup Database has been used, you cannot view
processed data in Run History.

Array Viewer

Note: If Cleanup Database has been used, you cannot view
processed data in Run History.

Spectral Calibration Viewer

Reextraction

=E B MB [

Note: If Cleanup Database has been used, you cannot view
processed data in Run History.
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Performing a Run

Viewing Data from a Completed Run in the Data Collection Software

Overview

Viewing Data

There are two formats for viewing data within the Applied Biosystems 3730/3730x/
DNA Analyzer Data Collection Software under the Run History icon:

* In the Array Viewer window (in much the same way that you might view the gel
file output from an ABI PRISM® slab gel instrument).

* In the Capillary Viewer window, capillary-by-capillary.
To view data from a completed run:

1. On the left tree pane in the 3730/3730x/ Data Collection software, click
(Run History) to select the run you want to view.

[ Foundation Data Collection Version 1.0fci -8 x|

File View

- A GA Instruments

[ Results Group

-~ ¥ Database Manager [ Find Plates Matching These
=Elgasrso
[EPIate Manager Type of Seareh: [Barcode _v]

@ Protocal Manager
TaModule Manager Sean or Type Plate 1D

=8

GA Instruments » ga3730 = Run History

)
EAEPT Viewer

ElEventLog
& Instrument Protacol el By Find Al I Append Resuits

&l spatial Caliaration Viewe:
B capillary viewer

- Bl Array Viewsr
[l Spectral Calibration Views
UB]Reexraction

& (PHushine

=1 EfInstrument Status

Operator

o mar
DS 33nstalPlate D&33nstallPlate Genelapper agwel  maf 2002-10-23 22:49:10.0
DE32netaliPlate D833InstallPlate Geneapper OBl rmar 2002-10-23 22:49:10.0
DE3InstallPlate DS33InstallPlate Genelapper ggwel  mar 2002-10-23 22:48:10.0
D833 D8 33install Genelapper 9G-well  install 2002-10-23 22:3937.0
JaimeTest Jaime Genelapper 9Bell  Jaime 2002-10-24 02:29:28.0
Verfication_Plate  Verfication_Plate  SeguencingAnalysis  O64Well  3730User 20021026 02:08:38.0
LRSFlate LRSFlate SequencingAnalysis  GEwell KK 2002-10-26 04:40:47.0

- ElEvent Log
&l spatial Run Scheduler
Run Scheduler
B capillary viewer
- Bl Array Viewsr
[l spectral viewer

IMManual Control
Esenice Loy

< >

Clear All

el >
Run Histary

Figure 1-52 Viewing Data

2. Search for your run by either Barcode or Advanced search.

Note: For information on plate search for sequencing, see page 2-37, and page
3-35 for fragment analysis.

3. After choosing the run, click the Array Viewer or the Capillary Viewer from the
left tree pane.
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Viewing the Results of Autoextraction

Overview  After a run is completed, extraction and analysis is performed automatically,
according to the settings in the Plate Editor (sequencing see page 2-8, fragment
analysis see page 3-11) and the Results Group (sequencing see page 2-37, fragment
analysis see page 3-29). The results of extraction and analysis can be viewed in the
Reextraction Panel. Samples can be extracted again with the same settings, or with
different Analysis Protocols or different Results Groups. This can be useful for
many reasons:

» The destination location may not have been available during extraction.

* Some samples may have failed analysis and a different Analysis Protocol might be
more successful.

» Samples might be saved in different locations, or with no analysis at all to
save space.

Sample File Des Locations where sample files are placed during extraction:

tinations Default Destination, and default folder naming: Data / instrument type /

instrument name / run folder (No ProcessedData folder)

* Default Destination, custom folder naming: Data/top custom
folder/subfolders, etc.

* Custom Destination, default folder naming: Destination/instrument
type/instrument name/run folder

» Custom Destination, custom folder naming: Destination/top custom
folder/subfolders, etc.

Runs Stopped Runs that are stopped before completion display the status “Completed” in the Run
Before Complete Scheduler and the plate is moved to the Out Stack. In the Instrument View the status
Autoextraction is changed to “Ready.” Successfully extracted and analyzed runs display the status

processed in the same Run View page.

The auto extractor component of the 3730/3730x/ Data Collection automatically
extracts data from stopped runs. If autoextraction fails, click the Reextraction icon
ﬁﬁ to extract data.

Effects of Changes made in the Reextraction Panel to a Results Group, Analysis protocol,
Changes Made in  Comments, etc., also change in the original plate record. The original plate
the Reextraction information is overwritten.

Panel
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Selecting and
Queuing Samples
for Extraction

You can queue individual samples for reextraction. This is especially useful for
experimenting with different Analysis Protocols for samples that have failed
initial extraction.

To select and queue samples for extraction:

1.
2.

Click E (Run History).

Enter the plate ID for a plate that has been completed, or click Search. Plates
that have runs still pending cannot be reextracted. All the runs from that plate
appear in the window.

Note: To use the Advanced search option, see page 2-38 for sequencing or
page 3-36 for fragment analysis.

Select a run from the list.

B Foundation Data Collection Version 1.0fc1 18]
File View
& A GA Instruments N
B Resuts oroup M GAlnstruments = ga3730 » Run History
. Da;haanseManauev Find Plates Matching These C
Elua
%P\atsManausr Tyeofsearch: [Barcode v
@ Protocol Manager
ik Module Manager Scan ar Type Plate 1D
EHEPT Viewer [
EleventLog
@y Instrument Protacol Searh Sicy Fing All [~ Append Results
M spatial Calibration Views
i
EBArray viewer uneraig
Elispectral Calibration Views alFate
[EIResxraction allPlate te 100
& QHushin Run_Huahine_2002-10-18_20-37_8 DS33AnStallPlat DS3ANStalPlat Genen: aB-ell it 2002-10-23 22:48:10.0
Ensinmentstatus un_Huahing_2002-10-18_20-37_ Instal Plate instalPlate enemapper el 10
EEPT Chart Run_Huahing_2002-10-18_20-37_9 DS33nstalFlale  DS3AnstalFlate  GeneMapper 964ell  mal 2002-10-23 22:4910.0
Elevent Log Run_Huahine_2002-10-18_20-37_10 DS32InstallPlate DE33InstallPlate GeneMapper 9Bl rmal 2002-10-23 22:49:10.0
ozt Fun Sheduer ||| qun uanine_20021023 23031 033 D3instal Genetrapper ool ol 0210232239370
Bcapillary Viewsr Run_Huahine_200210-24_02-32.2  JaimeTest Jaime Genelapper 96ell  Jaime 2002-10-24 02:2926.0
B Arvay Viewer Run_Huahine_2002-10-25_02-08_2 Verfication_Plate  Verificaion_Plate  Sequencingénalysis  964ell  3730User  2002-10-250206:38.0
gaziz‘;‘;‘iﬁ' Run_Huahine_2002-10-25_04-50_3 LRSPlate LRSPlate SequencingAnalysis  9B-Well KK 2002-10-25 04:48:47.0
[Ssenice Lag
‘ >
Clear All
el [

Run Histary

Figure 1-53 Run History Search Results

Click ﬁﬁ (Reextraction) in the left tree pane.

The Reextraction window displays

Click the checkboxes in the Extract column to select the samples to
be reextracted.

Click Extract to start the reextraction.

Note: Reextracted sample files are saved in the original folder that data was
extracted to.

1-54

Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Working with Data in The Run History View

Elements of the Reextraction Window

Use check boxes
to select samples
to be reextracted

All the samples are displayed with the results of extraction and analysis.

Note: Sort the columns of the re-extraction panel by holding the shift key and then
clicking on a column header.

Capillary number

[ Foundation Data Collection Yersion 1.0a6

File view Edit

Well position

Results of extraction and analysis

Fields can be edited for reextraction

=~ A& GAlnstruments

- [@Results Group
§=lDatabase Manager
= Elga3ran

L. [EE| Plate Manager

& Protocol Manager
o [y Module Editar

= (8 Run Histary

L BHEPT Wiewer
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- B0 Capillary Viewer

- EE Array Viewer

- Il Spectral Calibrati
ction|

--ﬂDak

4] | 3

Reextraction

=101 %]
: |Fun_Dakar_3002-05{29_16-26_4 =|

Extract | Cap | Well | Result Quality | Sample Name | Comment Results Group Analysis Protoct
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|7 84 12 = ek Fample comment SPrimeNoSeq SPrime

|7 86 F12 = ek Fample comment SPrimeNoSeq SPrime

|7 83 E12 = o] Fample comment SPrimeNoSeq SPrime

|7 a0 D12 sen3 sample commert SPrimeNoSeq SPrime:

|7 92 c12 sen3 sample commert SPrimeNoSeq SPrime:
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|7 B3 H3 = ek Fample comment SPrimeNoSeq SPrime
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et |<—— Click here to start extraction Check | Uncheck

Figure 1-54 Elements of the Reextraction Window

[
These are used if several
samples are highlighted
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Chapter 1 Performing a Run

Results Column  The results of extraction and analysis are color coded in the Results column. The
following table lists the colors and their values.

Color Value Notes
Red Extraction or analysis failed Descriptive messages can be viewed by
resizing the Results column to view all text
Yellow * Warnings for extraction or analysis (click on the arrow)
Green Successful extraction (with no analysis intended), or
successful extraction and analysis.

* Note: The text message for samples that produce yellow is: “FAILURE: Analysis Failed
Bad Data; Error Number=nnnnn
WARNING...

The Results column, by default, shows only the beginning of any processing
message. The entire message returned from extraction and autoanalysis is inside the
cell and can be viewed by expanding the cell. The location of the stored sample is
also found there. In addition, there is a tooltip view for each sample results message.

Tooltip view. Access by placing the cursor over the sample of interest

[l -oundation Data Lollcction ¥ersion 1.0
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urt Drdsdr 2002-05-28 16-23 MProcessedDalaiPre 082 H1Z
T “ =0T =| B T Fogs SAMPIC COmmznt SI'rmcMoLoy
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Figure 1-55 Drag the cell’s edge to expand the column
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Flie view Edit
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Figure 1-56 Expanded column
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Quality Column

Results Group
and Analysis
Protocol Columns

Sorting The
Samples

The Quality column represents the quality values for an entire sequence. Quality
Values are only assigned to analyzed samples when using the KB Basecaller. The
following table lists the displayed colors and their associated value range.

Color Quality Value Range
Red <15
Orange >15and <20
Yellow >20 and < 30
Green > 30
Note: For more information on KB Basecaller and Quality Values, see the ABI PRIsm®
DNA Sequencing Analysis Software v5.0 User Guide, PN 4331940.

The column is empty (white) if:

* Analysis was not performed
* Analysis failed

» ABI Basecaller was used for analysis. This basecaller does not assign
Quality Values.

The Results Group and the Analysis Protocol (Analysis Method in the
GeneMapper™ software) can be edited and the changes used for reextraction.

Note: Select an entire column in the Reextraction window by clicking on the column
header. For example, clicking on the Extract column header selects all samples.
Clicking the Uncheck or Check buttons at the bottom of the window, enables or
disables the checkboxes for each sample. Additionally, the fill-down command
(Ctrl+D) works the same here as in the Plate Editor for easier information input.

The samples can be sorted according to any of the column properties by holding
down the shift key while clicking on the column header. Shift-clicking again sorts
them in the reverse order. This is most useful for sorting by capillary number, by well
position, by results, by quality, and by the Extract column. For example, it is often
useful to bring all of the samples that failed analysis or extraction to the top of the
column where they can be examined without having to scroll down to each

sample individually.
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Working with Data in The Run History View

Reextracting To reextract selected samples:

Selected 1. Expand the Results column cells for any yellow or red results, to see a
Samples description of the warning or failure.

2. If desired, select a new Results Group, or edit the current one. This allows you
to turn off autoanalysis, change the samples and folder naming options, the
location where they are placed, the owner of the Results Group, etc.

For more Results Group information see, sequencing page 2-12, fragment
analysis page 3-13.

3. [Ifdesired, change the Analysis Protocol to experiment with different ways of
analyzing the sample, using a different basecaller for example.

4. Check the checkbox in the Extract column for the samples you wish to
extract again.

5. Click Extract.

IMPORTANT! Reextraction creates an entirely new sample file and does not
replace the previously saved sample file. The presence of a previous sample file
has no effect on the creation of a new sample file. If the same naming options
that are used for reextraction are identical to those used previously, a number is
appended to the filename. For example, if the first sample is, “sample 01.ab1”
then the second sample would be, “sample 01 (1).ab1.”
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Viewing Analyzed Data

Locating Sample  When a run is finished, the analyzed sample files are extracted into a run folder,
Files along with a run log, to a location defined by your Results Group (For more Results
Group information, see page 2-37 for sequencing, or page 3-29 for fragment
analysis) or the default destination location:

E:\AppliedBiosystems\UDC\Data Collection\Data\ga3730\Instrument Name

pliedBinsystems',UDC,DataCollection'Data’,ga3730'Bora Bora =] 3
J File Edit View Favorites Tools  Help |
J <= Back - = - ‘ Qsearch [ Folders ¢ History ‘ B 6 X ‘ [~
| address [ £1\appliedBinsystems\UDCiDataCollction|Datalga37 30iBora Bora = @
3 i | Mame * [ Size | Type | Modified [ -
I-C] L [:IRun_Eﬂra Bora_z... File Folder 5/22f2001 §:23 PM
e DRun_Eura Bora_Z... File Folder 5/22/2001 §:37 PM
Bora Bora CJRun_BoraBora 2. File Folder 5/22/2001 8:52 PM i
- 2 File Folder 5[22{2001 9:10 PM Doub|e-C|ICk a
Select an item ko view its DRun_Eura Bora_Z... FiteFotder JEES R TR | H
description. Fun_Bora Bora_z. . File Folder 5/22/2001 11:06 PM folder to open it
See also: ZJrun_Bora Bora_z... File Folder 5/23f2001 10:46 AM
My Documents [CJRun_Bora Bora_z... File Folder 5/23/2001 10:54 AM
My Metwork Places DRunjora Bora_2... File Falder 5/23/2001 12:13 PM
Py Computer [:IRun_Eﬂra Bora_z... File Folder 5/23(2001 5:41 PM
DRun_Eura Bora_Z... File Folder 5/23/2001 7:31 PM
DRunjora Bora_2... File Falder 5/23/2001 9:34 PM
[:IRun_Eﬂra Bora_z... File Folder 5/23f2001 11:37 PM
DRun_Eura Bora_Z... File Folder 5/24/2001 1:40 AM
DRunjora Bora_2... File Falder 5/24/2001 3:43 AM
[:IRun_Eﬂra Bora_z... File Folder 5/24f2001 5:45 AM
DRun_Eura Bora_Z... File Folder 5/24/2001 7:48 AM
DRunjora Bora_2... File Falder 5/24/2001 9:52 AM —
[:IRun_Eﬂra Bora_z... File Folder 5/28(2001 5:35 PM
DRun_Eura Bora_Z... File Folder 5/26/2001 6:16 PM
DRunjora Bora_2... File Falder 5/28/2001 6:34 PM
[:IRun_Eﬂra Bora_z... File Folder 5/28f2001 7:37 PM
DRun_Eura Bora_Z... File Folder 5/29/2001 10:27 AM
DRunjora Bora_2... File Falder 5/29/2001 2:03 PM
[:IRun_Eﬂra Bora_z... File Folder 5/29/2001 4:06 PM
DRun_Eura Bora_Z... File Folder 5/29/2001 9:47 PM
DRunjora Bora_2... File Falder 5/29/2001 11:49 PM
[:IRun_Eﬂra Bora_z... File Folder 5/30/2001 1:51 AM
s e e cimcme o A El
|44 objeck(s) |D brytes |@. MMy Computer 4

Figure 1-57 Locating Sample Files

If the data has been re-extracted, the data is in the location defined by the applied
Results Group or the default destination location:

E:\AppliedBiosystems\UDC\Data Collection\Data\ga3730\Instrument Name

Viewing Sample After a run has been extracted to sample files, you can use the Sequencing Analysis
Files Software v5.0, or the GeneMapper™ Software v3.0 to view the electropherogram
data, both raw and analyzed. All sequencing sample files contain the .ab1 extension,
and all fragment analysis sample files contain the .fsa extension.
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Log Files Log file for a run is stored in the Run name folder found at:

E:\AppliedBiosystems\UDC\DataCollection\Data\ga3730\
Instrument Name\Run_Inst.Name Date Run\

IMPORTANT! If the run is not set up for autoanalysis, refer to the ABI PRISM® DNA
Sequencing Analysis Software v5.0 User Guide, or the GeneMapper™ Software v3.0
User Guide for information on manual analysis. If the run is set up for autoanalysis,
continue to:

» Chapter 2 for sequencing applications and,
* Chapter 3 for fragment analysis applications
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3730/3730x/ Data Collection Software and
Sequencing Analysis Software v5.0

Important Notes A unique name must be assigned to the instrument computer before 3730/3730x/

Data Collection software is installed.

* Do not rename the computer once 3730/3730x/ Data Collection software has been
installed. Doing so may cause the 3730/3730x/ Data Collection software
to malfunction.

» The 3730/3730xI Data Collection software does not allow all types of characters
when naming samples, files, etc.

* You may, however, change what characters are allowed by modifying the user
properties text file. For more information refer to:

E:AppliedBiosystems\UDC\DataCollection\Config\UserProperties.txt

Acceptable The following table includes characters that are accepted by default.

Characters
lg:: aegt:tbelre Description

’ Accent

& Ampersand

‘ Apostrophe

{1} Braces

[1 Brackets

A Caret (circumflex)
$ Dollar

! Exclamation

() Parentheses

+ Plus

; Semicolon

~ Tilde

\% V' key

IMPORTANT! If an application, 3730/3730x/ Data Collection for example, needs to
replace an illegal character in the file name, you should replace it with an
underscore (_).
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Unacceptable The following table includes characters that are not allowed.

Characters
Urg:acr(:%ttzlzle Description
/\ Forward or backward slash
1/l
Colon
* Asterisk
? Question mark
" Quotation mark
<> Inequality signs
| Vertical line
Space

Sequencing Analysis

Overview You may choose to perform autoanalysis of sequencing samples by utilizing features
of the 3730/3730x/ Data Collection and ABI PRISM® Sequencing Analysis
Software v5.0.

Autoanalysis Autoanalysis can only be performed on the same instrument computer that collected
the sample files. Additionally, if you perform autoanalysis on samples, but wish to
edit/review results on another computer, you must transfer the Analysis Protocol to
the Sequencing Analysis Software v5.0 database. If you wish to analyze samples on
another computer, you must transfer the files to that location.

When completing the Plate Record, you need to fill in Instrument Protocol
information for Data Collection to complete the run. Additionally, when creating a
new Results Group for a set of samples to be autoanalyzed, you must check the “Do
Autoanalysis” checkbox in the Analysis tab of the Results Group Editor, and choose
default Analysis Protocols for each run.

Manual Analysis If the run is not set up for autoanalysis, refer to the ABI PRISM®*DNA Sequencing
Analysis Software v5.0 User Guide, or for fragment analysis, the GeneMapper™
Software v3.0 User Guide for information on performing manual analysis.

About When Sequencing Analysis Software v5.0 is installed on a computer that has
Sequencing Applied Biosystems 3730/3730x/ DNA Analyzer Data Collection Software,
Analysis and Sequencing Analysis becomes available for selection through the Results Group
3730/3730x/ Data  Editor (see page 2-37) and the New Plate Dialog (see page 2-6). This choice enables
Collection Data Collection to generate .abl files, and either performs Autoanalysis within Data
Collection or manual analysis within Sequencing Analysis Software v5.0.
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About Plate Records and Sequencing

Overview

When to Create a

Plate Record

A plate record is similar to a sample sheet or an injection list that you may have used
with other ABI PRISM instruments.

Plate records are data tables in the instrument database that store information about
the plates and the samples they contain. Specifically, a plate record contains the
following information:

» Plate name, type, and owner

* Position of the sample on the plate (well number)

» Sample name, see page 2-17

* Mobility file (in Analysis Protocol), see page 2-29

+ Comments about the plate and about individual samples

* Dye set information (in Instrument Protocol), see page 2-25

* Name of the run module (run modules specify information about how samples
are run) (in Instrument Protocol), see page 2-25

» Name of the Analysis Module—Analysis Modules specify how data is analyzed at
the end of the run (in Analysis Protocol and Results Group), see page 2-37

A plate record must be created for each plate of samples for the following
types of runs:

» Spectral calibrations
* Sequencing Analysis

Additionally, Plate Records must be created in advance of placing the plates on the
instrument. However, Plate Records can be created while a run is in progress.
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Using the Plate Manager for Sequencing

The Plate Manager allows you to search for, create, edit, import, export, and delete
Plate Records within the local 3730/3730x/ Data Collection database.

To create and complete a New Plate:

1. Click (Plate Manager).

[ Foundation Data Collection Version 1.0fc1 =lolx]

File  Wiew

B & GA Instruments

4
[ Results Group B GAlnstruments » 0a3730 = Plate Manager

=) Database Manager - Find Plates Matching These Criteria
=B ga3ran
Type of Search: lm
@ Protocal Manager
@Modmg Manager Scan or Type Plate ID
= 8 Run Histary
EHEPT viewer
E‘;Tutr;giwmmco\ Search | Stop | ’ml [ Append Results

patial Calibration Viewer
= Capillary Vigwer

BB areay Viewer Plate ID | Flate Marme ‘ Type ‘ Size Status ‘ Operator ‘ Last Mas
nSpec!ralCal\bra!\omviewer maf mmm GeneMapper 384-wyell pending-no samples defined hhh 2002-1

ﬂ?%?fe)?ra?m il Ji SequencingAnalysis 96-Well pending bhb 20021
. nstructor -
7 [EdInstrument Status =

patial Run Scheduler
B Run Scheduler

= Capillary Wigwer

BB Array Viewer

R Spectral Viewer
Manual Control

) genice Loy

o}

C er

Click New

| »

4 |
( ey, ) Edit. | Celete Import. Export. Clear Clear All

Figure 2-1 Plate Manager Window

2. Click New to open the New Plate Dialog box (see figures 2-2 and 2-3 on
page 2-7).

3. Use the information in table 2-1 to complete the New Plate Dialog window.

4. Click OK.
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Elements of the The following table describes the elements of the New Plate dialog box that displays
New Plate when you click New in the Plate Manager window.

Dialog Box

Note: All fields except Description are required before clicking OK to create a new
Plate Record.For more information on default run scheduling, see page 1-26.

Table 2-1 New Plate Dialog Box Elements

Field Description
ID (Barcode)* Plate barcode or other unique ID.
Name* Unique plate name .
Description Plate description (optional).
Application Sets the type of application for the plate. List contains the

supported analysis applications:
e Spectral Calibration
e Sequencing Analysis

IMPORTANT! What you select here should match the
Analysis Type in the Results Group.

See page 2-14.

Scheduling Enables you to customize quadrant run order. Activated
when 384-well is selected.

see graphics on next page, and see also page 1-26.

Plate Type Sets the size of the plate for either 96-well or 384-well.
see graphics on next page, and see also page 1-26.

Plate Sealing Sets the sealing type of the plate for either Heat Sealing
or Septa.

Owner Name Contains the name of the plate owner.

Operator Name Contains the name of the operator who ran the plate.

OK button Validates the entries in the fields, creates the new Plate

Document, and displays it in the Plate Editor window.

Cancel button Closes the dialog box without creating a new plate.

* The plate (barcode) ID and plate name must be unique to enable database
searching for the plate record.
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x|

ID (Barcode); |

Name: |

Description:

Application

Plate Type:
Scheduling box is inactivated

RN when 96-well plate is selected

Plate Sealing:

Owner Name: |

Operator Narme: |

il Cancel |

Figure 2-2 96-well plate type selected in New Plate dialog box

x|
ID (Barcode): |
Mame; |
Description:
Application; [Mone El
Plate Type: |EEYRGTSINNN - | 12 |
o T If you select a 384-well plate type:
' —— * A scheduling option displays
Plate Sealing: |None 'l B | 2]4 and
Owner Name: | ¢ The Scheduling box is activated
Operator Mame: |
oK | Cancel |
|

Figure 2-3 384-well plate type selected in New Plate dialog box
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About
Sequencing Plate
Editor

The table below lists the parameters in the logical order of their use.

The Plate Editor displays an empty plate record for the selected application that is
chosen in the New Plate dialog box. The data fields within a given plate record vary
depending on the selected application. This section describes the data fields that are

present in a sequencing analysis Plate Record.

Parameters Description See Page
Instrument Protocol Contains everything needed to run the instrument. 2-23
Analysis Protocol Contains everything needed to analyze sequencing data. 2-30
Results Group Defines the file type, the file name, file save locations, and default Analysis 2-12

Protocols linked to sample injections.
Plate Manager Stores and organizes plate records which link samples to the Instrument and 2-37
Analysis Protocols, and to the Results Group.

Plate Manager

Plate Record

Results Group

3

Instrument Protocol

4

Analysis Protocol

Default analysis
protocols

File Save
preferences

Run module Mobility
D t | | Bases called
N (pure or mixed)

Post classification
(SQVs)

Post analysis
processing
(clear range)

Figure 2-4 Elements of a Plate Record for Sequencing

IMPORTANT! In order for data collection and autoanalysis to be successful, each run
of samples must have an Instrument Protocol, an Analysis Protocol, and a Results
Group assigned within a plate record.

2-8
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Completing the To complete the sequencing plate editor:

Sequencing Plate
Editor

2. Press the Enter key.

Type a sample name in well AO1.

The entire row of cells are now accessible.

3. Select definitions for:

* Results Group

e Instrument Protocol

* Analysis Protocol

Table 2-2 describes how to create each of the definitions listed above.

Only the Plate Sealing field is editable in this view

[@Sequencingnnalysis Plate Editor

File

Edit

Plate Name: [5eq Operator:  [ver
Plate ID: JwcF Cnner: Juct
Flate Sealing: IHeatSeaIing 'l Scheduling: |1234
el Sample Mame | Comment | Results Group Instrument Protocal 1 | Analysis Protocal 1 Instrument Protocol 2 Analysis Protocol 2
A1 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor o
B0 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor —|
o LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Do LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
E01 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Fo1 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
GO LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
H1 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
101 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Joq LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Ko LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Lo LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
M0 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
MO LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Lalny} LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
PO1 LES Default_Resultz_Group | maf 3730B0Ty3-KB-Detor )
A2 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Bo2 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
coz2 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Doz LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
E02 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
Fo2 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor
02 LRS Default_Results_Group | maf 3730B0Tv3-KB-Dekor -
4 | _’l_l
Descriptionl Ok | Cancel |

Figure 2-5 A Completed Sequencing Plate Record
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4. Click OK.

Note: For sequencing runs, there is no need to re-create a plate record for a run that
may have failed. Simply edit the plate record to add an Instrument Protocol and an
Analysis Protocol to the rows that need to be rerun (only if the plate has available
blank Protocol fields). This changes the existing plate record status from “Processed”
to “Pending.”

IMPORTANT! You must have sufficient database space available to create new
protocols within an open plate record. The Database Manager alerts you if there is
not enough space. To free up space, see page 5-32.

IMPORTANT! After clicking OK within the Plate Editor, the completed plate record
is stored in the Plate Manager database. Once in the Plate Manager database, the
plate record can be searched for, edited, exported, or deleted.

However, editing plates during extraction causes extraction results to be overwritten.
If, for example, you create a plate with two or more runs and then run the plate.
When the first run is extracting, you open the plate editor and make some changes
and then save the results. When you then view the run in the re-extraction panel,
some of the Analysis results may be blank, having been overwritten by the

Plate Editor.
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The following table describes the columns inserted in a Plate Record for a
sequencing analysis run.

Table 2-2 Columns in the Sequencing Analysis Plate Record

Column

Description

Sample Name

Name of the sample

Comment

Comments about the sample (optional)

Results Group

Note: Not
provided for
Spectral runs

Some options:

¢ New: Opens the Results Group Editor dialog box

e Edit: Opens the Results Group Editor dialog box for the Results
Group listed in the cell

¢ None: Sets the cell to have no selected Results Group

Note: You must have a Results Group selected for each sample
entered in the Sample Name column.

See, “Working With a Results Group” on page 2-12

Instrument
Protocol

e New: Opens the Protocol Editor dialog box. An alert displays if
there is not sufficient space.

¢ Edit: Opens the Protocol Editor dialog box for the Instrument
Protocol listed in the cell.

¢ None: Sets the cell to have no selected protocol.
e List of Instrument Protocols: In alpha-numeric order.

Note: You must have an Instrument Protocol selected for each
sample entered in the Sample Name column.

See, “Creating an Instrument Protocol For Sequencing” on page 2-23

Analysis Protocol

Note: Not
provided for
Spectral runs

¢ New: Opens the Analysis Protocol Editor dialog box. An alert
displays if there is not sufficient space.

¢ Edit: Opens the Analysis Protocol Editor dialog box for the
Instrument Protocol listed in the cell.

* None: Sets the cell to have no selected protocol.
¢ List of Analysis Protocols: In alpha-numeric order

Note: You must have an Analysis Protocol selected for each sample
entered in the Sample Name column.

See, “Working with Analysis Protocols for Sequencing” on page 2-28
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Working With a Results Group

Overview A Results Group is a component within Data Collection that organizes samples and
certain user settings under a single name. It is called a Results Group because it is
used to analyze, name, sort, and deliver samples that result from a run.

You can create a Results Group two different ways:
* Within the Plate Record
or,
» Within the left navigation pane under GA Instruments.
Creating a To create a Results Group:
Results Group | ik
a. Click n: (Results Group) to display the Results Group Manager.

or,
b. In the Plate Record, click New under Results Group column.

[ Foundtion Data Collection Version 1.0 lalx] : K|
File View File Edit
i Flate Name:  [Sequencing Operator. [t
¥ GAnstuments > Resuts Group
Plate D [se75 Owner.  [ucf
= Elgaar Find
[LPIate Manager Plate Sealing: |HeatSealing v
@ Protocol Manager Name | owner | Comment
ThaModule Manager
S GRn History PTi——— well | SampleName | Carment | Results Graup | instrument Protocal 1| Analysis Protocal 1| Inst
ggxmﬂ a0 | BAC428 [ <] [ [ A
@ instrument Protocol &0
Espaﬂa\ Calibration Viewer ot [N
Capillry Vi —
Bovaowr oot et
@l spectral Calibration Viewe E01 [Duplicate
| o BRascton o1 ———
& Edinstrument staus Ed Urttied_Resuits_Group
Elevent Log HO1 | ikcki
il Spatial Run Scheduler A2
EiRun Seheduier - E—
B capillary Viewer —
B array viewer <02
W Spectral Viewer Doz
& Manual Control = R
[Bsenvice Log —_—
FO2
a2
Ho2
. 03
Click New
o
| o —
5 £03
. ; (== perte | Dupicate | impon Bxpor. _—— )
e P o
Destription ok Cancel
Figure 2-6 Create a Results Group in the left Figure 2-7 Create a Results Group in the
navigation pane under GA Instruments Plate Record
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2. Click New or highlight an existing group and click Edit.
The Results Group Editor window displays.

Note: Do not select Results Group Entry Completed for sequencing analysis.

nResults Group Editor

Gen!?fallAnalysis Destination | Maming

Results Group Mame: |Sequencmg

Results Group Owner: |

Results Group Comment: |

[ Results Group Entry Completed

TMotify |

0K | Cancel

Figure 2-8 General tab in the Results Group Editor

Results Group  Each tab in the Results Group Editor window is described below.
Editor Tabs

General Tab To complete the General tab (see figure 2-8):

1. Type a Results Group Name. The name can be used in naming and sorting
sample files. It must be unique (see page for a list of accepted characters).

2. Type a Results Group Owner. The owner name can be used in naming and
sorting sample files.

3. Type a Results Group Comment (optional).
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Analysis Tab:
Autoanalysis

If Analysis protocols are defined here for runs 1-5, the Plate Editor record is
automatically populated during the creation of a plate record.

To complete the Analysis tab for Autoanalysis with sequencing analysis:

1.

2
3.
4

Select the Analysis tab.
Select Do Autoanalysis checkbox.
Select Sequencing Analysis from the Analysis Type drop-down list.

Select Default Analysis Protocols Runs 1-5 from each of the five Run menus.
This links a Results Group to an Analysis Protocol in the Plate Record. Once
you select a Results Group in a Plate Record, the Analysis Protocols
automatically populate the Plate Record according to the defaults chosen here.
With these settings, a set of 48 or 96 samples may be run up to five consecutive
times within the same plate record.

Note: The Analysis Protocols chosen here are only used as default settings in
the Plate Editor. Changing the choices in the Results Group has no effect on any
plates that have already been created, and has no effect on which protocols are
used in extraction.

nResults Group Editor x|
General Analysis | Destination| Maming
¥ Do Autoanalysis
Ahalysis Type
Jsequencing =
—Default Analysis Protocals for Runs 1 -5
Run 1/3730B0Tv3-KB-DeMNavo_vs |
AW 37 30-Mixed_Bases n
Run 3<None= =
Run 4/<None> =l
Run §/<None> =l
Loainio ] Not required
Passwaord for .
Sequencing
Analysis

Ok | Cancel |

Figure 2-9 Analysis tab: Autoanalysis
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Analysis Tab:
Manual Analysis

[a—

Select the Analysis tab.

hall

23 Results Group Editor

To complete the Analysis tab for Manual analysis:

Make sure that Do Autoanalysis is not selected.

General Analysis | Destination | Maming

[~ Do Autoanalysis

Select <None> or Sequencing Analysis from the Analysis Type drop-down list.

Leave the Default Analysis Protocols Runs 1-5 as <None>.

-Analysis Type

=Mone=

rDefault Analysis Protocals far Runs 1- 5

Run 1/<Hone>

Run 2|<None>

Run 3[=None=

Run 4/<None=

Run [=None>

mmnm|\
Password |

El

El

El

=

E
Not required
for
Sequencing
Analysis

Cancel |

Figure 2-10 Analysis tab: Manual analysis

Applied Biosystems 3730/3730xI DNA Analyzers User Guide
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Destination Tab The Location field shows where the sample files are to be placed during
extraction. The location can be anywhere on the same computer or on a different
computer that is locally accessible.

For each new Results Group opened, the Location path shows the default path
for saving sample files.

To save to a location other than the default location:
1. Select the Destination tab.

2. Select Use Custom Location, then click Browse to navigate to a different
save location.

3. Click Test to test the Location path name connection:

a. If it passes, a message box displays, “Path Name test successful.”

b. If it fails, an error box displays, “Could not make the connection. Please
check that the Path Name is correct.” Click and retry to establish
a connection.

mResuIts Group Editor x|

Generall Analysis Destinationl Namingl

Root Destination: [EXAppliedBiosysternsiudoidatacollectioniData

Mote: the final destination falder is Root Destination + Run Folder Mame Setting.

Broise...
Test |

Ok | Cancel |

Figure 2-11 Destination tab in the Results Group Editor Window
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Naming Tab  Use the Naming tab to customize sample file and run folder names.

IMPORTANT! Sample name, run folder name, and path name, combined, can total no
more than 250 characters. See page 2-2 for accepted characters.

ga Results Group Editor

x|

Generall Analysis | Destination
—Sample File Mame Farmat

Example:

Frefix: .

I Sample File
N?me Delimiter I_ 'l - Name Format
armat
ane

’7|<none= = P

Suffi:

File Extension =<Mone=

~Run Falder Mame Farmat
Example:
—— | Run Folder
— Name Format
Marme Delimiter |_ 'l pane
Format
’7|<none= =l
Cancel

Figure 2-12 Naming tab in the Results Group Editor Window

The elements of the Naming tab are discussed in the following sections.

Sample File Follow the procedure below to complete the Sample File Name Format pane.

Name Format
Pane

E‘%Results Group Editor

Generall Analysisl Destination Namingl

—Sample File Mame Format
Example:
Prefix |
Mame Delimiter I_ 'l
Farmat
’7|<n0ne> =
Suffix: |
File Extension =Mone=

Figure 2-13 Sample File Name Format Pane

1. Select the Naming tab.

2. Click the Prefix box (optional) to type a prefix for the file name. Anything that
you type here is shown in the Example line (see graphic below).

“Sample File Matme Formeat

Example: @ bl

Prefix: )

Figure 2-14 Prefix Box
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3. Click the Name Delimiter list choose the symbol that will separate the Format

elements in the file name (see step 3 below). Only one delimiter symbol may
be chosen.

-Sample File Kame Faormat

Example; MJ02002-04-21 r.Holmes§l
Prefix; | /- -
Mame Delimiter |§ ~

Format
[|Capi|law... B | [owmer ha... > |

Suffix:

Figure 2-15 Name Delimiter List

Click the Format list and then select the components that you want in the
sample name.

Note: Generally, all the samples from a single run are placed in the same run or
results folder, so the name of every sample from a single run should be different.
Most of the Format options will not be different between samples, so you need
to take care to select at least one of the options that make the sample names
unique within a run.

For example, if a unique identifier is not included in the name, a warning
message displays. The Results Group makes the file name unique. As you select
the elements for the file name, they are reflected in the Example line

(see figure 2-16).

For more information on unique indentifiers, see page 2-21.

‘%Results Group Editor x|

Generall Analysis' Diestination Nam\ngl

—Sample File Mame Farmat

Example: [ w] <Nune=
Murmiger of characters:14 to

Prefix: IMJD
Mame Delimiter |_

Farmat /
Capillary Numt;’er =] [-none- |
=nones= -~
SlResults Grayp Name
Analysis Protocol Name

b AprawSagial Mumber —
Capillary Mumber

@

Erate
Instrument Marme
wnet Marme -

Mame Delimiter |_ 'I

Farmat

’7|<none> |
Qk Cancel |

. . The Example field shows an updated example of all
Figure 2-16 Format list.  the elements you have added to make a unique
sample file name.
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As you continue to select elements for the file name, additional elements display

(see figures 2-17 and 2-18).

Eg_'aResults Group Editor x|

General| Analysis| Destination Namingl

~Sample File Marne Format
Example:
hoters:29to 4
Prefi IMJD
Marne Delmiter |_ 'I
Farmat
’]Capil\awNu.. | |Date | [ownername =] [Sample Name =none=_> 7|
Capillary Array 5 =]
Suffi: | Capillary Mumbe
Date
Fila Extension <Mone=
~Run Falder Mame Format OwnerNa% =
Example: Plate Mame
. Folymer Mame -
IPUEIES | RUnMarme =
Marme Delimiter L 'l
Forrnat
’7|<n0ne= =l

Cancel |

Figure 2-17 As you select more elements for the file name, additional

elements display...

E%Results Group Editor x|

GenerallAnaIysis Destination  Maming

—Sample File Mame Format

Example: MJD_007_ThePRhiladelphiaProject_BasecallerProtocol saz_DummyCapSerMum-1234..
Mumber of characters:53 fo

Prefix: IMJD

Karme Delimiter IE
Format
“0_;”R_;jhnuj|0";”D_;”m";”Q";”R.;”S_;”U“;j

Suffix: |

File Extension sMone=

~Run Faolder Mame Farmat
Example:

Prefi: |

Mame Delimiter I_ 'l
Farmat
’7|<none> =l

Ok | Cancel |

Figure 2-18 ...the names of the Format elements eventually truncate, but

the Example field remains visible (up to 72 characters).

Applied Biosystems 3730/3730xI DNA Analyzers User Guide
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Run Folder/Sub-
Folder Name
Format Pane

Saving a
Results Group

5. Click the Suffix box (optional) and type the suffix for the file name.

E%Results Group Editor x|

Generall Analysis | Destination Nam\ngl
—Sample File Kame Farmat

Example: MJD_DD?_2DD2-D4-21_Mr.HDIme

Mumber of characters: 31 to

Prefix IMJD
Mame Delimiter I_ 'l
Format
’7|Capillar\r Mumber  =}qDate =] Jowner Name | |=none= |
Suffix MRK

File Extension <Nonk

~Run Falder Mame Farmat
Example:

Prefi |

Mame Delimiter I_ 'l
Faormat
’7|<nune= |

Ok | Cancel |

Figure 2-19 Type a suffix and it displays at the end of the file name.

The File Extension field displays the file extension generated from the Analysis
Type specified on the Analysis tab (page 2-14). For example, Sequencing
Analysis produces sample files with an .ab1 extension.

Follow the same steps described above for the Sample File Name Format pane
(page 2-17) to change the sub-folder name within the run folder.

To save a Results Group:

L.

Click OK from any tab once all the elements within the Results Group have
been chosen.

IMPORTANT! You must select at least one Format element for the Sample file
and the Run folder names in order to proceed within the Results Group.

Note: Even if you create a custom run folder location, a separate default run
folder is generated that contains the log file.

2-20
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About Format While you may select a minimum of just one Format element for the Sample file and
Elements (Unique Run folder names in order to save a Results Group, selecting just the minimum may
Identifiers) not provide enough information for you to identify the file or folder later.

For example:

E%;Results Group Editor x|

Frefix

Mame Delimiter I_ -

Format
’7|Well Position | [<none= |

Suffi:

File Extension =Mone=
~Run Falder Mame Farmat
Example: 1003881743371
Mumber of characters: 13 to
Prefic: |

Mame Delim\terl_ 'l
Farmat
’7|<nc|ne= [ = |=none= |

Cancel | [%

Figure 2-20 Although acceptable, the ‘A34’ sample file name above (well position)
may not be helpful when trying to locate and identify the file later.

If you choose elements from the Format lists that do not create unique Sample file or
Run folder names, a warning message displays below the Example line
(see figure 2-22).

Eg{j'Results Group Editor x|

Generall Analysisl Destination  Maming

—Sample File Name Farmat

Example: BasecallerProtocal saz.ab
INVALIDQIAME Filename does not have a unigue identifier in it.w
Prefi: i +
Mame Delim\terl_ 'l
Farmat
’]Analysis Protocal Mame =] [<none= |
Suffi:

File Extension ah1

~Run Falder Mame Farmat
Example:

Prefi: |

Mame Delim\terl_ 'l
Format

’7|<n0ne> =l
Cancel |

Figure 2-21 Warning indicates that the Sample file name does
not have a unique identifier.
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To remove the warning message and proceed within the Results Group Editor
window, simply select a Format element that distinguishes one file from another (for
example, the capillary number is unique while the instrument name is not).

Importing and  Results Groups can be imported from, or exported to, tab-delimited text files. This
Exporting a allows easy sharing of identical Results Groups between instruments.

Results Group

To import a Results Group:

1.
2.

Click m (Results Group) to display the Results Group Manager.

Click Import.
A standard File Import dialog box displays.

Navigate to the file you want to import.
Note: Import file type is .txt (text).
Click Open.

Note: When you import or duplicate a Results Group, you are asked to type a
name for the new Results Group and for the analysis application type.

To export a Results Group:

1.
2.
3.

Click m (Results Group) to display the Results Group Manager.

Click the Results Group name to select it.

Click Export.

A standard file export dialog box displays with the chosen Results Group name.
Navigate to the location where you want to save the exported file.

Click Save.

Note: If there is a name conflict with a Results Group that already exists at the
save location, the Results groups can be duplicated in order to copy settings into
a similar Results Group without the risk of user error when copying it manually
(see procedure below).

To Duplicate a Results Group:

1.
2.

Click the Results Group to select it.
Click Duplicate.

Note: When you import or duplicate a Results Group, you are asked to type a
name for the new Results Group and for the analysis application type.
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Creating an Instrument Protocol For Sequencing

Important IMPORTANT! You must perform a spatial and a spectral calibration run before a
Information sequencing run can be successfully processed. Also, you must set up an Instrument
Protocol for each sample in a run.

The Applied Biosystems 3730/3730x/ DNA Analyzer Data Collection Software
contains several new features that are briefly described here and in more detail
throughout this section.

Creating an  You can create an Instrument Protocol two different ways:

Instrument * Within the Plate Record
Protocol

or,

» Within the Protocol Manager.

To create an Instrument Protocol:
1. Click:
a. the Protocol Manager icon % to display the Protocol Manager window.

or,
b. In the Plate Record, click New under the Instrument Protocol column.

[ 5equencinganalysis Plate Editor B x|
[ oundation Data Collection version 1.0 e Fila Edit
Fle Edit View
- AA Instruments 3 mstrument Protacols Plate Name:  [Sequencing Operatar: [cr
Results Groun
=
L itanase Manager i Flate ID) [s678 owner: [ier
{ElPiate Manager
& Protocol Hanagen Name Fun Hodule Dye Set Descrpiion Plate Sealing: [Heat Sealing =
Utioduie Manager : T
& GRun History
SpechialBDv  Spects_Seastd_POPT, Z6igDyeva
EPT Viewer pechal B0 pectsn_Seqsld_PorT_ by Well | Sample Name | Comment | Results Group | Instrument Protocol 1 | Analysis Protocol 1| Insh
Wopatel catbratony ||| Seectalz Spectsn_Seqsta_POPT_ Z8igDyeva
B cpitany viewer Sectazz  Specn Seqsi POPT_ Zauoyes ot [Bacazs | [ Seauencing Resuits_Gro e [
| lick N B0t
ool cantraton | (G
ToIReexraction Ic ew el
& akar oot et
Enetrumentsiatus I I
@ spatial Run Schedu E0 LMS-vet
S o] mar
apillary Viewsr I
T enoy i ) ot Beicte | Export o
Dl spectral Viewer
HO
M Manual Control I
Bsenvice Log Analysis Protocals 5
Find B0z
€0z
Name Applcation o2
E02
Fo2
@02
Hoz
A03
BO03
=)
0o3
New. Edit. Delete EO03
T | Fo3
Protocol Manager =) -
] | _>l_I
Description [ Ok Cancel
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2. Select New in the Instrument Protocols section.
This opens the Protocol Editor window (see figure 2-25).

[ Foundation Data Collection Yersion 1.0 (O] x|
File Edit View
4. GA Instruments ¥ nstrumentProtocols
@ Resutts Group
= Database Manager Fing —
& Elga3rao
-~ EPiate Manager
[ Protoo tanage Name Description
WuModule Wanager specttesf 7_
= “%"ng‘v“‘gww Spectal B0V pectsn_seqstd_POFT_
i Snatial Calibration | Spectralz SheciS_Seqst_POPT_ ZBigDyev3 Instrument
= Capillary Viewer Spectralz2 Spects0_SeqStd_POPT_ Z-BigDyev P t I
Blarray viewer
Elispectral Calibration — Frotocols
WIReedraction C i i
b lick New section
[Edmstrument Status
| Spatial Run Schedy
HIRun Scheduler
B Capillary viswsr
EHaray viewer Edit Delste Export
Ellspectral iewer
& manual Control
Esenice Log Analysis Protocols
Fing
Name Application
New. Edit Delete
T

Protocal Manager

Figure 2-24 Opening the Protocol Editor Window

The Protocol Editor opens when you create a new Instrument Protocol in the
Plate Record or in the Protocol Manager.

x|
Mame: [SegRUn33
Description: |
Type: [REGULAR =
Run Module:  [LongSeqs0_FOP7 |
Dye Set: [z-BigDyev3 R )

Figure 2-25 Protocol Editor window
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Using the  Use the table below to complete the Protocol Editor window.
Protocol Editor

Window Text Fields and Menu Choices Action
Name Type the name of the protocol (required).
mlame: |
Description Type any descriptions that will help identify
the protocol later (optional).
Description:
Type Select the appropriate run type from the
Type list.
Type: B3 . .
FEGLE Note: Select Regular for Sequencing
SPECTRAL
SPATIAL
Run Module Select the appropriate run module from the
Run Module list. For sequencing run
x| module choices, see Table 2-3 on page
MNarme: ‘ 2—26
peseeten Note: To customize run modules, see
page 1-41
Tive: [REGULAR =
Run Wodule: [LongSen50_POPT_ =
SiEE nuEFOP7 - — Select this
RapidSeq_POPT_
StdSeq36_POPT_
oK Cancal
Dye Set Select the appropriate dye set from the Dye
Set list. For sequencing dye set choices,
S see Table 2-4 on page 2-26
Narme: ‘
Description:
Tipe: [REGULAR =]
Run Module: |GeneMapperi6_ForT =
T T B =
2 ig0ies — Select this
oK Cancel

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 2-25



Chapter 2 3730/3730xI Data Collection Software and DNA Sequencing

Select the run module from the table below.

Table 2-3 Run Modules

Analysis Type Capli-lzgtﬁrray Run Module
Long DNA sequencing 50cm LongSeg50_POP7
Standard read DNA sequencing 36cm StdSeq36_POP7
Rapid read DNA sequencing 36cm RapidSeq36_POP7
Select the dye set from the table below.
Table 2-4 Sequencing Dye Sets
Chemistry Dye Set

ABI Prism® BigDye® Terminator v1.1 Sequencing Standard | E-BigDye v3

ABI Prism® BigDye® Terminator v3.0 Sequencing Standard | z-BigDye v3

ABI PRrism® BigDye® Terminator v3.1 Sequencing Standard | z-BigDye v3

Select OK in the Protocol Editor when you have finished creating an
Instrument Protocol.
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Importing an  To import an instrument protocol:

Instrument 1. Select Import in the Instrument Protocols pane of the Protocol Editor window.

Protocol

Find

Name | Run iodule Dye Set Description |

Click Import

Newr Edit | DE\EIEl Import Expnnl

Figure 2-26 Protocol Editor Window

2. Navigate to the protocol you want to import.

Note: Import file type is .txt (text).
3. Double-click the protocol to import it.

The imported file is displayed as the top row in the Instrument Protocol pane.

GA Instruments = ga3730 = Protocol Manager

rInstrument Protocal

Find Pratocal

Marne Dye Set Description NeWIy
3t : |~ imported
SpatialFill_1 E-BigDysy1 Created with populatar |
SpatialNoFilL_1 SpatialNoFill_1 E-BigDysy1 Created with populatar prOtOCO
4
MNew. | Edit. | Delete | Import. | Export. |
Figure 2-27 Instrument Protocol pane
2-27

Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Chapter 2 3730/3730xI Data Collection Software and DNA Sequencing

Working with Analysis Protocols for Sequencing

Sequencing The ABI PRISM Sequencing Analysis Software v5.0 must be installed and registered
Analysis Software with the Applied Biosystems 3730/3730x/ DNA Analyzer Data Collection Software
Must be Installed before you can create an analysis protocol. Please refer to the ABI PRisM™ DNA
Sequencing Analysis Software v5.0 User Guide (P/N 4331940) for
further information.

About Analysis New to Data Collection is the implementation of analysis protocols. An analysis
Protocols protocol contains all the settings necessary for analysis and post processing. A
protocol is stored in the sample file.

You can perform autoanalysis from Data Collection via the Analysis Protocol and
Results Group settings described in the next two sections.
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+ Calls mixed bases, if the mixed base option is selected.

Mixed bases are single-sequence positions that may contain a mixture of two

bases. The KB Basecaller assigns A, C, G, T, or an IUB code to every base.

» Calls pure bases, if the mixed base option is not selected.

The basecaller assigns A, C, G, or T to every base.

» Calculates sample quality values (QV) for pure and mixed bases. The QV is a
per-base estimate of the basecaller accuracy.

* Callsonly A, C, G, or T, and N for ambiguous bases.

* Does not calculate sample quality values (QV).

For more information on basecallers and QV, see the ABI PRISM™ DNA Sequencing

Basecaller The basecaller options are:
Options |
* ABI
The KB Basecaller:
The ABI Basecaller:
* Does not call mixed bases.
Analysis Software v5.0 User Guide.
Basecaller
Options Table

The following table lists the run module, the basecaller, and associated mobility files.

Run Module

Basecaller Name

Mobility File

Long read DNA

ABI:

DT3730POP7{BD}.mob

DNA sequencing

Basecaller-3730POP7SR.bcp

sequencing Basecaller-3730POP7LR.bcp DT3730POP7{BDv3}.Mmob
KB: KB_3730_POP7_BDTv1.mob
KB.bep KB_3730_POP7_BDTv3.mob

Standard read ABI: DT3730POP7{BD}.mob

DT3730POP7{BDv3}.mob

sequencing

Basecaller-3730POP7RR.bcp

KB: KB_3730_POP7_BDTv1.mob
KB.bcp KB_3730_POP7_BDTv3.mob
Rapid read DNA ABI: DT3730POP7{BD}.mob

DT3730POP7{BDv3}.mob

KB:
KB.bcp

KB_3730_POP7_BDTv1.mob
KB_3730_POP7_BDTv3.mob

Applied Biosystems 3730/3730xI DNA Analyzers User Guide
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Creating an IMPORTANT! Do not delete an Analysis Protocol during a run while it is being used
Analysis Protocol for that run. Autoanalysis will not be performed if you do so.

You can create an Analysis Protocol two different ways:
* Within the Plate Record
or,
* Within the Protocol Manager.
The following parameters are contained in an analysis protocol:
* Protocol name — The name, description of the analysis protocol, and the sequence

file formats to be used

» Basecalling settings — The basecaller, DyeSet/Primer file, and analysis stop point
to be used

* MixedBases — Option: to use mixed base identification, and if so, define the
percent value of the second highest to the highest peak

* ClearRange — The clear range to be used based on base positions, sample quality
values, and/or number of ambiguities (Ns) present
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To create an analysis protocol:
1. Select:
a. New within the Protocol Manager window in the Analysis Protocol pane.

or,
b. Click New under the Analysis Protocol column in the Plate Record.

[scquen
it

File Ed

Plate Name:  [Se-Bac Operatar. [cf

Pt [aosaer owner. vt
Plate Sealing: [Heat Sealing <
Well | Sample Name | Comment | Results Group | nstrument Protocol 1 | Analysis Protocol1 | Instrument Pi

Aot | someeet | [1101_Resuns_oro | rsrion
o1

cot
Dot

~Analysis El
o

Find Gl
ot

Name Application A2

B02

Regina

o
02
0z
Fo2
o

Click New o]
(JND Edit Delete %22 I _'_vl
Desttiption &I Caneel
Figure 2-28 Create an Analysis Protocol within Figure 2-29 Create an Analysis Protocol
the Analysis Protocol pane in the Plate Record

This opens the Sequence Analysis Protocol Editor dialog box.

Sequence Analysis Protocol Editor

General | Basecallmgl Mixed Bases | Clear Range

~Anaklysis Protocol Description

Marme: J5730BDTw3-KE-Dellavn_ws

Description:

e File Formats
[ wvrite Seq File
Lo =]

1 FAETA

[ Wirite Standard Chromatogram Format {5cf

QK Cancel

Figure 2-30 Analysis Protocol Editor Window
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2. In the General tab:

a. Enter a unique name and description for the new protocol.
b. Select the appropriate Sequence File formats settings.

Option If checked, the software creates...

Write .Seq File check box a .seq file for printing the sequence as text file or
for using the file in other software.

e ABI format is used with Applied Biosystems
software.

e FASTA format is used with other software

Write Simple a .scf file that can be used with other
Chromatogram Format chromatogram viewer software. This file contains
(-scf) no raw data.

Sequence Analysis Protocol Editor x|

Elasecallingl hiixedBases | ClearRange

~Analysis Protocol Description

Marme: |

Description:

e File Formats
[¥ Wirite .Seq File
= AB1

 FASTA

[~ Wirite Simple Chromatogram Format {.scf)

| oK | Cancel

Figure 2-31 General Tab
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3. Select the Basecalling tab.

Sequence Analysis Protocol Editor x|

General BaSECEll\ﬂQlM\xed Bases | Clear Range

asecalling ~Ending Base
Basecaller :
[T AtPCR Stop
DyeSet/ Primer : C afer f5 Ne in [10 hases
lB_3730_POPT_BDTv3.moh LI O Afer IZ‘D—NS

[ After ISUU Bases

K Cancel
Figure 2-32 Basecalling Tab
a. Select the appropriate basecaller.
Basecaller Description
KB.bcp Algorithm calculates mixed or pure bases,

and sample quality values (QV).

ABI: Algorithm used in ABI PRISM Sequencing

« Basecaller-3730POP7LR.bcp Analysis software v3.7 and higher. It does not
calculate mixed or pure bases, or sample

* Basecaller-3730POP7SR.bcp | quality values (QV). Calls only A, C, G, or T,

e Basecaller-3730POP7RR.bcp | and N for ambiguous bases.

b. Select the appropriate dye set/primer.

Basecaller Dye Set/Primer File

KB.bcp KB_3730_POP7_BDTv1.mob
KB3730_POP7_BDTv3.mob

ABI:
« Basecaller-3730POP7LR.bcp | DT3730POP7{BD}.mob

* Basecaller-3730POP7SR.bcp | DT3730POP7{BDv3}.mob
e Basecaller-3730POP7RR.bcp

Note: Sequencing Analysis Software v5.0 and 3730/3730x/ Data Collection
software filter .mob file choices to match the chosen .bep file.
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c. If desired, select one or more stop points for data analysis. Base your
selection on the basecaller being used.

If Using this Basecaller... Choose this Option
KB or ABI At PCR Stop check box
ABI After __ Ns in __ bases check box
ABI After __ Ns check box
KB or ABI After __ Bases check box

4. Select the MixedBases tab.

Note: This function is active with the KB Basecaller only.

Sequence Analysis Protocol Editor 5[

Genera\l Basecalling MiﬁEdEaSESl ClearRange

Mixed Bases Settings

I‘V Use Mixed Base |dentification Deselect if Mixed
Base Identification
Call IUB if 2nd highest peak |S not necessary

g == |25 % ofthe highest peak

Percentage (%)
slider line

OK | Cancel

Figure 2-33 MixedBases Tab

a. If desired, select use Mixed Base Identification.

b. Use the default setting of 25% or change the detection level by either
entering a new value in the text box or use the mouse to drag the
percentage slider line up or down.

Note: If mixed base identification is not necessary, deselect. Leaving it selected
when it is not necessary could lower overall quality and length of read, and
sample quality values.
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5. Select the ClearRange tab.

Editing an

Note: The clear range is the region of sequence that remains after excluding the
low-quality or error prone sequence at both the 5" and 3" ends.

Sequence Analysis Protocol Editor LI

General | Basecalling | MixedBases

Clear Ranyge Method:
Use with ABI ¥ Use clear range minimurm and maximum 5 ¥
Basecallers and - -
First Bage == [20 Last Base == |550 First bp Last bp
KB Basecallers
Use with KB v Use guality values Remuove bases WS Wlizees
Basecaller = =
until < |4 bases with Qv = |2D pet |20 hases oy o ¥

Use with ABl ——————{|¥ use identification of M calls
Basecaller Remove bases until <[t Nsper[20  bases XNsperZbases CHNspor Zhases

Multiple clear range methods are applied in order.

Smallest clear range is the result

| oK I LCancel

Figure 2-34 ClearRange Tab. A post-processing
feature.

Select one or more Clear Range methods. If you apply multiple methods, the
smallest clear range results.

Select OK to save the protocol and close the Sequence Analysis Protocol Editor
dialog box.

Note: Once you have created an Instrument Protocol and an Analysis Protocol,
you are ready to create a Results Group (see “Plate Search” on page 2-37).

To edit an analysis protocol:
Analysis Protocol 1.

In the Analysis Protocols pane in the Analysis Protocol Manager, highlight the
protocol you want to edit.

Select Edit.

Make changes in the General, Basecalling, MixedBases and ClearRange tabs, as
appropriate.

Click OK to save the protocol and close the Analysis Protocol Editor
dialog box.

Note: The version number for the edited protocol increments by one every time
you press OK.
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Deleting an  To delete an analysis protocol:

Analysis Protocol IMPORTANT! Do not delete an Analysis Protocol during a run while it is being

used for that run. Autoanalysis will not be performed if you do so. Also, You
must first delete any plate records using the Analysis Protocol before you can
delete or modify the Analysis Protocol for these plate records.

1. Inthe Analysis Protocols pane in the Analysis Protocol Manager, highlight the
protocol you want to delete.

2. Click Delete.
The Deletion Confirmation dialog box displays.
3. Click Yes.
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Plate Search

Plate Search

Barcode or
Advanced Plate
Search

Barcode Search
Window

You are still here

oundation Dala
File Edit View

Within the Plate Manager, you may search for plates in the Type of Search list by
clicking either Barcode or Advanced. A different window displays for each choice.
Both are described below.

The Barcode Search enables you to search for plates using the Plate ID (barcode).

- A O Instuments
[ Resultg Group

va

-

Find Plates Matching These Griteria

=)
D Datasape Manager Tywe orsgaret: [Barcose =
g6 Sean or TyRe PTatE

Type of Search

" Profocol Manager
i Module Manager [
= @ Run History
EEPT Viewer
[l Spatial Calibration Viewer
B capillay Viewer
o B Array Viewer
I spectral Calibration Viewer
T Reexraction
E-CIDakar
[Einstrument Status
& Spatial Run Scheduler
-~ Run Scheduler
= Capillary Viewer
-~ BB may Viewer
Spectral Viewer
& Manual Control
B genice Log

Plate ID

Search

PlateName | Type  Size  Status

[~ Append Results

Operator | Last Modified

Find Plates Matching These Criteria

Type of Search. |Barcode  w

Scan or Type Plate ID

Search

[~ Append Results

_I ClearAll

| =] |

Figure 2-35

Barcode Search Window

The following table lists the elements of the Barcode search window.

Field

Description

Scan or Type Plate ID

Scan (using an external barcode scanner), or type a plate ID (barcode) into the field.

Search button

Starts the search for the plate ID entered in the Plate ID field. Once a match is found, the
corresponding plate displays in the Plate List table.

Stop button

Enabled when a search is in progress. Allows you to stop the search.

Append Results

When checked, adds the found plate record to the Plate List table without removing
previously searched entries.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide
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Advanced Search  Within the Plate Manager window, choose Advanced Search from the Type of Search
Window menu. The advanced search enables you to search for multiple plates simultaneously
and by several different Plate Record attributes which are described below.

Toggle here between Barcode and Advanced

[ Foundation Data Collection Version 1.0 B [=] |
File Edit Yiew
- A GA Instruments 4
LI Results Group L Find Plates Matching These Clriteria
@@ Database Manager
& Elgattan Type ofSearch:  [Advanced x|
(i Plate Wanage 4= Condition Value 1 Value 2
% Protacol Manager flate D [ R
+{hModule Manager
B Run History Plate Name
Dakar Type
[EdInstrument Statug Gize
Spatial Run Sche
Run Scheduler S
S B capillary viewer Plate Cwner
- Eenay Viewer Instriment Anaratnr |
- @@ Spectral Viewer
g Manual Control Search | | | | [™ Append Results
t B Senice Log
Plate D | PlateMame | Type | Size | Status | Operator | Lastmodified
New | | | Irmpart | | Clear All
Sy |

Figure 2-36 Advanced Search Window

The following table describes the columns of the Advanced Search window.

Column Description

Condition Defines search conditions for each of the search variables
(see Figure 2-37 below).

Value 1 Contains the primary string to be used in the search.
Value 2 Contains a secondary string to be used in a search, such as an
ending date.

Note: Enabled only when using ‘between’ as a condition
(see Figure 2-38).

Search button Starts the search. Disabled when a search is in progress.

Stop button Stops the search. Enabled when a search is in progress.

Clear Row button Clears the conditions and values from the selected Variable row.

Clear All button Clears the conditions and values from all of the Variable rows.

Append Results When checked, adds the found plate to the Plate List table without
removing previously searched entries.
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Plate Search

Use the drop-down lists to define search conditions for each of the categories (Plate
1D, Plate Name, Type, Size, etc.)

~Find Plates Matching These Criteria

Type of Search: IAd\ranced 'l

Condition Walue 1
Plate I Starts With hd
Flate Mame 1=
Type =
Size =
Status "
Plate Owner ot Equal
————Contains —
Inctriiment Nnaratnr

Between [

&3

Figure 2-37 Defining Search Conditions

Find Plates Matching These Criteria

Type of Search:  |Advanced =

Condition Walue 1 Walue 2

FIdIE MNErTie MNUTEQUET ;I
Type Containg SequencingAnalysis

Size Starts wWith 96-yell

Status Starts wWith pending

Plate Cwner = Mr. Holrmes

Instrument Operator | Contains Mr. Holmes

Date Last Modified -

-
Search | Stap | CIeaarwl Clear All I "] Append Results

Figure 2-38 Value 2 column is only enabled when the ‘between’
condition is used.
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Using The Plate To use the Plate List table:

List Table

1. Click a row in the Plate List table to select that Plate Record.
2. Double-click a row to open the Plate Editor for the chosen Plate Record.

3. Click a column header in the Plate List table to sort entries by that column’s
attributes.

4. Click again to toggle the entries in ascending and descending order. The
following table describes the action buttons located in the lower portion of
Plate List window.

Plate List Window

Entry Function
New button Opens the New Plate dialog box (See page 2-6).
Open button Opens the Plate Editor window for the selected plate record (see
page 2-8).
Import button Opens the Import dialog box. Use this to import plate records

into the database.

Export button Opens the Export dialog box. Use this to export plate records to
a flat file (transfer) format. Enabled when a plate record
is selected.

Delete button Deletes the selected plate record from the local 3730/3730x/

Data Collection database.

Clear button Clears the selected plate record from the Plate List search results
(not from the local 3730/3730x/ Data Collection database).

Clear All button. Clears all plates from the Plate List search results (not from the
local 3730/3730x/ Data Collection database).

For more information on how to add the selected plate records to a set of scheduled
runs, see page 1-36.
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3730/3730x/ Data Collection and
Fragment Analysis
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3730/3730x/ Data Collection Software and
GeneMapper™ Software v3.0

Important Notes + A unique name must be assigned to the instrument computer before 3730/3730x/
Data Collection software is installed.

* Do not rename the computer once 3730/3730x/ Data Collection software has been
installed. Doing so may cause the 3730/3730x/ Data Collection software to
malfunction.

» The 3730/3730xI Data Collection software does not allow all types of characters
when naming samples, files, etc. Further, you may change what characters are
allowed. The following table includes characters that are allowed by default. For
more information refer to:

AppliedBiosystems\UDC\DataCollection\Config\UserProperties.txt

Unacceptable The following table includes characters that are not accepted.

Characters
Character | Description

Accent

& Ampersand
Apostrophe

{} Braces

[] Brackets

A Caret (circumflex)

$ Dollar

! Exclamation

0 Parentheses

+ Plus

; Semicolon

~ Tilde

v V' key

IMPORTANT! If an application, 3730/3730x/ Data Collection for example, needs to
replace an illegal character in the file name, you should replace it with an
underscore ().
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Acceptable The following table includes characters that are allowed.

Characters
éﬁgﬁ;’:?::e Description
/\ Forward or backward slash
Colon
* Asterisk
? Question mark
" Quotation mark
<> Inequality signs
| Vertical line
% Percentage
# Number sign
Space

Overview You may choose to perform autoanalysis of fragment analysis samples by utilizing
features of the 3730/3730x/ Data Collection and GeneMapper software v3.0.

IMPORTANT! Perform fragment analysis on 48 capillary, 36 cm arrays only.

Autoanalysis Autoanalysis can only be performed on the same instrument that collected the
sample files. If you wish to analyze samples on another computer, you must transfer
the files to that location.

Additionally, if a user performs autoanalysis on samples, but wishes to edit/review
results on another computer, they will need to transfer the GeneMapper software
project, analysis methods, size standards, panel and bin set information to the other
GeneMapper software database. There is no easy method for transferring all
components of a project from one GeneMapper software database to another. All
components need to be exported and imported individually.

When completing the Plate Record, you need to fill in Instrument Protocol
information for Data Collection to complete the run. Additionally, when creating a
new Results Group for a set of samples to be autoanalyzed, you must check the Do
Autoanalysis checkbox.

Manual Analysis For information on manual analysis, refer to ABI Prism GeneMapper Software Version
3.0 User Manual (PN 4335526).

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 3-3



Chapter 3 3730/3730xI Data Collection and Fragment Analysis

About Fragment
Analysis and Data

Collection

GeneMapper
Generic

GeneMapper
<Instrument
Name>

When GeneMapper software v3.0 is installed on a computer that has Applied
Biosystems 3730/3730x/ DNA Analyzer Data Collection Software, two applications
are available through the Results Group Editor (see page 3-13), and the Plate
Manager (see page 3-8):

* GeneMapper-Generic
and,

* GeneMapper<Instrument Name>

GeneMapper-Generic enables you to generate .fsa files, but not perform
autoanalysis. When completing the Sample Sheet, you need to fill in basic
information for Data Collection to complete the run; all other GeneMapper software
related fields are text entries. This is useful if you are using other software
applications for analysis. This is also useful if you choose to analyze your samples in
GeneMapper software on another computer, but do not have the same entries in the
GeneMapper software database stored on the Data Collection computer. For
example, if you have a customized size standard definition on the other GeneMapper
software computer, you can type in that size standard name in the size standard text
field and it will populate that column in your GeneMapper software project.

GeneMapper<Instrument Name> is for autoanalysis. The Size Standard, Analysis
Method, and Panel columns in the Sample Sheet window read directly from the
GeneMapper software database. These components must be created in GeneMapper
software prior to setting up the sample sheet for a run. There is no way to create a
new entry for these columns once inside the Sample Sheet window. If you create a
new GeneMapper software component while the Sample Sheet window is open, the
columns will not update. The Sample Sheet must be closed and reopened to update
the GeneMapper software components. For more information see, “Setting Up a Run
for AutoAnalysis” on page 3-29.
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Sample Preparation

Supported Dye Applied Biosystems 3730/3730x1 Data Collection Software v1.0 supports Dye Set
Sets DS-33, and the ABI Prism® Linkage Mapping Sets v2.5.

The dyes in the collection Dye Set DS-30 are:

* 6-FAM (blue)

* VIC (green)

* NED (yellow)

» BET (red)—optional dye for primer labeling.

Pooling Ratios  The fluorescent dyes are detected with different efficiencies. The pooling ratio, or
amount of each dye-labeled product added with respect to the other products in the
pool, should be adjusted to ensure an appropriate detection of all the loci.

Pooling Ratios for  For Linkage Mapping Sets v2.5, a ratio of 1:1:1:1 (6-FAM:VIC:NED:PET- labeled
the ABI PRISM® products) gives acceptable balance across most loci.

Linkage Mapping For each Linkage Mapping Set panel, pool 1 uL of each PCR product in a
Sets microcentrifuge tube. If necessary, bring the total volume to 10-20 pL with
deionized water. Aliquot 10 pL of diluted PCR product for a 96-well, or 5 pL for a
384-well MicroAmp® optical plate(s).

Suggested
Loading Volumes _A UWZGLTNY) CHEMICAL HAZARD. Formamide causes eye, skin, and res-

piratory tract irritation. It is a possible reproductive and birth defect hazard. Read the
MSDS, and follow the handling instructions. Wear appropriate protective eyewear,
clothing, and gloves.

Prepare the formamide:size standard mix using:

* 1000 pL of Hi-Di™ Formamide (P/N 4311320) or similar quality formamide
* 50 pL of GeneScan™ 500 LIZ

Note: Use these ratios of pooled PCR products and size standards as a starting
point only. Optimize these ratios, as necessary, based on your experimental results.

For loading, mix 0.5 pL of pooled PCR products with 9.5 puL of formamide:size
standard mix.

Denaturing To denature samples:

Samples | ey samples at 95 °C for 5 minutes.

2. Place immediately on ice for at least 5 minutes before loading.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 3-5



Chapter 3 3730/3730xI Data Collection and Fragment Analysis

About Plate Records

Overview

When to Create a
Plate Record

A plate record is similar to a sample sheet or an injection list that you may have used
with other ABI PRISM® instruments.

Plate records are data tables in the instrument database that store information about
the plates and the samples they contain. Specifically, a plate record contains the
following information:

Plate name, type, and owner

Position of the sample on the plate (well number)
Comments about the plate and about individual samples
Dye set information (in Instrument protocol)

Name of the run module (run modules specify information about how samples
are run) (in Instrument protocol)

A plate record must be created for each plate of samples for the following
types of runs:

DNA sequencing

GeneMapper<Instrument Name> or, GeneMapper-Generic

Spectral calibrations

Plate records must be created in advance of placing the plates on the instrument.
Plate records can be created while a run is in progress.

The Applied Biosystems 3730/3730x/ DNA Analyzer Data Collection Software
contains several new features that are briefly described here and in more detail
throughout this section.

Parameters Description See Page
Instrument Protocol Contains everything needed to run the instrument. 3-25
Results Group Defines the file type, the file name, and file save locations that are linked to 3-13

sample injections.
Plate Manager Stores and organizes plate records which link samples to the Instrument and 3-8
GeneMapper software settings, and to the Results Group.

3-6
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About Plate Records

IMPORTANT! In order for data collection and auto-analysis to be successful, each

run of samples must have an Instrument Protocol and a Results Group assigned
within a plate record.

Plate Manager
Plate Record
[ \ l \
Results Group Instrument GeneMapper Size Standard
Protocol software Settings ‘
Analysis Run .
Type module Analysis Method
|
File save Dye set BinSet
preferences |
Panel
Figure 3-1 Elements of a Plate Record for GeneMapper software
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Using the Plate Manager For GeneMapper Software

The Plate Manager allows you to create, edit, and search for plates.

1. Click the Plate Manager icon in the tree pane.

[ roundation Data Collection Yersion 1.0 -(O] %]
File Edit View

B 4 GAInstruments
------ R Results Group

va

Find Plates Matching These Criteria
= Datahase Manager
B lna3730 Type of Search: [Barcode =
e Sean of Type Plate 1D
~ap

o
------ i Module Manager I

QB Run Histary
..... B EPT Viewer Search [ Append Results

----- B Spatial Calibration viewer
= Capillary Viewer

_____ -ArravV|ewer Flate ID Flate Narme Type Size Status Operator Last Modifled
----- ¥ Reexraction
E-EPDakar

7[5 Instrument Status

----- B 5patial Run Scheduler
8 Run Scheduler

----- B Capillary Viewar

----- BB Array viewer
R Spectral Viewst

----- & Manual Contral
=4 5emice Log

Click New

ey | | Import | | Clear All

Figure 3-2 Plate Manager Window

2. Click New to open the New Plate Dialog box.
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Elements of the The following table describes the elements of the New Plate dialog box that displays
New Plate when you click New in the Plate Manager window.

Dialog Box Note: All fields except Description are required before proceeding.

[l New Plate Dialog x|

ID (Barcode); |

Mame: |

Description:

Application:
Plate Type:

Scheduling:

Plate Sealing:

Owmer Name: |

Operator Name: |

0K | Cancel |

Figure 3-3 96-well plate type selected in New Plate dialog box

New Plate Dialog [

X

ID (Barcode). fest

Name: [test

Description:

Application;  |Genehlapper-Generic

Plate Type: [3ga-well | ~| 1 2

Scheduling:  [1234

»
V]

If you select a 384-well
plate type, a scheduling

Plate Sealing: [HeatSealng =] B | 2| 4

option displays

Ovmer Name: |user

Opefator Name:  |user

Ok | Cancel |

Figure 3-4 384-well plate type selected in New Plate dialog box
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Table 3-1

Elements of the New Plate Dialog Box

Field

Description

ID (Barcode)

Plate barcode or other unique ID

Name

Unique plate name

Description

Plate description (optional)

Application

Sets the type of application for the plate. List contains the
supported analysis applications:

e Spectral Calibration

e Sequencing Analysis

¢ GeneMapper<Instrument Name> (autoanalysis)
e GeneMapper-Generic (no autoanalysis)

Note: What you select here determines what Results Groups
you can select in the Plate Editor.

Plate Type

Sets the size of the plate for either 96-well or 384-well.

Plate Sealing

Sets the sealing type of the plate for either Heat Sealing
or Septa.

Owner Name

Contains the name of the plate owner

Operator Name

Contains the name of the operator who ran the plate.

OK button Validates the entries in the fields, creates the new Plate
Document, and displays it in the Plate Editor window.

Cancel button Closes the dialog box without creating a new plate.

Note: The plate (barcode) ID and plate name must be unique to enable database
searching for the plate record.

Note: You must have sufficient database space available to create new protocols
within an open plate record. The Database Manager alerts you if there is not enough
space. To free up space, see page 5-32.

IMPORTANT! After clicking OK within the Plate Editor, the completed plate record
is stored in the Plate Manager database. Once in the Plate Manager database, the
plate record can be searched for, edited, exported, or deleted.

However, editing plates during extraction causes extraction results to be overwritten.
If, for example, you create a plate with two or more runs and then run the plate.
When the first run is extracting, you open the plate editor and make some changes
and then save the results. When you then view the run in the re-extraction panel,
some of the Analysis results may be blank, having been overwritten by the

Plate Editor.
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GeneMapper The Plate Editor displays an empty plate record for the selected application.
SOftware Plate B GeneMapper Plate Editor x|
Editor  :ex

Plate Name:  [1254 Operator: [
Plate ID; [1234 Owner.  [d
Plate Sealing: [Sept= 2
‘iell | Sample Name | Comment Results Graup sample Type Size Standard Fanel
A0 -
Bo1
[=14]
Dot
E01
FM
ot
HO1
A02
B02
co2
Doz
E02
Fo2
G02
Ho2
A03
B03
03
o3
E03
FO3
GO3
HO3
a0t
BO4
<04 —
7
Description | Ok Cancel

Figure 3-5 Elements of the GeneMapper software Plate Editor
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The following table describes the columns inserted in a Plate Record for a
GeneMapper™ software run.

Table 3-2 Columns in the GeneMapper software Plate Record

Column

Description

Sample Name

Name of the sample (required)

Comment

Comments for the sample (optional)

Results Group

You must have a Results Group selected for each sample entered in
the Sample Name column. This becomes the GeneMapper software
project name.

IMPORTANT! For GeneMapper <Instrument
Name> ONLY:

Size Standard, Panel, and Analysis Method
must be created in GeneMapper software
before creating a new plate

Sample Type e GeneMapper-Generic (optional) :
Manually enter sample type in the text field*
¢ GeneMapper-<Instrument Name>:
Select a saved sample type from the drop-down list
Size Standard e GeneMapper-Generic (optional) :

Manually enter size standards in the text field*
¢ GeneMapper<Instrument Name>:
Select a saved size standard from the drop-down list

Panel
IMPORTANT!
For GeneMapper <Instrument Name> ONLY:

Size Standard, Panel, and Analysis Method
must be created in GeneMapper software
before creating a new plate

e GeneMapper-Generic (optional) :
Manually enter panels in the text field*
¢ GeneMapper<Instrument Name>:
Select a saved panel from the drop-down list

Analysis Method

IMPORTANT! For GeneMapper <Instrument
Name> ONLY:

Size Standard, Panel, and Analysis Method
must be created in GeneMapper software
before creating a new plate

e GeneMapper-Generic (optional) :
Manually enter analysis methods in the text field*
e GeneMapper<Instrument Name>:
Select a saved analysis method from the drop-down list

3 User-defined columns

Optional text entries

Instrument Protocol

¢ New: Opens the Protocol Editor dialog box. An alert displays if
there is not sufficient space.

¢ Edit: Opens the Protocol Editor dialog box for the Instrument
Protocol listed in the cell.

¢ None: Sets the cell to have no selected protocol.
e List of Instrument Protocols: In alpha-numeric order.

Note: You must have an Instrument Protocol selected for each
sample entered in the Sample Name column.

For more information about GeneMapper set up, refer to the ABI PrisM GeneMapper
Software v3.0 User Guide.

3-12
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Working With a Results Group

* Text fields are case insensitive; preceding and trailing spaces are ignored.

Note: We recommend that you select ‘Read from Sample,” “Read from Data
Collection” for all items in the Add Samples tab of the GeneMapper software
Options dialog box. If other settings are applied, they will overwrite whatever is has
been chosen in the Sample Sheet.

Working With a Results Group

Overview A Results Group is a way to organize samples and certain user settings under a single
name. It is called a Results Group because it is used to analyze, name, sort, and
deliver samples that result from a run.

You can create a Results Group two different ways:
* Within the Plate Record
or,
* Within the left navigation pane under GA Instruments.

Creating a To create a Results Group:
Results Group | (jjck:

a. The Results Group m icon to display the Results Group Editor.

or,
b. In the Plate Record, click New under the Results Group column.

[Bceneropoermarecaror &
File Edit
[ Foundation Data Collection Version 1.0 =1k
D S Plate Name: [Geneliapper VO operator: [cr
‘ Plate ID [12345 owner:  [uer
=4 4
= ¥ GAInstruments = Resuits Graup
ou) Plate Sealing: [Septa -]
- eDatatiase Manager e |
=-Elga3ran
[EPlate Manager Well | Sample Name | Gomment | Results Group | Sample Type | Size Standard | Pan
@ Protacol Manager Name Owner | Comment v ey ‘ = ‘ mmC
U Module Manager .
& GRun History 801
R viower GenelMapperFrojeciarme e
ElEvent Log I — o
R instrument Protocol E%
@ spatial Calibration Viewer E01 [Dupiicate:
S capilan viewer Fo1 Defaut_Resuts_craup
B anay viewer  ——
Wl spectral Calibration Views) Gt [ServiceDS33mstal
TBReextraction Ho1 |Untitled_Resuits_Group
& IMichaels e
- [EdInstrument Status [
602
EleventLog o E—
@ Spatial Run Scheduler —
T Run Scheduler Doz
B Capillary Viewer 3
By viewer 2
Bl spectral Viewsr I
& Manual Control 02
[2Igenice Log Ho2
03
803
co3
Click New |
S
Fo3
503 -
P a | _'IJ
Now., ) eat Delete Duplicate Import Export
<l [ Description | Ok | Cancel |
Resuls Group

Group Editor Window Plate Record
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2. Click New or highlight an existing group and click Edit.

The Results Group Editor window displays.

8 Results Group Editor x|

| P«nalyswsl Destination | Narming

Results Group MNarne: |Unt\tled_HesuIts_Gmup

Results Group Owner: |

Results Group Comment |

[~ Results Group Entry Completed

otify |

0K | Cancel

Figure 3-8 Results Group Editor

Results Group  Each tab in the Results Group Editor window is described below.
Editor Tabs

General Tab To complete the General tab:

1. Type a Results Group Name. The name can be used in naming and sorting
sample files. It must be unique (see 3-25 for a list of accepted characters).

The Results Group name will be your GeneMapper software Project name.

2. Type a Results Group Owner. The owner name can be used in naming and
sorting sample files.

3. Type a Results Group Comment (optional).
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4. Select Results Group Entry Completed check box.

IMPORTANT! You must check Select Results Group Entry Completed for the
message to be sent to the AutoAnalysis Manager.

Note: Click Notify only if you forget to select Results Group Entry
Completed, or Do Auto Analysis on the Analysis tab, after the run is
completed you can update the Results Group by selecting the boxes and then
use Notify to send the complete project message to the AutoAnalysis Manager.

Eﬂ Results Group Editor

e

(GenehlapperProjecttlame

Figure 3-9 General tab in the Results Group Editor Window
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Analysis Tab To complete the Analysis tab:
1. Click the Analysis Type and then select one of the following:
— <None>
—GeneMapper-Generic
—GeneMapper<Instrument Name>

IMPORTANT! Steps 2, 3, and 4 below apply only to GeneMapper<Instrument
Name> (not GeneMapper-Generic).

2. Select the Do Autoanalysis check box if you want to see the analyzed data in
the Run folder.

3. Type the login ID.

4. Type the login password.

The login ID and password relate to the GeneMapper software UserName and
Password. These items can only be created through the GeneMapper software
Options Users tab.

IMPORTANT! From the Analysis Type list, you must chose either
GeneMapper<Instrument Name>, or GeneMapper-Generic.

If You Select... Then...
GeneMapper<Instrument Name> Autoanalysis of completed runs is enabled
GeneMapper-Generic Autoanalysis is not enabled and only .fsa

files are generated

E%Results Group Editor x|

General Analysis | Destination| Maming

A —— DoAutoanalysis

—Analysis Type
B—

~Default Analysis Protocals for Runs 1- 5
GeneMapper-
<Instrument  Runtl=hone- =
Name> Run 2|=None> =
requires A, B, = Run3<none> =l
and C Run 4|=Nong> =

Run &[<Nong> |

Login ID
c [ Tl
Password |

cance |

Figure 3-10 Analysis tab in the Results Group Editor Window
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Destination Tab ¢ The Location field shows where the sample files are to be placed during
extraction. The location can be anywhere on the same computer or on a different
computer that is locally accessible.

* The Location path name is the default path to saved sample files location.

To save to a location other than the default location:

1. Click Use Custom Location and then click Browse to navigate to a different
save location.

IMPORTANT! The custom location you designate must lead to a target disk with
a mapped drive where samples will not be moved about. If they are moved after
analysis, GeneMapper software will not be able to locate them for the project.

2. Click Test to test the Location path name connection:

a. Ifit passes, a message box displays, “Path Name test successful.”

b. If it fails, an error box displays, “Could not make the connection. Please
check that the Path Name is correct.” Click and retry to establish
a connection.

mResults Group Editor x|

Generall Analysis Destinat\onl MNaming

Root Destination: [E \AppliedBiosystemswdcldatacollectiomData

Mote: the final destination folder is Root Destination + Run Faolder Mame Setting.

Broise...
TES |

6128 | Cancel |

Figure 3-11 Destination tab in the Results Group Editor Window
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Naming tab

Use the Naming tab to customize sample file and run folder names. See page 3-2 for
accepted characters. We recommend that Run Name be used for Run Folder
Name Format.

Note: Sample name, run folder name, and path name, combined, can total no more
than 250 characters.

The elements of the Naming tab are discussed in the following sections. See page 3-2
for acceptable characters.

[ Results Group Editor x|
Generall Analysis | Destination
—Sample File Mame Farmat
Example:
Frefmic | Sample File
Narme Delimiter |_ 'l I Name Format
Forma pane
|<none= =l
Suffix:
File Extension <Mones=
~Run Folder Mame Format
Example:
et l Eglr:jer Sub
N?me Delimiter I_ 'l folder Name
orrnat
Format pane
|<none= [~
cancel

Figure 3-12 Naming tab in the Results Group Editor Window

Sample File Following the procedure below to complete the Sample File Name Format pane.

Name Format
Pane

E‘%Results Group Editor |

Generall Analysisl Destination Namingl

—Sample File Mame Format
Example:
Prefix: |
Mame Delimiter I_ 'l
Farmat
’7|<n0ne> =
Suffix: |
File Extension sMones=

Figure 3-13 Sample File Name Format Pane
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1. Click the Prefix box (optional) to type a prefix for the file name. All that you
type here is shown in the Example line (see figures 3-14 and 3-15).

‘Sample File Mame Format

Exampls: @ ahl

Prefix: D

Figure 3-14 Prefix Box

2. Click the Name Delimiter list to set the delimiter for the file name. The symbol
you select separates the elements in the file name. Only one delimiter symbol
may be chosen.

~Sample File Mame Faormat

Example: MJEDDQ—D4—21 r.Holmes$
)

Prefix: |/

Mame Delimiter |5~

Format
[lCapiIIaw... R =l |ownerNa... =] I

+

Suffix:

Figure 3-15 Name Delimiter List

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 3-19



Chapter 3 3730/3730xI Data Collection and Fragment Analysis

3. Click the Format list and then select the components that you want in the
sample name. Generally, all the samples from a single run are placed in the
same run or results folder, so the name of every sample from a single run should
be different. Most of the file naming options are not different between samples,
so you need to take care to select at least one of the options that make the
sample names unique within a run .

If a unique identifier is not included in the name, a warning message displays.
However, the Results Group makes the file name unique. As you select the
elements for the file name, they are reflected in the Example line

(see figure 3-16).

E%' Results Group Editor

Generall Analysis' Destination  Maming

—Sample File Mame Farmat

Example: [ w] <Nune=
Murmiger of characters:14 to

Prefix: IMJD
karme Delimiter |_
13t /

Farmat
|:Capwllary Numt;’er
=nones=
SlResults Grayp Mame
Analysis Protocol Name

i Akt 58
lary Mumber

Crate
Instrument Mame
Owner Narme

agial Mumher

Marme Delimiter I_ 'I

Farmat
’7|<none>

El

Ok Cancel |

Figure 3-16 Format List The Example field shows an updated example of

all the elements you have added to make a
unique sample file name
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As you continue to select elements for the file name, additional elements display
(see figures 3-17 and 3-18).

E%Results Group Editor |

GenerallAnaIysis Destination Namingl

—Sample File Marne Format

Example: ID)A07)X2002-04-21Xr Halme @@
rilmiber of chakcters:28t0 A

Prefi: IMJD
Marne Deljmiter IE
Format I
’]Capillar\f MNu.. =] |Date =| [ownerMame =] [Sample Name =] [<none= =l
Capillary Array 5 2]
SUfi: | Capillany Mumbe
Date
File Extension <hone= Instrument Mamj
—Run Folder Mame Format Owner Narmg  —4—
Exarmple: Plate Mame
Folymer Mame -
IPIEIEE I Run Mame -
Marne Delimiter I:l
Format
’7|<n0ne> =

Cancel |

Figure 3-17 As you select more elements for the file name,
additional elements display...

E%Results Group Editor x|

GenerallAnaIysis Destination Namingl

—Sample File Mame Farmat

Example: MJD_007_ThePRhiladelphiaProject_BasecallerProtocol saz_DummyCapSerMum-1234..
Mumber of characters:53 fo
Prefix: IMJD

Karme Delimiter IE
Format
“:... =l R Efan = e =l o = n. =l o =l p. == = u. =

Suffix: |

File Extension sMone=

~Run Faolder Mame Farmat
Example:

Prefi: |

Mame Delimiter I_ 'l
Farmat
’7|<none> =l

Ok | Cancel |

Figure 3-18 ...and although the names of the Format
elements truncate, the Example field is still visible and
displays the elements you have chosen.
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Run Folder/Sub-
Folder Name
Format Pane

4. Click the Suffix box (optional) and type the suffix for the file name.

E%Results Group Editor x|

Generall Analysis | Destination Nam\ngl
—Sample File Kame Farmat

Example: MJD_DD?_2DD2-D4-21_Mr.HDIme

Mumber of characters: 31 to

Prefix IMJD
Mame Delimiter I_ 'l
Format
’7|Capillar\r Mumber  =}qDate =] Jowner Name | |=none= |
Suffix MRK

File Extension <Nonk

~Run Falder Mame Farmat
Example:

Prefi |

Mame Delimiter I_ 'l
Faormat
’7|<nune= |
Ok | Cancel |

Figure 3-19 Type a suffix and it displays at the end of the file name

The File Extension field displays the file extension used for the Analysis Type
specified on the Analysis tab. For example, sequencing analysis generates files
with an .ab1 extension.

Follow the same steps described above for the Sample File Name Format pane to
change the sub-folder names with the run folder.

IMPORTANT! You must select at least one Format element for the Sample file and
the Run folder names in order to proceed within the Results Group.
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About Format
Elements (Unique
Identifiers)

While you may select a minimum of just one Format element for the Sample file and
Run folder names in order to proceed, selecting just the minimum may not provide

enough information for you to identify the file later.

Eg{j'Results Group Editor

Generall Analysisl Ciestination Nam\ngl
~Sample File Name Farmat

Example: A34 =None=

umber orcharacters:10 to

Prefix:

Marme Delimifer I_ i

Format
’7|Well Pasition

| |<none=

Suffi:

File Extension =Mone=

~Run Falder Mame Farmat

1003881743371
Mumber of characters: 13 to

Example:

Prefi |

Mame Delimiter I_ 'l

[ =] |=none=

Farmat
“<n0ne=

El

Cancel | [%

Figure 3-20 Unique Identifiers

Although
acceptable, the
‘A34’ sample file
name above (well
position) may not
be helpful when
trying to locate
and identify the
file later.

If you enter information from the Format lists that is not unique, a warning displays
below the Example line (see graphic below). You must also include a unique element
that is not the same value used in the Sample file and Run folder names from the

Format lists.

[E3Results Group Editor

Generall Analysisl Destination  Maming

—Sample File Mame Format

Example: BasecallerProtocol.saz.ak1
INVALIDQJAME' Filename does naot hawve a unique identifier in it \}
Prefis i }
Mame Delimiter I_ hd
Format
’]Analysis Protocol Marne _=| |znone= =l
Sufit;
File Extension ah1
~Run Falder Mame Farmat
Example:
Prefis |
Mame Delimiter I_ hd
Format
’7|<none> =l
Cancel |
Figure 3-21 Invalid Name warning

Warning
indicates that the
Sample file name
does not have a
unique indentifier.
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In order to proceed within the Results Group Editor window, simply select an
element that distinguishes one file from another (for example, the capillary number is
unique while the instrument name is not)

Importing and  Results Groups can be imported from, or exported to, tab-delimited text files. This
Exporting a allows easy sharing of identical Results Groups between instruments.

Results Group

To import a Results Group:

1.

3.

Click Import.
A standard file dialog box displays.

Navigate to the file you want to import.
Note: File type should be .txt (text).
Click Open.

To export a Results Group:

1.
2.

Click the Results Group to select it.

Click Export.
A standard file dialog box displays.

Enter a filename.
Navigate to the location where you want to save the exported file.
Click Save.

Note: If there is a name conflict with a Results Group that already exists, the
Results groups can be duplicated in order to copy settings into a similar Results
Group without the risk of user error when copying it manually.

To Duplicate a Results Group:

1.
2.

Click the Results Group to select it.
Click Duplicate.

When you import or duplicate a Results Group, you are asked to type a name for
the new Results Group and for the analysis application type.
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Working With

Important
Information

Creating an
Instrument
Protocol

[BFoundotion ata Collection Version 1.0

File View

Instrument Protocols For Fragment Analysis

IMPORTANT! You must perform a spatial and a spectral calibration run before a
GeneMapper<Instrument Name> or, GeneMapper-Generic run can be
successfully processed. Also, you must set up a protocol for each run.

The Applied Biosystems 3730/3730x/ DNA Analyzer Data Collection Software

contains several new features that are briefly described here and in more detail
throughout this section.

IMPORTANT! In order for data collection and auto-analysis to be successful, each
run of samples must have an Instrument Protocol and a Results Group assigned

within a plate record.
You can create an Instrument Protocol two different ways:
* Within the Plate Record

or,

* Within the Protocol Manager.

To create an instrument protocol:
1. Click:
a. The Protocol Manager icon % to display the Protocol Manager window.
or,

b. In the Plate Record, click New under the Instrument Protocol column.

[ GeneMapper Plate Editor

Filz Edit

Plate Name:  [Gereiapper VCF Operator: [ver

Plate ID: [r2325 Owner. [

Plate Sealing: [Septa 2

= A GA Instruments
I Resuits Group
&9 Database Manager
- ga3730
@ Protocol Manager
Tatodule Manager
- QR History

q
o
Find Flates Matching These Criteria

Type of Search: [Barcode <)

Sean or Type Plate ID

G Instruments » ga3730 » Plate Manager

User-Defined 1 User-Defined 2

User-Defined 3 Instrument Pratocol 1| Instrument Protocol 2

EPT Viewer
Elevent Log

R nstrument Protocc
[l Spatial Calibration

|
st

I Append Results

Plate D | Plate Name

mmm

By viewer
[ spectral Calibratio
TEIReextraction

= (P37 30mstructor

[Einstrument Status.

@l spatial Run Sched
B Run Scheduler
= Capillary Viewer
ey viewer
R spectral Viewer
& Manual Control
senice Log

maf
il
™
VOF

Type
GeneMapper
SequencingAnalysis
Genebtapper
SequencingAnalysis
[

size
384-4ell
96-Well
96-Well
384-ell

Status Operator
hih

bbb
DFG

vt

LastModi]
2002102
2002102
200210-2
2002-10-2

pending-no samples defined
pending
pending-no samples defined
pending
pending

|

3

Edit

| o

Description |
Import Export

Clear Clear All

Figure 3-22 Creating an Instrument Protocol
in the Protocol Manager window

Figure 3-23 Create an Instrument
Protocol in the Plate Editor
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2. Select New in the Instrument Protocols section.

This opens the Protocol Editor window.

Click New

[BFoundation Data Collection ¥ersion 1.0 2 P [a] )

File Edit View

B & GAInstruments 3 instrument Protocols
QiResults Group
dDatahase Manager Find —
=-Elga3730
(EIPIate Manager

T Protocal Mansga] Narme Run Module Dye Set Description

s Module Manage|

specttest OP7_ ZBigDyeva
= “%"nggww SpectralBOV3  Spects0_Seastd_POPT_ ZBigDyev3
lspatial Calithation 'y SpectralZ Spectsn_Seqstd_POPT_ ZBigDye/3 |nstrument
b -=Capmawvm er SpectralZ2 Spects0_Seqstd_POPT_ ZBigDyeya P ‘t |
- EBArray viewer|
~ElSpectral Calforation |— Frotocols
T Reexract .
oo T section

ftatus
chedy

er

- Ellaray m Edit. Delete Export

-l Spectral Viewer
& anual Control
~[Zsenice Log Analysis Protocols

Find

Analysis
— Protocols
section

New. Edit. Delete

JT Iy B |

Protacal Manager

Figure 3-24 Opening the Protocol Editor Window

Protocol Editor il

Mame: |
Description:

Type: [REGULAR =
Run Module:  [GeneMapper38_POP7 4|

Dye Set: |(35 Ll )

Clk | Cancel |

Figure 3-25 Protocol Editor window
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Using the  Use the table below to complete the Protocol Editor window.

Protocol Editor _ _
Window Table 3-3 Elements of the Protocol Editor window

Text Fields and Menu Choices Action
Name Type the name of the protocol (required).
Marne: |
Description Type any descriptions that will help identify
the protocol later (optional).
Description:
Type Select the appropriate run type from the
Type list.
e = Note: Select Regular for:
REGULAR
o e Sequencing
e GeneMapper<Instrument Name>
e GeneMapper-Generic
Run Module Select the appropriate run module from the
Run Module list. See table 3-4.
£
Mame: ‘
Description:
Tive: [REGULAR =
Run Module: [Longseqsn_POPT_ |

Dye Set GeneMapper? 0
LangSeqsn_POPT
RapidSeq_POPT_

StdSen36_FOPT_

QK Cancel

Dye Set Select the appropriate dye set from the Dye
Set list. See table 3-5.
zl

Name: |

Description,

Tipe: [REGULAR =]

Runkodule: GeneMapperds_PoprT? =

Dye Set  |Z-BigDyev3 > )
Z BigDyev3
(5

E-BigDyev1

Ok Cancel
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Select the run module from the table below.

Table 3-4 Run Module

Analysis Type Cap:_l::'gtﬁrray Run Module
Fragment analysis 36 cm GeneMapper36_POP7
Select the dye set from the table below.
Table 3-5 Dye Set
Analysis Type Capillary Array Length Dye Set
Fragment analysis 36 cm G5

Importing an  To import an instrument protocol:

Instrument 1. Click Import in the Instrument Protocols pane of the Protocol Editor window.
Protocol

[ Instrument Protocal
Find

Name | Run biodule Dye Set Descrigtion |

Neur Edit | Dsmsl \mpml Expnnl

Figure 3-26 Instrument Protocol pane

2. Navigate to the protocol you want to import.
Note: Import file type is .txt (text).
3. Double-click the protocol to import it.

The imported file is displayed as the top row in the Instrument Protocol pane.

GA Instruments » ga3730 = Protoeol Manager

[ Instrument Protocal;

Find Protocal

Narme Run Module Dye Set Description

— Newly imported protocol

Spatialfill_1 SpatialFill_1 E-BigDyev1 Created with populator
SpatialMoFill_1 SpatialNoFill_1 E-BigDyevt Created with populator

e, | Edit | Delete | Import | Export. |

Figure 3-27 Instrument Protocol pane

4. Select OK in the Protocol Editor when you have finished creating an
Instrument Protocol.
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Using the AutoAnalysis Manager

Setting Up a Run
for AutoAnalysis

Flowchart

Assumptions:
e Softwareisinstalled: ¢ Instrument is ready for a run:
— Data Collection (DC) — Spatial calibration has been
- GeneMapper software 3.0 performed
(GM) — DS-33 “G5” spectral calibration has
- AutoAnalysis Manager (AAM) been performed
e Plates are in the Stacker - An Instrument Protocol has been
created

l

Start:
e Data Collection Software (see page 1-11)  jaunchin
e AutoAnalysis Manager (see page 3-30) any order

l

Create in Data Collection Software:
¢ Results Group (see page 3-13)
e Plate Record (see page 3-6)

|

‘ Start the run ‘

l

‘The run finishes ’

i

Data Collection software sends the completed project to the AAM for autoanalysis:

— Messages are not received by the AAM until all samples for a Results Group
(GeneMapper software Project) are collected and extracted

— If you want the DC to analyze each run as it finishes, you must create separate

Results Groups for each run

AutoAnalysis Manager launches
GeneMapper software to autoanalyze
samples

(see page 3-33)

User launches GeneMapper software to
view project results

(see page 3-34)
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Starting the Note: The Data Collection Messaging Service must be running in order for analysis
AutoAnalysis messages to be received by the AutoAnalysis Manager.

Manager (AAM)
To start the AutoAnalysis Manager:

1. Click Start > Programs > Applied Biosystems > Auto Analysis Manager >
Auto Analysis Manager v1.0.

Note: AutoAnalysis Manager does not start automatically. AutoAnalysis

Manager must be open to receive messages from 3730/3730x/ Data Collection
for autoanalysis in GeneMapper software.

@ Documerts b Starkup
@ User's Guides
% Settings LA
[} Acrobat Reader 5.0 gt Anals anager Auto Anal anager ¥1.0
@ Search 3 @ Deltouch Programmable Keys Readme
% DelTouch Programmakble Keys
@ Help @ Internet Explorer
Fum 3 cutlook Express
_ (2} Paint Shop Pra 5 4
¥
] Shut Dowr, . “

Figure 3-28 Starting the Auto Analysis Manager

The AutoAnalysis Manager window displays.

Autaanalysis Manager 1.0 d7
Zile Edit Help

=l3lxi

General | Genetranper 2.0 |
[ Job Queue

Job Application #of Samples| Artival Date Completed Date | _Analysis Order Status Status Message
I 1 bo o _9c4s
2:bo. o _9cdc

i (_6f1 66746a64c11d6.

(_8f1 667 46a64c11d6.

Monday, Auril 15, 2002 3:35:38 AM FDT Job information notvalid _|Analysis not started due to login er
Monday, Auril 15, 2002 3:35:38 AM FDT Job information notvalid | Analysis not started due to login er
Thursdlay, August 15, 2002 8:54:22 AM PDT 1 Ready
Thursday, August 15, 2002 8:54:22 Al PDT 2 Ready

Ready for processing
Ready for processing

3
3
0
0

Figure 3-29 General Tab in the AutoAnalysis Manager Window

2. Select either the General tab or the GeneMapper 3.0 tab.
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Editing Properties
Under the
General Tab

Scheduling and
Editing Properties

The editing buttons are described below.

Delete Job | Delete Complated Jobs | b ove Job Up | hove Job D own

Figure 3-30 Editing buttons under the General tab

Button Function

Delete Job Deletes an individual job/project from the AutoAnalysis

Manager list.

Does not delete sample files or GeneMapper
software project.

Delete Completed Jobs Deletes all completed jobs/projects from the AutoAnalysis

Manager list. Only successful jobs are deleted.

Does not delete sample files or GeneMapper
software projects.

Move Job Up The active job/project is always given a queue number of 1.
Once job 1 is finished analyzing, job 2 becomes job 1 and
all other numbers are changed accordingly. Use the Move
Up/Down buttons if you want to rearrange the

analysis order.

Move Job Down

Selecting the GeneMapper 3.0 tab changes the elements of the AutoAnalysis
Manager window.

[ =lolx]
GeneMapper 3.0
T b General [Genehapper 3.0
ab e
# JobiPraject User # of Samiples| Artival Date Cornpleted Date Status Status Message
lbogusIFARuUNT - hogusAnalysisGroup1 |gm 3 Apr 15, 2002 3:35:38 AM \Job information not valid [Analysis not started due to login errors; User name and password
bogusIFARUNZ - hogusAnalysisGroup2 |jgm 3 Apr 15, 2002 9:35:38 AM \Job information not valid |Analysis not started due to login errors; User name and password
\GeneMapperProjectName IGM 0 /Aug 15, 2002 8:54:22 AM |Job information not valid |Analysis not started due to login errors; No samples provided for a.
4 i3]
o | eoneopenes | requee s | | oeiste completea sobs | | meesonve |
Figure 3-31 Editing buttons under the GeneMapper 3.0 tab
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The editing buttons are described below.

Configure Schedule | Edit Properties | Requeue Job | Delete Job | Delete Completed Jobs fowe Job Up hove Job Diown

Figure 3-32 Editing Buttons

Button

Description

e Configure Schedule

Select this button and the
following screen displays:

scheduling Properties - GeneMapper ...[E
"NemAnalysis Time |

s | =lifzooz =] [ = :|45L”AMLI|

rPeriods restricting automated analysis

Current Restricted Periods
08:00-10:00
22:00-23:00

Period Starf 0~ o0 = [Fu =]

Next Analysis Time:

Enables you to set a start time for autoanalysis.
Before this time arrives, no autoanalysis of projects
will occur.

Periods restricting automated analysis:

Enables you to set times during which autoanalysis
will not occur. Useful if you know that you are going
to be reviewing data during a certain time period
and don’t want to be bothered by the “Runs ready
for processing” dialog box. Runs build up in the
queue until the restricting time period is over, then
runs will be autoanalyzed.

Period Enaf11 x[foo lfpw x| _ Remove e Automatic Deletion of Completed Jobs:
| Autamtic Delstion of Complated Jobs Enables you to set the software to automatically
[ Delete completed jobs autamatically. delete successfully completed jobs. Jobs that failed
RN — P ——— or have not been analyzed will not be deleted. Only
the AutoAnalysis Manager job is deleted, sample
oK Cancel files and GeneMapper software projects are not.

e Edit Properties

Enables you to change the following settings:

Job/Project Name

Username: GeneMapper software UserName
Password: Matching password for GeneMapper
software UserName

Queue position: Enter a new queue position number
for the project

e Requeue Job

Samples that need to be autoanalyzed have queue
numbers listed in the # column.

Samples that are already analyzed or failed, have a
blank cell in the # column.

To resubmit a job for autoanalysis, use the Requeue
Job button to assign a queue number to that job.

e Delete Job

Deletes an individual job/project from the
AutoAnalysis Manager list.

Does not delete sample files or GeneMapper
software project.
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Button Description
e Delete Completed Jobs e Deletes all completed jobs/projects from the
AutoAnalysis Manager list. Only successful jobs are
deleted.

Does not delete sample files or GeneMapper
software projects.

e Move Job Up The active job/project is always given a queue number
of 1. Once job 1 is finished analyzing, job 2 becomes
¢ Move Job Down job 1 and all other numbers are changed accordingly.

Use the Move Up/Down buttons if you want to
rearrange the analysis order.

Autoanalyzing Once an internal message from the instrument is received by the AutoAnalysis
Samples Manager, it launches GeneMapper software to autoanalyze the samples.
GeneMapper software must be closed in order for autoanalysis to begin.

If GeneMapper software is open, a dialog box message displays asking if you want to
close GeneMapper software in order to process the new runs. Do one of the

following:
If You Select... Then...

Yes Any pending changes to the current project are saved,
GeneMapper software closes and the AutoAnalysis Manager
takes over.

No The runs continue to collect and queue in the AutoAnalysis
Manager until GeneMapper software is closed.

The message dialog box has a timer so that if you leave GeneMapper software on but
are not using it, once time expires, any pending changes to the current project are
saved, GeneMapper software closes, and AutoAnalysis Manager takes over.

GeneMapper software automatically closes after a project has been autoanalyzed. If
more runs are in the AutoAnalysis Manager queue, the next project then gets
processed.

User Control The project being analyzed in GeneMapper software is visible to you as it occurs.

You can stop analysis of the samples and gain control of GeneMapper software by
pressing the Stop button on the lower right corner of the GeneMapper software
project window at any time. You can then interact with GeneMapper software. If
there are other runs waiting to be processed, you are prompted as described above.
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Launching Launch GeneMapper software to review project results:
GeneMapper
Software to
Review Project
Results

* AutoAnalysis Manager displays status messages for all projects in the queue

* Once a project is analyzed, you can open GeneMapper software and select a
project from the File> Open Project command in the GeneMapper software
Project window.

» The GeneMapper software Options item “Open previous project” will only open
the last project analyzed by a user and does not work for projects analyzed by the
AutoAnalysis Manager

For more information about GeneMapper software, refer to the
ABI PRIsM GeneMapper Software v3.0 User Guide.

3-34 Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Plate Search

Plate Search

Barcode or
Advanced Plate
Search

Barcode Search
Window

B8 Foundation Data Collection Version 1.0
File Edit Wiew

Within the Plate Manager, you may search for plates in the Type of Search list by
clicking either Barcode or Advanced. A different window displays for each choice.
Both are described below.

The Barcode Search enables you to search for plates using the Plate ID (barcode).

- A GA Instruments
[ Results Group
=) Database Manager
=-lgasrao
= pate

va

Find Plates Matching These Criteria

Type of Search: [Barcose =

Sean or TyRE PatE

Type of Search

ate Managel]
& Protocol Manager
T hodule Manager |
=-QllRun Histary
EYEPT Viewer
& Spatial Calibration Viewer
B Capillary Viewer
BB rrray viewer
B Spectral Calibration Viewer
) Reextraction
5 CJ Dakar
[E2instument Status
[ Spatial Run Scheduler
B Run scheduler
B Capillary Viewer
BB rrray viewer

Plate ID

R Spectral Viewsr
& Manual Contral
{2 5enice Log

Search

Plate Name | Type  Size  Status

[ Append Results
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Figure 3-33 Barcode Search Window

The following table lists the elements of the Barcode search window.

Table 3-6 Elements of the Barcod Search window

Field

Description

Scan or Type Plate ID

Scan (using an external barcode scanner), or type a plate ID (barcode) into the field.

Search button

Starts the search for the plate ID entered in the Plate ID field. Once a match is found, the
corresponding plate displays in the Plate List table.

Stop button

Enabled when a search is in progress. Allows you to stop the search.

Append Results

When checked, adds the found plate record to the Plate List table without removing
previously searched entries.
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Advanced Search  Within the Plate Manager window, choose Advanced Search from the Type of Search
Window menu. The advanced search enables you to search for multiple plates simultaneously
and by several different Plate Record attributes which are described below.

Toggle here between Barcode and Advanced

[ Foundation Data Collection Version 1.0 B [=] |
File Edit Yiew
- b GA Instruments 4
LI Results Group M | Find Plates Matching These Clitetia
@@ Database Manager
& Elgattan Type ofSearch:  [Advanced x|
(i Plate Wanage 4= Condition Value 1 Value 2
% Protacol Manager flate D [ R
+-HlyModule Manager
B Run History Plate Name
Type
o Size
BRun Scheduler SEiS
S B capillary viewer Plate Cwner
- Eenay Viewer Instriment Anaratnr |
- @@ Spectral Viewer
g Manual Control Search | | | | [™ Append Results
t B Senice Log
Plate ID Plate Name | Type Size Status Operator | LastMadified
New | | | Import | | Clear Al
Sy |

Figure 3-34 Advanced Search Window

The following table describes the columns of the Advanced Search window.

Table 3-7 Elements of the Advanced Search window

Column Description

Condition Defines search conditions for each of the search variables
(see Figure 3-35 below).

Value 1 Contains the primary string to be used in the search.
Value 2 Contains a secondary string to be used in a search, such as an
ending date.

Note: Enabled only when using ‘between’ as a condition
(see Figure 3-36 below).

Search button Starts the search. Disabled when a search is in progress.

Stop button Stops the search. Enabled when a search is in progress.

Clear Row button Clears the conditions and values from the selected Variable row.

Clear All button Clears the conditions and values from all of the Variable rows.

Append Results When checked, adds the found plate to the Plate List table without
removing previously searched entries.

3-36 Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Plate Search

Use the drop-down lists to define search conditions for each of the categories (Plate
1D, Plate Name, Type, Size, etc.)

~Find Plates Matching These Criteria

Type of Search: IAd\ranced 'l

Condition Walue 1
Plate I Starts With hd
Flate Mame 1=
Type =
Size =
Status "
Plate Owner ot Equal
————Contains —
Inctriiment Nnaratnr

Between [

&3

Figure 3-35 Defining Search Conditions

Find Plates Matching These Criteria

Type of Search IAdvancEd 'I

Condition Walue 1 Walue 2
FIdIE Ndrrg MULEGQUAT _‘I
Type Containg SequencingAnalysis
Size Starts With 9B-ifvell
Status Starts With pending
Flate Qwner = Mr. Holrnes
Instrument Operatar | Contains Mr. Holmes
Date Last Modified -

-
Search | Stop | C\earﬁuwl Clear All I [ Append Results

Figure 3-36 Value 2 column is only enabled when the ‘between’
condition is used.
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Using The Plate To use the Plate List table:

List Table 1. Click a row in the Plate List table to select that Plate Record.
2. Double-click a row to open the Plate Editor for the chosen Plate Record.

3. Click a column header in the Plate List table to sort entries by that column’s
attributes.

4. Click again to toggle the entries in ascending and descending order. The
following table describes the action buttons located in the lower portion of
Plate List window.

Table 3-8 Elements of the Plate List window

Entry Function
New button Opens the New Plate dialog box (See page 3-9).
Open button Opens the Plate Editor window for the selected plate record (see
page 3-11).
Import button Opens the Import dialog box. Use this to import plate records

into the database.

Export button Opens the Export dialog box. Use this to export plate records to
a flat file (transfer) format. Enabled when a plate record
is selected.

Delete button Deletes the selected plate record from the local 3730/3730x/

Data Collection database.

Clear button Clears the selected plate record from the Plate List search results
(not from the local 3730/3730x/ Data Collection database).

Clear All button. Clears all plates from the Plate List search results (not from the
local 3730/3730x/ Data Collection database).
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Autoanalysis Integration

Establishing an  If you want Autoanalysis to occur, you must follow the procedures below. If you do
Automation not follow the set up as it is described in the next three sections (“Create a Results
Pipeline Overview Group,” Create a Plate Record,” and “Schedule a Run’), Autoanalysis will not
be performed.

Create a Results To create a Results Group:

Group

. Click Start > Programs > Applied Biosystems > Auto Analysis Manager.

This launches the Autoanalysis Manager.

2. From Data Collection create a new Results Group:

a.
b.

Click the Results Group icon in the left pane.
Click New and the Results Group Editor displays.

3. Perform the following within the Group Editor window:

. In the General tab:

Enter Results Group Name (GeneMapper project name)
Enter Results Group Owner
Enter Results Group Comment (optional)

. In the Analysis tab:

Check Do Autoanalysis

Select GeneMapper Instance (GeneMapper + Computer Name) from
drop-down list

Enter GeneMapper Login ID (GM)
Enter GeneMapper Password (ifa)

Note: For GeneMapper Results the Analysis Protocols (Run 1, Run 2, etc.) are
not used.

C.

In the Destination tab:

Either use default Location (leave as is) or, select a custom location using the
browse function.

. In the Naming tab:

Define Sample File Name format that will be used to name generated
samples. Choose two or more formats to define a unique sample name.

Enter a Prefix (optional)
Choose a Name delimiter (optional)

. Define the Run Folder Name format that will be used to create run folder.

Choose two or more formats to define a unique run folder name
Enter a Prefix (optional)
Choose a Name delimiter (optional)

4. Click OK. The newly created Results Group displays in the list.
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Create a Plate To create a Plate Record:

Record

1.
2.

Click the ga3730 icon in the left pane.

Click the Plate Manager icon in the left pane.

The Plate Manager displays.

. Click New.

The New Plate Dialog displays.

Enter plate information:

a.
. Enter Plate Name
. Enter Description (optional)

o o o

50 o

Enter ID Barcode

. Select GeneMapper Instance (GeneMapper + Computer Name) from the

Application type drop-down list

. Choose Plate Type

Choose Plate Sealing option

. Enter Owner Name
. Enter Operator Name

Click OK.
The GeneMapper Plate Editor displays.

Complete the sample sheet:

50 o o0 o P

—

~

. Enter sample name (this is the internal sample file name).

. Enter Comment (optional).

. Select your defined Results Group from drop-down list.

. Select your GeneMapper Sample Type from drop-down list.
. Select your GeneMapper Size Standard from drop-down list.

Select your GeneMapper Panel from drop-down list.

. Select your GeneMapper Analysis Method from drop-down list.
. Enter User Defined 1 comment (optional).

Enter User Defined 2 comment (optional).
Enter User Defined 3 comment (optional).

. Select Instrument Protocol 1.

To create a new Instrument Protocol:
- Select New from drop down list and the Protocol Editor displays.

- Enter Protocol name

- Enter description (optional)

- Select Run Module (GeneScan 36 Pop7)
- Select Dye Set (G5)

- Click OK and new Instrument Protocol is available from drop-down list

Select additional Instrument Protocols (optional) Use this if you want to use
the same sample information for additional runs

m. Enter description at the bottom of the sheet (optional)

n.

Enter above information for each of the 48 wells containing sample product

3-40
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7. Click OK.
The Plate Record displays in the list.

Schedule a Run To schedule a run:
1. Click the Instrument name icon in the left pane.

2. Click the Run Scheduler icon in the left pane.
The Run Scheduler displays.

3. Schedule all plates for the Results Group:

a. Click Search.

b. Click Find AlL

c. Select all plates for your Results Group.
d. Click Add.

e. Click Done.

All the plates display in the Input Stack.
f. Arrange plates (if necessary) in desired process order.

4. Process Plates:
a. Click the green process button (at the top left of the Run Scheduler pane)

The plates begin processing. The current plate being processed appears in Auto
Sampler location. As the plate is completed it will be moved to Output Stack.
After all plates belonging to Result Group have been processed, the
Autoanalysis Manager receives notification that the project is ready.

GeneMapper The GeneMapper automation process is listed below:
Automation

Begins 1. All samples generated for results group sent to Autoanalysis Manager

Appears in Job Queue list in General tab.

2. Results group passed to GeneMapper Autoanalysis Manager
Appears in Job Queue in GeneMapper 3.0 tab.
3. Results Group sent to GeneMapper application.

» GeneMapper application opens, all samples from results group are added to
new project

* GeneMapper automatically begins analysis
* Project is saved using Results Group name
* GeneMapper application is closed at conclusion of analysis

4. GeneMapper sends back successful message to GeneMapper Autoanalysis
Manager.

5. Status changed to Complete.
6. GeneMapper Autoanalysis sends update message to Autoanalysis Manager.

7. Status changed in General tab to Complete.
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Spatial Calibration

About Spatial Calibrations

When to Calibrate

Defective
Capillary
Information

A spatial calibration maps the pixel positions of the signal from each capillary in the
spatial dimension of the CCD camera.

A spatial calibration must be performed each time you:

* Install or replace a capillary array

» Temporarily remove the capillary array from the detection block
* Open the detection block door

* Move the instrument

A spatial calibration also provides information about a potentially
defective capillary.

About Spatial Calibration Data

Introduction

Creating Spatial
Protocols

Before a spatial calibration can be performed, the spatial method file must be
incorporated into a spatial protocol.

There are two spatial calibration run modules:

* Spatial calibration with the capillaries filled with polymer first (default module:
spatial_fill)
A spatial calibration with fill is recommended whenever there is old polymer in
the capillary array or the calibration is done after a run.

» Spatial calibration without the capillaries filled (default module: spatial nofill)

A spatial calibration without fill is recommended whenever there is fresh/new
polymer in the capillary array.Performing a Spatial Calibration

Note: Although the examples in this section are from a 96-capillary array, a
48-capillary array has similar criteria.
To perform a spatial calibration:

1. Expand the view in the tree pane.
a. Click the + box next to the GA Instruments icon.
b. Click the + box next to the ga3730 icon.
c. Click the + box next to the instrument name icon.
2. Click the Spatial Run Scheduler icon.

The Spatial Run Scheduler view opens.

4-2
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3. Select the spatial protocol you want to use from the Spatial Protocols
drop-down list box.

» Use the SpatialFill protocol if the:

—Polymer in the capillaries was used in a run

—Capillaries have no polymer (i.e., a new capillary array), or

* Use the SpatialNoFill protocol if the capillaries contain fresh polymer.

Fl\e Wiew Serice Tools Wizards Help
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- A GA Instruments 4
@ Results Group ¥

= EE Run History
=) Bora Bara
= [E5 Instrument Status

< EHAEPT chart
- ElEvent Log
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1

J I I |
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Gapilary | Posttion (bkels) | Leftspacing |_Right spacing Protocor [spatari -] . Select
z - _stan | - spatial
i G - 2 | protocol
. I —

completed

Figure 4-1

Spatial Run Scheduler view

Note: You need not fill the capillaries each time you perform a spatial
calibration.

4. Click Start. The calibration takes approximately:
* 2 min without filling the capillaries

* 6 min with filling the capillaries

When the spatial is complete the view is updated.

5. Proceed to “Evaluating a Spatial Calibration Profile” on page 4-4.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide

4-3



Chapter 4 Spatial and Spectral Calibrations

Evaluating a Spatial Calibration Profile

Evaluation
Criteria

Example of
Passing Profile

While viewing the calibration profile, use the following criteria to evaluate the data:

Table 4-1 Evaluation Criteria

Peak Attribute Criteria

Spacing Position values average 5 pixels higher for 96 capillaries and 10 pixels
for 48 capillaries, than the previous one for every capillary.

Height Uniform heights for all peaks.

Orange One orange cross marking the top of every peak. No misplaced

crosses Crosses.
IMPORTANT! Frequently there is a peak artifact on the left side of the
profile. Verify this peak is not identified by the algorithm as a real peak
(see page 4-7).
Note: The cross positions can not be altered after the spatial profile is
accepted.
To move a cross:
1. Define a capillary position.
2. Change the value in a Position (pixel) column.
3. Click outside of that box.

Shape ¢ Single sharp peak for each capillary.

e Small shoulders are acceptable.
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Figure 4-2 Passing Profile
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Example of Peak artifact
Passing Profile |
with Peak Artifact A
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a00

300
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Figure 4-3 Peak Artifact

Example of
Failing Profile
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Figure 4-3 Failing Profile
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Viewing the
Results and
Accepting or
Rejecting the
Data

To view the spatial calibration results and accept or reject the data:

1.

Evaluate the spatial calibration profile using the criteria on page 4-4.
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Figure 4-4 Viewing Results

2. In the 96 Capillary Positions section, scroll through all 96 capillaries and
examine the pixel positions.

IMPORTANT! The capillaries for a 96-capillary array should be 4 to 8 pixels
apart; 8-12 pixels apart for a 48-capillary array. Be sure to check the spatial
profile for any capillaries that fall outside of this range.
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3. Enhance the view to examine capillaries that fail the criteria:

a. Click-drag the cursor to create a box around the area of interest.
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Figure 4-5 Standard View

b. Release the cursor. The expanded view is displayed.

No orange cross—peak artifact

Figure 4-6 Enhanced View

c. To reset the view, press R.
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4. Accept or reject the spatial calibration.

If the spatial calibration

L Then...
profile is...
satisfactory Click Accept. The data is stored in the database.
unsatisfactory ¢ Reposition one or more of the orange crosses. To

move a cross, change the value in the Position (pixel)
column, click Enter and then click Accept.

or,
¢ C(Click Reject, and then click Start to repeat
the calibration.

If the calibration continues to provide unsatisfactory
results, see “If the Calibration Fails” on page 4-8.

If the Calibration If the calibration failed, or if you do not like the appearance of the passed calibration
Fails profile, try one or more of the following corrective actions.
* Repeat the calibration.
* Fill the capillaries with polymer, and then repeat the calibration.
* Clean the detection cell, and then repeat the calibration (see page 5-12).
* Reposition the array window in the detection cell, and then repeat the calibration.
» Change the capillary array
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Spectral Calibration

About Spectral Calibrations

A spectral calibration creates a matrix that corrects for the overlapping fluorescence
emission spectra of the dyes.

When to Calibrate  You must perform a spectral calibration:

* Whenever you use a new dye set on the instrument
» After the laser or CCD camera has been realigned/replaced by a service engineer

» Ifyou begin to see a decrease in spectral separation (pull-up and/or pull-down
peaks)

+ If you go from using a 96 capillary array to a 48 capillary array and, vice versa.

IMPORTANT! The instrument door must remain closed throughout a spectral
calibration. If you want to monitor the progress of the calibration, refer to page 1-44.
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Procedure
Overview

Performing a spectral calibration is similar to performing a sample run, except that
calibration standards are run in place of samples, and a spectral calibration module is
used in place of a run module.

Table 4-2 Spectral Calibration Procedure

Part Description

Software Begin the procedure by preparing the instrument and a calibration

setup standard. Next, you create a spectral protocol, plate record and schedule
the run using the 3730 software. During the software setup, you are
prompted to select a specific:

e Spectral run module (determines the run conditions for each array type)

e Dye set (configures the software for the dye set you are using)

e Spectral parameter file (selects the type of algorithm you want to use to
process the data: matrixStandard or sequenceStandard)

Calibration During the calibration, dye-labeled DNA standards are electrophoresed,
and the fluorescence data is collected and stored as temporary files. The
matrix- making software analyzes this data and creates a spectral
calibration matrix, which is used for sample data. Application of this matrix
to the raw data is called multicomponenting.

Data After the calibration run, the software analyzes the matrices and assigns a

analysis capillary status value to each capillary.

The matrix passes if it:

¢ Exhibits distinct fluorescence emission maxima for each of the dyes
included in the dye set being used.

e Meets the criteria specified in the selected spectral calibration
parameter text file

A passed matrix must be assigned to every capillary before a sample run
can be performed.

The software automatically replaces matrices for failed capillaries with
matrices created from capillaries that passed. The replacements are made
from the next nearest capillary, with the left side taking priority over the
right side.

Even though the algorithm has passed a calibration matrix from a capillary,
it does not mean that the calibration data should necessarily be used for
sample data analysis. We recommend that you examine the calibration
matrices before electing to save and use them for sample data processing.

Ideally, each capillary has its own passed matrix. If you see a matrix that
you do not want to use, you can use the Override Spectral Calibration
command to replace the matrix with one from a neighboring capillary.

Note: Do not launch the operating system’s internet wizard during a spectral
calibration as this causes the networking operation to fail.
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Preparing Spectral Calibration Samples

Application and  Use the table below to determine the appropriate dye set for the chosen application.

Dye Set
Application Dye Set Matrix Calibration Standard
Sequencing E-BigDyeV1.1 Sequencing Standard
Sequencing Z-BigDyeV3 Sequencing Standard
Z-BigDyeV3.1
Fragment Analysis G5 Matrix Standard DS33-G5

Preparing the To prepare standards for spectral calibration:
Standard

. a. For sequencing:

Resuspend a tube of BigDye Terminator v3.0 Sequencing Standard, BigDye
Terminator v3.1 or, BigDye Terminator v1.1 Sequencing Standard, with 1.0 mL
of Hi-Di™ formamide.

b. For fragment analysis:
Resuspend 75 pL of DS 33 Matrix Standard in 435uL of Hi-Di™ formamide

CHEMICAL HAZARD. Formamide causes eye, skin, and
respiratory tract irritation. It is a possible reproductive and birth defect hazard.
Read the MSDS, and follow the handling instructions. Wear appropriate
protective eyewear, clothing, and gloves.

Vortex thoroughly.
Spin the mixture briefly in a microcentrifuge.

Heat the standard tube at 95 °C for 5 minutes to denature the DNA.

A

Immediately place the tubes on ice for 2 minutes.
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Loading the To load the standards:
Standards

. Dispense this amount of denatured standard:

* 10 pL into all wells of a 96-well plate.
* 5puLinto wells A1, C1, E1, etc. of a 384-well plate (as shown below).

Note: For a 48-capillary fragment analysis run, load every other column of

wells on a 96-well plate.
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2. Centrifuge the plate so that each standard is positioned at the bottom of its well.

Your samples should:

Look like this...

Not look like this...

Not look like this...

GR1303

The sample is
positioned correctly in
the bottom of the well.

) —

\ /
\

U

The sampile lies on the
side wall because the
plate was not
centrifuged.

\ |
\

U

An air bubble lies at the
bottom of the well
because the plate was
not:

¢ Centrifuged with
enough force, or

¢ Centrifuged for
enough time
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Performing a Spectral Calibration

Introduction

Creating a
Spectral Protocol

Use the procedure below to perform a basic, “default” spectral calibration.

Before a spectral calibration can be performed, the spectral module file must be
incorporated into a spectral protocol. If valid spectral protocols have already been
created, then proceed to “Creating a Plate Record” on page 4-16.

Use the table below as a guide when setting up a spectral protocol for
specific applications:

Table 4-3 Spectral Protocols for Specific Applications

. . . Capillary .
. Matrix Calibration Parameter File
Application Dye Set Standard Lt(e:rg;h Module (Params)
Sequencing | E-BigDyeV1.1 | Sequencing Standard | 50 Spect50_SeqStd_POP7 | SeqStd{E}.par
Sequencing | Z-BigDyeV3 Sequencing Standard | 50 Spect50_SeqStd_POP7 | SeqStd{Z}.par
Z-BigDyeV3.1
Sequencing | E-BigDyeV1.1 | Sequencing Standard | 36 Spect36_SeqStd_POP7 | SeqStd{E}.par
Sequencing | Z-BigDyeV3 Sequencing Standard | 36 Spect36_SeqStd_POP7 | SeqStd{Z}.par
Z-BigDyeV3.1
Fragment G5 Matrix Standard 36 Spect36_MtxStd_POP7 | MtxStd{G5}.par
Analysis DS33-G5
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To create a spectral protocol:

1.

Expand the view in the tree pane.

a. Click the + box next to the GA Instruments icon.
b. Click the + box next to the ga3730 icon.

2. Click the Protocol Manager icon.

The Protocol Manager view displays.

[ Foundation Data Collection ¥ersion 1.0

~=lojx|
File View
- & GA Instrumants : Instrument Protocals
iResults Group
= Database Manager il

= Epa37an

Gl Run Histary
& CIDakar
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e

- [illl Spatial Run Scheduler
@@ Run Scheduler

- B Capillary Viewsr

- BB Array Viewer

- [l Spectral Viewer

& Manual Control

- i gewice Log

Protocol Manager

sp
)

pectralBOW3  SpectS0_SeqStd_POP7_Mayl_1  ZBigDyeV3

Dye Set Deseription
Z-BigDyev3

test

New,

Click New

Rew... Edi, | Delete | Import | Export
Analysis Protocols
Find

Marme

| Edit | Delete

Figure 4-7 Protocol Manager view

3. In the Instrument Protocols section, click New.

The Protocol Editor dialog box opens.
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4. Create a spectral module:

Note: The following procedure uses BigDye Terminator v3.0 or v3.1. If you are
using version 1.1, instructions are in parenthesis.

. Type SpectralZ (for v.1.1, SpectralE) or a similar name in the Name field.
. Type a description for the spectral protocol (optional).
. Select SPECTRAL from the Type drop-down list.

. Select Spect50_SeqStd_POP7 from the Run drop-down list. Or, depending
on the dye set you are using, Spect36_SeqStd_POP7.

e. Select Z-BigDyeV3 (for v.1.1, Z-BigDyeV1) from the Dye Set

drop-down list.

f. Select SeqStd{Z}.par (for v.1.1, SeqStd{E}.par) from the Params
drop-down list.

e 0 o L

IMPORTANT! Make sure the correct spectral parameter file has been selected
for the dye set you are running. Selecting the incorrect parameter file causes the
spectral calibration to fail.

Protocol Editor |

Mame:  |SpectralZ

Description:
Type: [SPECTRAL =
Run Module:  [Spects0_Seqstd_POPT =
Dye Set [z-BigDyevs = e
Params: |Seq8td{Z}.par Ll

' Cancel |

Figure 4-8 Example of the Protocol Editor completed for BigDye v3.0
and v3.1

5. Click OK.

The module is saved and displayed in the Instrument Protocols section of the
Protocol Manager view.
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Creating a Plate  The following is an example of creating/editing a protocol for Dye set Z for BigDye
Record Terminator v3.0 chemistry. See Table 4-3 on page 4-13 for the appropriate modules
and parameter files for other dye sets.

To create a plate record:

1. Expand the view in the tree pane.

a. Click the + box next to the GA Instruments icon.
b. Click the + box next to the ga3730 icon.

2. Click the Plate Manager icon.

The Plate Manager view opens.

[ Foundation Data Collection Yersion 1.0 B =1oj x|

File Edit View

B GAInstruments.
B Results Group Find Plates Matching These Criteria

£ i Dclabase wanaper T crasann: [Bese =]

; T Scan or Type Plate D
=gy Protocol Manager
- {JaModule Manager |

- EARun History
| EAEPT Viewer Gearch [ Append Results

- @lll Spatial Calibration Viewer
B Capillary Viewer
B array viewer
- [l Spectral Calibration Views
: Reexlraction
E-CIDakar
=89 Instrument Status:
EAEPT Chart
Elevent Log
- lll Spatial Run Scheduler
B Run Geheduler

L %

Plate IO Plate Mame Type Bize Status Operatar Last Modified

B Capiliary Viewsr
- B Array Viewer
&l Spectral Viewer
dMmanual Control
-2 Serice Log

Click New

Mewy. | Impart Clear Al

T

Plate Manager

Figure 4-9 Plate Manager view

3. Click New.
The New Plate Dialog box opens.
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4. Complete the plate information:
a. Type a name for the plate ID in the ID (Barcode) field.
. Type a name for the plate in the Name field.
. Optional: Type a description for the plate record.
. Select Spectral Calibration from the Application drop-down list.
. Select 96-Well or 384-Well from the Plate Type drop-down list.
Select Heat Sealing or Septa from the Plate Sealing drop-down list.
. Type a name for the owner and operator in the appropriate fields.

g o o o o

New Plate Dialog x|

D (Barcade). [my_plate

Wame: |Spectralz

Description

Application:  [Spectral Calibration =l

Plate Type:  [96-wWell ¥
Plaie Eealing: |Septa -

Owiner Name:  [nap

Operator Name: [aap

Cancel |

Figure 4-10 New Plate Dialog

h. Click OK.
A blank plate record opens.
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5. Complete the plate record:

a. In the Sample Name column, type a name.
b. Optional: In the Comments column, type your comments.

c. In the Instrument Protocol 1 column, select the protocol created in the
“Creating a Spectral Protocol” section.

d. For a 96-well plate: Select the Sample Name, Comment and Instrument
Protocol 1 columns, and fill down.

For a 384-well plate: Complete the information accordingly to the load
pattern in step 1 on page 4-12.

[ Piate Editor x|
File Edit
Plate Name: Fpedralz Operator: }Jap
Plate I0: l’ny—plaie Owener: 'Jap
Plate Sealing: Im

Well Sample Name | Comment Instrument Protocol 1 Instrument Protocal 2 Instrument Protocol 3 Inst
Al LRS_Z_Biglrye3 Spectral =
B LRS_Z_Biglye3 Spectrall
1 LRS_Z Biglye3 Spectrall
[} LRS_Z_Biglrye3 Spectral
E1l LRS_Z_Biglyve3 Spectrall
F1 LRS_Z Biglye3 Spectrall
1 LRS_Z_Biglye3 Spectrall
H1 LRS_Z_Biglyve3 Spectrall
A2 LRS_Z BigDye3 Spectrall
B2 LRS_Z_Biglye3 Spectrall
2 LRS_Z_Biglye3 Spectrall
D2 LRS_Z BigDye3 Spectrall
E2 LRS_Z_Biglye3 Spectrall
F2 LRS_Z_Biglye3 Spectrall
=2 LRS_Z_Biglrye3 Spectral
H2 LRS_Z_Biglye3 Spectrall
~AZ LRS_Z Biglye3 Spectrall
B3 LRS_Z_Biglrye3 Spectral
o3 LRS_Z_Biglyve3 Spectrall
D3 LRS_Z Biglye3 Spectrall
E3 LRS_Z_Biglye3 Spectrall
F3 LRS_Z_Biglyve3 Spectrall
G3 LRS_Z BigDye3 Spectrall -

4 o
Description I Cancel |

|
Figure 4-11 Plate Record Click OK

e. Click OK.

Note: The plate name, plate ID, operator, and owner names can not be changed
in this window.
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Adding a Plate to To add a plate to the Run Scheduler:
the Run

1. Click the Run Scheduler icon.
Scheduler

The Run Scheduler view opens.

[ Foundation Data Collection Yersion 1.0

oy =[]
File Wiew Instrument Senice Tools Wizards Help
Ls | | n »
= ‘ ‘E'SZ'S’EI’&ESEW : Find Stacker Flate Add Plate(Sean or Tupe Plate D)
- i Database Manager Input Stack Quiput Stack
= §lgaz7a0
DP|E1E Manager Plate ID Plate Mame Plate Type Plate ID Flate Name Description
-8 Protocol Manager =

+ Wk Module Manager
=-QHRun Histary
= CHDakarPT2
- [E9Instrument Status
~-EHEPT Chart .
| Eirent g Click Search

- @l Spatial Run Scheduler

[ Canillary Viewer 4 | _bl_l il | _>|_I
B rray Viewer
BB Spectral Viewer ( Searc \b Up | Down | |
™ Manual Control

ZJ5enice Log Auto Sampler

Flate ID Plate MNarne Plate Type Status

Current Runs

RunliD Application Run Protocal Status

J | o

[Systern Status P Stacker DakarPT2 me [system Status: Ready |

o Cutrent Run

Figure 4-12 Run Scheduler

2. In the Input Stack section, click Search.

A search dialog box opens.
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3. Search for the spectral calibration plate record:
a. Select Advanced from the Type of Search drop-down list.
b. In the Plate ID or the Plate Name row, set up the search for all plates.
* Select Contains from the Condition column drop-down list.

The example below shows how you can narrow your search using various
criteria.

[ Foundation Data Collection ¥ersion 1.0

ile Vigw

B oA il ¥ Ghinstuments » ga2730 = Plale Marager

2 Resuit Graup M
gﬂa;l;mmmsﬂ 1 Fined Plates Matehing Thesa Critars
BB ga:
Type ciSesreh [ravanced 3]
B Frctacal Manager :
Gk Module Marager Condion | Maluz 1 Vallg
& @R History Plate Harne Contains O | 5|
= SHoakarcs | (5=
1= B8 Instrument Status 5 1
S4EPT Chat | | | S
-~ [Eleventlog | Slatus = oending |
ggﬂ*:':*:: sene) || Plate Gwner Slarts Wm B |
sl ol A
B Capillary vinr | | | IN¥UMEN! Ggerator |Ends v a | _’ﬂ
Brviower | al | .
B Gipesciral viewenr
M kanual Conlral Sranh i Sy ! Glear Al I [ophasendReslis
[ gerdce Log

Plale| | Plate Mame |

| i
” ﬂ v | Edil | nslmsl Imnon..l Expart. CIsarNI!

Flale Manager

Figure 4-13 Narrowing The Search

c. Click Search.

The results of the search is displayed in the Search Results section of the
dialog box.
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4. Add the plate record:

a. Select the plate you want to use in the Name column.

Inetrirnant Nnaratnr I | ‘ ;I
Search Stop | C\earﬁowl Clear Al |

Search Results [ Append Results

|Type ‘Descriptmn |
Regular

Regular

null

Add All Clear All

b. Click Add.
c. Click Done.

The plate is added to the Run Scheduler view.

[ Foundation Data Collection Yersion 1.0

File Wiew Instrument Sernice Tools Wizards Help

B
= A%';zgageg‘;w 3 Find stacker Plate: At
#=)Database Manager Input Stack o]
—-Ega3730
21 Plate Manager Flate ID Flate Narme Flate Type
@ Protocol Manager 1 my_plate SpectralZ aB-well =
T Maodule Manager

+- CH Run Histary
= _JDakarPTZ
=1 [=¥]Instrument Status
S EPT Chart
ElEvent Log
Bl Spatial Run Scheduler
-
= Capillary Viewer 1] | 3
BB ~rray Viewer = —
HR| Specral Viewer Up Do |
M Manual Cantral

Starting the  To start the calibration run:
Calibration Run | ok 5 1

2. Click the Instrument Status icon to expand it.

Note: The instrument oven must come to temperature before the run begins.
Once data is being collected, you can view it in the Array Viewer.
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3. View the real-time data, click the Array Viewer icon to view all capillaries at
one time.

[BFoundation Data Collection Version 1.0 =T
Fle Edi View Senice Tools

U b S

& A GA Instruments
@Results Group
&=Database Manager
=-Elga3r3n
[EPiate Manager
@ Protocol Manager
s Module Manager
- Gl Run History
= CIDakar
- [EqInstrument Status
B Spatial Run Scheduler

hRun Scheduler
=,

Capil
apillary
Sameeron” number

96

Scan: 1260 Capillary: 53

rsomgas b ooker oslar ||

| X-axis=scan number,
Y-axis=capillary number

Figure 4-14 Array Viewer

4. Click the Capillary Viewer icon to view:
* Individual capillary data being collected in real time (upper plot).
» Entire data trace collected (lower plot).

[ Foundation Data Collection ¥ersion 1.0 E =] S|

File Edit View Senice Tools

IS a = [l Il o

= A GAInstruments
[ Results Group
=) Datahase Manager
=B gad730
EEPlate Manager
@ Protocol Manager
{aModule Manager
= -CHRuN History
= (PDakar
w23 Instrument Status.
{ Spatial Run Scheduler
) Run Scheduler

[ Capillary Viewe %

H12
g::;‘"j”;i’w [Sample: BDv3_std Capillary: 85
o Status for Rur| Well Posiion F11

S semice Log Plate Name: SpectralZ_BDv3 Instrument Protocol: SpectralZ2

va

A 1

Sample Name: BDv3_std Analysis Protacol: none

wiell Pasition: F10 Capillary number: 70

1

i}

0 1

Bystem Status D Stacker Dakar [Runcompleted No GurrentRun

Figure 4-15 Capillary Viewer
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Run Times The following table lists spectral calibration run times:

Application Capillary(ﬁ:':;a)ay Length Approxin}ra;i?‘ )Run Time
Sequencing 50 120"
Sequencing 36 60*

Fragment Analysis 36 35

* When using SeqStd for matrix calibration, it may take ~30 minutes for the matrices to be
calculated after the run. Do not open the instrument door until plate is returned to the
out stack.

** Applies to 50 and 36 cm arrays

Spectral At the end of the run, while the data is being analyzed, the Spectral Calibration
Calibration Result Result dialog box opens to indicate which capillaries have passed or failed.

Box IMPORTANT! Review and evaluate the spectral calibration profile for each capillary,

even if the Spectral Calibration Results box indicated that they all passed.

When a Capillary If a capillary fails, it is automatically assigned the spectral profile of its nearest
Fails passing capillary to the left. If there are no passing capillaries to the left, it is
assigned the profile of the nearest passing capillary to the right.

For applications where pull-up and pull-down peaks cause critical errors, we
recommend that you repeat the spectral calibration and use a unique spectral for each
capillary.

When the If the spectral calibration failed, or if you do not like the appearance of the passed
Calibration Fails calibration, try one or more of the following:

* Verify that the correct parameter file and run module were selected. If not, correct,
and then repeat the run.

» Verify the freshness of the reagents used.

Evaluating the Spectral Calibration Results

Viewing the It is important to check the event log at the end of a run.

Results
To view the spectral calibration results:

1. Expand the view in the tree pane.

a. Click the + box next to the GA Instruments icon.
b. Click the + box next to the ga3730 icon.
c¢. Click the + box next to the instrument name icon.

2. Click the Spectral Viewer icon and a profile is displayed.
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3. Inthe Dye Set section, select Z-BIGDYEV3 from the Dye Set drop-down list.

2000 4000 G000
Scan Number

A

Dye Set: \Z-BigDyey3 =

Matrix used for Capillary 25 25
Candition: 462
Q@Value 0942

4. Select a well on the plate diagram to view a capillary number and evaluate the
spectral calibration profile.

[l Foundation Data Collection Yersion 1.0 -1ol x|
File Wiew Senice Tools Wizards Help

« o EEEE B

- A GA Instruments 4 10
[ Results Group ¥
gz Database Manager 08
=B ga37an
- EPlate Manager 06
@y Protocol Manager — SpeCtraI
- [ Module Manager 0.4 .
EERun History prOflle
=) DakarPT2 02
= [E5 Instrument Status
- EHEPT Chant oo

11

- E]Event Log Spectral Bin Mumber

- [l Spatial Run Scheduler
- ERun Scheduler

= capillary Viewer

- BBl array Viewsr

:

@™ Marnual Contral

e il

WMJM‘WJW.’W!MWMMMMMMM §| | [ Raw data

-20000
o

BO00 8000
Scan Mumber

Capillary Data
Al
Dye Set \Z-BigDyev'3 =
Matrix used far Capillary 54: 54
Caondition 349
@ Value: 0985
Samgple: test Override Spectral
Hi2 Capl]]ary. 54
Well Position: F§
Systern Status P Stacker DakarPT2 s \System Status: Ready Mo Current Run

J:’Iate diagram well colors:

green: passed
light green: selected
tan: failed

Figure 4-16 Evaluating The Profile

5. For a closer view of the raw data or spectral profile:

a. Click-drag the cursor to create a box around the area of interest
b. Release the mouse. The expanded view is displayed.
c. To reset the view, press R.
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Evaluation
Criteria

Example of
Passing Profile

While viewing the dye set Z calibration profile, use the following criteria to evaluate

the data:

Attribute

Criteria

Spectral Profile

® Peak order from left to right is blue-green-yellow-red
e Separation of dye peaks

[ Foundation Data Collection Yersion 1.0

File View Serice Tools Wizards Help

=10l x|

GA Instruments

Flate Manager

aModule Manager
Run History
EEPT viewer

----- R Spectral Calibratic
----- TbIReextraction
E---ﬂElora Bora

S ) I |

System Status P Stacker Bora Bora s

A& -l_l_-l_

q

Spectral Bin Number

il i Ny

by

LM

12000 14000 16000

Capillary Data

H12

Al

Dye Set \Z-BigDyev3 =

Matrix used far Capillary 82:

Condition: 328

@ Value: 0478

Overtide Spectral

|Run completed

Mo Current Run

Figure 4-17 Z-BigDyeV3 sequencing
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Example of Failed

4-26

Profile

Example of
Passing G5
Profile

[ Foundation Data Collection Versios

File View Serice Tools Wizards Help

s EEFET - o

=10l x|

EElPlate Manager
& Protocal Manager
TaModule Manager
&Gl Run History
=-CPDakarFT2
=-(Ed Instrument Status
EHEPT Chart
E]Event Loy
Bl =patial Run Scheduler
ElRun Scheduler
B Capillary Viewer
BB Array Viewer
pectral Viewe
dManual Control
=)Senice Log

System Status  [> Stacker DakarPT2 wm

2 A& GA Instruments 4
[ Results Group L
= Database Manager

=-Eloa3730

11
Spectral Bin Number

4000

Scan Number

Capillary Data
Al
Dwve et Z-BigDvev3 =
Matrix used for Capillary 25, 25
Sample: test dition: 4.62
Capilary: 25 oy 0.842
Well Position: D3
Cwerride Spectral
H12

|Syalem Status: Ready

Figure 4-18 Z-BigDyeV3 sequencing

Foundation Data Collection Yes

File  View

1.0

& ST o

=10l x|

2 A GA Instrurments

‘nyDatabase Manager

late Manager

@ Protocol Manager

T Module Manager
= @8 Run History

B EPT Wiewer

Elevent Log
@ Instrument Pratac,
Spatial Calibratio|
= Capillary Viewer
B8 array Viewer

Séemra\ Calibratif
T Reextraction
- (Z#Huahine

ga373n Select a run to view: [EITMEITEGT

4
Results Graup ¥ GAlnstruments = ga3730 = Run History = Spectral Calibration Yiewer

300
Intensity vs Pixel Mumber

8000
4000

1 S S | Y

-4000
o

1000 2000

3000 4000 4000
Intensity vs Scan Mumber

JET ) I

Spectral Calibration Viewer

Capillary Data
AD1
Dvye Set. |G5
Matrix used for Capillary 82: 82
Condition: 11.2
QValue: 0.885
H12

Figure 4-19 G-5

fragment analysis
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Overriding a Spectral Profile

To override a spectral calibration profile:

1. Review the data.

2. In the plate diagram, select the capillary spectral profile you want to override.

[ Foundation Data Collection Yersion 1.0

File “iew Serice Tools Wizards Help

SN | B o
B A& GA Instrurments 4 10
I Results Group M
-~z Database Manager
=B ga3ran
-~ ElPlate Manager
By Protocol Manager
L Module Manager
B8 Run History
=) DakarPT2
= [EfInstrument Status
BHEPT Chart
EEvent Log
Spatial Run

—lof|

Run Scheduler

B Capillary Viewsr

- M array Viewsr

;
Manual Contral

‘- [ service Log
4000 B000
Scan Number
Capillary Data
Al

Dwe Set: \Z-BigDyeY3 T
Caplllary 25 —70 Matrix used for Capillary 25 25
selected Condition 462

@ Valug: 0842

Owerride Spectral

H12

System Status [ Stacker: DakarPT2 e \System Status: Ready

Mo Current Run

Figure 4-20 Overriding a Spectral Profile

3. Click Override Spectral and enter a new capillary value.

.Dverride Spectral x|

Matrix used for Capillary 25: 25

What capillary do you want to overtide with?
Cancel

4. Click OK.
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Viewing the A log file is created at the end of the spectral calibration. This log contains the
Pass/Fail Status pass/fail status, Q value, and condition number for each capillary.

To view the pass/fail status of each capillary:

1. Locate the log file.

a. For sequencing, locate the file at:
E:\AppliedBiosystems\UDC\DataCollection\Data\ga3730\
instrument name\SpectralCalMclFiles\Z-BigDyeV3

b. For fragment analysis, locate the file at:
E:\AppliedBiosystems\UDC\DataCollection\Data\ga3730\
instrument name\SpectralCalMclFiles\G5

2. Open the file in Notepad.

3. View the results.

(5l
File Edit Format Help

[Fpectral calibration Result for RuUnID: Run_Bora Bora_2001-06-05_11-12_1 a
Date: Tue Jun 05 13:07:31 PDT 2001 =
Dye Set: Z-Bighyevs

Mumber of Dyes: 4

INSTrUMENT Name: Bora Bora

Data Delay: 11.0

ME Frame Rate: 3.5714285

using parameter file: efappliedeiosystemshubchoatacollectionysupportrile:
Do Mordman = false

Cap 1: 0: Spectralcap_00l.tmp: Passed: g=0.978 c=3.27

Cap 2@ 0@ spectralcap 002.tmp: Passed: f=0.977 c=3.27

Cap 31 0@ SpectralCap 003.tmp: Passed: ¢=0.975 <¢=3.31

Cap 4: 0: Spectralcap_004.tmp: Passed: g=0.970 c=3.33

Cap 5@ 0@ sSpectralcap 005.tmp: Passed: g=0.970 c=3.42

Cap §: 0: Spectralcap_006.tmp: Passed: g=0.968 c=3.52

Cap 7: 0 sSpectralcap 007.tmp: Passed: 0.965 c=3.47

[Cap B: 0@ SpectralCap Q08.tmp: Passed: 0.978 <¢=3.39

[Cap 9: 0: Spectralcap_009.tmp: Passed: g=0.980 c=3.31

Cap 10: 0r spectralcap_olo.tmp: Passed: g=0.977 c=3.29

Cap 11: 0: Spectralcap_0ll.tmp: Passed: g=0.983 c=3.28

Cap 12: 0: Spectralcap_012.tmp: Passed: g=0.982 c=3.32

Cap 13: 0@ spectralcap_0l3.tmp: Passed: g=0.979 C=3.28 |
iCap 14: 0: SpectralCap_0l4.tmp: Passed: g=0.981 c=3.28

Cap 15: 0: Spectralcap_015.tmp: Passed: g=0.979 ¢=3.37

Cap 16: 0: spectralcap_0lé.tmp: Passed: g=0.972 C=3.37

iCap 17: 0@ Spectralcap _017.tmp: Passed: g=0.873 <=3.42

cap 18: 0: Spectralcap_018.tmp: Passed: g=0.972 <=3.40

Cap 19: 0: spectralcap_0l9.tmp: Passed: g=0.976 C=3.36

[Cap 200 0@ SpectralCap_020.tmp: Passed: g=0.967 c=3.36

Cap 21: 0: Spectralcap_021.tmp: Passed: g=0.980 c=3.30

Cap 22: 0@ spectralcap_022.tmp: Passed: g=0.971 c=3.30

iCap 23: 0: SpectralCap_023.tmp: Passed: g=0.978 c=3.31

Cap 24: 0: Spectralcap_024.tmp: Passed: g=0.877 c=3.32

Cap 25: 0@ spectralcap_D25.tmp: Passed: g=0.984 <=3.34

Cap 26: 0@ Spectralcap_D2e.tmp: Passed: g=0.8%79 <=3.34

Cap 27: 0: Spectralcap_027.tmp: Passed: g=0.971 c=3.36

Cap 28: 0r spectralcap_028.tmp: Passed: g=0.975 C=3.37

[Cap 29: 0: SpectralCap_029.tmp: Passed: g=0.972 c=3.36

Cap 30: 0: Spectralcap_030.tmp: Passed: g=0.968 c=3.36

Cap 31: 0: spectralcap_D3l.tmp: Passed: g=0.875 <=3.35

iCap 32: 0@ Spectralcap_032.tmp: Passed: g=0.880 <=3.35

Cap 33: 0: Spectralcap_033.tmp: Passed: g=0.984 c=3.32

Cap 34: 0r spectralcap_D34.tmp: Passed: g=0.877 <=3.35

iCap 35: 0@ SpectralCap_035.tmp: Passed: g=0.973 ¢=3.37

Cap 36: 0: Spectralcap_036.tmp: Passed: g=0.877 c=3.35

Cap 37: 0: spectralcap_D37.tmp: Passed: g=0.9883 <=3.35

[Cap 38: 0@ SpectralCap_03B.tmp: Passed: g=0.971 ¢=3.37

Cap 3%: 0@ Spectralcap_039%9.tmp: Passed: g=0.877 c=3.35 =
4 | oy

Figure 4-21 Log files in Notepad

Note: To monitor a spectral calibration while it is in progress, open the Event
Log (see 1-44).
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Chapter 5 Maintenance

Instrument Maintenance

Maintenance Task Lists

Overview

Daily Tasks

This section lists common tasks required to maintain your Applied Biosystems
3730/3730x/ DNA Analyzers in good working condition. The tasks are divided into
tables based on how often you should perform each task.

IMPORTANT! Wear gloves any time you handle the capillary array, glass syringes,
septa, buffer reservoirs, polymer bottles, polymer blocks, interconnect tubing, and
bottle cap tubing.

Perform these tasks at least once per day.

Table 5-1 Daily Maintenance Tasks

Maintenance Task Frequency

Ensure adequate levels of buffer and water in reservoirs. Before each
run

Ensure the plate assemblies were put together properly. Before each
run

IMPORTANT! The holes in the plate retainer must align with the
holes in the septa or the capillary tips will be damaged.

Ensure the plate assemblies are positioned on the plate deck properly. Before each
Plates should sit snugly on the deck. run

IMPORTANT! Never use warped plates.

Check the level of buffer in the buffer jar and ensure that the drain hole Before each
is not occluded run
Replace the water and 1X running buffer reservoirs on the instrument. Every 24 hours
Check for bubbles in the polymer block, interconnecting tubing, Daily or before
polymer cap tubing and polymer block channels, and syringe. Remove each run

all bubbles.

For opaque tubing, manually flush polymer with syringe

Check the loading-end header to ensure the capillary tips are not Daily or before
crushed or damaged. each run

Check the level of polymer in the bottle to ensure sufficient volume for Daily or before

runs. each run
Check the polymer block to ensure it fits securely on the instrument. Daily
Clean the instrument surfaces. Daily
Check for dried polymer around the polymer block and clean as Daily
necessary.

Check for leaks around the syringe, array knob, interconnecting tube Daily
nut, and check valve. Also ensure that the buffer jar drain hole is not

occluded.

5-2
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Routine Cleaning

Weekly Tasks Perform these tasks at least once per week.

Table 5-2 Weekly Maintenance Tasks

As-Needed Tasks Perform these tasks as needed.

Maintenance Task Frequency See Page...
Clean the syringe. Weekly or when 5-18
the polymer is
changed
Clean the water and buffer reservoirs with warm water. = Weekly or when -
the polymer is
changed
Clean the complete polymer path including the upper Weekly or when 5-22
and lower polymer blocks. the polymer is
changed
Replace the polymer in the bottle, syringe, upper Weekly or as 5-9
polymer block, and capillary array. needed
Check the storage conditions of the used arrays. Weekly -
Table 5-3 As Needed Maintenance Tasks
Maintenance Task Frequency See Page...
Clean the drip tray. As needed —
Change the array. As needed 5-13
Change syringe. 3 months 5-18
Remove any dried polymer from the capillary tips. Use As needed -

a lint-free wipe moistened with deionized water.

Routine Cleaning

General Cleaning To clean the instrument:

1. Ensure the oven door, the instrument door, and the stacker are closed.

2. Press the Tray button on the front of the instrument to move the autosampler to

the forward position.

3. Wipe off any liquid on or around the autosampler using a lint-free tissue.

4. Clean out the drip tray with deionized water and lint-free tissue.

5. Clean off any polymer build-up (crystals) on the instrument including the
capillary tips with deionized water and lint-free tissue.

IMPORTANT! Never use organic solvents to clean the instrument or any of

its components.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide
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Moving and Leveling the Instrument

Before Moving AWARNING PHYSICAL INJURY HAZARD. Do not attempt to lift the

the Instrument instrument under any circumstances.

To prepare the instrument for moving:

1. Remove the following components from the DNA analyzer:

Any plate assemblies from the stacker.
Water, waste and buffer reservoirs from the plate deck.
Capillary array. For instruction see page 5-13.

Polymer reservoir.

Syringe from the upper polymer block. For instruction see page 5-20.
Upper polymer block and polymer tubing. For instruction see page 5-21.

Anode buffer jar.

Lower polymer block. For instruction see page 5-21.

2. Switch off the breaker on the back of the instrument.

3. Disconnect the power cord and the Ethernet cable.

IMPORTANT! While moving the instrument, avoid any shock or vibration.

Leveling the To level the instrument:

Instrument 1

. Place the bubble level on the autosampler deck.

2. Turn the instrument legs to level the instrument.

To move the instrument corner... Turn the leg...

up

right (clockwise)

down

left (counterclockwise)

Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Routine Cleaning

Resetting the Instrument

Overview Reset the instrument when:
» There is a fatal error as indicated by the red status light
* The instrument does not respond to the 3730/3730x/ Data Collection software

There are two ways to reset the instrument:

» Press the Reset button on the front of the instrument to dump and reload the
firmware and to reset the electronics. Try this method first.

» Shut down and restart the computer and the 3730/3730x/ instrument.

Resetting With  To reset the instrument:
the Reset Button 1. Close the instrument door.
2. Using a long narrow implement, such as a straightened paper clip, insert into the
hole located to the right of the status lights and press the reset button.

Reset
5 E: O= Tray button

Instrument status lights

Figure 5-1 Front of Instrument

Resetting by To reset the instrument:

Powering Down 1. Close the instrument door.

2. Turn off the instrument by pressing the on/off button on the front of the
instrument.

3. Close all applications.
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. Restart the computer (recommended).

a. Select Start > Shutdown.
b. In the Shutdown Windows dialog box, select Restart and click OK.

. Turn on the instrument and wait for the solid green light.

Note:

* When the instrument is shut down, the firmware is not saved. Upon restart,
the instrument reloads a copy of the firmware and the calibration file from
the computer.

» The buffer tray must be present on the instrument deck before the green light
can appear.

. Launch the Data Collection software (all applications in the Service Console

start automatically).

5-6
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Routine Cleaning

Shutting Down the Instrument

Short- and  Perform the appropriate shutdown procedure as follows:

Long-Term

Shutdowns Table 5-4 Shutdown Procedures

If the instrument is be
unattended for...

Perform this shutdown procedure...

no more than 1 week with
a full buffer reservoir

Short-term

IMPORTANT! The key to a successful short-term shutdown
is keeping the capillary array in 1X running buffer. This
prevents the polymer from drying in the capillaries.

for more than 1 week

Long-term

Performing a To perform a short-term shutdown:

Short-Term
Shutdown

A i

1. Ensure the oven and instrument doors are closed.

Fill the capillaries with polymer. For instructions, see page 5-22.
Push the Tray button to move the buffer reservoir forward.

Fill the buffer reservoir with 80 mL of fresh 1X running buffer.
Fill other reservoirs with 80 ml of fresh deionized water.

Secure a septa and retainer to the reservoirs and place them in the appropriate

positions on the autosampler.

7. Close the instrument doors. The autosampler moves the buffer reservoir to the
capillary array, leaving the capillary tips in the buffer.

8. Shut down the computer and turn off the instrument.
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Performing a
Long-Term
Shutdown

To perform a long-term shutdown:

1.

N e

Follow the procedure on page 5-17 to remove and store the capillary array off
the instrument.

Remove from the instrument:

» Syringe from the upper polymer block. For instructions see page 5-20.
» Upper polymer block. For instructions see page 5-21.

» Lower polymer block. For instructions see page 5-21.

Remove from the autosampler:
* Plate assemblies
* Reservoirs

Wipe the autosampler and drip trays with lint-free tissue dampened with water.
Close the instrument doors.
Shut down the computer and turn off the instrument.

Wash the syringe, polymer blocks, and reservoirs with warm water. Rinse with
deionized water.

IMPORTANT! Make sure all parts are completely dry before long-term storage.
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Fluids and Waste

Fluids and Waste

Buffer

When to Change
the Buffer

Preparing Buffer

Storing Buffer

Polymer

Storing Polymer

When to Change
the Polymer

We recommend that you change the buffer before each run or at least every 24 hours.

To prepare 1 L of 1X running buffer:

1. Add 100 mL of ABI PrRisM® 10X Running Buffer with EDTA into a graduated
cylinder.

2. Add deionized water to bring the total volume up to 1 L.
3. Mix well.

The 1X running buffer can be stored at 2 to 8 °C for up to 1 month.

Store any remaining 3730/3730x/ POP-7™ polymer at 2 to 8 °C until the expiration
date printed on the bottle.

Note: Excessively hot environments may shorten the working life of the polymer.

We recommend that you change the polymer weekly. The polymer is good at 25 °C
for about 7 days.
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Adding and
Cha"g'"lg the A (X CHEMICAL HAZARD. POP-7 Polymer may cause eye, skin,
olymer  and respiratory tract irritation. Please read the MSDS, and follow the handling

instructions. Wear appropriate protective eyewear, clothing, and gloves. Use for
research and development purposes only.

To put fresh polymer on the instrument:
1. Click Wizards > Change Polymer Wizard.

vl EN Help

Install Capillary Wizard

Change Palymer YWizard

Bubhle Rermave YWiizard

2. Follow the directions given in the wizard to put fresh polymer on
the instrument.

Change Polymer Wizard - Page 1 B x|

Querythe User about Current Polymer

1. Select one of the following optlons:

2. Click Mest.

| e | Cancel | L] |

Figure 5-2 Changing the Polymer
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Handling Instrument Waste

AbOUt_ Waste  As the generator of potentially hazardous waste, it is your responsibility to perform
Disposal  the actions listed below.
* Characterize (by analysis if necessary) the waste generated by the particular
applications, reagents, and substrates used in your laboratory.
* Ensure the health and safety of all personnel in your laboratory.

* Ensure that the instrument waste is stored, transferred, transported, and disposed
of according to all local, state/provincial, or national regulations.

Note: Radioactive or biohazardous materials may require special handling, and
disposal limitations may apply.

See also the Applied Biosystems 3730/3730x! DNA Analyzers Installation Guide and
Site Preparation and Safety Guide.

POP-7 Polymer ACAUTION CHEMICAL HAZARD. POP-7 Polymer causes eye, skin, and

respiratory tract irritation. Read the MSDS, and follow the handling instructions.
Wear appropriate protective eyewear, clothing, and gloves.
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Capillary Array

Before Installing a Capillary Array

Introduction Before you reinstall a capillary array, it is recommended that you:

* Clean the front of the detection cell
* Check that the cathode bar is dry

Cleaning the This procedure is unnecessary for new arrays unless you have accidently touched the
Detection Cell detection cell.

To clean the detection cell:
1. Apply a few drops of 100% methanol to a clean cotton-tipped swab.
2. Gently swab the surface of the cell in one direction.

3. Use short bursts of clean pressurized air to dry the cell.

Front surface of detection cell

Figure 5-3 Detection Cell

AWARNING CHEMICAL HAZARD. Methanol is a flammable liquid and

vapor. Exposure may cause eye, skin, and respiratory tract irritation, and central
nervous system depression and blindness. Please read the MSDS, and follow the
handling instructions. Wear appropriate protective eyewear, clothing, and gloves.
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Capillary Array

Installing and Removing a Capillary Array

When to Change
a Capillary Array

Installing or
Removing the
Capillary Array
Using the Wizard

Installing a New
Capillary Array

A capillary array should last 300 runs.
The following problems may indicate that a new capillary array is required:

* Poor resolution and/or decreased signal intensity

* Poor sizing precision or allele calling (GeneMapper<Instrument Name> or,
GeneMapper-Generic applications)

IMPORTANT! Wear gloves while performing the following procedure, and any time
you handle the capillary array, glass syringes, septa, buffer reservoirs, polymer
bottles, polymer blocks, interconnect tubing, and bottle cap tubing.

IMPORTANT! You must use the capillary array wizard when installing a new
capillary array as KB Basecaller selects the proper calibration/mobility based on the
instrument wizard-installed capillary settings. The incorrect capillary settings may
result in KB Basecaller using incorrect calibration files.

ACAUTION CHEMICAL HAZARD. POP-7 polymer may cause eye, skin,

and respiratory tract irritation. Please read the MSDS, and follow the handling
instructions. Wear appropriate protective eyewear, clothing, and gloves. Use for
research and development purposes only.

To install a new capillary array:

1. With the instrument door closed, press the tray button to ensure that the buffer
tray is in its proper position.

2. Click Wizards > Install Capillary Array Wizard.

!@Foundation Data Collection ¥ersion 1.0

File iew Serice Tools

[ ] 1] Install Capillary Wizard
] )
E---[_GA [T —— Change Polymer Wizard kl

o Results Group Bubble Remave Wizard
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3. Follow the directions in the Wizard. Each picture in the process follows below.

Install Capillary Wizard - Step 1 ﬂ

ﬁ Query the User about Current Array

1. Ifyouwant to install an array then select Install.

+ :lnstall only. There is no array on the instrurment:

2. Click Mext.

T
il
i

= Frey | Mext = ! Cancel | Einizh |

4. Click Next.
The next Wizard window displays

Install Capillary Wizard - Step 5 1'

Entering Array Infarmation

‘What do you want to da?

 Install a new capillary array
Serial number:

Type 96

LelLe

Length {cm): 50
~ Install a previously used capillary array

Select array.

:

Array Type:
Length {cmyj:
MNumber of runs:
Date installed:
Run type:

= Frey | Ne>€t>i Cancel | Finish |
L

Select Install a new capillary array.
Enter the capillary array serial number.

From the Type list, select 48 or 96.

®© =N W

From the Length (cm) list, select 36 or 50.
a. Click Next continue to the end of the wizard.
b. Click Cancel to exit the wizard. Capillary information is not saved.

c. Click Finish to save the serial number, capillary array type, and capillary
array length.
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Capillary Array

Removing an  To remove the array for long- or short-term storage:

Array for Storage 1. With the instrument door closed, press the tray button to ensure that the buffer

tray is in its proper position.
2. Click Wizards > Install Capillary Array Wizard.
3. Follow the wizard’s instructions.

Install Capillary Wizard - Step 1 i x|

) | | Querythe User about Current Array

1. Sele th the currently installed array.
E =y

Cll ae!

" Remove and discard the amray.

It discard is selected, array information
will be deleted from the database.

2. Click Next

I et I Cancell ifilet I
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Capillary Array Maintenance

Caring for the Follow these guidelines to properly care for the capillary array:

Capillary Array Wear gloves and handle the capillary array gently.

* Do not touch the detection cell. If it is dirty, see “Cleaning the Detection Cell” on
page 5-12.

» Keep the ends of the capillary array wet at all times.

* Always loosen the capillary array knob before pulling out the upper polymer
block.

* Do not overtighten the capillary array knob.

Cleaning the To clean the capillary array:
Capillary Array |

Flush the capillary array with fresh polymer as instructed in the “Installing and
Removing a Capillary Array” on page 5-13.

2. Clean off any polymer buildup (crystals) on the instrument, including the
capillary electrodes with deionized water and lint-free tissue.

Note: When cleaning the capillary electrodes, be careful not to bend them out
of position.

IMPORTANT! Never use organic solvents to clean the instrument or any of its
components.

3. Clean the detection cell as instructed on page 5-12.

Storing a Capillary Array on the Instrument

Overview Store the capillary array on the instrument when the capillary array is to be unused
for less than 1 week.

Storing the Array To store the capillary array on the instrument, follow the instructions to perform a
on the Instrument short-term shutdown on page 5-7.
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Capillary Array

Storing a Capillary Array off the Instrument

Overview  Store the capillary array off of the instrument when the capillary array is to be unused
for longer than 1 week.

Before storing the capillary array for long periods, we recommend filling the
capillaries with fresh polymer.

Storing the IMPORTANT! If you intend to reuse the capillary array, do not let the capillaries dry
Capillary Array off out. Store the capillary array with both ends in fresh 1X running buffer.

the Instrument IMPORTANT! Wear gloves while performing the following procedure, and any time

you handle the capillary array, glass syringes, septa, buffer reservoirs, polymer
bottles, polymer blocks, interconnect tubing, and bottle cap tubing.

To store the capillary array off the instrument:

1. Remove the capillary array from the instrument using the Install/Replace
Capillary Array wizard (see page 5-13).

2. Replace the cover over the detection cell.
3. Fill the buffer container that comes packaged with the capillary array.

4. Fill the header shipping cover with fresh 1X running buffer and insert the
capillary tips into the header shipping cover.

5. Fill the shipping vial with fresh 1X running buffer and insert the detection end
of the capillary array, tighten the cap to ensure an airtight O-ring seal.

6. Store the capillary array upright in the shipping container.
7. Check the 1X running buffer level in the reservoir and tube weekly.
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Syringes

Syringe Maintenance

Caring for IMPORTANT!

Syringes To extend the lifetime of the syringe plunger’s Teflon fitting, place a drop of

deionized water on the plunger’s end before moving the plunger in the barrel.

* Do not mix the barrels and plungers from different syringes. Mixing and matching
is a common cause of leaks.

» Wear gloves while handling the glass syringes.

Replacing the  To maintain optimal performance, we recommend that you replace syringes
Syringe  approximately every 3 months.

Cleaning Syringe  Thoroughly clean the syringes:

* Whenever they are removed from the instrument, or at least once per week

* Each time the polymer is replaced, including when switching to a new type or lot
of polymer

IMPORTANT! Wear gloves while performing the following procedure, and any other
time you handle the capillary array, glass syringes, septa, or buffer reservoirs.

To clean a syringe:
1. Remove the syringes as described on page 5-20.

2. Clean the syringe thoroughly by rinsing the inside and outside of the syringe
barrel and the syringe tip with warm, deionized water (<70 °C).

IMPORTANT! Be sure there is no dried polymer left in the syringes.
3. Rinse the syringe barrel and tip with deionized water.
4. Reassemble the syringe and then inspect it as described below.

IMPORTANT! Do not dispense/aspirate faster than a 5-count (example, “one
thousand one...one thousand two...one thousandthree...” etc.) as doing so
damages the teflon tip.
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Syringes

Inspecting a IMPORTANT! After cleaning a syringe, always inspect for missing O-rings to avoid
Syringe  leaks during a run.

To inspect the syringe:

1. Inspect the syringe for two O-rings (P/N 221102): one behind the ferrule and
one around the ferrule.

O-rings

D o1 I 03 i o D

AN AW \UH\‘HH‘HH‘HH‘HH‘HH‘

GR2211

2. Verify that the ferrule is firmly seated in the end of the syringe.

Priming and Filling Syringe

Priming and  Follow the procedure below after cleaning the polymer syringe
Filling the

Polymer Syringe ‘0
(o:.\I{e)l] CHEMICAL HAZARD. POP polymer may cause eye, skin,

and respiratory tract irritation. Please read the MSDS, and follow the handling
instructions. Wear appropriate protective eyewear, clothing, and gloves. Use for
research and development purposes only.

IMPORTANT! Wear gloves while performing the following procedure, and any other
time you handle the capillary array, glass syringes, septa, or buffer reservoirs.

To prepare the polymer-reserve syringe for use:

1. Draw approximately 0.3 mL of room-temperature polymer into a clean
polymer-reserve syringe.

2. Pull up the plunger to the 500 pL mark.

3. Invert the syringe about six times to coat the walls with polymer. Discard this
polymer into aqueous waste.

Note: Priming the syringe ensures that the running polymer is at the intended
concentration and not diluted by residual water.

4. Fill the polymer syringe with a maximum of 500 pL of polymer.

IMPORTANT! Avoid introducing air bubbles into the polymer by keeping the
syringe tip just submerged in the polymer while aspirating gently.

5. Remove any air bubbles by inverting the syringe and pushing a small amount of
polymer out of the tip.

Note: Do not return the unused portion of the polymer to the bottle.
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Installing and Removing Syringe

Installing Syringe To install the syringe:

1.

3.

Follow the procedures to remove, clean, and dry the upper polymer block
starting on page 5-25.

Place the syringe tip into the top port of the upper polymer block and screw the
syringe clockwise into the polymer block.

IMPORTANT! Always hold the syringe by the metal sleeve—not the
glass—when screwing the syringe into the block.

The syringe should be finger tight in the block.

Push the polymer block all the way against the instrument.

Removing To remove the syringes from the upper polymer block:

Syringe

2.
3.

. Grasp the polymer syringe at the base (not the glass barrel) and rotate the

syringe counterclockwise.

A

Grasp the syringe by the
metal fitting

1L

Figure 5-4 Removing Syringes from the Upper Block

Dispose of any remaining polymer properly.

Proceed to “Syringe Maintenance” on page 5-18.
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Polymer Blocks

Removing the Polymer Blocks Together

If the capillary array is to be reused, store it as described on page 5-16.

AWARNING CHEMICAL HAZARD. POP polymer may cause eye, skin,

and respiratory tract irritation. Please read the MSDS, and follow the handling
instructions. Wear appropriate protective eyewear, clothing, and gloves. Use for
research and development purposes only.

IMPORTANT! Wear gloves while performing the following procedures, and any
other time you handle the capillary array, glass syringes, septa, polymer blocks, or
buffer reservoirs.

To remove the polymer blocks together:
1. Disconnect the capillary array from the polymer block:
a. Press the Tray button (instrument door must be closed).

b. Open the instrument, oven, and detection block doors.
c. Flip the detection cell locking lever to the left and up.

ACAUTION Failure to perform step c. above before step d. below, can

result in a broken detection cell.
d. Pull out both polymer blocks part way.
e. Loosen the capillary array knob.

2. Remove the capillary array sleeve from the polymer block.
3. Remove the syringe as described on page 5-20.

4. Remove the anode reservoir by slightly rotating it while pulling down. Dispose
of the buffer properly.

5. Grasp the upper and the lower polymer blocks at the same time and pull them
straight out.
* The upper polymer block rides on two steel shafts (guide pins) and slides out
easily after a ball plunger moves past a check point.

6. Disconnect the lower polymer block by unscrewing the polymer block
interconnecting tube fitting from the lower polymer block.

7. Remove the polymer cap tube assembly from the check valve. Be sure not to
remove the check valve from the upper polymer block.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 5-21



Chapter 5 Maintenance

Cleaning the Polymer Blocks

Frequency Clean the upper and lower polymer blocks:

» Before replacing the polymer on the instrument
* When the polymer has been on the instrument for longer than 1 week

Note: Polymer older than 1 week may cause a transient increase in current during
electrophoresis due to urea decomposition.

Cleaning the IMPORTANT! Do not expose the polymer blocks to any organic solvents.
Upper Polymer

Block Below is a picture of the upper polymer block with the syringe and syringe

adaptor attached.
— Upper polymer block

GR2208

6mm Luer syringe adaptor
20-mL silicone-free syringe

Polymer block interconnecting tubing

Figure 5-5 Elements of the Upper Polymer Block

To clean the upper polymer block:

1. Fill the 20-mL silicone-free syringe (P/N 4324463) with warm deionized
water (<70 °C).

IMPORTANT! Do not use water >70 °C.
2. Fit the 6-mm Luer syringe adaptor (P/N 4322928) onto the 20-mL syringe.
3. Thread the 6-mm Luer syringe adaptor into the stainless-steel check valve.

4. Force several syringe loads of warm deionized water through each channel in
turn by sealing their openings with your fingers.

5. Force deionized water through polymer block tubing.

6. Inspect the channels visually for dried polymer, visible as white residue. Wash
partially occluded channels with warm deionized water until the dried polymer
is gone.

IMPORTANT! It may take a long time for the warm water to clear the
obstruction. Do not use a sharp pointed instrument to clear the channel, even if
the channel is completely occluded with dried polymer.
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7. After washing, rinse the upper polymer block and all the fittings thoroughly
using deionized water.

8. After rinsing, follow the table below:

If... Then...
You are not placing the upper polymer Leave it in a beaker of deionized water
block immediately on the instrument until you are ready to use it.

after cleaning

You are placing the upper polymer block | Shake the water out of the channels and
on the instrument directly after cleaning install it on the instrument.

Note: during the priming cycle of the
wizard, any remaining deionized water is
flushed out with fresh polymer.

IMPORTANT!

* Do not use canned compressed air to dry polymer blocks.

* Do not use the 500-pL glass syringe to force air through the channels. This
damages the syringe plunger and causes the syringe to leak.

Cleaning the Below is a picture of the lower polymer block with the syringe and syringe adaptor
Lower Polymer attached.

Block
f\% . 20-mL silicone-free
J~ syringe
~

Buffer valve

6-mm Luer syringe adaptor

Lower polymer block

@) @)

GR2191

O-rings

u\_/ Anode

Figure 5-6 Elements of the Lower Polymer Block

To clean the lower polymer block:

1. Rinse all the fittings with warm, deionized water (<70 °C). Soak any fittings that
are covered with polymer.

IMPORTANT! Do not use water >70 °C to rinse the fittings or the polymer
block.

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 5-23



Chapter 5 Maintenance

. Hold the lower polymer block under warm, deionized water (<70 °C). Using

your fingers, move the buffer valve in and out to ensure any encrusted polymer
is cleaned out of its guide channel.

IMPORTANT! Do not remove any of the components from the lower polymer
block.

. Fit the 6-mm Luer syringe adaptor (P/N 4322928) onto the 20-mL silicone-free

syringe (P/N 4324463).

. Thread the 6-mm Luer syringe adaptor into the polymer block where the

polymer block tube fitting was originally located.

. Force several syringe loads of warm deionized water through the channel.

. Inspect the channels visually for dried polymer, which is white residue. Wash

partially occluded channels with warm deionized water until the dried polymer
is gone.

IMPORTANT! It may take a long time for the warm water to clear the
obstruction. Do not use a sharp pointed instrument to clear the channel, even if
the channel is completely occluded with dried polymer.

. After washing, rinse the lower polymer block and all the fittings thoroughly

using deionized water.

. After rinsing, follow the table below:

If... Then...
You are not placing the upper polymer Leave it in a beaker of deionized water
block immediately on the instrument until you are ready to use it.

after cleaning

You are placing the upper polymer block | Shake the water out of the channels and
on the instrument directly after cleaning install it on the instrument.

Note: during the priming cycle of the
wizard, any remaining deionized water is
flushed out with fresh polymer.
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Re-installing the Upper and Lower Polymer Blocks

Re-installing the To re-install the polymer blocks to the instrument:

Polymer Blocks 1. Clean the polymer blocks and the tubing as instructed on page 5-25.

2. Connect the tubing between the two blocks before attaching the blocks to
the instrument:

a. Insert one ferrule into the upper polymer block and rotate clockwise until
finger tight.

b. Insert the other ferrule into the lower polymer block and rotate clockwise
until finger tight.

IMPORTANT! To ensure that you are correctly attaching the upper polymer
block to the instrument, make sure that the check valve on the bottom of the
block is facing down (as shown below).

Check valve at bottom of the upper block,
facing down toward the lower block.

Figure 5-7 Upper Polymer Block Check Valve

3. Do not overtighten.

4. Push the upper polymer block and the lower polymer block onto their respective
guide pins at the same time (as shown below). Push both blocks at the same
time, about half way down the guide pins, toward the instrument wall.

about half way

down the guide
pins, toward the
instrument wall.

Upper block guide pins
‘ ( Push both
@ blocks at the
——————— same time,
"

Lower block guide pi

§ Ny

r
/

Figure 5-8 Attaching The Blocks To The Instrument
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5. Finish by pushing each block, individually, until each is flush against the
instrument wall (as shown below).

- A
Push one.. = = ﬂ‘
o - =R 5 v
"1
‘\« b —
...and then the other o -
L
= esh

6. Install a clean drip tray.

PNZYEININE An air gap between the polymer tubing and the stop may
cause arcing.

500-pL glass syringe

—+— Upper polymer block

Check valve

Polymer block interconnect
~ tubing assembly

Buffer pin valve

Lower polymer block

O T : O Polymer cap tube assembly
V4
N Anode electrode
N
Polymer bottle
—+—— Buffer jar

Figure 5-9 Upper and Lower Polymer Blocks
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Removing Air Bubbles from the Upper Polymer Block

Removing Air  You can remove air bubbles two ways:

Bubbles | Using the Bubble Remove wizard

* Manually

Removing Air  To remove air bubbles from the upper block using the wizard:

Bubbles Using | (jick Wizards > Bubble Remove Wizard.
the Wizard

!@Foundation Data Collection ¥ersion 1.0

File “iew Service Tools Rk

» [ ] n Install Capillary Wizard
Change Palymer Wizard

- & GA Instruments
~- I Results Group Bubhle Remove Wizard

Setating s bubbie remore mathod

1. Balechhos sol Wan 1o o bubales fam he polimer blosk

" Marsially Dperled procaduse (of iemoing BUbbles]
LI e Bk e Re i o 8 LomsEted module.

I ClickMes
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Manually
Removing Air
Bubbles

To manually remove air bubbles from the upper block:

1.

Push down on the syringe to move bubbles to the lower block. Push slowly (or
tap) to minimize the amount of polymer used.

Push down slowly on the syringe to move bubbles down the channel. The
bubbles collect where the channels join.

Bubbles collect here

Polymer block tube
interconnect tubing

Figure 5-10 Where Bubbles May Collect
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3. Expel bubbles into the lower block:

a. Hold down the anode buffer pin valve and simultaneously push down on the
syringe to build pressure in the channels.

b. Release the buffer pin valve (while still pressing down on the syringe) to
expel bubbles into the lower block.

0.2

1

0.

Figure 5-11  Watch for bubbles:
a. At the array ferrule tip
b. In the elbow of the lower block
c. In all tubing
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Checking Available Space on Drives D, E, and F

Overview Before a run or batch of runs, the Data Collection software automatically checks the
available space to ensure sufficient space to store the database and sample file data
you create.

3730/3730x/ Files The Data Collection software send a warning message to remove data when the
Drive E drive E is getting full. The following dialog box is displayed.

E4ERROR []

Q Your B drive is atits limit. Please clear space on your disk.

Runs can not be started until the data is removed from the drive.

Database The Data Collection software sends a warning message to clean up the database
Drives D and E  when the database is getting full (~80% of capacity). The following dialog box is
displayed.

24 ERROR

Q our Database Capacity IS At lts Limit. Please Clean Up Your Database !

Runs can not be started until the database is cleaned up.

Cleaning Drives  Ensure that you have sufficient drive space by regularly:

* Archiving Data
* Deleting unneeded files
* Emptying the trash
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Hard Disk Status

Checking To check the disk space status:
Available Disk |

Click the + box next to the GA Instruments icon to expand the tree pane.
Space

2. Click the Database Manager icon.

The Database Manager view opens.

Check disk space status here

@ Foundation Data Collection Yersion 1.0 B =101 x|
File  Edit View

E- A GA Instruments
- IR Results Group
rDatabase Statu Run Statu
E-E]ga3zan
“-[@Plate Manager
- Protocol Manager Database is 0% full.
~-MaModule Manager -
&-EHRun Histary Cleanup Processed Plate
T EAEPTViewer
[ Spatial Calibration Views!
0 capillary viewer

i - Earray viewer
i --Ellspectral Caligration View
Db Reexraction
=P Dakar
B [EdInstrument Status [Free Disk Space Statu

va

There are 4 runs inthe database

H EC‘JH?E;" Disk Drive Free Disk Space (MB)
H Al 0
B Spatial Run Scheduler
ch 916
T8 Run Scheduler
DL 042
- Capillary Viewer =
Ei (k3]
- B Array Viewer = 515
- Il Spectral Viewer o

~&™ Manual Control
EZd5ervice Log

4 | 2]

Datahase Manager

Table 5-5 Checking available drive space

3. If there is insufficient space:
* Archive the sample files to a CD-RW or another volume.
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Deleting Records from the Database

Deleting A [O7.\I[el\] The Cleanup Database utility deletes all run data and plate records

Processed Frame in the database. Before running the utility, be sure that all runs have been extracted
Data from the database.

To delete processed frame data from the database:
1. Click the + box next to the GA Instruments icon to expand the tree pane.

2. Click the Database Manager icon.

The Database Manager view opens.

[ Foundation Data Collection ¥ersion 1.0 o [=] 9]
File Edit View

E- A GA Instruments
~-[@ Results Group

- Database Manage rDatabasge Statu: Run Statu
E

E.
- Plate Manager
%4 Protocol Manager Database is 0% full,
-y Module Manager =
=-EARun History
B EPT viewsr
[ Spatial Calibration Yiewer
- 20 Capillary Viewer
BB Arvay Viewer
- [l Spectral Calibration Yiews
TF Reexdraction
2-CIDakar

va

There ate 4 runs in the database

7 [E8 Instrument Status [Free Disk Space Statu:

EPTChan Disk Drive Free Disk Space (MB)

- E]Event Log e 0

patial Run o 316

- [ Run Scheduler BE] 5042

= Caplllary Viewsr =0 2686 %
- B Array Viewer = 3849

@ Spectral Viewsr 51 ]

& Wanual Contral
- E2 Bemice Log

4 | |

Databasze Manager

Figure 5-11 Database Manager Window

3. Click Cleanup Processed Data.
The following dialog box opens.

!ﬂ[leanup Database x|

@ The cleanup will delete all the regular processed plates and the associate
run records from the database. This action cannot be undone.

Cancel |

4. Click OK.

Note: There is no need to re-import the spatial, spectral, and run calibration methods
or the calibration data obtained from the last calibration runs.
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Deleting Records from the Database

Deleting an  Delete individual plate records when you want to free database space without
Individual Plate deleting all of the records.

Record
Reference

Applied Biosystems 3730/3730xI DNA Analyzers User Guide 5-33



Chapter 5 Maintenance

5-34 Applied Biosystems 3730/3730xI DNA Analyzers User Guide



Warranty and Service Information A

In This Appendix Computer Configuration
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Limited Product Warranty. . .. ............. it A-2
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Appendix A Warranty and Service Information

Computer Configuration

Applied Biosystems supplies or recommends certain configurations of computer
hardware, software, and peripherals for use with its instrumentation.

Applied Biosystems reserves the right to decline support for or impose extra charges
for supporting nonstandard computer configurations or components that have not
been supplied or recommended by Applied Biosystems. Applied Biosystems also
reserves the right to require that computer hardware and software be restored to the
standard configuration prior to providing service or technical support. For systems
that have built-in computers or processing units, installing unauthorized hardware or
software may void the Warranty or Service Plan.

Limited Product Warranty

Limited warranty

Applied Biosystems warrants that all standard components of its 3730/3730x/ DNA
Analyzers will be free of defects in materials and workmanship for a period of one
(1) year from the date the warranty period begins. Applied Biosystems will repair or
replace, at its discretion, all defective components during this warranty period. After
this warranty period, repairs and replacement components may be purchased from
Applied Biosystems at its published rates. Applied Biosystems also provides service
agreements for post-warranty coverage. Applied Biosystems reserves the right to use
new, repaired, or refurbished instruments or components for warranty and
post-warranty service agreement replacements. Repair or replacement of products or
components that are under warranty does not extend the original warranty period.

Applied Biosystems warrants that all optional accessories supplied with its
3730/3730x/ DNA Analyzers, such as peripherals, printers, and special monitors, will
be free of defects in materials and workmanship for a period of ninety (90) days from
the date the warranty begins. Applied Biosystems will repair or replace, at its
discretion, defective accessories during this warranty period. After this warranty
period, Applied Biosystems will pass on to the buyer, to the extent that it is permitted
to do so, the warranty of the original manufacturer for such accessories.

With the exception of consumable and maintenance items, replaceable products or
components used on or in the instrument are themselves warranted to be free of
defects in materials and workmanship for a period of ninety (90) days.

Applied Biosystems warrants that chemicals and other consumable products will be
free of defects in materials and workmanship when received by the buyer, but not
thereafter, unless otherwise specified in documentation accompanying the product.

Applied Biosystems warrants that for a period of ninety (90) days from the date the
warranty period begins, the software designated for use with the product will
perform substantially in accordance with the function and features described in its
accompanying documentation when properly installed on the product for which it is
designated, and that for a period of ninety (90) days from the date the warranty
period begins, the tapes, diskettes, or other media bearing the software product will
be free of defects in materials and workmanship under normal use.

Applied Biosystems will provide any software corrections or “bug-fixes,” if and
when they become available, for a period of ninety (90) days from the date the
warranty period begins. Applied Biosystems does not warrant that the operation of
the instrument or software will be uninterrupted or error free.
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Limited Product Warranty

Warranty period Any applicable warranty period under these sections begins on the earlier of the date
effective date of installation or ninety (90) days from the date of shipment for hardware and
software installed by Applied Biosystems personnel. For all hardware and software
installed by the buyer or anyone other than Applied Biosystems, and for all other
products, the applicable warranty period begins the date the product is delivered to
the buyer.

Warranty claims  Warranty claims must be made within the applicable warranty period, or, for
chemicals or other consumable products, within thirty (30) days after receipt by the
buyer.

Warranty The above warranties do not apply to defects resulting from misuse, neglect, or

exceptions accident, including without limitation: operation with incompatible solvents or
samples in the system; operation outside of the environmental or use specifications
or not in conformance with the instructions for the instrument system, software, or
accessories; improper or inadequate maintenance by the user; installation of software
or interfacing, or use in combination with software or products, not supplied or
authorized by Applied Biosystems; and modification or repair of the product not
authorized by Applied Biosystems.

The foregoing provisions set forth Applied Biosystems’ sole and exclusive
representations, warranties, and obligations with respect to its products, and
Applied Biosystems makes no other warranty of any kind whatsoever, expressed or
implied, including without limitation, warranties of merchantability and fitness for a
particular purpose, whether arising from a statute or otherwise in law or from a
course of dealing or usage of trade, all of which are expressly disclaimed.

Warranty The remedies provided herein are the buyer's sole and exclusive remedies. Without

limitations limiting the generality of the foregoing, in no event shall Applied Biosystems be
liable, whether in contract, tort, warranty, or under any statute (including without
limitation, any trade practice, unfair competition, or other statute of similar import)
or on any other basis, for direct, indirect, punitive, incidental, multiple,
consequential, or special damages sustained by the buyer or any other person or
entity, whether or not foreseeable and whether or not Applied Biosystems is advised
of the possibility of such damages, including without limitation, damages arising
from or related to loss of use, loss of data, failure or interruption in the operation of
any equipment or software, delay in repair or replacement, or for loss of revenue or
profits, loss of good will, loss of business, or other financial loss or personal injury
or property damage.

No agent, employee, or representative of Applied Biosystems has any authority to
modify the terms of this Limited Warranty Statement or to bind Applied Biosystems
to any affirmation, representation, or warranty concerning the product that is not
contained in this Limited Warranty Statement, and any such modification,
affirmation, representation, or warranty made by any agent, employee, or
representative of Applied Biosystems will not be binding on Applied Biosystems,
unless in a writing signed by an executive officer of Applied Biosystems.

This warranty is limited to the buyer of the product from Applied Biosystems and is
not transferable.
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Some countries or jurisdictions limit the scope of or preclude limitations or exclusion
of warranties, of liability, such as liability for gross negligence or wilful misconduct,
or of remedies or damages, as or to the extent set forth above. In such countries and

jurisdictions, the limitation or exclusion of warranties, liability, remedies or damages
set forth above shall apply to the fullest extent permitted by law, and shall not apply

to the extent prohibited by law.

Damages, Claims, Returns

Damages

Claims

Returns

If shipping damage to the instrument is discovered, contact the shipping carrier and
request inspection by a local agent. Secure a written report of the findings to support
any claim. Do not return damaged goods to Applied Biosystems without first
securing an inspection report and contacting Applied Biosystems Technical Support
for a Return Authorization (RA) number.

After a damage inspection report is received by Applied Biosystems,
Applied Biosystems will process the claim unless other instructions are provided.

Do not return any material without prior notification and authorization.

If for any reason it becomes necessary to return material to Applied Biosystems,
contact Applied Biosystems Technical Support or your nearest Applied Biosystems
subsidiary or distributor for a return authorization (RA) number and forwarding
address. Place the RA number in a prominent location on the outside of the shipping
container, and return the material to the address designated by the

Applied Biosystems representative.
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Error Messages

Overview This appendix lists all error messages, what they mean, and what you can do to
address them.

In This Appendix  Error Messages . . . ..o oouuitttin ettt e e e
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Error Messages

These error messages originate from publishIFCError() method calls in the indicated

java classes.

The following errors were found in PreProcessingStateDakar.java

Error Message

Description

Resolution

Can't run plate, no barcode.

There is no plate id available in
manual mode.

Reschedule this plate

Container Scheduling Failed

Plate was not run because
scheduling for this plate failed.

Reschedule this plate

Batch Validation Failed

Plate was not run because batch
validation failed.

Reschedule this plate

Container and numCap validation
failed

Plate was not run because the
container and capillary number
validation failed.

Possible hardware problem; restart
the Data Collection application

Disk drive containing the .EPF file is
full

Plate was not run because the disk
drive containing the .EPF file is full.

Remove unneeded sample and run
files, clean-up the database and try
run again.

Error getting plate info from database

Plate not run because error occurred
while retrieving plate info from
database.

Restart the data and instrument
service applications, and then
restart the Data Collection software.

Sealing type set by user (from DB) or
actual (from instrument) equals null

Validation failed: Sealing type
specified by the user in the database
or the actual sealing type retrieved
from the instrument is null.

Possible instrument hardware
problem. Database may be
corrupted. Reset up the plate
sealing parameter

Sealing type (from instrument) does
not match type set by user

Sealing type from the instrument
does not match the type set by user.

Possible instrument hardware
problem. Database may be
corrupted. Reset up the plate
sealing parameter.

Validation failed: number of capillaries
(from instrument) does not match
number set by user.

Validation failed because the number
of wells read from the instrument
does not match the well count set by
the user.

Possible instrument hardware
problem. Database may be
corrupted. Reset up the plate.

Validation failed: number of wells
(from instrument) does not match
number set by user.

Validation failed because the number
of capillaries read from the
instrument does not match the
capillary count set by the user.

Possible instrument hardware
problem. Database may be
corrupted. Reset up the plate.
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The following error was found in InstSideDiagnosticsReader.java,
in InstSideEventReader.java, and in DataProducer.java

Error Message

Description

Resolution

Diagnostics port gone offline

The diagnostic port has gone offline

because the 'Received Channel' status is

offline

Reset the instrument and re-launch
Data Collection Data Collection
Software

The following errors were found in RunScheduler.java

Error Message

Description

Resolution

Container is already linked with
instrument

This capillary array is already linked with
the instrument.

Restart the instrument service module
and re-launch the Data Collection
software

Unknown error

This occurs when the source of the error
is unknown

None; this is an internal warning
message

The following errors were found in ErrorRecoveryState.java

Error Message

Description

Resolution

Application Server Has Failed,
Software Restart Required

The application server (JBoss) has failed,

Software restart is required

Restart the data and instrument
service modules then re-launch Data
Collection software

Data Processor Stalled, CPU
may be over-taxed, Software
Restart Required

Data Processor Stalled, software restart is

required

Restart the instrument service
module then re-launch Data
Collection software

The following error was found in PostBatchState.java and in PreBatchState.java

Error Message

Description

Resolution

Exception reading service
module, returning to idle state

Unclear as to what this message is

Restart the data and instrument
service modules then re-launch the
Data Collection software

The following errors were found in PreProcessingState.java

Error Message

Description

Resolution

Exception reading service
module, returning to idle state

Unclear as to what this message is

Restart the data and instrument
service modules then re-launch the
Data Collection software

No pending runs found

Validation is done to the transition the run

sets from 'pending' to 'validated'. When

this validation fails, this error is produced

None; this is an internal warning
message
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