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2.2

2.3

Disclaimer

All rights reserved. No parts of this work may be reproduced in any form or by any means -
graphic, electronic, or mechanical, including photocopying, recording, taping, or information
storage and retrieval systems - without the written permission of the publisher.

Products that are referred to in this document may be either trademarks and/or registered
trademarks of the respective owners. The publisher and the author make no claim to these
trademarks.

While every precaution has been taken in the preparation of this document, the publisher and the
author assume no responsibility for errors or omissions, or for damages resulting from the use of
information contained in this document or from the use of programs and source code that may
accompany it. In no event shall the publisher and the author be liable for any loss of profit or any
other commercial damage caused or alleged to have been caused directly or indirectly by this
document.

Printed: March 2006.

Introduction

Welcome

Welcome to the Rotor-Gene version 6.0.38 software. This help manual will instruct the user
through run setup and analysis.

The Rotor-Gene real time DNA amplification system is an open chemistry platform allowing the
use of any real time chemistry. The software therefore aims to provide support for analysis of
data obtained any chemistry available. Check the What's New section of this manual for an
update on changes and novel features in this version of the software.

Running the Rotor-Gene 2000

The Version 6.0.38 software does not support operation of the Rotor-Gene 2000 machine. This
version can be run in virtual mode, and used for analysis of files run on these machines. Please
refer to the documentation of the Version 5 operating software for information on the use of these
machines.

What's New

What's New in Version 6?

This topic explains the new features in version 6 of Rotor-Gene, and answers commonly asked
guestions about the location of existing features that have been moved. These features
incorporate design changes and requests by users.

Analysis Change: Quantitation and Comparative Quantitation

Improvements have been made to the normalisation and statistical algorithms used in both
Quantitation and Comparative Quantitation. This will affect C; values, Takeoff cycles, and
calculated concentrations on existing runs. The changes use improved statistical models to more
accurately calculated unknown concentrations. You should revalidate any existing procedure
using these formulae before using in a production environment.

© 2004 Corbett Research
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Analysis Change: M and B values rearranged to match competitor values

To facilitate the use of published materials, the Rotor-Gene software is changing its reported M
and B values to match those used by the competitor standard curve arrangement, that is, "Cy =
log(conc) * m + b"

As a rearrangement of equations, the former M and B values are still available from the standard
curve in the "conc=10"(mx + b)" format on the Quantitation window, and in the reports.

Visually Group Replicates
Samples can now be grouped on the display by right-clicking on any graph and selecting "Group
By Replicates".

Operator and Analyst Access Levels

Windows Administrators can now define access levels for users on their local computer, or on the
entire network. This allows giving permission to perform runs or analysis only to certain users.
Samples can be locked at the beginning of a run and then only unlocked by an Administrator,
enabling you to enact strong security policies in the laboratory.

Two Standard Curves Relative Quantitation Method Added
The Two Standard Curves method is now available in the software in the new Relative
Quantitation module.

Delta Delta C; Relative Quantitation Method Added
The Delta Delta C; method is now available in the software in the new Relative Quantitation
module.

New Quick Start Wizard Added

To aid new users of the system, a quick start wizard has been added, featuring a rotor-centric
sample editor. A default run filename is now generated based on the template filename, the
current date and the run number for the day. This reduces the number of keyboard entry required
to begin a run.

Improved Auto-Stat Statistics

The result grid statistics now calculate differently, based on the selected column. For calculated
concentrations in Quantitation, the mean and standard deviation are calculated to take into
account the exponential statistics model, and so give more meaningful measures of variance.
These use orders of magnitude for standard deviation, and the geometric mean for the average.

Statistics calculated for replicates

Replacing the C; standard deviation, a more comprehensive replicate framework has been put in
place. Samples with identical names are now treated as replicates, and will have confidence
intervals generated for estimated concentrations, C; values and other calculated results.

Export to LinReg
It is now possible to export Quantitative data directly to LinReg. Since LinReg uses normalised
guantitation data, you will need to create a quantitation analysis before exporting.

Export All Analysis To Excel
The results of all analysis can be automatically sent to Excel. Extensions exist to allow this data to
be sent to LIMS systems.

User-defined sample groups

To facilitate toggling blocks of samples, a Sample Groups feature enables the user to group
related samples. These can then be turned on or off by right-clicking on the sample selector.
Sample groups will be eventually used to allow grouping for more complex forms of relative
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guantitation.

Per-channel sample definitions

It is now possible to create completely separate sample definitions for each acquired channel,
using the new sample pages feature. This allows greater flexibility in designing multiplex runs,
and cleaner result tables for simplex reactions running multiple standard curves.

Concentration Measurement
This new analysis technique enables you to read DNA concentrations on the Rotor-Gene.
Comprehensive statistics are generated, enabling you to have confidence in your results.

Add Support for Nested Amplification
It is now possible to set the rotor speed at each step, to either high, normal or still on the Rotor-
Gene. This enables customers to perform nested amplification.

Cycling Profiles Can Be Chained

To allow for cycling profiles which vary substantially in the middle, such as those used for Nested
amplification, it is now possible to connect different cycling steps together to create one set of
data to be quantitated. This feature now effectively enables any conceivable cycling profile to be
programmed.

Annealing Analysis

Annealing Analyses are a useful tool in detecting unexpected additional products in amplification
reactions, and are added in this version of the software. This is achieved by setting the profile to
ramp downwards in temperature, and then performing melt analysis with the vertical scale flipped.

User Interface Enhancements

Easier toggling of options when displaying two quantitation analyses side-by-side with the drop-
down menus available for all the hidden toolbar buttons.

Improved handling of concentrations in scientific notation, and value formatting in general.

In result grids, by right-clicking on column headings, the options can be toggled on or off. Only the
selected columns will appear in printed reports, allowing a degree of per-site customisation.

Sample Editor now has Undo button.

Temperature graph can display time axis in real time, not just minutes elapsed since the run start.
The analysis selection window has been made more compact.

Printed reports now paginate better.

Export To Any Application

It is now possible to export data from the Rotor-Gene application into any third party application,
with the pluggable export filters mechanism. This enables the Rotor-Gene software to seamlessly
integrate with integrated diagnostics systems and facilitate analysis in third-party software such as
Matlab and statistical applications.

Can Import Standard Curve From Outside Sources

The Standard Curve formula can now be input directly, to allow import of standard curves
averaged over many runs, for example.

Fixed "Access Denied" Error on Windows NT 4.0
Access Denied errors no longer occur when opening small REX files on Windows NT 4.0

© 2004 Corbett Research
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2.4
241

Corrected Intermittent Overflow Error
When the operating computer was running for longer than 28 days, an Overflow error could
appear on some computers intermittently. This has been fixed in this release.

Installation and Maintenance

Installation

Hardware Installation

Install the Rotor-Gene on an approximately level surface.

Make sure there is enough clearance behind the unit so that the lid fully opens.

Make sure you can reach the power switch at the back of the unit without difficulty.

Before you turn on the Rotor-Gene, check the voltage selector switch at the back of the unit.
This is set in the factory. Make sure the setting is correct for your local mains voltage. If it is not
correct, change the setting and the fuse while the Rotor-Gene is unplugged from the mains.
See the instrument's rear label for the correct fuse types.

NOTE: If you change the voltage selector switch setting while the instrument is
connected to the mains, you may cause damage to the instrument and/or blow the
fuse. Always unplug the instrument from the mains before changing this switch
setting.

e Connect the instrument to the PC using a standard 9-way serial cable. Plug one end of the
cable into the 9-pin serial port at the back of the instrument. Plug the other end of the cable into
a serial communications port on the PC, or into a USB port via a serial-to-USB adapter. Ensure
that the correct port is selected in the Rotor-Gene Setup.

Software Installation

To install the Rotor-Gene software insert the Rotor-Gene software CD into the CD drive of the
computer. The CD should open automatically. If not then browse to the CD drive. Double-click on
the setup icon. Follow the setup wizard for quickest installation.

After connecting the Rotor-Gene to the power supply and the computer, switch on the instrument.
The power switch is on the right side at the back of the machine. Double click the Rotor-Gene
desktop icon to initiate the software. The Rotor-Gene Setup window will appear. Select the
correct settings as described below.
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24.2

setup x|

General |

— Mizcelaneous Optiohs ;

fior testing and training purpozes. Ticking thiz box will enable

@g The software can gimulate bazic operation of the machine
a ""irtual M achine simulation.

Untick thiz box to prevent further access to this setup screen.

v &llow access to this setup screen

Port | LUSE =]

Selecting thiz option causes saved files to be compatible with the
version operating 5 zoftware, but does not zave analysis results or
zettings specific ko version B.

[ Force Yersion 5 File Compatibility

ok I Cancel Help

Virtual Machine: Tick this option if the software is to be used without a Rotor-Gene attached. The
software retains all functions. This mode is useful for demonstration purposes, for data analysis
and setting up run templates.

Allow access to this screen: If this option is unticked during the setup process, subsequent
access to this menu becomes severed. This security measure prevents users from altering the
settings. To re-establish access you must contact your distributor.

Port: Select the correct Communication Port to enable communications between the computer
and the Rotor-Gene.

Force Rotor-Gene 5 Compatibility: Tick this option if you want the run files to be compatible
with version 5 operating software. Because not all new features in version 6 can be stored in
version 5 data files, this option is only recommended if you need to interchange files between the
two versions regularly.

Updating Software

Software updates are available of the Corbett Research web site, available from the Help menu in
the software. To install the new software, browse to software download sections of the homepage.
Download the Rotor-Gene setup file.

To initiate the installation double click on the setup file and follow the prompts. The previous
version will be uninstalled and the new version automatically installed.

© 2004 Corbett Research
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2.5

Warning Labels

The equipment has two warning labels; these have black symbols on a yellow background.

& The first warning label is a General Danger symbol near the mains voltage selection
switch. Before you use the Rotor-Gene for the first time, make sure the mains setting is correct.
See the Hardware Installation section above.

WARNING: If you change the voltage selector switch setting while the Rotor-
Gene is connected to the mains, you may cause damage to the Rotor-Gene
and/or blow the fuse. Always unplug the Rotor-Gene from the mains before
changing this switch setting. See the Installation section above for details.

@5 The second warning label is a Hot Surface Warning label near the sample chamber; it is
visible when you open the lid.

WARNING: DO NOT try to open the lid during an experiment, or while the
Rotor-Gene is spinning. Otherwise, if you manage to overcome the lid lock and
reach inside, you risk contact with parts that are hot, electrically live, or moving
at high speed - you may injure yourself and damage the Rotor-Gene.

If you need to abort an experiment quickly, turn off the power to the Rotor-
Gene, then open the lid. Let the chamber cool before reaching inside;
otherwise you risk injury by touching parts that are hot.

Maintenance

The only maintenance the user may have to perform is keeping the lenses clean and free from
dust that may build up over time. Dust build up in the excitation and detection sources (located in
the bottom and side of the Rotor-Gene chamber) can result in the decrease of the fluorescence
signal detected.

To avoid dust build up, keep the lid of the Rotor-Gene closed when the instrument is idle.

Clean the excitation and detection sources monthly. Use a cotton bud dampened with ethyl
alcohol and gently rub the cover lens in a circular motion.

Chamber Decontamination

If the rotor chamber becomes contaminated with DNA, it can be cleaned by wiping the surfaces
with lint free cloth dampened with a bleach solution. Do not drip bleach into the chamber.

After the bleach decontamination, clean the detection and excitation sources as described above.

Important: Read Before Running The Rotor-Gene

Before running the Rotor-Gene you should pay attention to the following:

1) DO NOT try to open the lid during an experiment, or while the Rotor-Gene is spinning.
Otherwise, if you manage to overcome the lid lock and reach inside, you risk contact with
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parts that are hot, electrically live, or moving at high speed - you may injure yourself and
damage the instrument.

2) If you need to abort an experiment quickly, turn off the power to the instrument, then
open the lid. Let the chamber cool before reaching inside; otherwise you risk injury by
touching parts that are hot.

3) Always use a locking ring on the rotor. This will stop caps from coming off tubes during
an experiment. Otherwise, if caps are free to come off during an experiment, they may
damage the chamber.

Locking Rings: The 36-well locking ring is positioned over the tubes after the 36-well rotor has
been locked into the chamber. The locking ring is held in place by the locking ring holder (see the
section Locking Ring (36 Well Rotor)).To ensure that 0.1mL tubes sit firmly in the 72 well rotor, a
72 well locking ring is available. After loading the tubes, the locking ring can simply be placed into
the rotor. (see the section Locking Ring (72 Well Rotor)).

4) If you touch the Rotor-Gene during an experiment, while you are charged with static electricity,
then in severe cases the Rotor-Gene may reset. However, the software will restart the Rotor-
Gene and continue the experiment

5) Ensure the software is not operating in the Virtual Machine Mode. Go to the File menu and
select Setup... Check that the Virtual Machine box is not ticked.

If Setup... is not available, then it has been disabled by your distributor, who will have performed
all necessary setup during installation.

Getting Started

The Rotor-Gene is set up using the following procedure:

1. Turn the desktop PC on and wait for Windows to launch.

2. Turn on the Rotor-Gene. The On/Off switch is at the back of the unit.

3. Double click on the Rotor-Gene icon.

4. The Rotor-Gene is now ready for use. The Wizard Selection screen appears, ready for run
setup to commence. (See Setting up a Run for further information).

Software Version

Software development for the Rotor-Gene system is ongoing. To check on your version number
click on Help then About Rotor-Gene... The latest software version is available for download at
our web site.

This screen displays general information about the software and specifically includes the version
of the software, serial number of the machine, as well as the date it was last updated.

The software may be freely copied for use within an organisation owning a Rotor-Gene. The
software may not be copied and distributed to others outside the organisation.

© 2004 Corbett Research
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2.5.3 Welcome Screen

This screen appears when the Rotor-Gene software has been installed on a computer for the first
time and the Rotor-Gene icon is double clicked for the first time after the installation. This screen
does not appear when software is upgraded.

% Introductory Screen and Initial Setup N x|

Welcome!

‘wielzome. Befare vou begin, the analysiz zoftware
needs to know a couple of things about the twpe of
aysterm pou are using.

t achine Senal Mumber ; Offzet Coefficient ;

| [0

The default walue far the Offzet Coefficient is 0. Yau
zhould not normally need to change this value.

Puart I j

[ Fun in Wirtual Mode [For Demonstration]

Beqgin I E xit Program |

Machine Serial Number: Type in the serial number (six digits), which is located at the back of
the Rotor-Gene.

Offset Coefficient: Type in the Offset coefficient, which can be found next to the serial number
of the machine. If no number can be found, the value 0 should be entered.

Run in Virtual Mode (for demonstration): Ticking the box allows installing the Rotor-Gene
software on a computer without Rotor-Gene attached. The software is fully functional and can
even simulate runs.

NOTE: If this box is ticked with a Rotor-Gene connected to your computer, a message will
appear before you start your run: "You are about to run in Virtual mode". To be able to
perform a "real” run, the setup (see setup) has to be changed.

Begin: When all parameters are set, press Begin. A window will come up initializing the machine.
Wait until the machine is initialized, which might take a few seconds. If virtual mode was chosen
the following screen appears:

Fctoigans

[T ) Thes tohmese ved oo havic sinadsion o vexhin ol s Tioud pn bl
eating by chclang on File, Sshun,

If the Run in Virtual Mode box stays unticked the machine is initialized and opens up the Rotor-
Gene software automatically.

Exit Program: Exits program.
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Instrument Description

Overview

The Rotor-Gene has four excitation sources, positioned on the side of the chamber. The four
LEDs are coupled with narrow bandwidth filters. The filters for the excitation sources are: 20 nm
bandwidth 470 nm filter, and 10 nm bandwidth 530, 585 and 625 nm filters.

The Rotor-Gene 3000A is similar having only two excitation sources. The filters for this model are
the same as the Rotor-Gene but they do not have 585 and 625 nm filters.

43

: 4 Channel
. Light Source

Vv

36 = 0. 2ml
72w 0dml

Chamber (Top View)

From the side view of the heating/cooling chamber we see the LED source illuminating the tube
from the side wall and the photomultiplier (PMT) detecting the energy from the base of the
chamber. For the Rotor-Gene the detection filter wheel has six filters, three 10nm band-pass (510
nm, 555 nm and 610 nm) and 3 high pass filters (570 hp, 610 hp and 665 hp). The high pass
filters allow the instrument to detect fluorophores that cannot be detected using a bandpass filter.
The instrument has four preset channels that are used in multiplex runs: FAM (470/510
excitation/detection), JOE (530/555 excitation/detection), ROX (585/610 excitation/detection) and
Cy5 (625/665hp excitation/detection).

The Rotor-Gene 3000A is similar having only three filters, two 10nm band-pass (510 nm, 555 nm)
and one high pass filter (610hp). This model has two preset channels FAM and JOE.

NOTE: These channels are not limited to detecting only the fluorophores used in their
names. Other dyes that have spectra similar to these may be detected in the same channel,
e.g. VIC, HEX and Yakima Yellow can be detected in the JOE channel.
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&

6 channel detection filter
Photomuiltiplier

Instrument Chamber (Side View)

3.2  Locking Ring (36 Well Rotor)

Opening and closing 0.2 tubes several times before running might loosen the tube seal, resulting
in tubes opening during cycling. The 0.2 tubes used in the 36 well rotor on the instrument should
only be closed once before running. Also, make sure that the 0.2 ml tubes are closed tightly
by firmly pressing down the lid of the tube. To avoid tubes opening during a run use the 36-
well rotor locking ring. The Locking Ring is designed to use flat top 0.2 ml tubes only.
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3.3

The graph below schematically shows how the locking ring must be used:

1) The 36-well rotor.

2) Tighten the screw with threads on both sides. Make sure the middle raised area faces the top.
3) Simply place the locking ring over the top of the tubes.

4) Screw down the locking ring holder (4) over the screw with threads on both ends (2) until the
locking ring (3) is fixed.

e
v

Locking Ring (72 Well Rotor)

As with the 0.2 ml tubes, the lids of the 0.1 ml tubes may detach from the vessel during a run if
they are not fixed tightly. The 72 well Locking Ring should be used to prevent this.

To use the locking ring, simply place the tubes in the rotor, place the rotor in the Rotor-Gene
chamber and secure with the Locking Screw. Place the Locking Ring in the rotor so that the
rubber 'O’ ring of the Locking Ring pushes against the inside of the rotor lip. The lids will be
secure and will not detach from the tubes.
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¢q7 Locking Screw

1. Fix the rator in the instrument

chamber with the locking screw. 1
¥
Locking Ring
2 Pressthe locking ringintothe Fubber 'O Ring
rotor so that the rubber 'O ring =
pushes against the inside of the
rotor lip.
72 Well Rotar

Two Different Rotor Systems (Tubes)
Rotor 36 Well System

It is recommend that you use flat cap 0.2 ml tubes from Axygen, supplied by Corbett
Research.

If using other tubes, be aware of the following:

1. The tube cap must close the tube tightly, otherwise, there is a risk that the cap may 'pop’' open
during thermal cycling. Use the locking ring to secure the tubes.

2. Be sure that the tubes fit into the rotor firmly. Tubes that are excessively loose may vibrate
during a run interfering with data acquisition and give poor results.

3. Ensure that the tubes are not too wide. If the diameter of the tube is too large it will not sit
inconsistently in the rotor. Samples will not be optically aligned over the detection system and
may result in a reduction in fluorescence signal acquired and sensitivity.

4. Do not use tubes from different manufacturers within the same run. This may result in
inconsistencies.

5. Locking Ring can only be used with flat top tubes.

Rotor 72 Well System

Corbett Research manufactures the 72-well tubes and caps in strips of four specifically for the
Rotor-Gene.

DO NOT autoclave the 72-well tubes or strip caps as this may distort the tubes and caps.

The tubes can become visibly deformed during the autoclaving process. When running tubes that
have been autoclaved the caps may detach from the tube.
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Ensure that the 72-well Locking ring is used when running this rotor. Loose caps in the
heating/cooling chamber can damage to the insulation material.

It is not necessary to cap empty tubes that are only used to fill up the rotor.

The 72-well rotor, with the Al position highlighted, is shown below:

Setting up a Run

New runs can be set up using the concise Quick Start or the Advanced wizard that contains the
gain adjustment option. For convenience the wizards contain a number of templates which have
default cycling conditions and acquisition channels.
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Bivewrun x|

Guick Start I Advanced I

SY'BR Green[R] 1

Dwal Labeled Probe

Auenched FRET

DA, Concentration teasurement

=
4
x
IJ_ﬁ Empty Fiun
=
=
4

Hybridization

b elt

0T Rotar Run

L ‘% Open & Template [n Another Folder...

Cancel

i

Help

V¥ Show This Screen When Software Opens

Perform Last Run imports the cycling and acquisition and sample definitions from the last run
open in the software.

SYBR Green (R) I: three step cycling profile and a melt curve with data acquisition on the
FAM/SYBR channel.

Dual Labeled Probe: two step cycling profile with data acquired on all channels.

Quenched FRET: three step cycling profile with and a melt curve, data acquired on the FAM and
JOE channels.

OTV Rotor Run is used with Corbett Research's Optical Temperature Verification rotor.

DNA Concentration Measurement is a default template for measuring the concentration of
nucleic acid using intercalating dyes.

Demo Kit contains profiles used for the SYBR Green | ® and Dual Labeled Probe demonstration
kit.

The cycling and acquisition profiles can be altered during the wizard for all templates except the
OTV Rotor Run and DNA Concentration Measurement.

User defined templates can also be added to wizards.
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5.1  Quick Start Wizard

The first step is to select the desired template for the run. Select from the available templates, as
described in the previous section.

5.1.1 Rotor Selection

Select the rotor type.

If a 72-Well Rotor or a GeneDisc (72-well) is selected, the locking ring for the rotor must be
attached to the rotor. Tick the Locking Ring Attached option to proceed through the wizard.

Gauickstart x|

1. Rotor Selection | 2 Sample Setupl 3. Canfirm F'n:ufilel

— Ratar Type

; ll Botar
36 w'ell Rotor
Genelizc [72-wel)

ira Ll:u:eking,f Hj_ng_gf-.ttac-hsd

It is recommended that flat capped tubes be run on the Rotor-Gene. When using these tubes, tick
the No Domed 0.2 ml Tubes option to proceed through the wizard.
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1. Rotar Selection | 2 Sample Setupl 3. Canfirm F'n:ufilel

X

— Raotar Type

F2-4wfell Babar

Genelizc [F2-wfell)

5.1.2 Sample Setup

Enter sample names. By default all positions in the rotor are designated the name and type of
Unknown. To change the name and to designate rotor positions as replicate reactions use the
mouse to select the rotor positions of replicates in the graphic and enter the same name. The
software will recognize these wells as replicates.
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Click on the Edit Grid button to view sample setup information in a tabular format. This format
provides more options for editing sample inforamtion, such as setting the known concentration of

each standard, for example.

Note: It is not necessary to complete the sample setup information before the run is
started. You can skip this wizard step and complete the information later.
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5.1.3

5.1.4

Confirm Profile

The template chosen imports the cycling conditions and acquisition channels. This can be altered
using the Profile Editor. To initiate a run click the Start Run button.

& Quick Start : =
1. Rotor Selection | 2 Sample Setup 3. Confim Profie |
% B S = | @
Mew Open  Save As | Help
The tun will take approametely B3 miredels] to complete. The graph below represents the un ta be peifomed

T

Click on & cycle below bo modify it 2

Cycing

ezt after...
Ielt Inzan befona.. I

R enmaye

Hold Tempesalise: | 95 ||,:
Hiodd Time : —lﬂmm”ﬂm

Fotor Speed - INarmaJ Cpead j

Denature : [
Eatbrefion Step:. 2

<Back | Staﬂ:HunJ

Save Run

Clicking the Start Run button brings up the Save As window. The run can be saved in the user's
desired destination. The run is given a filename with the template used and the date of the run. A
serial number is also designated to allow automatic naming of numerous runs that use the same
template on the same day. E.g. below the run was the first run set up using the SYBR Green (R) |
template on 11'th May 2004.
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5.2

2|
Save i IﬁlHesearcher j = fje: v

Recent
by Documents

-

o2
My Computer

File narne: IS'T’E!FE Green(R] | 2004-05-11 1) Save

Lef Lo

Save as lype; IHntnr-Eene Fun File [*.rex]

Cancel |
e

Advanced wizard

Select a template from the Advanced tab of the wizard (see the topic Setting up a Run). The
advanced wizard contains options that are not available in the Quick Start wizard such as
selecting the rotor speed and gain adjustment.
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5.2.1 Welcome Screen

The initial screen on the new run wizard asks for the selection of a rotor. As in the Quick Start

Wizard, you must acknowledge the displayed warning before continuing.

Mew Run Wizard :

Welcome to the Hotor-Gene Run Wizard!

24

— Hotor Type

F2/ell Rotar
GeneDizc [724well]
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5.2.2 Pagel

Operators name and notes about the run can be entered here. The reaction volume must be
entered. The Rotor-Gene is configured for 20-25 uL volumes. The software recommends longer
holds during cycling for larger volumes.

If the 72 well Carousel is selected, three Sample Layout formats are available. 1, 2, 3... should
be selected when a numbered rotor is used, this is the default option. 1A, 1B, 1C... when samples
are loaded in adjacent tubes in the 0.1mL strips. If consecutive samples are in fact in every 8'th
well (if loaded with a multichannel pipette) the A1, A2, A3... layout should be selected. Most users
will only need to use the default option.

Mew Run Wizard ] x|

Thiz box digplays
help on elements in
the wizard. For help
ah an item, howver

Thiz zcreen dizplays mizcellansous options for the run. Complete the figlds,
clicking Mest when pou are ready to move to the next page.

Operator :
wour mouse over the
. itemn for help. Y'ou
Motes ; can also click on a
combo box to display
help about itz

available zettings.

Feaction I =
“Yolume [pL]; izl

Sample Layout :

Skip 'Wizard << Back Mext >3
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5.2.3

Page 2

In this screen the Temperature Profile and the Channel Setup can be modified. Click the Edit...
button to bring up the Profile Editor to alter the cycling conditions and select acquisition channels.
After setting up the profile click the Calibrate... button to bring up the Gain Adjustment window.

Mew Run Wizard : x|

Temperature Profile ; This bow displaps
help on elements in
the wizard. For help

ah an item, howver
wour mouse over the
itemn for help. Y'ou

can alzo click on a
combo box to display
help about itz

available zettings.
Edit Profile ... |

Chanhel Setup :

Hame | Type | Source | [ etector | Gain | Create New. .
Fam MultiChan  4700m  510nm 5 Edi

JOE Multi Chan  530nm B55nm g
ROx  MultiChan  585hm E10nm 10 Edit Gain...
Cyh MultiChan  628nm  BEOhp 9

Remaove

Feset Defaults

i

Skipwizard | << Back Newt>> |

Profile Editor

The Profile editor allows you to set the cycling conditions and acquisition channels. The initial
cycling profile is based on the template selected (Setting up a Run). The profile is graphically
displayed. The list of the segments that the profile consists of is listed below the graphical display.
A cycle can be a Hold, Cycling or a Melt. The settings of each cycle of the profile can be edited
by clicking on the cycle in the graphical display or the name of the cycle in the list and changing
the set temperatures and hold times.

Insert after...: allows addition of a cycle after the selected cycle.
Insert before...: allows addition of a cycle before the selected cycle.
Remove: removes the selected cycle from the profile.

Rotor Speed: The rotor speed can be selected for any hold except where data is acquired. The
choices in the drop down menu are Normal Speed, Still Rotor (Incubation) and High Speed.
Unless you have a special application, it is recommended to leave this setting on Normal.

By default, the Rotor-Gene will operate at normal speed while heating and holding, and at high
speed during cooling. This is an optimal configuration as the high speed improves cooling times
and can reduce condensation. This mode of operation is configured by the "Allow High Speed
Rotor when Cooling" checkbox inside the Machine Options tab of the Run Options window.
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General | Machine Dptions I Messages | Channels I Tube Layout I Security I

Ratar Options
= ¥ Allow High 5peed Botor when Cooling
&

If zelected, profile stepz with "Maormal” speed selected will enter high zpeed on
cooling, reducing condenzation. Dizable thiz option for Mested Amplification where you
require that the rotor only enter high speed when explicitly selected.

For specialised applications, you may wish to directly control the rotor speed. To do so, first
disable the "Allow High Speed Rotor when Cooling" option. All heating, cooling and hold
operations will be performed at normal speed. Once set, you can then configure rotor speeds for
each step. Not all combinations of instrument operation and rotor speeds are possible. For
example, the rotor must be at normal speed while acquiring data.

Cycling

Long Range option adds 1 second to the hold time at extension at each cycle for a user defined
number of cycles.

Touchdown decreases the temperature at annealing by 1 degree at each cycle for a user defined
number of cycles.

Melt and Hybridisation

A Melt step is a ramp between two temperatures, from a lower to a higher temperature. If the
temperature is set to decrease, the step is labelled as Hybridisation instead.

To set up a melt, define the start temperature, the end temperature, the length of time to hold at
the first acquisition temperature before the ramp is initiated, the temperature increments and the
time each increment is to be held for, and the acquisition channels.

Hold

A hold instructs the Rotor-Gene to remain at the designated temperature for a set time. To
change the temperature click Hold Temperature button and use the type in or use the slide bar to
change the temperature. Similarly to change the duration of the hold click on the Hold Time,
mins and secs buttons.

If running an Optical Denaturation, you can elect a hold step as a calibration step. This causes a
calibration melt to be performed before this step. By default, this is configured for the first hold in
the run, but may be overridden if you are using 60 degree preholds before your 95 degree hold.

More information about configuring optical denature runs can be found in the section Optical
Denature Cycling.
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& Edit Profile x|
2 R S = | @
Tew Qpen  Save As Help

The run will take approximately 89 minute(z] to complete. The araph below reprezents the run to be perfarmed

ML

Insent after... |

Cucling
Inzert before. .. |
Remone |
Haold Temperature: g5 | deq.

Hald Time : 3 |mins 0 |secs

Ruatar Speed : INurmaI Speed j

Cycling

Repeats the user defined temperature/time steps a defined number of times. The number of
repeats is set using the This cycle Repeats X time(s).

The individual repeat is displayed (as seen in bottom right of the below graphic). Each step of the
repeat can be altered. Temperature can be changed by dragging the temperature bar up or down.
The duration of the step can be changed by dragging the temperature boundary left or right.
Alternatively click on the step and use the temperature and time buttons to the left of the repeat
display.

Steps can be added or removed from the cycling by using the -/+ buttons on the right-hand side.
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R Edit Profile x|
T s S = | 2]
Tew Qpen  Save As Help

The run will take approximately 82 minute(z] to complete. The araph below reprezents the run to be perfarmed

Click an a cycle below bo modify it :

D enature Inzert after... |
b elt Inzert before. .. |

Remaove |
Thiz cycle repeats _4E|_| tirme(z].

Click on one of the steps below to modify it, or press + or - to add and remove steps for this cycle,

ITimed Step "i _'ILI

a5, 955c for 20 secs

20 zeconds
Mot Acquiring 720 for 20 gecs
Mormal Speed _ﬂ B0%: for 15 secs /

[~ Long Range
[T Touchdaown

Touchdown: Touchdown can be enabled to decrease the temperature during the initial cycles.
Set the number of cycles and the program decreases the Anneal Temperature by 1°C every cycle
for the number of cycles specified. This is reflected in the graphical cycle representation.

Long Range: Long range can be enabled to increment the hold time of the selected step by one
second with each new cycle. This has the effect of increasing the extension time as the cycling
proceeds.

Acquisition

Acquisition: Data can be acquired on any channel at any step of the Cycling. Click on the Not
Acquiring button. If a channel has been already been set to acquire at this step, then the
acquiring channels will be listed here instead. Once clicked, the Acquisition window will appear.
To set a channel to acquire, move the channel from the Available Channels list to the Acquiring

Channels list using the [>] button. To remove a channel from the acquiring channels list, use the

[<] button. The [<<] button removes all the channels from the acquiring channels list. Clicking the
Don't Acquire button also removes all acquisitions from the step.

If more than one Cycling cycle is included in the profile, the acquired data can be appended to the
data acquired from the earlier Cycling. Use the drop down menu in the Same as Previous option
to select the cycling step to which the data is to be appended.
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Same az Previous ; I[New Arcquizition] j
— Acquizition Configuratian ;
Axailable Channels : Acquiring Channels
Name | L‘ Mame I
Cya Fabkd ASubr
JOE L‘

RO i|

T o acquire from a channel, zelect it fram the list it the left and click >, Ta stop acquiing fram a
channel, zelect it in the right-hand lizt and click <. Toremove all acguizitionz, click <<

Don't &cquire Help

The acquisition options described above equally to Melt steps, except one cannot chain
acquisitions together using the Same as Previous option.

Melt and Hybridisation

For a melt cycle, specify a start temperature, an end temperature, the time you want to wait at
before the first acquiring point, the amount of time to remain at each point and a ramp will be
generated going between the two temperatures. If the start temperature is higher than the end
temperature, the name of the step will change to Hybridisation. The Acquiring To option, here
set to Melt A, can be changed by clicking on the button. The same screen as for Cycling will
appear and the channels to acquire to can be selected.

R amp from |5|:| ill deqgrees to IEE j degrees,

Riging by |'| ﬂ deqres(z] each step,
W ait far 30 ill secands on first step, then,

i ait fiar 5 ill geconds for each step aftenmards.

Acguire o Melt & | on Fabd A5 ubr

When running a standard melt the temperature is increased by increments of 1°C. The Rotor-
Gene can be configured to perform melts in 0.1°C increments.

Optical Denature Cycling
What is Optical Denature Cycling?

Optical Denature Cycling is an exciting new technique, available only on the Rotor-Gene, which
performs real-time melt analysis to determine the melt peak of a reference sample. This indicates
with greater precision when your product has denatured than by setting a particular denature
temperature for a hold time. To perform this technique, simply place a tube of pre-amplified
product in tube position 1 in your rotor. The reference tube must also contain a detection
chemistry that enables strand dissociation to be detected. We suggest using SYBR Green I.
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When first heating the machine to the initial denature temperature, a melt on FAM/SYBR is
performed starting from around 80 degrees until 95 degrees (although these parameters may
vary). From this data, a melt curve is generated and automatically analysed:

dFidT

ﬂ '=0 =5 ' '55 70 75 'a0 U Temperature

The Melt Peak is referenced back to the raw data to obtain a Denature Threshold. Then, every
Optical Denature step, the machine is heated as quickly as possible and data acquired
continuously. Once the Reference Tube has reached this denature threshold fluorescence level,
the machine is immediately cooled and proceed to the anneal step. While cycling, a peak is not
calculated, rather, it is the fluorescence level that is referenced to the melt peak and designates
the denature threshold.

In this graph, the raw fluorescence readings and the first derivative have been overlayed. It shows
the correspondence between the Denature Threshold and the Melt Peak obtained during the
calibration.

kel Pealk,

Denature
Threszhold

ﬂ '=0 =5 ' '55 70 75 'a0 U Temperature

What do I need to perform an Optical Denature run?
To perform an Optical Denature run, you will need:

o A pre-amplified sample which you should place in position 1 in the rotor. This sample should
contain the same product as samples of interest and a detection chemistry, such as SYBR
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Green, that allows for the monitoring of product dissociation.

o An optical denature profile. You can find out how to set up an Optical Denature Run in the topic
Adding a New Optical Denature Cycling Segment.

What will | see when performing an Optical Denature run?

An Optical Denature run, from the user perspective, appears almost identical. The most striking
differences are the melt step automatically inserted at the beginning of the profile, and the sharp
profile of the denature step during cycling. The denature step does not require defined hold times
as the dissociation of the product is monitored at each cycle.

Configuration

To perform this technique, the software must know several things about your run:

e The Initial Denaturation temperature. This is the same temperature as your denature step in a
standard cycling profile.

e The tube position of a sample which has already been amplified, and which will produce a melt
curve on the FAM/SYBR Channel. For example, if you are performing a SYBR-Green | run or a
run with dual labeled probes, put a sample of pre-amplified SYBR product in tube position 1,
and your other samples in the remaining positions.

You must also define an Optical Denature cycling profile. This is enabled by default in this version
of the software. However, your existing templates from older versions of the software will not use
this step.

Adding a New Optical Denature Cycling Segment

To add an optical denature step, open the Profile Editor. Then click New. A default profile
containing a Denature step and an Optical Denature Cycling step will appear: The profile is
displayed as:

The blue shaded region at the beginning of the run represents the optical denature calibration
process. The Green dots represent the acquisitions taken each cycle during heating. The lighter
blue dots represent the acquisition at the end of the anneal step at 60 degrees. Note that while the
profile shows each step going to the same denature temperature, this may not be the case. If the
sample requires slightly longer to melt towards the end of the run, the optical denature process
will wait for the melt in the fluorescent data, and not off the times. For this reason, the
temperature trace for optical denature may vary for each cycle.

By clicking on the Cycling step, the information about the 2-step profile appears in the lower half
of the Profile Editor window. Click on the second half of the graph with the Optical Denature

symbol .
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The Calibration Settings information appears on the left-hand side of the screen:

Thiz cycle repeat: 45 |time[$].

Click on one of the steps below to madify it, or prezs + ar - to add and remove steps for this cecle.

l Optical Denature & | | J Ll

Cahbration Settings =
Acquiring to FAM Denat on
tube 1. Ramp to 95 and B0%c for 40 secs

hold far 3 ming 0 zecs.

Edit I

Most of the time, this information will be correct. You can, however, modify it by clicking Edit.
The Calibration Settings window will then be displayed:

*T. Calibration Settings X|

— Settings :

The Optical Denature Calibration zettings determing how
to perform the initial melt up to the denaturation
temperature, to determine the fluorescence level at
which the reference sample has denatured.

Tube Position I 1 - I

Famp frarm S0 to 95 j deqg. .
Hald for 180 :II seconds,
k.

You should ensure that:

e The tube indicated in the Tube Position contains a sample of pre-amplified product that will
show a melt peak on the FAM/SYBR channel.

e The Final Ramp temperature will not burn the sample, yet will be high enough to allow it to
melt.

e The hold time is sufficient to denature the samples.
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You can also define a Denature step yourself, and configure the calibration settings via its screen:

Held Temperature 1 g5 | *
Hald Time : 3 | mmin 1] | IECE

v Denature

Calibration Settings
Acquinng to Fakd Denat

on tube 1. Ramp to 95
and hald far 180 secs.
Edit |

The calibration settings are synchronised with the denature settings, so a change to the hold time
in the denature step will automatically update the calibration's hold time. This is because the
calibration process and denaturation are equivalent in Optical Denature Cycling.

Changing An Existing Step to Use Optical Denature

To change an existing denature step in a Cycling, select the cycle in the Profile Editor's list. Then,
select the denature hold by clicking on it in the preview graph at the bottom of the screen:

lTimed Step vi S Al [

958
20 seconds
B0%c for 40 zecs

Mat Acquiring

[~ Long Range
[~ Touchdown

Click on the word "Timed Step" and select "Optical Denature”. The Temperature and Hold Time
will be removed and the Optical Denature icon L= will be displayed in their place.

IMPORTANT NOTE:

¢ If you are using Optical Denature Cycling, you must make sure that your initial hold is labelled
as a calibration step. Otherwise, the Cycling step will include the calibration after the initial hold,
causing a cool to the lower temperature in the calibration melt. The profile preview will indicate
this situation :

To correct this problem, tick the Calibration Step box in the initial hold step.
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Gain Calibration

When setting up a new run with reactions that have not previously been run on the Rotor-Gene it
is helpful to use the Gain Adjustment function. This screen allows you to set the Gains of each of
the channels and the set temperature.

Note: The gain adjustment will never be 100% correct. This can be due to changes in
fluorescence after the first hold step. Nevertheless, the result of the gain adjustment will
give you a good indication on what fluorescence level the run will be started.

The Gain for each channel is -10 to 10, -10 = least sensitive and 10 = most sensitive.

When running reactions for the first time it is advisable to prepare a test sample containing all

reaction components. This is then placed in the machine and Gain Adjustment is run to determine
the best Gain setting.
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Auto-Calibration

This window lets you calibrate your machine by automatically adjusting your Gain settings until
the readings for all selected channels fall below a certain threshold. You can select to calibrate all
channels, or just those that you will be using in the current run.

Set temperature to ... Before reading, the machine will be heated or cooled to match the given
temperature.

Auto Gain Calibration Setup {1 x|

— Calibration ;

different gain levels until it finds ane at which the fluarezcence levels are

acceptable. The range of fluorezcence youw are looking for depends on the
chemizstry you are performing.

ﬁ Buto-Gain Calibration will read the fluorezence on the inserted sample at

Set temperature to |60 jldegrees.

Calibrate All I Calibrate Acquinng I

[ Perform Calibration Before 1t Acquisition
[ Perform Calibration &t 60 Degrees At Beginning Of Fiun

— Channel Settings ;

| | Add.

Name | Tube Pasition | Min Reading | Max Reading | Edit...
Fakd 1 15FI 20FI

Bemove

Remove &)l

I

Start I b arual... Cloze Help

Calibrate All / Calibrate Acquiring: "Calibrate All"* will attempt to calibrate for all channels
known by the software. Selecting "Calibrate Acquiring” will instead only calibrate those that you
have used in the thermal profile defined in the run (cycling and melt).

Channel Settings: This is a pull down menu allowing you to add additional channels to the gain
adjustment window. Choose the channel of interest and Add.
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Edit... Opens a window where the fluorescence range of the sample can be determined. The
auto-calibration process begins on Gain 5, reading from each channel. It chooses the first Gain,
which has a fluorescence reading equal to or below the level you set in this box. In the example
below, tube position 1 was chosen with a target sample range between 5 and 10 Fl.

Auto Gain Calibration Channel Settings x|

Channel Settings
Channel : FARMSpbr  Tube Position ; |1 :II

Target S ample Fange IE ill Flup ta |1 0 j FI.

k. I Cancel | Help

Remove and Remove all: Removes the highlighted channel or all channels.

Start: Begins the calibration process. A Gain will be chosen which is within the given range. If no
value is found within the range, the closest match will be chosen.

Manual: Opens the Manual Gain Adjustment screen (see below).

Perform Adjustment Before 1st Acquisition: This tick box performs the Gain Adjustment at the
first cycle where data acquisition occurs. This is useful as with some probes after the initial hold
the background fluorescence of the probes can change substantially. This is generally the
recommended auto-gain option.

Perform Adjustment At [x] Degrees At Beginning of Run: This tick box performs the Gain
Adjustment just before starting the run. The machine is heated to the given temperature, the gain
adjustment is performed, and then cycling begins on the first step, usually a Denature. This can
be useful when a calibration during the run may impact too much on the time spent on the initial
step. Usually, however, Perform Adjustment Before 1st Acquisition is preferred as calibration
is performed as close as possible to run conditions.

Changing Gain During a Run: If the Gain at the beginning of the run was accidentally chosen to
high or to low it can be changed within the first ten cycles. A vertical line in the main screen will
appear where the Gain has been changed. Due to the drop or increase in fluorescence the cycles
before the change will be excluded from the analysis.

A good rule of thumb is to have fluorescence settings for:

e SYBR Green between 2 and 3
e Probe runs between 5 and 10
e Quenched FRET runs between 60 and 70.

Manual Calibration

This window lets you view in real time the fluorescent readings at any given temperature. It is
used when the background of a sample is unknown and therefore the gain must be determined to
ensure the sample signal is sufficient to detect.
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¥ Manual Gain Calibration ) x|

File Help

4 Famsybr

Fluorescence Page: Fage 1

100 1

Sample 1

Sample 3

Sample 4

Sample 7
Sample 8
| »
Bank On | Bank Off
Mamed On | AllOn | Al O

ﬂ '5 ETi] Time Edit Samples...

o Temperature ;. |60 —

100] Edit Gains... |
80| Start |

e OO~ T M DO PO

-

I

Stap

\

ﬂ 5 0 Time

By default, all samples are toggled on. The display samples can be toggled using the right-hand
selector as in the main experiment workspace.

It takes approximately 4 seconds to acquire data per channel. During this time the user interface
is deactivated and so it is best to 1) Start the test 2) wait for the temperature to stabilize 3) note
the end point fluorescence (Fl) reading 4) stop the unit 5) make the appropriate Gain change and
6) restart the unit.

Temperature: Change this value to set the temperature of the machine. Note: The temperature
is not adjusted while the machine is operating. You should restart the machine to apply
changes made to the temperature. Adjust the temperature on the Gain Adjustment screen to
reflect the required acquisition temperature for the run.

Edit Gains: Opens the Edit Gains window. The Gains will be sent the next time the machine is
started in the calibrate window.

Start: Begins the run, setting the machine temperature to that displayed on the screen. The
temperature and channel graphs will start to display data.

Stop: Stops the run. If the run is still acquiring data when you click the button, then the machine
will first finish acquiring, and then stop the machine. This process can take up to 5 seconds for
each acquiring channel.

NOTE: The aim of the Gain setting is to have all data on the screen. The Gain doesn't
influence your data. If the Gain was chosen too high, curves might go off scale and data
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could be lost. It is therefore a good idea to start a SYBR-Green | or dual-labeled probe run
with a low fluorescence close to zero (an increase is expected) and a quenched FRET run
with a higher fluorescence, close to 100 units (a decrease is expected).

5.2.4 Page3

New Run Wizard x|

Temperature Profile : This baw displaps
help on elements in
5 the wizard. For help

ah an item, howver
wour mouge over the
itemn for help. You
cah alzo click on a
combo box to display
help about itz
available zettings.

Chanhel Setup :

Mame | Source | Detector | G ain | Create Hew... |
FarsSpbr 470nm  510nm 5 E dit

JOE B30nm  B55hm A —l—

R B85nm  B10mm 5} Eelk Bt |
Cya E28nm  BEOhp 5 —

Remove |

Fezet Defaults |

LCalibrate. .. |

Skipwizad |  <<Back |  New>» |

The last screen gives a summary of what you are about to run. Always check the parameters. If
you are satisfied with the parameters click Start Run and you will be prompted for a file name.
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5.25 Page4

Once the run has begun, you can enter in sample types and descriptions while you wait for it to
complete. The functionality of this screen is identical to the Sample Editor. You may also elect to
complete sample information after the run has finished.

X
— Settings :
Given Conc. Format : I ﬂ Unit = Im TI Mere Options
Samples ;
B | Edi | ResetDefout | Graden | IMEEERE]
C I |Name | Type | Groups | Givven Cone. [£=]
A1 JOEE-3 A Unknown R
A2 JOEE3Z B LInknawin '
B:: JoEE3C Unknown Y
24 JOENTC Unknawn Y
AR [Inknown k
=AE Inknown k
AT Unknown F
AR UInknowin F
B1 Urikriowr [yl
| 4 3
~Page:
@ . Marme; |Page < |;I Mewy | Deietel
SkpWiad | <«<Back |  Fish | Finish andLock Samgles |

The Finish and Lock Samples button is optional. It allows you to close the screen and prevent the
sample names from being modified. More information about this, and other security features is
available in Security Menu.

5] Functional Overview

The following chapter will help to familiarize you with elements in the Rotor-Gene user interface.

6.1 Workspace

The Rotor-Gene workspace is the backdrop of the main window. This is the area in which you can
open up graphs of raw data, temperature and analysis results. If you have several windows
opened concurrently, you can organize them by clicking the Arrange button on the toolbar. There

are several options available that you can access by clicking on the Down Arrow next to that
button.
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6.2 Toolbar Workspace

These buttons are shortcuts to frequently used operations. These commands can also be
accessed via their corresponding menu items of the same name.

.ﬁ‘*‘EO..@JWei&:"BMW@ﬁ%,

MNew Open Save Stark Pause  Stop Help Settings Progress  Profile  Temp. Samples Analvsis Reports  Arrange

Jchannels pd Cycling A.FAM 3] Cycling A.J0E 4 Cycling 8.RO% 4 Cydling A.CyS |

6.3 View Raw Channels

Click on these buttons to view the raw (non-analysed) data from particular channels in the run.

Hchannels o Cycling A.FAM 4 Cycling &.J0E 9 Cycling 8.ROX 5] Cycling A.CyS

When viewing channel data, a number of options are available to change the presentation of the
data. The channels may also be transformed to facilitate more unusual forms of analysis.

™ Raw Channel {Cycling A.CH1) ] =10l x|
Fluorezcence

10
ﬂ '5 0 "5 20 25 30 '35 40 Cycle:
.-“-‘-.-:IiustS-:aIe...| .ﬁ.utD-Scale| DefaultScaIe| I:Iptil:uns| IF'age1 j .

Marmalise to Cwcling &, CH2
Maormalise to Melk &, CH1
Mormalise bo Melk &, CHZ
Crop skark cycles

Crop end cycles

Adjust Scale will bring up a window in which you can manually enter a scale, or interactively
select one. To chose this option simply press the right mouse button over the appropriate screen.

Adjust Scale X|

b awimoum ;{110 ﬁ
Mitiirnarn ; IU ﬂ
Qx|
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Auto-Scale attempts to fit the scale to the maximum and minimum readings in the data.
Default will reset the scale to display from 0-100 fluorescence units.

Spanner icon: See the section Spanner Icon for more information on the options provided by this
button.

Options: Displays the drop-down menu indicated above, providing a number of options for
transformation of the raw amplification plot.

Normalise to ...: Creates a new channel which contains the data after normalisation with the
selected channel. This is useful for normalisation with a passive reference such as ROX. While
the Rotor-Gene does not require normalisation to a passive reference, this is provided to preserve
compatibility with assays operating on other instruments.

Crop start cycles: Creates a new channel in which some start cycles have been removed. This is
useful if large jumps are observed in the initial cycles, as can occur when using certain
chemistries.

Crop end cycles: Creates a new channel in which some end cycles have been removed.

Page 1: Indicates the currently selected Sample Page used to display the raw data plots. The
Sample Editor allows for the creation of multiple sample definitions, allowing data to be viewed
with varying line thickness, sample definitions and other display options. This is of particular use if
Relative Quantitation is being performed in a single channel, as the operator can easily toggle the
view between the Gene of Interest and Housekeeper samples through the definition of two sample
pages.

Toggling Samples

At the right-hand side of the screen is a combined sample legend and toggler. Use this control to
configure which samples are included in the display and results. Samples with a cell background
in vivid colour are displayed while semi-greyed samples are not. The Scroll Bar is used to display
the next group of samples. You can toggle samples individually by clicking on them, or you can
hide/show all samples currently visible in the list (the current 'bank’) by clicking on Bank on/ Bank
off buttons.

Note: The number of displayed samples in a bank is dynamic, and depends on the screen
space available.

To select a range of samples, click on a sample and drag the mouse to another sample. When
you release the mouse button, the selected samples will either be toggled on or off. Clicking
Named On will only show those samples you have given a name to; a quick way to show only
relevant samples. Clicking All On /All Off will display all or none of the samples in the rotor
respectively. Pressing the Edit Samples... button opens the sample editor window where sample
names, types and standards concentrations can be edited (see Edit Samples).

Page: This label at the top of the selector indicates the sample page that you are viewing. You
can define different sample definitions for the same run to allow varied independent analyses of
the same channel. For example, you can run two standard curves in the FAM/SYBR channel and
generate independent reports. More information on setting up sample pages is available in the
Edit Samples section of the manual.
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6.5
6.5.1

Toggle samples ID display: If a 72-well rotor is used the samples are shown in the format Al to
A8, B1 to B8, etc. Using the toggle samples ID display button lets the user switch to a numerical
order of samples (1 to 72).

Select Non-Empty Samples: Turns off any samples that have a sample type selected as "None"
in the sample editor. This ensures that only samples relevant for the analysis of the particular
page are displayed.

Select Groups: If you have defined sample groups, this feature will toggle the display of these
samples for the active page. Groups are arbitrary collections of samples that allow advanced
reporting of statistical results. You can, for example, define groups of Treated and Untreated
patient samples. Groups can be set up in the Edit Samples window.

The sample toggler, shown below. The displayed additional options are accessible by clicking with
the right-mouse button:

Page: Fage 1
A1
Al
Al
Ad
A5
AR
BAF
L

Edit Samples. ..
Select Non-Ermpty Samples
Toggle Sample I0 Display

Select Groups

ES
BE
BY
B&

4« | b
Bark On |  Bank OFf
Mamed On | AllOn | Al
Edit Samples...

File Menu

New

This screen presents you with a selection of available run templates. The New Run setup wizard
guides you through the run setup. The wizard is separated into two sections.

The user can set up standard templates by placing them in the template directory (usually
C:\Program Files\Rotor-Gene\Templates). These templates will then appear in this window. It is
even possible to create subfolders in the templates folder to group related templates. This allows
you to organise your templates if many users are using the same machine, for example.
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Quick Start

Provides SYBR"™ Green I, Dual Labelled Probe and Quenched FRET templates with default
temperature cycling and acquisition parameters that are common for these detection chemistries.
These profiles can be altered during the wizard setup.

Perform Last Run template defaults all settings for the run to that of the last run that was opened
in the software.

Advanced
The Advanced wizard allows the user options to alter more parameters than the Quick Start
wizard.

Perform Last Run imports the initial settings from the last run opened in the software.

Open A Template In Another Folder... enables user to browse to a template saved in a different
folder.

Bivewrun x|

Guick Start I Advanced I

rfarm Last Bun

SYBR Green[R] |

Dual Labeled Probe

Cuenched FRET

DAy Concentration teasurement

&
i
=
IJ_f Empty Fiun
=
i

Hybridization

b elt

0T Rotar Run

L ‘% Open & Template [n Another Folder...

Cancel

i

Help

V¥ Show This Screen When Software Opens

New Run

New...: Initiates the wizard setup of the run using the selected template's configuration.
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6.5.2

Cancel: Closes this window.

Help: Opens on-line help.

Show this screen when software opens: If this option is ticked the wizard is displayed when the
software is initiated.

Opening and Saving

;_)Ip)en...: Opens a previously saved Rotor-Gene Run File (.rex) or Rotor-Gene Run Archive (.rea
ile).

Open Recent...: Displays the last four files that have been opened or saved.

Save: Saves any changes that have been made to a run file.

Mew, ..

CpeEn, ..

Cpen Recent... F
Save

Rotor-Gene Run File. .
Reports. .. Template, ..

Rotar-Gene Run Archive. ..

S Excel Analysis Sheet., ..

Exit: Excel Data Sheet. .,
Linf.eg Expart Format. ..
Matlab Expart, .,

Raotor-Gene 5.0 Format...
Roktar-Gene 5.0 Templake Format. ..

Save As...: Use this function to save the run file or data in various formats. The options are as
follows:

Rotor-Gene Run File...: Saves a copy of the file. The user can change the name and the save
location of the run. This is the default format.

Template...: Saves the profile setup and associated settings but not the run data. The template
can be used to initiate future runs.

Rotor-Gene Run Archive...: Saves in a more compact file format. You should save files in this
format before they are emailed. This both reduces the time required to send the file, and ensures
that files are not corrupted by mail clients.

Excel Analysis Sheet...: Exports all the analysis in the current run into a single data sheet.

Excel Data Sheet...: Exports all of the raw channels to an excel sheet. Only the samples you
have selected will be exported.

Matlab Export...: Exports the data into a format which can be read by the scientific package
Matlab (or its Open-Source equivalent, Octave). This may be useful for those involved in
methods research.

© 2004 Corbett Research



Functional Overview 46

6.5.3

6.5.4

6.6
6.6.1

Rotor-Gene 5.0 Format...: The run can be saved as a version 5.0 of the Rotor-Gene software so
that the run can be viewed in that version of the software. Some data such as sample pages
cannot be saved in this format, and so is lost.

Rotor-Gene 5.0 Template Format...: The run can be saved in a version 5.0 template format.

Report

The Report menu brings up the Report Browser window. If the data has already been analysed,
it is possible to display the report of that analysis directly through the Report Browser rather than
through the particular analysis module. A number of report templates are offered with varying
degrees of detail.

E Report Browser N ;IEI.EI
— Report Categories ; — Templates ;

- [General] [ - _

= Quantitation |i Cuantitation [Concize]

S g 5 CH1 [Fage 1) [y L

= Melt Curve Analysis |i Cuantitation (Full Bepart)

. Melt A.CH1 [Page 1) e o

& Comparative Quantitation 7 Cluantitation [Standard Report]

L. Cyeling &.CH1 [Page 1]

Show I Cancel

Setup

Rotor-Gene Setup should be completed during the installation of the instrument. Using the Setup
function you can change the settings of the instrument. See the section Installation for more
information.

Analysis Menu
Analysis Toolbar

Clicking the Analysis menu brings up the Analysis floating window.

This window allow you to create new analyses and displays existing ones. The tabs enable you to
select a method of analysis to perform. Once you have done this, a list of the channels which can
be analysed using this method will be listed below. Multiple assays run in the same channel can
be analysed independently, provided they have been set up as separate pages in the sample
editor. Pages that have already been analysed will have a green tick next to them, e.g. the FAM
channel (Page 1) shown in the screen shot. This means that threshold and normalization settings
have been remembered for this analysis. To analyze a channel, or view an existing channel,
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6.6.2

simply double-click on the channel to view. The specific analysis window will then appear.

Analysis T
2 Std Curves (Rel] | Otker.. ! . _—
T | el Delta Delta CT Relative Quantitation
: Allelic Discrimination
J Cycling &.FAM [Page 1] Comparative Quantitation
‘Scatker Graph Analysis
EndPoink Bnalysis
Concentration Analysis
Show | Hide
[ Auto-shrink window

Auto-shrink Window: Ticking the box shrinks the window when it is not used. Moving the cursor
over the window enlarges the window again.

Organizing Your Workspace: Each time you double-click on a new analysis, its windows will be
arranged to fit in with those already on the screen. With many windows, this can be cumbersome.
Simply close the windows you do not require, then click Arrange on the toolbar. The windows will
automatically be rearranged according to the Smart Tiling method. You can select another
method of arrangement by clicking the down arrow next to the toolbar button.

Clicking the right mouse button over the analysis window also allows to Show, Hide or Remove
Analysis.

Quantitation

Double click quantitation or press Show to open the channel of interest. Three windows will be

opened automatically, the main screen, the standard curve and the results. Going from left to
right, the following buttons are displayed in the main window:
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Reports

Reports: Opens the Quantitation Report selection window where you can choose a report to
preview of the currently selected Quantitation analysis. There are three different options,
Standard Report, Full Report and Concise Report.

Using the buttons on the top, the reports can be printed, saved, emailed or exported to Word.

g | =

Frint | Save Az

=

Ermail

Standard Curve

=10l x|

Std. Curve: This button opens the standard curve graph. By default, this window is opened when
an analysis is opened. If you close the window, it can be re-opened by using this command.

ﬁ Standard Curve - Cycling A.FAM {(Page 1)

=10l x|

f

T MR
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Hg------
244
R AR
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164
B4
14
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L]
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1
-
1
1
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1
1
T
1
[
1
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Cycling & FAM (Page 17
F=0.99959
F2=0.999359

h=-3.292

B=33.949
Efficiency=1.01

Expart Graph...
Standard Error Mean
Crerlay

v Show Staks

Lo 2k
Rieturm ko Default Pasition

On the standard curve the values are recalculated dynamically as the threshold level is varied, by
clicking and dragging.

Blue dots on the curve show the samples that have been defined as standards and red dots
show the unknown sample data points.

NOTE: If redefining standards to recalculate the standard curve, toggling the standard
colors ON or OFF will remove it from standard curve calculation. Removing standards
from your graph to increase the R"2 value is not scientifically valid. A failed standard is an
indication that your samples may have also failed, and so must be included in your

results.

Efficiency: The Reaction Efficiency of the run. This value is discussed in more detail in Slope,
Amplification, Reaction Efficiency.

RA2-value (correlation coefficient): The RA2 value, or R? value (as displayed with the

superscript), is the percentage of the data which is consistent with the statistical hypothesis. In the
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Quantitation context, this is the percentage of the data which matches the hypothesis that the
given standards form a standard curve. If the R® value is low, then the given standards cannot be
easily fit onto a line of best fit. This means that the results obtained (ie. the calculated
concentrations) may not be reliable. A good R*-value is around 0.99.

NB: It is still possible to achieve a high R"2 value with a poor standard curve, if not
enough standards have been run. The R*2 value will improve as the number of standards
decreases. To get a more accurate indication of the error, use the confidence intervals on
the calculated concentrations as a guide of variation.

R-value (square root of correlation coefficient): The R-value of the calculation is the square
root of the R*2 value. Unless you have a specific statistical application, the R* value is more
useful in determining correlation.

According to the formula'y = mx + b the slope (M) and the intercept (B) of a standard curve are
automatically calculated and shown in the top right corner of the standard curve window.

Export to JPEG...: With the pointer on the standard curve, click on the right button to show the
option to export as a JPEG.

Overlay: When multiple quantitation runs have been performed in the same run, it is possible to
overlay the standard curves in the same window. This is useful for graphically viewing the
difference between different thresholds on the statistical results. Below is a screenshot of this
feature:

ﬁ standard Curve - Cycling A.FAM {Page 1] = |EI|£|
34
- Cycling & FAM (Page 17
] R=0.99954
304 R2=0.99933
25 h=-3.292
26 B=32.949
H 24 Efficiency=1.01
22
20
18 4
16 4 ! .
14 R e AR am
1003 10404 1005 TG T 7
Concertration
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Standard Curve Calculation

"conc=...*CT + ..." and "CT=..." represent two rearrangements of the equation used to relate CT
values and concentrations. If you are referring to publications, the "Ct=..." formula will be most of
use, as it in the same format. Type can be either floating or fixed. If floating, an optimal standard
curve equation is calculated as you move the threshold. If Fixed, the equation does not change
because it has been imported from another run.

Standard Curve
conc=107-0.304*CT + 11.832)
CT =-3.292%oglconc] + 33.949
Type : Floating

[mpart Curve. .. I Reszet |

Import Standard Curve

Importing a standard curve allows you to perform estimates of concentrations when a standard
curve is not available in a run and you are certain that the reaction efficiency has not varied
between the two runs. You can import curves from another channel, or from another run by
clicking on Import Curve.

You can choose to Adjust the standard curve, or not to adjust. Adjusting means that only the
efficiency of the source standard curve is imported into the current run. Whether you should
adjust the standard curve or not depends on the chemistry application.

To adjust a standard curve, you use a reference in the target run with a known concentration. You
can define a reference by setting a sample's type to Standard, and entering a concentration value
in the Sample Editor. Multiple copies of the same reference can be entered to improve accuracy
of the method. Note that you cannot define more than 1 reference concentration. For example, it
is possible to have 3 replicate references of 1000 copies, but not to have one reference of 1000
copies, and another with 100 copies in the same run.

Once the curve has been imported, the standard curve type will be changed to Fixed. Click Reset
to set the curve type back to Floating.
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Below is a screenshot of the Import Standard Curve screen:

Import Standard Curve B 5[

— |mport Standard Curve
" Current Fun
£ From Other Run...

Channels :

Cycling 4.J0E conc=107[-0.301*CT +12.528) CT = -3.322*log[conc) + 41.608
Cycling &R conc= 107-0.309°CT + 11.185] CT = -3.235og(con:) + 36,187
Cycling 4.Cv5 conc=107[-0.31ECT + 11.817) CT =-3.165%0glconc) + 37.404

" Fram Egternal Source [Mew Standard Curse Farmat) :
CT =| * log[Canic] +|
Efficiency = MAA

" Fram External Source [Pre-6.0 Standard Curve Farmat] ;

Conc = m"‘[| 5B ]
Cancel |

Efficiency = MAh Help |

Using this screen, you can import the standard curve from another channel you have analysed in
the current run, or you can load a standard curve from another run.

Current Run: When this option button is selected, quantitation analyses on other channels from
this run will be listed with their corresponding standard curves.

From Other Run: Selecting this option button will bring up an Open Dialog in which you can
select a run file to open. If any quantitation analysis has been performed for the run, you will see
standard curves listed for each channel analysed.

Channels List: Lists the analysed channels and their respective standard curve formulas.

From External Source: You can now also type in M and B values directly. This is useful in cases
where the values are from an external source, such as an Excel spreadsheet.

Invert Raw Data

Some chemistries produce a fluorescent readout that decreases exponentially instead of
increasing. It is still possible to analyse these using Quantitation, but the "Invert Raw Data"
checkbox should be ticked.

[T Invert Baw D ata

For all other quantitation analysis, this option must remain unticked.

NB: Techniques such as Quenched FRET or the use of Bodipy(R) which use decreasing
sighals to quantitate may have less accurate results than those that increase. Such
techniques have not been widely verified yet in the scientific community.
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Calculation of CT

Ct-Calculation: The C; value is the value where the amplification curve crosses the threshold
line. By setting a threshold line and calculating the intersection with each of the sample curves,
the C; values for each sample are established.

Threshold: (Manual Set): To set the threshold click on the icon (grid with red arrow) then click
and hold on the graph and drag a threshold line to the desired level, or enter a log value.
Alternatively the Auto-Find Threshold function can be used to automatically determine the best
level. When setting a threshold manually, it should be set in the exponential phase of the run,
significantly above the background level to avoid noise.

CT Calculation

[ Elip sign of nommalized dats

Thieshold:  [0.0353 1|
Eliminiate Cycles |1—1|

before

Eliminate Cycles before: To set, click on the icon (grid with red arrow) then click and hold on the

graph and drag the threshold line to the right. This eliminates the threshold line for low cycle
numbers.

Note: This is useful when there is noise on the signal during the initial cycles.

Auto Find Threshold: The automatic threshold function will scan the darkened region of the
graph to find a threshold setting which delivers optimal estimates of given concentrations. You

can change the region to be modified by entering new upper and lower bounds in the text boxes.

For most quantitation analyses, the default region is suitable. Based on the standards that have
been defined the function then scans the range of threshold levels to obtain the best fit of the
standard curve through the samples that have been defined as standards, (i.e. maximizes the R
value to approach 1.0).

AutoFind Thieshold |
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Results

Opens the quantitation results grid. By default, this window is opened when you open an analysis.
If you close it, it can be re-opened by using this command.

-loix]
No Mame Type Given Conc [Cop| Calc Conc [Copie| % War | Rep. Ct | Rep. Ct Stc| Rep. Et [95% CI) |F|ep Calc. Eonc|Hep Calc. Conc. [95% CI) :I

K078 | Standard .36 300,000,000, 324345088, 81% E.43 0.05/[6.35, 6.52] 307,399,580, [233.092,129. , 406,979.5! _|
K078 | Standard £.47 300,000,000, 301,264,230, 04%
08 | Standard £.43 300,000,000, 3084535920, 28%
K078 | Standard .48 300,000,000, 298576301, 05%
07 | Standard 9.87 30,000,000, 27E24 578 B.3% 9.92 011/ [9.74.10.10] 26557681, [21.416.413., 32.933.171.
K07 | Standard 9.93 30,000,000, 26405444, 12.0%
IKI0™7 | Standard 981 30000000 28701296 43% Esrpmn: 0 B
K07 | Standard 10.08 30,000,000, 23847 F13. 205% Copy
IKI0E | Standard 12.85 3.000,000. 3392142 131% 1293 0.05/ [12.85.13.01] 3213416 [2.700.826.,3821.875]
II0E | Standard 12.95 2.000,000. 3170880, 57%
II0E | Standard 12.97 2.000,000. 3130752 44%
II0E | Standard 12.95 2.000,000. 3166396 55X LI

The results obtained from the run are summarized in a table. Clicking the right mouse button, and
selecting Export to Excel will export the table to Excel. There is no need to open the Excel

program, as this will be done automatically. If you would like to copy the data into an existing
spreadsheet, choose the Copy option instead, then open your spreadsheet, then select paste.

© 2004 Corbett Research




Functional Overview 54

Explanation of Results:

%Var The percentage variation between the calculated and the given
concentration. %Var=Abs(Calculated/Given-1)
Rep. CT The average C; of all samples with the same name as this

sample.

Rep. Ct Std. Dev.

The standard deviation of the C; value of all samples with the
same name as this sample.

Rep. CT 95% C.I.

A C; range which, statistically, accounts for 95% of the variation
in the C; value. This is a conservative statistical measure which
can be used as a quality measure. This window can be tightened
by running more replicates, or by having less variation in the
replicates.

Rep. Calc. Conc

The calculated concentration for all the samples with the same
name. Note: This is not the simple average of the calculated
concentrations, but rather the "Geometric Mean", which is a
mathematically more suitable average.

Rep. Calc. Conc 95% C.I.

A range of concentrations which accounts for 95% of the
variation in the individual sample as well as the linear regression
model on which it is based. An interpretation of this measure is
"the range of concentrations that could be expected 95% of the
time if this run was performed repeatedly with the same amount
of variation”. This is a conservative estimate, and the range can
be quite large due to the variation inherent in any real-time
analysis. This range can be large if standards are run with
different concentrations to the unknowns, if a small number of
replicates are used, or if there is significant variation.

IMPORTANT: The variation which are reported by this
measure are not due to the Rotor-Gene machine, but
inherent in the exponential process of real-time
amplification. Similar tests performed on competitor
machines would yield still greater variation due to the lower
temperature uniformity of block systems. As a cross-
machine comparison, use the CT standard deviation, as this
should be supported by all major vendors.

TIP: You can toggle each of the columns on or off by right-clicking on the column:
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Ml Quant. Results - Cycling A.CH1 (Page 1} O] x|
No. |Mame [Tope [ e =
4 |1a Standard 21 e 3
5 b Stardard 21— 1
5 1o Urknown 21, —olodr 0
7d Unknawn 21 /B 5
8 |1e Unknown 21, ¥ Tvpe E
10 | 2a Standard 24, ¥ CE 1
11 |2b Standard 24, # Given Conc (Copies) £
12 2o Ik nown 24, » Calc Conc (Copies) 3
13 2d Ik niowan 24, v % Mar 1
14 | 2e Uk riwern 24, w Rep. Ct =
16 | 3a Standard 28, w Rep. Ck 5td. Dev. £
17 3b Standard 29 . Rep. Ck (95% CI) 4
18 3o Ik niowan 29, Rep. Calc, Conic. 4
13 3d Unknown =d o Rep, Calc, Conc, (95% CI) |
20 | 3e Ik non 290 =
22 da Standard 3253 a0, 4
23 b Standard 3303 a0, 3
24 4o Iriknon 33.09 3
25 | 4d Iriknon 3243 4
2 4= [[R—— 27 71 =
kR i

More detailed information on the confidence intervals is available in the appendix. Our thanks
goes to Peter Cook from the Mathematics Department of the University of NSW, Sydney,
Australia, whose help was invaluable in verifying the mathematical approaches used.

To make calculations easier, a feature called AutoStat is introduced which automatically
calculates the Average, Standard deviation, Minimum and Maximum values of samples of
interest. Simply select the results of interest by dragging with the left mouse button, and the
aggregate values are given in a small table displayed below the sample list on the right-hand side

of the screen.

In this screenshot, the concentrations of several samples are analysed:

2L x| Statiste
- - - P asirnam ; 324 345 063,
Ct |I3wen Conc [D:u|:||EaI|: Conc [EDDIElZ"'."'ar S st 98 575,301
E.36 300,000,000, 324 345 (54 ; A Count - ’ o 4
E.47 300,000,000, i . 0.
E.43 300,000,000, X kean : 307,399 580,
.48 300,000,000, : 0! Std. Diew 1.03780
987 30000000, 27524578 8. [Orders of Mag.)
9453 30,000,000, 26,405,444, 121
981 30,000,000, 28,701,296, 4
10.08 30,000,000, 23,847 B13. 20!
1285 3,000,000, AR |
12595 2,000,000, 3170880, LN
12597 3,000,000, 3130752, 4w
4] [ M
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Important: The AutoStat feature is context-aware. This means that it will, where possible,
only generate information which is useful. For example:

¢ Itis not possible to obtain a 95% Confidence Interval from a set of selected calculated
concentrations because the regression model must be taken into account as well.

e The "Orders of Magnitude" standard deviation is reported for Calculated Concentrations rather
than an absolute value. This value can be understood as a percentage variation. For example,
a value of 1.03780 represents a 3.78% variation (289,073 -- 311,340)=(300,000/1.0378 --
300,000*1.0378). Reporting an absolute error does not make sense at all for a standard curve.
We could report the error at the lowest concentration to create a perceived low error (+/- 3
copies) or report the error at the high end (+/- 3,000,000 copies). For this reason, only a valid
measurement, the orders of magnitude, is reported.

¢ For Calculated Concentrations, the Geometric Mean is used instead of the Arithmetic Mean.
This is needed to account for the exponential nature of Real-Time Amplification. To
demonstrate this, imagine that a 2-fold dilution with 1, 2, 8 and 16 copies was taken. If we take
the average, we expect to get 4 copies, because it is the "middle"” of the dilution series. If we
take the simple average, we obtain 6.75, which is unexpected. If we use the Geometric Mean,
we get (1*2*8*16)"(1/4) = 4 copies as we should intuitively. More information on Geometric
means can be found at http://mathworld.wolfram.com/GeometricMean.html.

Dynamic Tube Normalisation

This option is ticked by default and is used to determine the average background of each
individual sample just before amplification commences. Standard Normalization simply takes the
first five cycles and uses this as an indicator for the 'background’ level of each sample. All data
points for the sample are then divided by this value to normalize the data. This process is then
repeated for all samples. This can be inaccurate as for some samples the background level over
the first five cycles may not be indicative of the background level just prior to amplification.
Dynamic Tube Normalization uses the second derivative of each sample trace to determine a
starting point for each sample. The background level is then averaged from cycle 1 up to this
starting cycle number for each sample. This method gives the most precise quantitation
results. Alternatively with some data sets it may be necessary to disable the dynamic tube
normalization. If this is the case the average background for each of the samples is only
calculated over the first 5 cycles. If the background is not constant over the cycles before
amplification it will result in less precise data.

Noise Slope Correction

The background fluorescence (Fl) of a sample should ideally remain constant before
amplification. However, sometimes the Fl-level can show an increase or decrease due to the
effect of the chemistry being run and produce a skewed noise level. The Noise Slope Correction
option uses a line-of-best-fit to determine the noise level instead of an average, and normalizes to
that instead. Turning on this option can tighten replicates if your sample baselines are noticeably
sloped.

This function improves the data when raw data backgrounds are seen to slope upward or
downward before the amplification Takeoff point (Cy). It is very helpful for runs when for example
the FAM background is seen to creep upwards due to gradual probe autohydrolysis.

Ignore First

The first couple of cycles in a quantitation run are not usually representative of the rest of the run.
For this reason, you may get better results if you select to ignore the first few cycles. If the first
cycles look similar to cycles after them, you will gain better results by disabling this function, as
the normalization algorithm will have more data to work with. You can ignore up to ten cycles.
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Quant. Settings

To distinguish between minor changes in fluorescence and genuine reactions in No Template
Controls, two measures are provided which act through different mechanisms. The NTC
Threshold is usually recommended for most applications, though you should validate the levels
used in any approach.

NTC Threshold:

The quantitation setting in the quantitation screen allows excluding samples or NTCs, which have
a slight drift upwards, due to probe degradation or other non PCR effects. All samples with a
change below the NTC threshold will not be reported in the quantitation screen. The percentage is
relative to the largest maximum change found in any tube. For example, if you have one sample
which began at a background of 2FI and went to 47FI, then 45FI represents 100%. An NTC
threshold of 10% would consider as noise any sample with a reaction less than 4.5FI.

Reaction Efficiency Threshold:

The Reaction Efficiency Threshold is an alternative mechanism to exclude noise samples from
analysis. This normalising algorithm uses the reaction efficiency estimation techniques used in
Comparative Quantitation. All samples will be excluded if they do not have a reaction efficiency
of at least this level. A level of 0% indicates that, during the exponential phase, no reaction took
place. 100% indicates that a completely efficient reaction took place during the exponential
phase. Negative percentages indicate that during what has been guessed as the exponential
phase, the fluorescent signal declined.

Current research is not conclusive on the precise levels of efficiency needed to distinguish
genuine reactions from contamination and other effects. For this reason, Corbett Research
recommends using this feature conservatively, with the assumption that any sample with a
genuine reaction will have some visible exponential phase with some growth. Setting this value
higher than 0% will exclude some samples with inefficient, but perceptible growth, whereas setting
below 0% will display samples whose reading decreased during the exponential phase, and which
should clearly be excluded.

NB: Comparative Quantitation requires a strong signal to work effectively. Some
chemistries with low fold increases, such as LUX primers, may be inappropriate for use
with this technique. You should validate your approach before applying in general.

*r! Quantitate Settings |

—MTC Threzhold :
Perzentage of largest Fl change
1

0% 15% a0
Anp zample with a tatal change in fluorescence

I D % less than this percent [relative to the largest
change in any tube] will not be dizplayed.

— Reaction Efficiency Threshold ;

™ Enabled Orly zamples which have an individual
reaction effiency at least equal to this

Fhreskod: [FiGa =1 %= walue will be dizplaped after
: =1 nomalization.

0k, I Cancel Help
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Slope, Amplification, Reaction Efficiency

The slope (M) of a reaction (shown in the standard curve window), can be used to determine the
exponential amplification and efficiency of a reaction.

The following calculations give some important results: exponential amplification = 10°™ or
reaction efficiency = [10*"] — 1. Optimal values for m, amplification and reaction efficiencies are
—3.322, 2 or 1, respectively. The reaction efficiency is displayed in the quantitation report and in
the standard curve window.

The slope is calculated of being the change in C; divided by the change in log input (for example
copy number). A 100% efficient amplification means a doubling of amplification product in each
cycle resulting in an M value of -3.322, an amplification factor of 2 and a reaction efficiency of 1.

Given an M value of —3.322, the calculations are as follows:

Amplification value: 10013322 = o
Reaction efficiency: ~ [107/3%2] -1 =1.

Here are two examples for two different slope values.

An M value of 3.8 means that the reaction has an amplification value of ~1.83 and a reaction
efficiency of 0.83 (or 83%).

There could be several reasons for this value. If the value needs to be improved, optimization
steps like primer or probe concentrations, MgCl2- or SYBR-Green | concentrations could be
improved.

An M value of 3 means that the reaction is more than 100% efficient. A reason for this could be
an disproportionate digestion of probe compared to the amplicon produced. In addition, if the R-
value is low, then statistical error can cause an unexpected reaction efficiency.

NOTE: This has changed from previous software versions. Previously, it was necessary to
transform the gradient m' = -1/m. This is not necessary in this version.

Offset

Intercept:
In a formula describing the relation between two variables, the intercept is expressed with the
letter "B" (Y = MX + B). The intercept is also sometimes referred to as the Offset.

The B value represents the C; for a given concentration of 1 unit. By substituting 1 into the
concentration formula as shown below:

Cr=log(l)*M+B
C;=0*M+B

we obtain C; = B as described above.

The intercept can change from run-to-run, and is less stable than the gradient. For this reason,
most analysis techniques will analyse the gradient rather than the intercept.
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Main Window

This screen shows that taking the average background energy for each of the samples normalizes
the data, which is then displayed on a logarithmic scale.

From this graph, a threshold can be determined to calculate the C; value for each of the samples.
The C; value denotes the cycle at which the amplification reached a critical fluorescence level.
This C; value can be related directly to the starting copy number of the sample by means of a
standard curve.

Pressing Linear Scale on the bottom of the screen takes you directly from the Log Scale to the
Linear Scale and vice versa.

Changing between these two modes only alters the display of the graphs, not the calculations.
This can be verified by use of the pinpointer tool available by right-clicking on the graph. In the
Log-Scale mode, smaller values are emphasised, whereas the linear scale facilitates the view of
the entire reaction.

Note: This process can also be performed while the Rotor-Gene is running. This real-time
monitoring of quantitation data provides the user with the possibility to gain results as
soon as the curves show an exponential growth. Preliminary conclusions can be drawn
and decisions made for the next run.
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6.6.3

Two Standard Curve

Relative Gene Expression analysis with a Normalising Gene can be performed using the Two
Standard Curve method.

The method relies on having a standard curve for each gene. The standard curves are used to
guantify the concentration of each gene according to its standard curve. The expression of the
Gene of Interest is then normalised with the Normalising Gene (often referred to as a
Housekeeping Gene).

It is important that the Sample Setup is configured correctly to ensure the standards and replicate
samples are designated correctly. In particular, corresponding samples must have the same
name in each analysis to be correctly paired. In a multiplex reaction, where the tube positions of
Gene of Interest and Housekeeper are the same, one set of sample definitions is sufficient. If
performing a relative study using a single channel, two sample pages will need to be created. The
first will label the tube positions with sample names for the Gene of Interest, with the other
positions left unnamed. The second will label the positions used for the Housekeeper. The relative
guantitation module will then match samples across the two absolute analyses based on their
names.

Performing Expression Analysis using the Two Standard Curve method
Data can firstly be analysed for each gene using absolute Quantitation Analysis. If this is not done
the results for each gene will be automatically determined using the Autofind Threshold tool.

From the analysis window select the 2 Std Curve (Rel) tab. Select New Analysis...

Analysis F
Huantitation I . hdelt
i & 5td Curves [Hel ] | Other..,
Mew Analysiz...
Show | Hide |
v Auto-shrink window

Enter a name for the analysis.
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Enter a name far the relative quantitation analpsiz:

Felative Quant, Analyzis

Designate the pages used for Normaliser Gene analysis and Gene of Interest analysis. For
example, clicking on Gene of Interest Standard Curve will bring up the Selection of Gene of

Interest Standard... window. Select the page where the Gene of Interest was Quantitated. Repeat

the procedure for the Normaliser Gene. Optionally a Calibrator can be defined. If this option is
selected, the calibrator is assigned a value of 1 and all other sample concentrations are

calculated relative to this sample.

Two Standard Curve Analysis £

i 2 Standard Curves Felative Buantitation |

[ Gene of Interest Standard Curve
[ Harmializer Standard Curve
[ Calibratar Defined

[T Auto-shrink window
e Beport Export Grid

A selection of Gene of Interest Stan x|

Currently Selected ;: [Mone]

Tozelect an existing analysiz touze, or to create a

new analvsiz, select a channel from the list, then click
Select. This window will cloze and you will be taken to
the main windaw of this analyziz.

o

Select Cancel Help

After completing the selections the options will be ticked.
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Two Standard Curve Analysis |

2 Standard Curves Relative GQuantitation |

Gene of Interest Standard Curve
Mormalizer Standard Curve
[ Calibratar Defined

[ Auto-zhrink window

Yiew Report |

Click the View Report button to display the Report Browser. Select the analysis with the correct
name from the Report Analysis. Click the Show button to display the Relative Quantitation report.
The Export Grid option exports the results to an excel spreadsheet. If a calibrator is selected, then
the results are calculated relative to the calibrator sample, which is assigned a value of 1.

B rReport Browser _ O] x|
— Report Cateqories ; — Templates ;
[General]

- Quantitation Relative Quant{Standard Cu...

E|2 Standard Curves Relative Quantitatior
8 T Standard Curve Analysiz

Show I Cancel

The concentrations as read from the standard curves of the unknowns for the Gene of Interest
(GOI Conc.), the Normaliser Gene (Norm. Conc) as well as the relative concentration (Relative
Conc.) are displayed in the results table. The results can be saved as a word file.
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6.6.4

S  H | = | |

Prirt | Save Az Emal | To'word

Morm. Count Relative Cone. Calibratar
0000SE 218 3] 234 3] 353
. 980653 1,993 3] 304 3] .56
950749 410 B 251 ] 1.64
. 000505 G249 3] 378 3] 1.66 J
980674 1,192 B 206 B 578

w
4| | »

Delta Delta Ct Relative Quantitation

Comparative C; method (delta delta C;) is a method for Relative Gene Expression analysis.
The method implemented is descibed in the following publication:

"Analysis of relative gene expression data using real-time quantitative PCR and the 2 -delta
delta C(T) ] Method."

Livak KJ & Schmittgen TD. Methods 2001 Dec;25(4): 402-408

The abstract can be found at the following link:

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=pubmed&dopt=Abstract&list uid
$=11846609

This method does not require the running of standard curves in each run. Each sample is first
normalised for the amount of template added by comparison relative to the housekeeper gene
(endogenous control). These normalised values are further normalised relative to a calibrator

treatment. The calibrator is normally the wild-type, untreated control or time zero samples, for
example.

It is essential however that the amplification efficiencies of the Gene of Interest and the
Normaliser Gene are identical and that this is validated in accordance with the guidelines of this
paper.

It is essential that the samples names are defined correctly in the Sample Editor, with the same
samples labelled identically in each composite absolute quantitation analysis.

1. Analyse the data using Quantitation Analysis. Running a standard curve is not required by this
analysis technique, as only the C; values are used.

2. From the Analysis window Other tab select Delta Delta C; Relative Quantitation. Select New
Analysis.
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Comp. L Oth
e F!ufan I_a ---------------- — 2 Skandard Curves Relative Quantitation
[luantitation P Melt

Delka Delka CT Relakive Quantitakion

Allelic Discrimination
Scatter Graph Analysis
EndPoint Analysis
Concentration Analsis

Show | Hide |
[ Auto-zhrink window

3. Enter a name for the analysis.

5
Enter a name for the relative quantitation analysis:

Cancel |

IDeIta Delta Ct Metod

4. Validation Run Performed must be ticked to proceed with the analysis. Define the pages

64

where the Gene of Interest and Normaliser Gene have been analysed. See the above paper for

more information on the steps required for validation.

Delta Delta Ck Metod ]

Delta Delka CT Relative Quantitation |

Walidation Run Performed
1 Gene of Interest Quantitation
1 Marmalizer uantitation

[ Calibrator D efined

[T Auto-shrink window
e Beport Export Grid
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A selection of Gene of Interest Stan x|

Currently Selected - Cypeling A JOE [GerSelection of
Interest]

Tozelect an existing analysiz touze, or to create a
new analvsiz, select a channel from the list, then click
Select. This window will cloze and you will be taken to
the main windaw of this analyziz.

£ Cycling A, Fhbd

B Cyeling &.J0E

Gene of Interest

Select Cancel Help

5. Click the View Report button to display the Report Browser. Select the analysis with the
correct name from the Report Analysis. Click the Show button to display the Relative
Quantitation report. The Export Grid option exports the results to an excel spreadsheet. If a
calibrator is selected then the results are relative to the calibrator sample, which has a value of 1.

=0z

— Report Cateqories ; — Templates ;

- [General)
Ea [Auantitation
Ea Comparative Quantitation
&-Delta Delta CT Felative Guantitation

& [=lts Delta Ct Metod

Relative Quant[Delta Delka]

Show I Cancel |

Example results are shown below. The CTs for the Gene of Interest analysis (GOI Cy), the
Normaliser Gene (Norm. Cy), the Delta C;, Delta Delta C; and Relative Concentration (Relative
Conc.) are displayed. The expression is relative to the Calibrator sample which is assigned a
relative expression of 1.
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Morm. Count Delta CT Delta Delta CT Relative Conc. Calibratar
000085 2435 |6 26.70 5 -2.45 |0.OD 1.00 Yes
B e 292 |6 2617 |6 325|080 057
B [ee0ras 2563 |b 2656 ] 093 152 286
. 000505 2490 |6 2573 B 0384 161 305
SB0574 2380 |6 2695 5 -3.15 070 0E2

6.6.5 Melt Curve Analysis

Melt Curve analysis analyses the derivative of the raw data, after smoothing. A common
application of this analysis is genotyping or allelic discrimination. Peaks in the curve are grouped
into bins, and all peaks below the threshold are discarded. One can then map bins to genotypes

through the Genotypes command.

Typically after a cycling run has been finished a melt step can be added to visualize the

dissociation kinetics of the amplified products. The sample temperature is increased at a linear
rate and the fluorescence of each sample is recorded.

Below is a typical melt curve analysis shown for a SYBR Green | amplification.
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Sidebar

Peak Calling
I¥ Fiosign of 5/

Thoshold: 02506 % |
s
Peak Bins

| Hame [Vake |
Bnk  S073
Bnd HE
Bnl 0TS

M Bire R

Flip sign of dF/dT: Before defining peaks ensure the dF/dT sign is correct for the data set to give
positive peaks.

Defining Peaks: In the Melt Curve Analysis, peaks can be defined and reported using different
methods. One is to automatically call all the peaks for each sample. The other is to assign peaks
to bins, which is useful for genotyping samples.

Any peak that is within a range of +/-2°C of the bin center will be assigned to the bin. If there are
two peak bins close together then the peak will be assigned to the closest bin.

Bins are used to define the general area where you expect peaks to occur. The melt analysis
software clusters peaks into bin groups, based upon actual peak values in the curve.

Note: The peak bins should not be visually positioned to estimate peak positions. Set the
bins in the rough area of interest, then use the actual reported values in the results table
for a more accurate result.

Peak Bins: To define a peak bin click on the New Bin button, then click and hold on the graph to
define the center of the peak bin. To add another bin repeat the process or use the Remove
button to delete peak bins.

Threshold Level: To set the threshold, click on the icon (grid with red arrow) then click and hold
on the graph and drag a threshold line to the desired level.

Temperature Threshold: To set a temperature threshold, click on the icon (grid with red arrow)
then click and hold on the graph and drag the threshold line to the right. This eliminates the
threshold line for the lower temperatures.

Note: This is useful when there is noise on the signal at low temperatures.

Reports

Opens the Melt Report selection window where you can choose a report to preview. You can
generate a report based upon the currently selected channel, or you can generate a Multi-Channel
genotyping report.

Results
Displays the result grid, showing peaks in samples.
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6.6.6

Genotyping
Click on the genotyping toolbar and select the genotype definitions.

#%' Edit Genotypes for Melt &.CH1 x|
Genotype ; Abbrev. : Bind BinB

II—I:::m::uz_I,IgDus IMM

IHetercuz_l,IgDus IM'W'

|wnd Type |ww

Cancel

Y
[N § .

I

Help

This screen lets you assign genotypes to the incidence of peaks in bins. The default genotype
configuration is shown in the screenshot, with heterozygous samples having two peaks,
homozygous samples a peak in the first bin and wild type samples a peak in the second bin. Next
to the name of each genotype is a field for typing in an abbreviation. This is used when printing
multi-channel genotyping reports so that all results from multiple channels can be read easily
across the screen.

For multiplex analysis, genotypes must be set up in each channel. If, for example, a dual
channel FRET analysis is run, where a wild type and heterozygous are expected in each
channel, the setup procedure must be performed for each channel. The results will then be
given in a multiplex report.

Comparative Quantitation

The feature "Comparative Quantitation” is used to compare the relative expressions of samples
to a control sample in a run when a standard curve is not available. Users testing results from
Microarray analysis frequently use this feature.

To perform the analysis, go to Analysis and select "Comp. quantitation". Double-click on the
channel to analyse. Chose a control sample by using the pull down menu on the right-hand side of
the screen below the sample toggler. The table below the graph will automatically calculate the
results.

The first column of the table shows the names of the samples. The second column is called
"Takeoff" and gives the Takeoff point of the samples. The second derivative of the amplification
plot produces peaks corresponding to the maximum rate of fluorescence increase in the reaction.
The Takeoff point is defined as the cycle at which the second derivative is at 20% of the
maximum level, and indicates the end of the noise and the transition into the exponential phase.
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This graph shows a second derivative of a quantitation reaction, showing the relative positions of
the second derivative peak and the Takeoff point:

120.00%
Second Derivative Maximum

100.00% ‘\
80.00% /
B0.00% / \

40.00% / \

Takeoff Point

20.00%
DDD% T T T T Iﬁ/ 1
1 2 3 4 7
-20.00% \i/

-A0.00%

The third column gives the efficiency of the particular sample. A 100% efficient reaction would
result in an amplification value of 2 for every sample, which means that a doubling of an amplicon
takes place in every cycle. In terms of the raw data, the signal should increase by a doubling
amount in the exponential phase. So, if the signal was 50 at cycle 12, then went to 51 at cycle 13,
it should go to 53 fluorescence units at cycle 14. All of the amplification values for each sample
are averaged to produce the amplification value that is shown on the right-hand side of the
screen. The more variation there is between the estimated amplification values of each sample,
then the larger the confidence interval will be (indicated by the value after the * sign). The
confidence interval, for large N, gives a 68.3% probability that the true amplification of the
samples lies within this range (1 standard deviation). By doubling the + interval, one achieves a
95.4% confidence interval for large N.

Calibrator Replicate

As in the Comparative C; Method (Livak 1991), the C; of a calibrator sample is needed to
measure relative to. In the version 6 software, this replicate is labelled the Control Replicate. Note
that if multiple sample positions have been given the same name, the average of the Takeoff
points of these samples will be used, allowing the operator to analyse using replicates of the
calibrator. Ensure that you label replicates with identical names to use this feature correctly.

Calibrator Replicate
[ =]

Rezults
Awerage dmplification 1.78+-0.04

The average amplification is needed to calculate how much more or less a sample is expressed.
If for example the amplification value was lower, a certain absolute copy number of an amplicon
is obtained later than if the amplification value was higher. The last column finally gives the
comparative quantitation value. Based on the Takeoff point and the reaction efficiency it
calculates the relative concentration of each sample compared to the calibrator sample that was
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6.6.7

chosen by the user. The number given is expressed in scientific notation.

Note: The value displayed to the right of the +- represents the standard deviation of the
Average Amplification, after removal of outlier amplification values. If this value is large,
then there may be a large error in the overall calculated concentration values.

Steps taken to calculate relative concentrations:

1. The Takeoff points of each sample are calculated by looking at the second derivative peaks.
2. The average increase in raw data 4 points following the Takeoff is calculated and becomes the
sample's amplification.

3. Outlier amplifications are removed to account for noise in background fluorescence.

4. The non-outlier amplifications are averaged to become a run "Average Amplification".

5. The average TakeOff point is calculated for all samples in the Calibrator Replicate.

6. The relative concentration for a sample is calculated as Amplification ” (CalibratorTakeOff -
ThisSampleTakeOff).

7. The result is displayed in scientific notation.

Allelic Discrimination

Allelic Discrimination uses real-time kinetic data from 2 or more channels to genotype samples.

For Allelic Discrimination, it is not sufficient to double-click on the channel you would like to
analyze, as this analysis is performed using multiple channels simultaneously. To perform this
analysis, either hold down SHIFT and click to highlight each channel you wish to analyze, or drag
your mouse over these channels. Once the desired channels have been highlighted, click Show.
The list will update to show all the channels on one line, with a tick next to them. This indicates
that they are all being used in one analysis. You can "break apart” these channels by right clicking
on the analysis and selecting Remove Analysis... You will then be able to include those channels
in another Allelic Discrimination analysis. Please note that a channel can only be used once in
each type of analysis.
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Allelic Discrimination Analysis allows you to perform genotyping using dual labeled probes. The
genotype of samples is displayed in the result window as follows:

¥ Rotor-Gene ¥IRTUAL MODE - MGE QL 04a

Ble @ndysis Run Goin iew Window Help

o0 cee 0, & &
Hew Open Sawe | Zat Pause o0 | Help Settings Progress Profle  Temp.  Samples

jm 4 Cyding A.CHI ﬂqﬂun.m!

il 1
| B eymasmic Tube | B Stope comect | B ignore Frst 4 | ‘iimm~

form. Flsono.

(Cycling A.CH1 - No Markers
0.4 leycling & CH2 - Circles:

:l
02| |

Threshold
L8]
D— e e i R

i ¥
Wlukln Bark OIf

b | ANOR | ANOF
o Samples.

Discrimination Thieshold

Theshold: 015813 %]
Eh'iauutpcls| .
befion : l —]

| Fotoe-Gione Anslysiz Softwaes VB0 [Buld 1) [VIATUAL MODE ¢

Reports
Opens the Allelic Discrimination Report for preview.

Results

Displays the genotyping results spreadsheet. This spreadsheet is opened when the analysis is first
displayed by default.

Normalisation Options

A variety of options are available to optimise the way in which the amplifcation plots are
normalised:

¢ Dynamic Tube (Dynamic Tube Normalization)
¢ Slope Correct (Noise Slope Correction)
¢ Ignore First x (First x Cycles Noise Correction)
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6.6.8

These terms are explained in the chapter Quantitation.

Discrimination Threshold

Discaiminalion Thiashall

Thissheld-  [005504 l‘
o s

Discrimination Threshold: Enter values in these text boxes to position the discrimination
threshold. All curves surpassing this line will be considered as having amplified for the purposes
of genotyping. Click on the button to the right of each text box then drag the threshold on the
graph to set these values visually.

Genotypes
Genotypes: Opens the genotype window to define which genotype is detected in which channel.

#7 Genotyping X|
Genotype Reacting Channelz ﬂ
fild type Cycling A.CH1
Heterozgous Cycling &.CH1 Cycling &.CHZ
b utation Cycling &.CHZ2

Cancel Help |

This screen lets you assign genotypes to reacting channels for an Allelic Discrimination analysis.
In the above example, a sample is heterozygous if readings in channels Cycling A.CH1 and
Cycling A.CH2 cross the threshold.

Scatterplot Analysis

For Scatterplot Analysis, it is not sufficient to double-click on the channel you would like to
analyze, as this analysis is performed using multiple channels simultaneously. To perform this
analysis, either hold down SHIFT and click to highlight each channel you wish to analyze, or drag
your mouse over these channels. Once the desired channels have been highlighted, click Show.
The list will update to show all the channels on one line, with a tick next to them. This indicates
that they are all being used in one analysis. You can "break apart" these channels by right clicking
on the analysis and selecting Remove Analysis... You will then be able to include those channels
in another Scatter Analysis analysis. Please note that a channel can only be used once in each
type of analysis.

Scatterplot Analysis allows for genotyping on the basis of the relative expression of amplification
plots across 2 channels. Unlike Allelic Discrimination, the determination of genotype is made on
the basis of regions defined on the scatterplot rather than a single threshold.
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Reports

Opens the Scatter Analysis Report for preview.

Results

Displays the genotyping results spreadsheet. The genotype for each sample is determined by the
regions defined by the user on the scatterplot.

Normalisation Options
A variety of options are available to optimise the way in which the amplification plots are
normalised:

¢ Dynamic Tube (Dynamic Tube Normalization)
¢ Slope Correct (Noise Slope Correction)
¢ Ignore First x (First x Cycles Noise Correction)

These terms are explained in the chapter Quantitation.
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Genotypes

Genotypes: Opens the genotype window to define which genotype is detected in which channel.

#7 Genotyping

X

Genotype |F|eau:ting Channelz |

fild type Cycling A.CH1

Heterozgous Cycling &.CH1 Cycling &.CHZ
b utation Cycling &.CHZ2

=

Cancel Help |

On this screen, the user may assign genotypes on the basis of the channels on which a sample
reacts. The channels selected will be used to label the corners of the scatterplot, and provide a
guide to the user to the general area of the scatterplot in which regions should be defined.

Scatterplot
The scatterplot displays the relative expression of the two selected channels. The display is

normalised to account for different fold increases in each channel, and log transformed to
accentuate the differences in expression between samples.

To perform genotyping, the user defines regions by clicking and dragging a selection on the
graph. The selection can then be labelled based on the genotypes configured in the Genotype

window.

37 Scatter Analysis Results - Cycling A.CH1, Cyclir .CH

=101 x|
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E d 2 b-10ng
Define Genotype  F Homozyaous

5 b-01hg
B c-01hg
7 a-100pc

Mone

Wildtype

3 b-100pg
9 c-100pg
1M1 A-1Mnn
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6.6.9 EndPoint Analysis

EndPoint Analysis is a technique which allows samples that amplify to be discriminated from
non-amplifying samples at the end of a run. Results are qualitative (positive/negative), not
qualitative. This technique is only suitable for endpoint data, and cannot be reliably performed
using real-time amplification plots. For real-time determination of reactions, use the Allelic
Discrimination or Scatterplot Analysis
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Below is a screenshot of the EndPoint Analysis software module:
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|VIRTUAL MODE

EndPoint Analysis is similar to Allelic Discrimination, in that the results are qualitative, and that
names can be assigned to certain permutations of reactions over different channels. Where
EndPoint Analysis is different is that only a single reading is available instead of a cycle-by-cycle
reading for each sample. This means that the user must supply additional information to help
facilitate the analysis, namely, the identification of positive and negative controls.

To facilitate the presentation of the amplification data, the signal levels are normalised relative to
the known positives and negatives for each channel. The user then selects a percentage signal

level as the reaction threshold.

Note: Endpoint analysis does not take advantage of the full amplification plot acquired
through real-time thermal cycling, and is designed for post-run analysis of non real-time
amplification. When possible, real-time qualitiative techniques such as Allelic
Discrimination should be used when performing the cycling on a Rotor-Gene.
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Terms Used In EndPoint Analysis
Below are explanations of the terms and concepts used in EndPoint Analysis:

Term Explanation

Positive Control A sample which is known to amplify and produce a positive
result.

Negative Control A sample which is known not to amplify. This represents the
typical background signal.

Threshold A signal level above which a sample is said to be positive
(amplified). This setting must be adjusted by the user for
each run.

Signal Level A percentage of fluorescent signal, normalised so that the

signal of the highest positive control is 100% and the lowest
signal of the negative controls is 0%.

Genotype An interpretation of different permutations of reactions on
different channels. For example, one could assign a
genotype of "Heterozygous" to samples which reacted in
both channels "FAM/SYBR" and "JOE". The genotype can
also be used for reporting results of reactions with internal
controls. For example, you may wish to report results such
as "Inhibited", "Positive", "Negative" on the basis of whether
a reaction was seen in certain channels.
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Profile Configuration
To perform an EndPoint analysis, you should first amplify the samples in a thermal cycler.

Once this has finished, transfer the tubes to the Rotor-Gene, and perform a profile with a hold at
60 degrees for several minutes, then a cycling step with 1 step, on 60 degrees for 20 seconds,
acquiring on the required channel. Set the number of repeats to 5, as shown below:

{® Quick Start x|

1. Rotor Selectionl 2 Sample Setup 3. Confim Prafile |

A . B H | @

Tl Open  Save As Help

Thie rur will take approximately & minutelz) to complete. The graph below reprezents the wn to be performed

Click on a cycle below o modify it

Hold Insert after... |
Inzert before... |
Remove |

Thig cycle repeats il time(z).

Click on one of the steps below to modify it, or press + or - to add and remowve steps fior this cycle.

lTimed Step 'i _-ILI
B0 deq.

20 zeconds

Acquiring to Cycling A

on FAR /S pbr
Marmal Speed j B0 deg. for 20 secs |

[~ Long Range
[~ Touchdown

< Back | Start Bun |

Please note that these times are a guide only, and may vary for your particular application.

The more repeats in the profile, the more information will be available to perform the analysis.
The analysis module will automatically average all the readings taken into a single value for each
sample. There is no set number of repeats required, and unless you are performing a run where a
very fine level of accuracy is required, 5 repeats should be largely sufficient.

© 2004 Corbett Research



Functional Overview 78

Analysis

You can perform EndPoint analysis on a number of channels simultaneously. To create a new

analysis, click on the EndPoint tab, select the channels by dragging over them with your mouse,
and then click Show. The EndPoint analysis window will be displayed.

Comp. Guant.
Huantitation I =

&llelic Disc. I Scatter  EndPaint

Show | Hide |
v Auto-shiink window

Define Controls

When you open an EndPoint analysis for the first time, you will likely not have set up your
Positive and Negative controls. The following message will be displayed :

Rotor-Gene End-Point Analysis

@ To use end-point analysis, wou musk have positive and negative contrals in each channel. To define these, cantrols,
click QK.
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After clicking OK, the sample editor appears, allowing you to define Positive and Negative
controls. To set a sample to be a Positive or Negative control, click on the cell containing the
sample's type, then select the relevant control type from the drop-down box which appears next.

=" select Positive and Neqgative Controls ' E[

@ Fleaze zelect at lzazt ane pozitive and negative cantral, then click OE. These
controlz will be uzed as references far the fluorescence required far a reaction.
r'ou ghould select pozitive and negative controlz for each channel,

—Settings ;
Given Conc. Format ; IN::: Formatting j
—Samples :
B | Edit | ResstDefault| Gradiert | MEEIEEE]
C|ID | N arne | Tupe | Given Conc. ‘I
T Sample |
B ez Fem Sample
B e Sample
B e Sample
M5 wATER Sample
B 25 wnTER Sample
B ROx Sample
M ::  ROx Sample E|

(] Cancel |

This screen functions in an identical manner to the Sample Editor.

Normalisation

Normalisation of the EndPoint data scales all signal levels to be within the range of 0-100%. You
must have selected at least one Positive Control and one Negative Control, however, you will
need more than this if you are analysing multiple channels and your standards are not
multiplexed. You should also use more than one control of each type if there is the risk that your
positive control may not amplify.

1. For each channel, all the Positive Controls are sampled and one with the highest
fluorescence is set to be 100%. This allows for a Positive Control to fail without affecting your
run, if you are running duplicate controls.

2. All the Negative Controls are then sampled, and the one with the lowest fluorescence level is
set to 0%.

3. The raw fluorescence values of the other samples are then scaled relative to the highest
Positive Control and the lowest Negative Control.
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Here is an example:

Sample |[Type Fluorescence
1 Positive Control 56.3

2 Positive Control 53.0

3 Negative Control 4.5

4 Negative Control 4.3

5 Sample 48.1

6 Sample 6.4

80

This run was a success, as the two positive and negative controls are both close together, and are
outside the fluorescence values of the samples.

Here are the normalised values:

Sample |Type Expression(%)
1 Positive Control 100.0

2 Positive Control 93.7

3 Negative Control 0.4

4 Negative Control 0.0

5 Sample 84.2

6 Sample 4.0

As Sample 1 was the Positive Control with the highest fluorescence, it was set to 100%

expression, with the other positive control slightly lower. Sample 4, the lowest Negative Control

was set to 0% expression. It is now obvious that Sample 5 is more likely to have amplified,

whereas Sample 6 is likely not to have amplified.

NOTE: If Positive and Negative Controls are not selected carefully, it is possible to achieve
expression levels of greater than 100%, and lower than 0%. This can be interpreted as "the
sample expressed itself more than the positive controls”, or "it is less likely that the sample
reacted than that the negative controls reacted". Such a result is not of concern as the purpose of
the analysis is obtain a qualitative answer.
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If you receive a message stating that the Negative Controls are higher than the Positive Controls,
then you have incorrectly set up your samples. For example, your Negative Controls had a level
of 10FI, but the Positive Controls had a level of 5FI. Since this is an illogical result, you will
receive the following warning:

=13l ]

77 EndPoint Analysis - Cycling A.CH1 (Set 1)

Repaorts Resultz  Genotypes

Graph cannat be displayed as the negative contralzs are either at the zame level, ar higher than than positive cartrols.

Normalisation on Multiple Channels

It is possible to analyse signal data over multiple channels, however, the sample setup is a little
more complex. EndPoint analysis assumes multiplexing and so each tube can only have a single
tube position. This can cause difficulties when a sample position is a positive control for one
channel, and a negative control for the other. It is not possible to analyse such a setup in the
software at this stage.

Although the samples definitions operate from a single sample definition, the normalisation occurs
independently for each channel.

If a tube position is a positive control for at least one channel, mark its type as Positive
Control. Otherwise leave it as type Sample. The same applies for Negative Controls.

As an example, if a sample is a Positive Control on FAM/SYBR, but not on JOE, the sample
should still be defined as a Positive Control. So long as there is least one Positive Control on JOE
which will amplify, the definition of the sample as a control for FAM/SYBR will be ignored.

Threshold

The Threshold is used to determine the percentage level of expression required for a reaction on
each channel. Once the Positive and Negative Controls have been defined, all channels will be
normalised to the same scale, 0-100%. This is the reason why only one threshold is needed, even
when analysing multiple channels.

Click and drag the threshold line to an area between 0-100%. Your threshold should not be too
near samples on either side of the line as this indicates that the run was not conclusive. If the
difference between a sample amplifying or not is a matter of a few percent, then the same
reaction run again could appear on the other side of the threshold.
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6.7
6.7.1

6.7.2

82

Genotypes

Genotypes: As in Allelic Discrimination, this option opens the genotype window to define which
genotype is detected in which channel.

x
Genotype |F|eau:ting Channelz | ﬂ
fild type Cycling A.CH1
Heterozgous Cycling &.CH1 Cycling &.CHZ
b utation Cycling &.CHZ2

Cancel Help |

This screen lets you assign genotypes to reacting channels. In the above example, a sample is
heterozygous if readings in channels Cycling A.CH1 and Cycling A.CH2 cross the threshold.

Run Menu
Start Run

Starts the defined Temperature Profile with the current Gain settings. Before the Rotor-Gene
starts the Profile Run Confirmation screen is shown. A graphical representation of the
temperature profile to be run is displayed along with the Gain settings for each channel.

Pause Run

You can use this screen to pause and resume a run. As performing this operation can seriously
affect the results of a run, a marker is drawn across all channels acquired to by the currently
running cycle. A message is also placed in the message screen.

x

Yau can pauze the run an thiz screen. &
rnark.er will be recorded in the channel
data to show the duration of the pauze. Fiesume

Help

Cloze

ey
IR

Caution: When pausing the machine, it will not be cooled completely to room temperature.

You should exercise caution before handling the rotor or any tubes in the machine.

© 2004 Corbett Research




83 Rotor-Gene

6.7.3 Stop Run

When stopping a run you will be prompted to confirm your intention.

6.8 View Menu
6.8.1 Run Settings

General

This window allows the setup of run information, run filename, analysis date, operator and any
associated notes.

The run information window contains all information except for the profile required to configure a
run. The following information is displayed after a run has finished: type of machine, Gain
settings, number of channels and time of start/finish.

Run Settings x
General I Machine Options I Mezzages I Channels I Tube Lapout I Security I

Filename : C:h A3E03-02-10 GAPDG FAM optol.rex

Operator I

Maotes : ﬂ

Feaction Valumz - |25 j ul This refers to the total volurne of the migbure

it the tube.
Qtker Fun Fun file has a walid zsignature.
|mfarmatiorn : Template waz not zigned.

Uzing 36-well carouzel.
Auto-Gain Calibration performed before first acquisition.
Channels zaved far thiz run:
Melt Denat A FAM Denat
Cycling & Fabd
Run hasz firizhed.
Started at 10/02/2003 4:01:30 P
Finished at 10/02/2003 5:01:16 Pk
Offzet Coefficient : 0
Program YWersion ; 4.7 [Build 31]
Machine Senal Mao: 123456

(] | Cancel Spply
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Machine Options

This tab contains settings for the configuration of the Rotor-Gene instrument.

RunSettings A

General | Machine Dptiors I Messages I Channels I Tube Layaut I Security I

— Rotor Options

f-a ¥ Allow High 5peed Rotor when Cooling

If selected, profile stepz with "Mormal'’ speed zelected will enter high zpeed on
cooling, reducing condenzation. Dizable thiz aption for M ested Amplifization where pou
require that the rotor only enter high speed when explicitly selected.

— Fotor Type

T2t ell Batar
Genelizc [72-well]

ok, Cancel Spply

Allow High Speed Rotor when Cooling: When enabled, the rotor will spin more quickly when
the machine is cooling. This option is useful as the high speed firms the tubes in their places and
prevents them from moving around. This option should generally be left on. You may need to
disable this if you are using an advanced technique where you require direct control over the rotor
speed.

Rotor Type: The rotor should be set to that currently installed in your Rotor-Gene. If opening an
existing run, this setting will reflect the rotor that was installed in the machine at that time. The
options available depend on your machine and the rotors it supports.

Messages

This tab displays messages where the operator has changed functions such as pausing the
machine or skipping cycles during a run. It also displays warnings received during the run. You
should check this tab if you receive unusual results.
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Channels

If configuring a new run, the channels tab displays the current configuration of the channels
available in the machine. If you are viewing an existing run, then the information displayed
represents the configuration of the channels when the run was performed. You can modify the
Gain and create and modify channels if you are using a Multi-Channel system. To restore default
channels if a run corrupts your machine's channel settings, click Reset Defaults.

Run Settings B

Generall M achine I:Iptiu:unsl Meszages Channels | Tube Layout I S ecurity I

M ame | source | Detector | Gain | Create Mew. . |
FatSvbr 470nm 510nm 5 Edi

JOE 830nm  555nm a =
RO 585mnm  B10nm ] Edit Gair. .
Cya E25nm  BEOhp 3] —

Bemove

il

Feszet Defaultz

ak. Cancel Ay

Name: Describes the name of the channels.

Source: Specifies the excitation wavelength of the source LED.

Detector: Specifies the detection wavelength and filter type. (nm=band pass, hp=high pass)
Gain: Specifies the Gain for that particular channel.

Create new: This feature allows creating new channels. Pressing this button opens a window,
which asks for a new name, source and detection filter. The filters can be chosen by using the pull
down menu next to each window.

Some commonly used channel configurations are listed below:
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Channel Name Source/Detector Example Fluorophores
FAM/SYBR 470nm/510nm FAM, SYBR Green |, etc

JOE 530nm/555nm JOE, VIC, TET, etc

ROX 585nm/610nm ROX, Tamra, etc

Cy5 625nm/665nm Cy5, LC 640, etc

User defined 470nm/585hp SYBR Green | and others
User defined 470nm/610hp FRET, Cy5, LC640 and others

Channels FAM/SYBR, JOE, ROX and Cy5 are standard configurations for 4 channel multiplex
detection. Quencher molecules need to be used on the 3' end of the dual labeled probes so as not
to occupy spectral bandwidth. The best combination is BHQ (black hole quenchers from
Biosearch Technologies) FAM/BHQ1, JOE/BHQ1, ROX/BHQ2, Cy5/BHQ3.

Channel 470/585hp can be used for single channel SYBR Green | detection and gives more
sensitivity than the FAM/SYBR channel, due to the use of a high pass filter.

Channel 470/610hp is used to detect eg. Cy5 or LC640 in a FRET reaction where an increase in
energy is detected. This can be used for quantitation or mutation detection.

NOTE: For mutation detection using FRET probes, the information is contained in the differential
of the melt curve and it makes no difference whether the increase in Cy5 (FRET) or the decrease
in FAM (quenched FRET) is monitored. This is helpful when looking at multiplexing a mutation
detection assay as a FAM/BHQ1 and JOE/BHQ1 probe sets (quenched FRET) can be used in
conjunction with FAM/SYBR and JOE Channel configurations.

Tube Layout

Tube Layout: If you are using a 72-well system, you may wish to reorganize samples to more
closely match the labeling that you are using on a 9x8 block. The tube layout tab allows you to
label samples sequentially (the default), so that samples are listed in the order they are placed in
the machine, or by every 9th sample (1A, 1B, 1C, etc). This is useful when loading samples with a
multi-channel pipette.

If modifying this setting, you should perform a test run to confirm that the organization option you
have selected works in the manner that you expect.
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Security

The security tab displays information about the Run Sighature. The Run Signature is a non-
reversible key which is regenerated every time the file is changed. If any section of the REX file is
modified outside of the software, the signature and the file will no longer match. Using the
signature, you can ensure that the raw data is not modified outside the application, that the profile
has not been tampered with and that the temperature graph is valid. The signature also protects
against non-malicious corruption, such as file-system errors.

Run Settings i

Generall k achine Optionz I hMezzages I Channels I Tube Lapout

— Eeneral Information ;

Fun Signatures are stored within all newly saved mwns. These signatures, like a was
zeal on a document, guarantee that no changes have been made outzide the
zoftware. If a file iz tampered with, the zignature becames inyalid.

—Run Signature :

The signature iz vahd.

The zignature for thig run file iz valid. The file contentz have not been modified
outzide of the Rotor-Gene software.

ok Cancel Smply

Important: The Run Signature only exists in recent versions of the software. The absence of a
signature in old files does not mean that a file has been modified. However, any new runs you
create should contain a signature and so can be validated. You should treat with suspicion any file
where the signature is invalid.

You can ensure security for your files by making a laboratory policy that all run files must be run
using 5.0.8 or later. Runs performed in this version will display a warning if they have not been
signed, whereas older runs will not. However, all reports will include the version number of the
software, so you can also treat as suspicious newly run files on old versions of the software.
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6.8.2 Temperature Graph

The temperature graph shows the temperature of the samples during a run. As the run proceeds
the Set, Actual and Hold time is shown for each step of the program. When loading an existing
run file, the temperature graph shows the temperature history during the run. The vertical scale is
20-100°C and the horizontal scale is shown in minutes. Use the scrollbar to scroll backwards and
forwards throughout the temperature history.

=
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6.8.3 Profile Progress

This screen shows a graphical representation of the thermal profile associated with the run. When

performing a run, the shaded portion of the window indicates the number of cycles that have been

completed. There is also an estimate of how many minutes the program will take to finish this run.
115 minuie{s] remaming

AR

Skip | AddS Cpcles | Cumanty wineing : Cycling @ Fiegeat 2

2 Profile Progress

There are two further buttons on the window: Skip and Add 5 Cycles. While skip allows skipping
any steps of the profile, the "Add 5 Cycles" button allows adding five repeats to the current step.
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6.8.4

Edit Samples

This window has identical functionality to the sample edit grid in the New Run Wizards, except
that the toolbar functions are also available in the File and Edit menus. This menu can also be
accessed by right clicking over the sample list on the right side of the main screen.

Three menus are given on the top of the screen, File, Edit and Security. The file menu is used to
create a new (blank) sample sheet, open an existing sample template or save sample nhames as a
template for future use. The extension of those files is *.smp. The edit menu allows you to copy
and paste rows in the grid. The security menu allows you to lock the sample definitions.

Given concentration format: This drop down menu is used to choose a suitable format for the
concentration display. Concentrations are automatically formatted in a manner appropriate with
your currently selected locale.

Unit: This drop down menu sets the units of measurement for your assay.

Edit: Pressing this button opens the colour selector. It is possible to select multiple rows when
assigning tubes a colour.
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Reset Default: Click this to reset all selected color cells back to their default color values.

#! Edit Samples _ O] x|
File Edit Security
— Settings

Given Conc. Format : |1.23E+I]5 j it : IEDDiES j Moare Options |
—Samples :
| BIEEIENEE]
C|ID |Mame | Tupe |Groups | Given Conc, | Selected ||
1 INTC Mo ]
B :: Standard A00E+08 Yes
B :: Standard A00E+08 Yes
B :: Standard A00E+08 Yes
B - Standard A00E+07 Yes
B - Standard A00E+07 Yes
- EE Standard A00E+07 Yes
G Standard A00E+06 Yes
G Standard A00E+06 Yes
B s Standard A00E+06 Yes
- E Standard A00E+05 Yes
B s Standard A00E+05 Yes
B s Standard A00E+05 Yes
B 14 nTC NTC Yoz - |
—Page :
MHame : IF'agE'l B | > I MHew | Deletel
IIhda | oK Cancel Help

Gradient: The gradient function allows choosing a gradient from the first to the last selected
color. Several gradients can be defined in a sample setup.

Tab Key: The Tab key can be used to navigate around the sample editor.
New Icon: Clears the sample grid in preparation for data entry.

Open Icon: Brings up a dialog box in which you can select a Rotor-Gene Sample file to import.
Note: A 32-well sample setup cannot be imported into a 72-well setup and vice versa. The
number of samples in the open sheet and the file being imported must match.

Save As Icon: Brings up a dialog box in which you can enter the name and folder in which to
save a copy of the current sample definitions.

Copy Icon: Copies the selected cells.

Paste Icon: Pastes cells which had been selected with the copy command onto the currently
selected position on the grid.
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Excel Icon: Pressing the Excel icon prompts you for a file name. Excel is than opened
automatically with the grid contents.

Sample Types: Samples can be defined as one of several types, listed below:

Sample Type Meaning

None No sample in that position.

NTC No Template Control

-ve Control Negative Control

+ve Control Positive Control

Unknown Unknown sample to be analysed.

Standard Values are used to construct a standard curve to calculate
unknown sample concentrations.

Sample Pages: This new function allows the user to have different sample definitions, and
indeed, separate experiments in the same run. This is useful if you are analysing different
products in different channels. Use the arrow buttons to move between the sample pages. Use
New and Delete to create and delete pages. You can also have multiple sample definitions for
the same channel, if you wish to run multiple standard curves without multiplexing. Simply define
the samples of interest and their related standard curves on separate pages. You will be able to
analyse the single channel twice with each set of definitions independently. Sample pages do not
need to be labelled "Page 1" -- they can be given any nhame, such as "Housekeeper". This name
will then appear in reports.

When viewing the raw amplification plots, you can select which sample definitions to use to
display by the drop-down selector next to the Options button:

T 3 20

Al Scale| Options IF'age j

You can also select the page to use when performing an analysis:
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Analysis E

2 Std Curves [Rel] | Other..
Huantitation I b lt
= Cycling A FAM
o Pagel
e Page 2
Show | Hide |
[ Auto-shiink window

Given Conc.: Shows the concentration for each of the standards defined. The units can be
defined as a decimal or log number. If a dilution series has to be typed in it is only necessary to
type the first two standards. By pressing ENTER, the program automatically adds the next logical
dilution in the series, if there are further Standards defined below.

Line Style: You can modify the style of the line to improve readability of graphs on black and
white printers. You can also add emphasis to certain lines by modifying their style. To access this
feature, click on the right arrow button next to the Edit button:

.j Edit | HesetDefaultl Gradientl

The toolbar will then change to show the default style "Solid". You can change this to "Dashed",
"Dotted" or a number of other possibilities. When you have finished, click the left arrow button to
return to the Edit, Reset Default and Gradient view.

| i

Productivity Tips:

Solid

Multiple-Row Entry: If you need to enter the same information for several rows at once, select
all the rows, then begin to type. The information will be entered into each row. This works for
selecting sample types, choosing colors or entering concentrations.

Sample Type Hotkey: To quickly select a sample type, just enter the first letter of its name. So,
to set 5 samples to be Non Template Controls, select them in the sample type column, then press
N for NTC. All samples will be converted to NTC's.

Note: A complete sample description can be saved as a sample file (*.smp) and loaded into
future runs with the same sample configurationn.
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Suitabilities

Sample page suitabilities allow users to match sample pages to channels. In a SYBR Green
assay, for example, all page definitions are applicable to the FAM channel, since there is only a
single setup. In a relative quantitation assay, however, the sample page for the Gene of Interest
may apply to the FAM channel, and the Housekeeper to the JOE channel. In this instance, setting

up Suitabilities reduces the number of analysis options available to those that make sense for the
particular assay.

The sample suitability screen is shown below:

1 sample Page Suitability x|

Sample Page Suitabilities enable you ta hide zample pages

I \When they are not relevant in the curent context. For example,
by defining a Sample Page to apply only to the JOE channel,
o will not be prompted o gelect it during an analvziz of a
Fatd ASvbr channel. Thiz feature iz of particular use for users of
multiplered azzays.

Page : |[EREY =

— Suitabilities for Selected Page :

" Always dizplay this sample page.

= Orily dizplay thiz zample page when analyzing
data acquired on the following channels ;

A Fam .
O.ce

E RO Save & Cloze |
E_','E -
= = Heb |

Tip: When setting up an assay, create all of the sample pages and suitabilities, then save them
as a template. This reduces the amount of setup required for each run.
Groups

Sample groups allow you to calculate statistics for an arbitrary collection of samples. Unlike
replicates, which must have identical names, samples can have any name, can be positioned
anywhere in the rotor and can belong to multiple groups.

To define a group, type the full name of the group next a sample and then press ENTER:
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=
File Edit Format Securiby
— Settings
Given Conc. Format I j | it IEDDiES j kore Options |
—Samples :
ITreated
C|ID |Mame | Tupe |Groups | Given Conc, | Selected |«
H3 MHone Mo
H4 MHaone Mo
H& MHaone Mo
HE MHaone Mo
H? | Tizzue Inknoan Mo
H2 | Tizzue Inknon Mo
I Tizzue Inknon Mo
2 | Tizzue Inknon Mo
|3 Lung ko Ma
|4 Lung ko Ma
15 Lung ko Ma
|6 Lung ko Ma
I7 MHone Mo
1] Maone [ [a] :l
—Page :
Mame: |Page 1 « | > I MHew | Deletel [T Synchronize pages
IIhda | oK | Cancel Help

The group editor will automatically appear:

&= Edit Group x|

[araup Properties :

Code: ITF!E.-’-‘-.T ok
M arme: ITreated Cancel |

Help |

Define a suitable abbreviation, then click OK. You can now use the abbreviation to set up groups.
Groups have aggregate results calculated automatically in any analysis, such as average value
and 95% confidence intervals.

fli Quant. Results - Cycling A.CH1 (Page 1) T j -0l x|
Mo, | M ame | Type | Ct | Fiven Conc [Eopl Calz Conc [EUpiEl EWar | Rep. Ct | Rep. Ct Stcl Rep. Ch[95% EI::I
16 Treated | Group 703 1.79 [6.71,9.47]
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6.8.5

Display Options

The display options menu is shown below:

Yiew Window Help

Run Settings
Temperature Graph

R @ i =

Settings Frogress

Profile  Temp.

Samples

Profile Editor
Frofile Progress

Samples. ..
Gain Calibration. ..

Display Options

Shiow ak Most 2 Analysis Windows

Show at Most & \Windows

Reset All "Don't Show This Message Again® Dialogs

Show at most two analysis windows: This option ticked shows a maximum of two analysis
windows at once. By performing a quantitation analysis, three windows are opened by default. If
more than six or seven windows are opened at once, the overall view might not be clear. This
option ticked will close the first analysis window and replace it with the last opened analysis
window. If the option is unticked more than three analysis windows can be displayed. In the
example below, the maximum of two windows is displayed. Opening another analysis will cause

one analysis to be closed:

4§ Rotor-Gene VIRTUAL MODE - M08 QL s

B frahii fun Gan ew Windom Help

A ™ H| o @ @ @ b= C

[charcets | o3 cpdngacnn o cpdeg Aoz

I
Sertings Progress  Profis

 # it Cescrimination AnatyslE (= 1

BB e Pt 4 | pMoee Settngs...

paorm . Flaoro

[C\;".'WQEHI « M Hariosrs
E A CHE - O cies

[+]

2 [ ® e
Bcipt Soale Bubo-Soas

[ e ecriminath =I0ix]

C| Hame
Helerazpns  Hsteiongous

=B

G d e

Heteraygon: H
Wik s ikl e
I Heierampaon  Hsleiorgous

Heteraopgar:  Histemogous

FIEIEICEECE

16|
L] Ll
BarkOn | BakOB |

HaredDn | AllDn | ANOH

Sk 1y
widipe  Widype Et Sangles
W Hwen Muaon Discrimination Thenshebd
Wiz Widyge Tsha: o2z 3
4 Ebminate Cycles [1 = |
Flokor-Gieres Analytis Sofvrers VB0 [Bukd 1] -~ [vmTUAL MODE

Show at most 6 windows: To improve readability, the software removes unused windows when
new windows are opened. This option is enabled by default, as it keeps the Rotor-Gene work area
clear. You may, however, need to see more than 6 windows at once, in which case you should

uncheck this option.

Reset all "Don't Show This Message again" Dialogs: This window forces the software to re-
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6.9

6.9.1

display all dialog boxes again. These include messages about suspicious settings which you may
have previously set to not display again. This might be useful if a new user is now using the
machine who is unfamiliar with the Rotor-Gene or the Rotor-Gene software.

Security Menu

The Rotor-Gene software contains features that enable it to operate securely in a diagnostic
environment. When correctly configured, the Rotor-Gene software can ensure the following:

Access to the Rotor-Gene equipment or the analysis software is restricted to user groups
Madifications to run files are logged

Unauthorized modifications are detected (signatures)

Templates used to perform runs are logged

Sample names are protected

Integration with Windows Security

To provide a strong level of accountability, the Rotor-Gene software does not manage security
internally. Accounts, groups and passwords are all managed using the Windows inbuilt security
model (Windows NT Security). Integration allows the same password that provides access to
network files and programs to control Rotor-Gene access, meaning less administration. In larger
organizations, for example, network administrators can easily remove access to users leaving the
company due to the centralized security model.

By virtue of this, setting up the Rotor-Gene software securely primarily involves configuration of
the Windows security roles according to best practices.

Prerequisites

To use security, you must be running Windows NT4 Service Pack 6, Windows 2000, or Windows
XP Professional. The security features cannot be used with Windows XP Home, as it does not
have the fine-grained access model used by the software. You must also have installed the
software with the "Force Authentication through Windows NT Logon" option.

NOTE: The Security Menu will not appear if you are logged into a Linux Samba domain.
You must have either alocal logon or a Windows Server to use the described security
features.

Configuration

This section describes how to set up the system to run the Rotor-Gene software securely.

To use the Rotor-Gene security features, you will need to have installed the software with the
"Force Authentication through Windows NT Logon" option. This queries the Windows domain for
your access level and credentials, and is essential for providing the accountability and security
features.

Don't Run As Administrator

Most users run their computers as ‘Administrator’, with no password. While this is convenient, it
makes it impossible to determine who is using the computer. This eliminates accountability and
prevents many of the Rotor-Gene security measures from activating. When running as
Administrator, all of the software features are enabled. This ensures that users who do not need
security features will not be unnecessarily surprised with restricted access to features they
previously used.
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Creating a New User Account

You should create user accounts for each user of the software. For each user, repeat the steps
below until all accounts have been created.

To create a new user, click on Start, choose Settings, then Control Panel:
21 x|

Users ] Advanced |

Lse the kst below ko grant or deny users access bo your
compuker, and ko chanoe passwords and other settings,

Izers For this computer:
User MNams Do &N Erau
L ¥t fdminiskrakor STEMW Administrabors
7 Guest STEW Guests
Wse_NEWLAPTOP  STEW Guests
lgI'l.-'-.-'.'fll""'l_I"-.IE‘I.-'-.-'L.':'.F‘TOI:' STEW Guests
] matthewz STEW Admiréstrators
add, .. Remove Properties
Password For Administrator
To change the password For Administrataor, click Set
el Password.
Set Password... |

Double-click "Users and Passwords".

Click the Advanced tab, then click the Advanced button highlighted below:
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Users and Passwords 7| x|

Users Adwanced |

— Certificate Management

3o Use certificates to positively identify wourself, certification
=] autharities and publishers.

Mews Certificate. .. Certificates

—advanced User Management

Local Users and Groups can be used to perform advanced
user management tasks,

—Secure Book Setkings

It is recommended that vou require users ko press
Ctrl-alt-Delete before logging on, This ensures passwiord
security and helps protect the system From harmful
programs,

¥ Require users to press Chrl-Al--Delete before logging on.

Ik Zancel Gpply

In the window which opens, select the users folder. Right-click on the right-hand window and
select "New User".

98
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JRI=TEY
J Ackion  Wiew |J e o= | | | EY

Tree I Mame | Full Mame | Descripkion
Local Users and Groups (Local) m.ﬁ.dministratnr Builk-in account

5] Users

ganalyst
%Guest

G UsR_MEWLA. ..
G rvam_NEWL. ..

Qmatthew
muperatnr
mtestuser

sk _NEWL. ..

Mew User, .,

Rotor-Gene analyst

Inkernet Guest Account
Inkernet Guest Account
Matthew Herrmann
Faotor-Gene Operaktor
Rotor-Gene Analyst and ...
V54 Server Account

Creates a new Local User accounk

Refresh

Exportk List, ..

Builk-in account
Biuilk-in account
Builk-in account

Account For the

I

View

k

arrange Icons  k

Lime up Icons
Help

Enter a username and password. By default, the user will be created with normal access
privileges. This means they will be able to run software, but not install new programs or change

system settings.
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2l x]

Uzer name: Inewuser

Full harmne; INEW User

Description: I

Paszwaord: Ixm

Confirm passward: Ixm

¥ User must change password at next logon
™| Uger cannot change passward

[T Fazsword neven expires

[T Accourt iz dizabled

Create I

Cloze

Click Create. You can now log on as this user.

Assigning Roles to Each User

You should now assign roles to each user. Access is divided into the following areas:

Operators.
None — Access to the software is denied.

Rotor-Gene Operator — Can perform runs, but cannot generate reports or perform analysis.
Rotor-Gene Analyst — Can analyse run data and generate reports, but cannot perform new runs.
Rotor-Gene Operator and Analyst — Has the capabilities of both roles

Administrator — Can unlock sample names, and perform all operations of Analysts and

To assign roles, log in to Windows as an Administrator, or use the Rotor-Gene Logon window to

open the software and log in as a single step:

#vPun Rotor-Gene As Other User

Darnain |CORBETT
Uzermname Imatthew
Paszwiord I

Cancel

X
fil3
=

Then, once the software is open, click on the Security menu. The first time you run this, Rotor-
Gene will configure a number of system groups which will control access to the software:

© 2004 Corbett Research



101 Rotor-Gene

5

® RG Groups do not exist on the damain, Would you like them ba be createad?

Click Yes. The main security window will then appear. In the top pane, all the users on your
computer are displayed. Some accounts are used by the system, and so will be unfamiliar. The
bottom pane shows the groups assigned to the user:

fieUser Admin | x|

Curent Usar matthaw

Uzers

r i Adrmirisistor
My Guest
IUSR_MEWLAPTORP
[afabd_NEWLAFTOP
M4 matthew

VUSE_NEWLARTOP

- Groups
Dramain Groups - Selected Lzer's Groups :
RG Operstor Administrators
RG Analst >

ShowhAdvanced | Clse |

To assign a group to a user, select the user's name from the list. The bottom pane will update to
reflect what roles the user currently participates in. If the user has no groups, they will not be
available to launch the software. In this example, we assign the user "matthew" access under the
RG Analyst group by selecting the group on the left-hand side, then clicking the [>] button. Groups
can be removed by selecting them, then clicking the [<] button :
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s User Admin

_ﬁi:

Cusrent Uzser  malthew

£] Guest
SIUSE_MEWLAPTOP
& A _MEWLARPTOR

- Groups
Doz Groups : Selected Uzer's Groups :
Administratons RG Analyst
RG Dperstor

Show Advanced I Cloze E _

We now log in as this user. As an Analyst, the Run menu and the profile control options are
unavailable. However, existing files can still be opened and analysed, as shown in the image

below. The status bar indicates that the user "STEW/matthew" is an RG Analyst, thus explaining
why some functionality is unavailable:
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% Rotor-Gene YIRTUAL MODE - otc-B63-26-Feb-2004-normal-new-samples-end-of-rotar-100 8 = |l'.fl|5]
Eile Analysis Gain Wiew Window Help
= H| @9 J“‘““" 2B U0 9w A3 = .
Open Save | Help Settings Profile  Temp. Samples Analysic Reports Arrange
| Channels 4 Melt A FaM | 2 Mokt BFAM | o] Mek CFAM | “E|
M Melt Curve Analysis - Melt AFAM (Page 1) i _ |0 x| | Page: Pags 1
2 Al
A @ p=
Reports  Results | Genotypes a3
dF T A
5| A5
AR
A7
: AR
4| | 3
Bank On B ank OFf
Named On | AllOn | Al Dif
ﬂ a5 =0 Z05 = s oo Edit Samples...

Peak Calling
I ¥ Flip sign of dFAdT

Threshold : I ll
fore N

Adjust Scals Auta-Scals

Mo, [Name | Genotype |Peak 1 [Peak 2

Gl ale50 S0.6E
G2 alc50 5064 Peak Bins
G3 alc50 5064 Wame | Vahe |
Gd atcsl S066 -
G5 aleTE 506 E1.55 =
| FiotorGene Analysis Software V4.7 [Buid 1) | VIRTUAL MODE | Curtent User: STEW /matthew [RG Analyst) 7

By logging in as an Administrator again, we can assign "Operator" rights to Matthew and launch
the software again. This time, the Analysis and Reports options are missing, and the Run options
are enabled:
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% Rotor-Gene YIRTUAL MODE - 2004-03-22 (1) ] _||:||5|
File Run Gain View Window Help
HEG@@@‘IM%‘:EHHW#@,

Mew Opes Sawe | Stark Pause Stop | Help Setbings Progress Profile  Temp,  Samgples Arrange

| Channels El

Tremeermwe 101 x]| Poge: Poge

AL v o
A2

190

{40

00:00 0001 0002 0003 00:04
J

Set ;4900 Actual: 375 Hold For: 300

£3 Profile Progress i
230 minute(s) remaining.

A P R S R e e

e B7f

4| 3
Bank On | Bank OfF
Named On | AllOn | All O

- Edit Samples...

Skip | Add 5Ll ICurlenIiy mirning : Hald

| FoforGene Analysiz Software W47 [Build 1) |'1-"IFIT AL MODE | Current Uzer: STEW fmatthew [RG Operatos) i

The status bar indicates that the user "STEW/matthew" belongs to the "RG Operator" role.

If you log in as Administrator and remove all groups from the user Matthew, the following
message will appear when opening the software:

Rotor-Gene x|

You have insufficent ghts to wse the software, Please conkact the domain sdrmnistrator ba set up groups.

6.9.2 Running Multiple Users On Same Computer

To use the Rotor-Gene software with multiple users, you should create a user account which does
not have access to the Rotor-Gene software. Log into windows using this account, so that users
cannot anonymously access the Rotor-Gene instrument.

By using the Rotor-Gene 6 Login, users can open the Rotor-Gene software under their user
account:
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e
£l -

Rotor-Gene &

Login

Enter your username and password in the provided box:

x
Domain: [CORBETT
Usemarne: : Imatthew Cancel |
Paszword : I

The domain is either the computer you are logging into, or the name of your local network.
Consult your network administrator as to which you are logging into.

TIP: When you log into the Rotor-Gene software, all of the user files will be available for
that user. You can therefore ensure that each user saves files into their own area. If set up
correctly, this is the highest form of security that can be provided.

TIP: Each user should log out of the Rotor-Gene software after their run has been
completed to prevent other users from performing a run in their name.
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6.9.3 Audit Trails

Each time a file is saved by a user, their details are recorded in the Run Settings under the
messages tab as Security Audit Trail Summary and Security Audit Trail Detail:

% Rotor-Gene ¥IRTUAL MODE - utc—BE3—26—FEb—Zﬂ[H—nnm‘lal—nen—samples—end—nf—rutjdr = |I:I|5]
ile Fun Gan  View Window Help

e a0 :Jm&w S & B 1 7 5

Mew Open Save | Skart Pause Stop | Help Settings Frogress  Profle Temp,  Samples  Arrange

| channets 4 Melt A FAM | 24 Melt B.FAM | 74 Mek CFAM =
|hamnst o3 MeltAFAM | o Mo 8.7 | o Mk CFM |

Page: Fage

Eamrall Machine Dplions  Messages ] I:I'Imalsl Tube La_-..u:mt] Sqmih-l

=
| TempCal Set Temp = 50, 75, 95
“ TempCal &pphed Temp =51.1, 76.9.97.9
#- fako Caliorafion Log Messages
EI Secunty Audit Trad Surimarny
i Saved At 22/03/2004 10:33:50 AM By STEW /malthew
- Secunty Audit Tral Detal

Bank On | Bank Off
Mamed On | Al On | All Of
Edit Samples...

| Fiotor-Gene Analysis Softwars ¥4 7 [Buid 1) | VIRTUAL MODE | Current User: 5TEW/matthew [RG Operator) A

This can be used to monitor who has modified the contents of a file. The Security Audit Trail
Detail contains more detail, such as the unique identifier of the user. This identifier is important to
avoid a user creating an account with the same name on another computer and thereby
impersonating another user. In this case, the user names will be the same, but the account id's
will be different.

The identifier for the account STEW/matthew, S-1-5-21-790525478-... is shown in the details:
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% Rotor-Gene ¥IRTUAL MODE - utc—BE3—26—FEb—Zﬂ[H—nnm‘lal—nen—samples—end—nf—rutjdr = |I:I|5]

ile Fun Gan  View Window Help
@'st’t‘: o H I W TG

=2 6@ @ & O
Mew Open Save | Skart Pause Stop | Help Settings Frogress  Profle Temp,  Samples  Arrange

Channels 2 Melt A FAM | 2 Melt B.FAM | 54 MeX CFAM =
|hamnst o3 MeltAFAM | o Mo 8.7 | o Mk CFM |

Eamrall Machine Oplions  Messages ] I:I'Imalsl Tube La_-..u:mt] Sqmih-l

& General

El Ao Calbration Log Messages

#1- S ecuity Audit Tral Summang

=1 Secunty Audit Trad Detad
| e F2004 10:38:50 AM By STEW /matthew [S-1-5-21 -7

A | 3
Bank On | Bank Off
Mamed On | Al On | All Of
Edit Samples...

| Fiotor-Gene Analysis Softwars ¥4 7 [Buid 1) | VIRTUAL MODE | Current User: 5TEW/matthew [RG Operator) A

6.9.4 Run Signatures

All of the audit trail is stored within the Rotor-Gene run file. Conceivably, this file could be
modified by a malicious user to remove any trace of their actions. The best defence against such
damage is to keep the files in a safe location. This can be done by setting up Windows accounts
to only have access to certain files. However, when files are being stored in a shared area, Run
Signatures can provide an extra degree of security against such modification. Here is a
screenshot of the Security tab in Run Settings, with a signed run file:
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% Rotor-Gene ¥IRTUAL MODE - otc-B63-26-Feb-2004-normal-new-samples-end-of-rotar110 o [w] S
File Run Gain View Window Help

0 2 H[0 06 0(0 .o o B 1 & 3.

Mew Open Save | Skart Pause Stop | Help Settings Frogress  Profle Temp,  Samples  Arrange

.I.Cl'mmsh 29 Melt AFAM | 29 Melt BFAM | 29 Mek £ Fau -nEl_I

Page: Fage

— General Information :
====1 Run Signatures ara stored within all newly saved minz, Thess signatures,
lilke & wax seal on a document. guarantes that no changes have been
made outzide the software, IF a file iz tampersd with, the signature becomes
irnvalid.

— Fun Signature -

The zignature is valid.

The sigrature far thiz run file iz valid. The file contents have not been
Gy modied autside of the Rotar-Gere software.

AR AR A S SRR AR A R R

A | 3
Bank On B ank OFf
MNamed On | AllOn | All O
Edit Samples...

|Hutc:r-EmeAnalysis Softwane ¥4 7 [Build 1) |'1|!'IFITU.|'1'-.L rODE |I:urent Uzer: 5TEW fmatthew [RG Operator)

B

The Run Signature is a long word generated each time the file is saved which is linked to the
contents of the file. For example, the signature for this file is
"517587770f3e2172ef9cc9bd0c36c081". If now opened in notepad, and the run date is changed 3
days earlier, the following message appears when the file is reopened:

Bad Run File Signature ]

The loaded n file containg a signature which dosz not match the fle contents.
Thiz means the file has either been comupted. or tampered with snce it was
waitken by the Rotor-Gens software,

Fiur file signing ensunes the integnty of your run resuls, Information about & nun's
signature can be found m the Bun nfo window,

Run file signatures were introduced in version 5.0 of the Rotor-Gene software. Old run files will
therefore, not contain signatures. You should treat with suspicion, however, any new runs that
have been performed which do not contain a signature:
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6.9.5

% Rotor-Gene YIRTUAL MODE - b-actinl3 ] o [w] S
File Run Gain View Window Help

0 2 H[0 06 0(0 .o o B 1 & 3.

Mew Open Sawve | Skark Pause  Skop Help Settings Frogress  Profle Temp.  Samples  Arrange

Il:l'lamsls 24 Cyeling A.CH1 | 7 Cycling ACH2

— General Information :
====1  Run Signatures ame stored within all newly saved iuns, Thess signatures,
lilke & wax saal on & document. guarantes that no changes have bean
rmade outzide the software, IF a file iz tampered with, the signature becomes
irvealid.

— Fun Signature : i

SEEe

There is no signature. 10
® There iz no signature available for thaz run, Runs saved in previous

verzions may not be signed. This means the file contents can not be 12
guaranteed as free from unauthonsed modiication, e
e

&6
1] | 3
Bank On B ank OFf
MNamed On | AllOn | All O
Edit Samples...

|Hutc:r-EmeAnalysis Softwane ¥4 7 [Build 1) |'1|!'IFITU.|'1'-.L rODE |I:l.lrent Uzer: 5TEW fmatthew [RG Operator) 4

Sample Locking

In a diagnostic environment, it is important to ensure that sample names are not accidentally or
intentionally changed once an operator has started a run. To allow for this, the Rotor-Gene
software provides a sample locking mechanism. The sample names can be locked by any user,
but can only be unlocked by an Administrator. Since most users run their computers in
Administrator mode, this option will be of limited use unless the computer has been configured
securely as described in the previous sections.

Tip: If you intend to lock samples, do not run the software as Administrator. Create an
account with RG Operator and RG Analyst access, and do not make the Administrator
password publicly available. Users will then require your authorisation to unlock files that
contained mistakes.

Samples can be locked before starting a run when using the Advanced Wizard, by clicking "Finish
and Lock Samples":
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Newhunwizard ]
— Seftingz :

Given Conc. Format = | | Unit: Im | More Dptions ]

Samples :

B | Edi | ResetDefout | Graden | _

C I |Name | Type | Groups | Givven Cone. [£=]
A1 (JOEE3 A LInknowin t'......j
A2 |JOEE3 B LIk %

:: JOEE3C Unknown Y

24 JOENTC Unknawn Y
AR Urkniower k

l AR Unknown k
BT Inknowm F

B A8 Urkncwn F
Bl Unknown 1

1 3

~ Page:
Marme ; ]F'age'l 4 | i | M | Defel:el
SkipWiad | <<Back |  Finsh | Finish andLock Samples

The following warning will appear. Click Yes to confirm.

Rotor-Gene x|

& Lock the samples? Onky administrators will be able ko unlock them once this has been dane.

Upon editing the samples in the Sample Editor, all editing functionality will be disabled:
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Rotor-Gene
ol x|
File Edt Securky
— Setiings |
Given Conc, Fomat : [ j Urit : I'- pie j Hare Options 1
—Samples :
IEEEIEEE
C|ID |Hame | Type |En:u.|:|s |Eiven Conc. jE .j
A1 JDEE3 A Unknown 1|
A2 JOEE-3 B LInkricosn )
A3 JOEE-2C nknown Y
A4 JOE NTC Unknown b
AR Urksowin g
= A6 Urknowr }
a7 Unknowin r
A8 Unknown P
- EL Unknown 3
- [H IInknomsn I
- B3 Unknown P
| L Unknowin b
BS Iinkrician =
EI | _>l_|
Page :
e I [ [
Unde | oK Cancel | Hep |

Sample Locking can also be toggled inside the Sample Editor. However, unless you are an
administrator, the Sample Locking menu item cannot be toggled once it has been set:

T | Secority

‘onc. Format:

As before, it is possible for users to modify the run file and remove the locking flag. However, as
an unauthorized change to the file, this will again break the run file signature, alerting you to the
violation.

Locked Templates

In a diagnostic environment, it may be a requirement that all runs be performed by launching a
specific template file. This template may be stored on a network drive where users cannot modify
data. Users still have the possibility of running their own profiles, however. To account for this, the
Rotor-Gene software stores the name of the template file that was run, accessible via the Run
Settings menu in "Other Run Information™:
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6.10

6.11

Other Pun Fur lile has avald signature.
|formation : Templabe was nol signed.
Jzing ¥2-well carousel.
Charnek zaved for this run:
Created with template
' AProg'W eisicnedirotorgensirnanhT emplatac s narmal. st
FRur k& currentl in progness
Started al 22/03/2004 10:57:45 Ab4

It is not currently possible to create read-only template files through the Rotor-Gene software
interface. However, templates, such as those used for the Temperature Verification Rotor can be
locked by the development team by placing a request on our support address
support@corbettresearch.com. Functionality to lock templates within the software is scheduled for
a future release.

Gain Menu

Here, you can view the Gain Settings for the current run and modify them if the run has not yet
been started. Use the Up/Down arrows next to each text field to modify the fields without needing
to enter in a value with the keyboard. Click OK when you have finished.

£
Famesybe  [5 =

JOE =

ROX 5 |-

S

o =]

Sets the Gain of the specified channel before running a program. Gain settings will be retained
from the last run.

Change gain during the first ten cycles: This new software version also offers the possibility to
change the gain during the initial cycles. A red line will be drawn in the appropriate channel
showing where the gain has been changed. The cycles before the gain has been changed will be
excluded from analysis.

Window Menu

This menu allows you to tile the window either vertically, horizontally or arrange windows in a
cascade. A further option of tiling windows is found under Arrange in the tool menu.
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6.12

6.12.1

Help Menu

The Contents menu brings up the help menu. What's New gives a brief overview of new
features added to the previous software release. Selecting Website will open the site in a new
browserwindow. About Rotor-Gene gives miscellaneous information about the connected
machine, the serial number of the Rotor-Gene and the software version.

Send Support E-Mail

The Send Support Email option in the Help menu allows you to send a support email to Corbett
Research which contains all relevant information from a run. The Save As option will save all the
information to a file which you can copy onto a floppy disk or across a network if you do not have
access to e-mail on the Rotor-Gene computer. Technical support is available via phone on +612
9736 1320 or email at support@corbettresearch.com.

send Support Email x|

Logz of the following experiments have been recorded. To zend a
zupport e-mail, pleaze select the experiment from the list below, then
click Email. 'ou can zave the report onta a dizk if this computer has
no intermet access.

E speriment | [ ate Created .
{5vBR Run 2004-10-01 2990/2004 11:17:39 Ak

Mote: To zave dizk space, anly the 40 most recent runs are stored.

= =t
Cloze |

Save bz E mail

General Functions Used Over Several Windows
Opening A Second Run

While performing a run, it is possible to open and analyse runs which were performed earlier.
Note that several functions like New or Start Run are not activated in this second window. Even
closing the first window will not bring up these functions. A new run can only be started from the
first window, once the first run has finished. If a run must be started from the second window, it
needs to be closed and reopened to access the appropriate functions.
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Spanner lcon
2

Clicking the spanner icon at the bottom left-hand corner of each window brings up a number of
miscellaneous options. These tools can also be accessed using the right mouse button on the
graph directly.

Change Scale. ..

Bukoscale

Select All Mamed Samples
Expoart ko JPEG. ..

Export to BMP. ..

Prink...

Digital Filker. ..

Shiowe Pinpoinker

Grouping g

Scaling: See above.

Export to JPEG... Saves the graph in the JPEG image format and Export to BMP... saves the
graph in Windows Bitmap format.

Print: This function allows for the current graphic screen to be printed.

Digital Filter: Modifies the currently selected digital filter on the graph. The digital filter smoothes
data using a sliding window of points. To open the window, click the right mouse button over a
window containing data.

i select digital filter for graph 5[
|N|:|ne

b edivirm
Heawy

Cancel |

Show Pinpointer: Opens a window with exact coordinates of the current cursor position.

Grouping: Visually groups samples which have been given identical names. This can be useful
on full rotor runs. Toggling this option has no impact on calculated values.

Dragging with the Mouse: Once a region has been dragged with the mouse, the following
options are available:
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Select Only These Samples
Deselect These Samples
Lo0ar

Cancel

Select Only These Samples: Samples not contained in the highlighted region will be deselected.
Deselect These Samples: All samples in the selected region will be deselected.

Zoom: Zooms to the highlighted region of the graph. Clicking Default Scale will zoom out again.

7.3  Scaling Options

Adjust Scale will bring up a window in which you can manually enter a scale, or interactively
select one. To chose this option simply press the right mouse button over the appropriate screen.

Adjust Scale X|

b awimoum ;{110 ﬁ
Mitiirnarn ; IU ﬂ
2]

Auto-Scale attempts to fit the scale to the maximum and minimum readings in the data.

Default will reset the scale to display from 0-100 fluorescence units.

7.4 Abbreviations

BHQ Black Hole Quencher
Comp. Quantitation Comparative Quantitation
LCD Liquid crystal display
LED Light Emitting Diode
PMP Photomultiplier

Quant. Settings Quantitate Settings

.REA Rotor-Gene Archive File
.REX Rotor-Gene Run File
.SMP Sample File

Std. Curve Standard Curve
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SYBR-Green | is detected on the preset FAM/SYBR channel, which has a channel configuration

of 470nm/585hp.

Dual Labeled Probes

Fluorophores Excitation Maxima Emission Maxima Recommended
Filter Setup
5-FAM, 6-FAM: 495 520 FAM/SYBR
Channel
JOE 520 548 JOE Channel
TET 521 536 JOE Channel
VIC 524 555 JOE Channel
Yakima Yellow 525 548 JOE Channel
HEX 535 556 JOE Channel
Cy3 550 570 470/585 hp or
530/585 hp
TAMRA 555 576 530/585 hp
ROX 575 602 ROX Channel
Cy3.5 581 596 ROX Channel
Texas Red 596 620 ROX or Cy5
Channel
Red 640 625 640 Cy5 Channel
Cy5 649 670 Cy5 Channel
LC 705 685 705 Cy5 Channel

For multiplex reactions we recommend using FAM, JOE, ROX and Cy5, since these fluorophores

give a cross talk less then 1% after optimization.

Quenchers to be used for the above dyes:

BHQ-1: 480 — 580
BHQ-2: 550 — 650
BHQ-3: 620 — 730

TAMRA for FAM or JOE (VIC)

FRET Analysis
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FAM and JOE, for example, should be detected on the above mentioned channels (quenched
FRET). If Cy5 is to be detected (normal FRET), the filter combination should be configured as

follows:

FAM-Cy5, FAM-LC 640, [470/610 hp FAM-BHQ1: FAM/SYBR
FAM-LC 705 Channel
JOE-Cy5 530/610 hp JOE-BHQ1: JOE-Channel

9 Troubleshooting

9.1 LogArchives

The software keeps an unmodified record of each run, along with diagnostic information in its Log

Archive repository. By using the Help, Send Support Email option, you can send an email with all
the diagnostic information the Corbett Research support technicians require:

See the section Send Support Email for more information.

Send Support Email

Logz of the following experiments have been recorded. To zend a
zupport e-mail, pleaze select the experiment from the list below, then
click Email. 'ou can zave the report onta a dizk if this computer has

no internet access,

X

E speriment

| [ ate Created

(SYER Fun 2004-10-01

29710720008 11:17-39 A

Mote: To zave dizk space, anly the 40 most recent runs are stored.

Save bz

=

E mail

Cloze |

9.2 Troubleshooting Run Files

To troubleshoot runs which did not perform as expected, enter the Profile Editor and ask the

following questions:

© 2004 Corbett Research




Troubleshooting 118

9.2.1 Initial Denature Step

Is the initial hold temperature and time for the Tag Polymerase used appropriate? Check
the manufacture's description of the enzyme. The recommended temperature is 95°C and the
times can vary from 2 min to 15 min, depending on the enzyme used.

9.2.2 Cycling Profile

Have 50 pl volumes been run on the Rotor-Gene?

The Rotor-Gene is calibrated for 20 — 25 pl, in which case we recommend a denaturation time
during cycling of 15 seconds. Some protocols specify 50 pl reactions in which case we
recommend increasing the denaturation time during cycling to 30 seconds.

Is the denature temperature appropriate? Most double stranded DNA has melted at 95°C. In
some cases temperatures from 90°C to 94°C may not denature the DNA properly. Due to partially
denatured DNA, the accessibility of primers and probes could be reduced and could therefore
reduce the reaction efficiency of the assay.

Is the denature time appropriate? 15 to 20 sec is usually enough to denature the amplicon,
however, longer products might need up to 30 sec. A denature time of 60 sec is usually not
required.

Is the annealing temperature and time appropriate? Check the Tm's of the primers and
probes. The annealing time for SYBR-Green | is around 20 to 35 sec. Dual labeled probes are
often run as a two step profile where annealing and extension steps are combined. In this case
the annealing/extension step is between 45 and 60 sec and the temperature is usually 60°C. For
FRET probes the annealing step is between 20 and 30 sec.

Is the extension temperature and time appropriate? Check the recommendations of the
manufacturer's Taq Polymerase. For a product less than 300 bp the recommended time is
between 15 and 30 sec.

At what step have data been acquired? For SYBR-Green | data should be acquired at the end

of the extension step. Dual labeled probes are often run as two step assays, with data acquisition
on the lower temperature step. For FRET assays, data should be acquired at the annealing step.

If in doubt about the appropriate data acquisition point, data can be acquired at several steps for

comparison. If no raw data can been seen on the screen at all, go to edit profile and check if data
was acquired at least at one point.

9.2.3 Melt Curve Analysis

Has a hold step at the same temperature as the beginning of the melt been inserted before
starting the melt curve? If no hold step has been used before running a melt curve, the results
in the melt curve analysis could be a steep increase in the first few cycles making the actual melt
peak hardly visible.

For SYBR-Green | melt curves; was the melt curve run to 99°C? Some amplicons melt higher
than 90°C. The expected melt peak might not occur, due to the fact that DNA has not melted.
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9.24

9.25

9.2.6

Gain Settings

Have the appropriate gain settings been chosen? In some cases it has been observed that
curves in the raw data went off scale resulting in a straight line at a fluorescence of 100. Although
guantitation of most data can still be performed, the gain should be reduced to a setting, where
the raw data does not go off scale.

In some cases it has been observed that fluorescence signal is off scale even at the first cycle,
thus appearing as if no data is being acquired. This indicates that the gain has been set too high.

If a straight line at a fluorescence of 100 at the beginning of a melt curve is observed, the melt
curve should be re-run using a lower gain. There is no need to repeat the amplification as SYBR-
Green | or FRET samples can be reused to a certain extent for melt analysis.

Have the appropriate Quantitation Settings been chosen? In some cases it has been
observed that the raw data show a perfect amplification but no data can be seen in the
guantitation screen. Setting the NTC Threshold to zero, and disabling the Reaction Efficiency
Thresholds will show all data. The Quantitation Settings can be used to exclude small changes of
fluorescence, due to probe degradations or other probe related effects, which do not show true
amplification but rather a steadily increasing line.

If the quantitation curves can be excluded with minimal Quantitation Settings, the gain for the
next run should be increased. Note: The gain setting has no influence on the actual data, the
expected fold increase will be similar.

General Setup Conditions

Has the appropriate setup been chosen for the Rotor-Gene? To check, go to file menu then
to setup and tick the appropriate boxes. If in doubt about the meaning of any other the settings, or
if setup is not accessible, please contact the distributor.

Has the appropriate rotor for the run been chosen? At the beginning of the run wizard, ensure
that the selected rotor corresponds to the one installed in the Rotor-Gene instrument. Selecting a
mismatched rotor setup will result in the loss of the data from every second sample (when running
a 72-well rotor but having selected the 36-well setup) or incorrectly labelled positions (when
running a 36-well rotor with the software configured for the 72-well rotor).

What version of the software is used on the Rotor-Gene? The software development for the
Rotor-Gene is ongoing. Check our website for additional information. Make sure that a recent
version is uploaded and used.

Run Settings

If samples are not detected check also the channel setup. Make sure data has been acquired with
the appropriate excitation and detection filters. This is particularly important when user defined
filters have been set up.

What if all the above mentioned conditions were right, but the assay did not look as
expected or did not work at all? In the restricted area of our homepage there is a file called
"real-time summary". Steps are suggested on how to optimize SYBR-Green |, dual labeled probes
and FRET reactions. In general, the expected fold increase of a SYBR-Green | reaction is
between 5 and 50 times and a dual labeled reaction between 2 and 10 times.
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Regional Settings In Windows 98

On some computers, the regional settings are configured in a contradictory manner which causes
a conflict within the Rotor-Gene system. The problem occurs when different decimal settings are
used for currencies and numbers. For example, if numbers are displayed in a "123 456,789"
format, but currencies are shown as "$299,192.20", then there is a conflict, since the number
"20,123" is ambiguous. On Windows 98 machines, this prevents the Rotor-Gene software from
correctly interpreting numbers. This problem does not occur on Windows 2000.

To correct this setting, please follow the following steps. The names of these options may be
different in your system's language.

Click on the Start Menu.

Click on Settings.

Click on Control Panel.

Double-Click on Regional Settings.

Double-Click on Regional Options.

Click on the Numbers tab.

Note down which is the Decimal Symbol, and which is used as the Digit Grouping Symbol. On a

German system, for example, the comma (,) will be used for Decimals, and the period (.) is

used as a Digit Grouping Symbol.

o Click on the Currency tab.

e Change the Decimal Symbol and the Digit Grouping Symbol to be the same as on the Numbers
tab.

¢ Click OK.

¢ Re-run the Rotor-Gene software.

Mathematical Appendix
This section describes the mathematical techniques used in more detail.
Quantitation

Calculated concentrations are obtained from a simple linear regression model, with the known
values the log concentrations (x) and the experimental values the C; values (y).

The log concentrations and C; values of the standards are used to construct a model in the form:
y=mx+b
Confidence Intervals for Calculated Concentrations

We use the following confidence interval 100(1-t)% for an estimate of a new observation x0
from the standard curve.:

Yo— 0o | S | (g — )2
—x—lt+ -4+ —F
2 3 Sia

This is the confidence interval for the concentration of a single unknown.
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Suppose now we have k further observations at x=x0 and we denote their average by ! 0. Then,

.'72
}-D . 1|".I '{D | .{lﬂl'n.;—]

and arguments similar to above give

Yo—to S 1 1 (wo—5) 1
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This formula determines how confidence intervals for concentrations of replicate unknowns are
determined.

For estimation of standards, a tighter confidence interval can be obtained :

Yo — /3 S 1 (rn — 712 1

Sy R L
. q D202
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The implication of this formula is that adding replicates to an standard individual concentration
reduces the width of the interval for all estimates, as n is increased. Adding a large number of
replicates to an Unknown reduces its uncertainty to that of a single standard. The extra replicates
reduce the uncertainty due to the unknown not forming part of the linear model.

Confidence Intervals for C; Values

We assume that error in replicate C; values is linear and normally distributed.

We therefore use the One-Sample t Confidence Interval. Let  be the mean value for a

i

replicate's Cy values "0 - - 'n-1) Then a

100(1-(*)% confidence interval for a C; value ! is:
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