Rotor-Gene 6000

Operator Manual

1.7.87
(C)Copyright 2006, Corbett Research

tt

|
RESEARCH

be

Crocor



| Rotor-Gene

Table of Contents

Part |

Part Il

1
2
3

Part Il
1
2

Part IV

1
2
3

Part V

A W N

Part VI

1
2
3

Part VII
1

Foreword 0
Disclaimer S
Introduction S
ATV [od 0 o (< T 5
(OLT ] Ao 0 [=T S TUT o] ¢ Lo o AT P PP PPPPT 5
ATV T AT N L= T 7
Instrument Overview 9
Thermal PerfOrMANCE ..ot e et e e et e e e e et e et e aeeans 10
OPLICAI SYSTEIM et e ettt e e e e e e et bbb e e e e e e e e eabba e e e e aaaaenes 11
Instrument Components 13
UNpPacking the ROTOM-GENE ......uuiiiieiieeeie ettt e e e e e e 13
PN oT o1 =TT oY o] (=T 17
Important: Read Before Running The ROtOr-GeNe ..........ocooiiiiiiiiiiiiiiiiiiiiic e 18
WAINING LBDEIS ..ottt b e bt h bt bt e bt e sk bt e b e e eb e e eh b e e a b e e abeesh b e e nbe e ebeesbneanbeenbeenane s 19
Installation 20
Hardware INSTAAtION .......ieiii e et e s e e e et e et e s e et e et e s e e aeeaaas 20
SOftWArE INSTAITALION .oeeieiie e e e e e et e e e e et s e e reeaeenaen 22
S o T TSI YA= £<T 10 o 24
UPAAtiNG SOTIWAIE ...eeei it e ettt e e e e et et e e e e e e eeabba e eeas 24
Preparing a Run 26
(R e] (o] g YA 013 ST TRSPPRTRRPPIN 26
REACTION SEIUP . ieeitiiii et e ettt e e e e e et et e e e e e e e eeabba e aeas 28
GENE-DISC SBEUP .etuuii ittt ettt st e e et ettt b e e e e e e e e eetbb e e e e e e e e enbba e e aaaaenes 30
Setting up a Run 32
(O 0T ot 1] = U AT 2 T o P 32
[0} (oY R Y=1 [=Tod A To ] o RO OO 33
(OfeY 0} 1T g 1T =d 0o 11T OO R PP 34

SAVE RUN 34

SF: T o] TSRS 1= T o O PO TP PP 35

PN AV E= o110 IV TA 4= o T 36
1o 1= O OO O TP PP TP PUPPPTPIN 37

16 1= OO O TSP PP UU PP PUPPPTPIN 37
16 1= SO O TSP UU PP PUPPPTPI 38

0] {11 o [} (o] SO PRSP 39

© 2006 Corbett Research



Contents I

HOIO Rttt 40
(©37/e3 11T P TOUUT RV P PP 41
F oo 011531170 ] o T TPV URTOPOT 43
= 1= TaTe W 1Y o] To [1ST= Ui o] o N T OO TP PP USTPPROT 44
HIGh RESOIULION MEILS ...t b e bbb sb bt b e e sbe e sbeeenbeenbeesene s 45
OPLICAl DENALUIE CYCING ... eeteiitieiiteeitee sttt ettt b et b e bt e it b sb e e sbb e et e e sbe e shbe e be e sbeeshbeenbeesbeesaneennas 45
What is Optical DeNature CYCING?.......cocueeiiiiiiiieeitie ittt sttt sttt st sbeesan e be e sbeesene s 45
(@001 {0 0] 7= 11T0) o I UU TPV UR TR

Adding a New Optical Denature Cycling Segment....

Changing An Existing Step to Use Optical Denature

[ @] o]1] 091 ET=11To) o TR ST URTOUTUURRUPTUPOt
AULO-GAIN OPLIMISALION ...ttt b e bt b e e bt e et e e beesbe e eabeeabeesbeeeabeesbeesbeeanbeenbeeseeean

MaANUAT GAIN AGJUSTMIENL. .....tietii ittt sttt b e s b et s e e be e sbe e e st e e ebeesbbeenbeesbeesbneanbeenbeesinean

16 1= O OO TP PU PP PUPPPTPRN
L T 1= T OO O TSP P TP PUPPPTPRN

Part VIII Functional Overview

T o] 2] o= To = TSP TSUPPPPRIN 54
2 TOOIDAr WOIKSPACE ...ttt e et e e e e eeneaanas 55
3 VieW RAW CRANNEIS ...t e et e e e e eeeeaanas 55
4 TOggliNg SAMPIES ...t ettt e e et a e e e eareaaaas 56
I =T 1V = o | O PRSP 58
B L E R E R R R R R R E R R bRt R b bR bbbt nns 58
(@] oT=T a1 1o Lo Ir= 1o Yo I T- 1V o o H PRSP PPTRTO 59
EXPOIING TO LINREG. ...t e vttt ettt sttt b ettt b e s b bt e bt e b e e s hb e e s b e e sbe e shb e e m b e e sbeeebbeebeesbeeenbeebee e 60
L= oo o OO O TSP PU PP PUPPPTPIN 61
1= AT O O O SO U PO UT T PP PP 62
B ANAIYSIS IMEBINU ..ot e e e ettt e e e e e e et e e e e eeraaaaas 62
F N = VAT 3 o To] I o - T TS U P OU P UROPOT
(O VT Lo ] 4] -\ To ] 4 OSSPSR
[Y=] oo 1 £ OO U PP P PUPPUPPP
Standard Curve .
Standard CUrVe CalCUIBLION. ..........ccuiiiiiii i 66
IMPOIT STANUAIT CUNVE ...ttt b ettt b e b bt e b e e bt e eh b e eabe e sbe e shbeenbe e sbeeembeebeesbeeenbeebee e 66
INVEITRAW DALAL ..ot e 67
Calculation of CT ... 68
RESUIS e e e bbb 69
Dynamic TUDE NOIMALISALION .......c.eiiiiiitiiiie ettt bbbt eb e sbe e b e e sbeeseeeanbeesbeesane s 72
N o Yy (o] o T X O] ¢ £=T1 i o] o H T TR PPV STPPROT 72
([ Lo (=] T ) ST TV P TR URTPPROT 72
(O TUE: 1) ST =T 11 o T U P PP 73
Slope, Amplification, Reaction EffiCIENCY .........c.cicuiiiiiiiiii s 74
Offset
Main Window
Quantitation ANAlYSIS TEMPIALES ......c..iiiiiiii ettt b e b et b e b e sbe e sab e e be e sbeesbeesnbeesbee e 75
TWO SEANUAIA CUIVE ... bbb bbb bt b e bt a e b b e sb e sb e se e b 75
Delta Delta Ct Relative QUAaNTITALION .......oiuiiiiiiec ettt e e st e e st e e et e e e sbe e e ebneeeanaeeeas 78
MEIE CUTVE AN@IYSIS ittt h et e b e s bt e e h bt e bt e she e eh bt e b e e ehe e eh b e e a b e e ebe e shbeenbeesbeesbbeanbeenbeesnnean 81
SIUEDAr e 82
Y= o101 £ O OO OU P PUPPUPPP 83
RESUIS e e e bbb 83

© 2006 Corbett Research



Rotor-Gene

(€71 o101 o] To R PO RUPTOUTOURRUPTUPTOt
MEIt ANAIYSIS TEMPIALES. ... ettt et sttt b e bt e sbb e e s b e e sbe e shb e e s beesbeeeabeebeesbeeenbeebee e

Comparative QUANTITATION ......oiiuiiiii ettt bttt h ettt e be e she e ea b e e be e sb e e e ab e e be e sbeesabeeabeesbeesebeennas
ATTEIIC DISCIIMINALION ..ttt ettt ettt b e e bt e b bt e be e sb e e s h b e o st e e sbe e eh b e e m ke e ebeesh b e e mbe e nbeesbbeanbeenbeenanean

Y= o101 £ T OO TP PP PUPPUPRP
RESUIS e e e
NOIMAIISALION OPLIONS ...ttt ettt ettt b e et bt be e b bt e abe e ebe e shb e eabe e ebe e shbeanbeesbeeesbeebeesbeeenbeebee e
Discrimination TAFESNOIM...........c.oiiiiiii e
Genotypes  .oevceeeennen.
Allelic Analysis Templates

Yo 1= g o] (o] AN F= 1) VAT T PO PPTRTO

[Y=] oo 1 £ OO U PP P PUPPUPPP
RESUIES e e e
NOIMAIISALION OPLIONS ...ttt ettt ettt ettt b ettt b e e be e sh bt e b e e ebe e shb e eabe e ebe e shseanbeesbeeeabeebeesbeessbeabee e
Genotypes
Scatterplot
Scatterplot ANAIYSIS TEMPIALES ... ..ottt bbbt b e be e sae e be e sbeesbeeebeenbee e 89

ENAPOINT ANGIYSIS ..ttt ettt h et b e s b et a bt e bt e sh e e e h bt e b e e e bt e eh b e e a b e e ebe e ehbeeabe e sbeesbbeanbeenbeesane s 90

Concentration Measurement ....

Terms Used IN ENAPOINT ANGIYSIS.........ooiiiiiiii ettt sb e s b e sbe e sie e b e nbeenane s 91
Profile Configuration
AANAIYSIS et h e e hE e eh b e h e SR et oAb e e R £ e eE et oA be e be e ehe e eRbe e be e ehe e eRbe e beenreenabeenbis
DEfINE CONIIOIS. ...ttt bbb bbb e e b b bbbt e e b b et eea e sbesbe e
NOIMANISALION ...t bbb bt b e e b b bbb bt e e b b e b e e sbe st
TRFESNOIA e bbb e
(1= 0011 o= T S TP PT PP PTPPRP
ENdPOINt ANAIYSIS TEMPIALES......c.eeiiiiiiiie ittt sttt sb e s ab e be e sbeesebeesbeesbeessbeenbee e 97

PrEPAriNg @ RUN ...ttt sttt b ettt b e bt e sh bt e bt e eb e e eh bt eabe e ebe e ehb e e nbe e nhe e eRbe e be e ebeeenbeeree e
AANAIYSIS et h e hE e a oo b e R et oAb e e b £ e eh et oA be e be e eh et eR bt e be e ehe e eRbe e beenreenabeanns

High ReSOIULION MEIE ANAIYSIS ....veiiiiiiiieitie ittt ettt sttt b e s he e sab e e sbe e sbeesabeebeesbeesnbeenbee e
T RUN MENU ittt e e e et e e e e e e e e e r e e e e naenns

Start Run
Pause Run
Stop Run

8 VIBW IMBINU .ttt e e ettt e e e e e e e e ettt e e e e e e e eeetbba e e e aaaaaeee
RUN SEEHINGS ittt ettt h e h bt b e bt e e hb e e bt e ob e e eh bt oA ke e eh e e eh b e oAb e e ehe e eabe e be e ebeeeabeebeenbneenbeabee e 102

GENEIAl e e et 102
Y =Tl o T[T @] o] 1] T TR P TRV PTUPOT 103
Messages
Channels

TUDE LAYOUL ...ttt sttt ekttt h e bt bt e e bt e e hb e 22kt e eh e e eh b e oA ke e sb e e ehb e e be e eb e e embeebeenbeeenbeebee e 105
Lol U 11V POV P VP OPRTR 105

LIGL00) == AU 4= T =T o o E PP VR URTUPRTR 106
PrOTIIE PrOGIESS ..ottt ettt bt bt hb e bt e h e e ek bt e s bt e eh e e eh b e oA be e ehe e eh ke e bt e she e eabe e beenhneenbeebee e 107
[=lo [T ST T o] o] [P O UV STUPT PRSP 107

3= LT =T ge | =T 11 o A TPV P ORI 108
[RT0] (0] 1A (= =l 11 o A TR P TR UPTUPROTN 111
101 = oL 1= T TP TOT OV R VP OPRTR 112
(1o 18] o1 T P U TP T PP PU PR PUPPTPRN 112

(DI o] 1Y @] o 14 o] o 1= PP OV UPOTRRPRTOPN 114
9 Security MeNU ........ocoiiiiiiiiiiieiiiiiiiii e TP .. 114
(o] 01 To [T =14 L0 o HRFU TSP P VR URTOPOTN 115

© 2006 Corbett Research



Contents A%
Running Multiple Users ONn SAmE COMPULET ......c.ciiiiiiieiie ittt sttt sttt et e sbeesibe e sbeesbeesabeesbeesbeessbeanbee e 123
AUAIETIAIS et b bbbt b bbb e s b b e s b b e sb e sbe e saesbe s 124
RUN STGNAEUIES ..ttt ettt bbbt e he e shb e o2t e e ob e e eh b e oA ke e sh e e eh b e oAb e e ehe e ehbe e bt e sbeeehbeebeesbneenbeebee e 125
SAMPIE LOCKING ettt b e bbb e bbb e e b st e e bbb 127
[ oYod q=To B =10 T o] F- 1 =T TSROSO TUPTOURRPRTOPN 129
1O GAIN MENU ooiiiiiiiiiiiiiiieie et 130
11 WINAOW MENU wcoiiiiiiiiiiiiiiiiiiiiee e 131
12 HeIp MENU .o 131
ST Lo ST U] o] o Lo T u = 1V - 11 K TSPV UT PO U R URTOPOTN 131
Part IX General Functions Used Over
Several Windows 131
1 ANAIYSIS TEMPIALES ...t e et et e e e e e ee bbb e e e e aaaaeees 131
2 0pening A SECONA RUN ...t e e e et eaaeeeaeaanas 132
3 SCAlING OPTIONS ittt ettt e e e e e ettt e e et e e e et b a e e e e eenaaaans 132
O g o Yo T g Lo T T =T o] 1 1< TP 132
B SPANNEI ICON e ettt et e et e e e e e e aae 135
B ADDIEVIALIONS . 136
Part X Maintenance 136
Part XI Optical Temperature Verification
(OTV) 137
1 OTV SYSEEM FUNCHION 1eeitiiiiiieee ettt e e e e e ettt e e e e e e e eetaba e e e aaaaaeees 137
2 OTV Kit COMPONENTS ettt ettt e e e e e e ettt e e e e e e e eettba e e e e aaeeeeenannns 137
3 RUNNING 8N OTV ettt e e e e e e e ettt s e e e e e e ee bbb e e e e e aeeesenannns 138
Part XII Troubleshooting 140
L1 LOQ ATCRIVES it e e ettt e e e e e et ettt e e e e e e e bbb e aaaaaae 140
2 Regional Settings In WINdOWS 98 ... et 140
Part XIll Mathematical Appendix 141

© 2006 Corbett Research




Rotor-Gene

2.2

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.

The Rotor-Gene 6000 has been designed and is intended for research use only.

Amplification methods of nucleic acid that employ automatic thermal cyclers and use any DNA
binding agent to optically detect a net increase in the amount of double stranded DNA may
involve patented technology. Some of these patented techniques belong to third parties. Corbett
Research does not authorise, instruct or guide in the use of such techniques. Rotor-Gene users
are therefore required to make their own independent inquiries as to the authorised use of the
equipment for the purpose of dsDNA amplification.

Printed: February 2008.

Introduction

Welcome

Welcome to the Rotor-Gene 6000 Series Software version 1.7.87. This help manual will instruct
the user through run setup and analysis.

Check the What's New section of this manual for an update on changes and novel features in this
version of the software.

Customer Support

At Corbett Research we value the customer above all else, therefore, we ensure that all questions
and requests are handled in the most professional and efficient way. Our services include
ordering, IT support, applications support and servicing. Our network of both national and
international offices and distributors will ensure you are looked after in the quickest time and
friendliest manner.

For customers outside of Australia please contact your local international Corbett Research office
or distributor. A list of all our international distributors is located on our website.

For customers located in Western Australia and South Australia please contact your local
Australian distributor. A list of all our national distributors is located on our website.

© 2006 Corbett Research
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Contact Information

General Website: http://www.corbettresearch.com

Corbett Research Head Office

14 Hilly Street

Mortlake, NSW, 2137

Australia

Aus Toll Free: 1800 803 915

T: +61 (02) 9736 1320

F: +61 (02) 9736 1364

E: support@corbettresearch.com (for all applications, IT and service support of all Corbett
Research instrumentation)

E: orders@corbettresearch.com (NSW, ACT, VIC, TAS, QLD and NT)

Corbett Robotics Head Office
42 McKechnie Drive

Eight Mile Plains, QLD, 4113
Australia

T: +61 (07) 3841 7077

F: +61 (07) 3841 6077

United States of America Office
Corbett Robotics Inc.

Suite 5200

185 Berry Street

San Francisco, CA, 94107

USA

USA Toll Free: 1 866 380 1166
T: +1415 348 1166

F: +1 415 348 1177

Europe and Middle East Contact Information
Dr Thomas Kaiser, European Business Manager
E: thomas.kaiser@corbettresearch.com

T: +61 414 875 369

United Kingdom Office

Corbett Research Ltd.

Unit 296 Cambridge Science Park

Milton Road

Cambridge, CB4 OWD

United Kingdom

T: +44 (0) 1223 424288

F: +44 (0) 1223 424144

E: uk support@corbettresearch.com (for all applications, IT and service support of Corbett
Research instrumentation in the UK)

Returning Items for Servicing to Corbett Research Head Office

For any items returned to Corbett Research, please refer to the back pages for Return
Merchandise Authorization Forms. These forms need to be filled out and sent to Corbett
Research first prior to the item being sent.

© 2006 Corbett Research
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2.3

What's New

What's New in Version 1.7?

This topic explains the new features in version 1.7 of the Rotor-Gene 6000 Series Software, and
answers commonly asked questions about the location of existing features that have been
moved. These features incorporate design changes and requests by users.

High Resolution Melts

High Resolution Melts characterize samples based on sequence length, GC content and
complementarity. Genotyping single nucleotide polymorphisms (SNPs) is a typical application that
saves on probe and label costs over other methods.

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.

New Feature: Analysis Templates

Functionality has been added to allow for the import and export of specific analysis settings,
available when viewing the main window of an analysis. The specific analysis settings, such as
bin and genotype definitions, are saved to a file and may then be loaded in a different run.

Optical Temperature Verification Wizard

The OTV wizard is a new feature that allows the customer after purchasing an OTV rotor to verify
their instrument is still within specification, and if required the user can instruct the software to
make adjustments to their instrument that will bring the instrument into specification. Due to the
introduction of the OTV wizard the turn around time for servicing a machine has been cut
dramatically as the user can now take care of themselves.

Minor User Interface Enhancements
Added option to analysis selection window to show hidden analysis types.

Added extra comparative quantitation statistics.

Fix Melt report filter settings being incorrectly reported.

Fixed resizing of sample selector control.

Option to expand/contract added to quantitation docking bar.

Reporting window widened.

Fixed page breaks for letter-sized reports.

Enhanced accuracy of temperature graph during acquisition.

Synchronise Sample Names Across Pages

For multiplex reactions where multiple pages use identical sample names, an option is available
via the sample editor to automatically keep sample names and colours up-to-date.

TeeChart Office Integration

Integration into TeeChart Office has been provided so that graphs may now be selected for edit in
TeeChart Office directly from the Rotor-Gene software. TeeChart Office is a free download from

our website. This package provides capabilities to change line styles, add legends to graphs and
change fonts as required by certain publications.

© 2006 Corbett Research
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Sample ID Format
It is now possible to toggle the sample ID format in the sample editor.

Configurable Touchdown Accuracy
It is now possible to set the touchdown accuracy between 0.1 and 2 degrees per step.

Adjustable Melt Bins
The ability to specify names and ranges for melt bins has been introduced. Also, bin details may
now be edited.

Added Acceptable Range to Auto-Gain Optimisation
The ability has been added to specify limits on the gains to be scanned during the auto-gain
optimisation process.

Added "New Empty Run" Profile

A new template has been added which is available for use through the wizard. This template is
not based on any specific chemistry, allowing the use of chemistry that is not currently catered for
in the wizard. All analysis types are available within.

Enhancements to Quick Start Wizard
Added button to save setup as new template.

Added gain optimisation button.
Added ability to open a template in another folder.

Enhanced Graphing Capabilities
Possibility of export to multiple graphics formats, including GIF, JPEG, PNG and WMF.

New "Copy to Clipboard" command to allow pasting of graphs directly into PowerPoint
presentations.

Allow export to TeeChart Office.

New Hybridisation Step
A hybridisation step has been introduced for selection in the profile. The hybridisation step
replaces the previous reverse melt step.

Rotor-Gene Operational Enhancements
Issues that were experienced when changing the system time while running a profile have now
been resolved.

© 2006 Corbett Research
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3 Instrument Overview

The Rotor-Gene 6000 is the next generation instrument for cycling, end point and HRM analysis.

Air Vents

Lid Handle

Rotor Chambser

Instrument Status Lights

The Rotor-Gene 6000 is used in research applications that range from medical, agricultural,
forensic science to basic life science.

The powerfully intuitive software provides simplicity for beginners while providing a superior open
experimental platform for advanced users.

With the newly released version 1.7 software, analysis has been taken to a new level of user
friendliness, without compromising scientific integrity or accuracy by providing intelligent
formulations and statistics.

With links to automated robotic systems for nucleic extraction (X-tractor Gene) and reaction setup
(CAS-1200), the Rotor-Gene 6000 can be fully integrated in the entire process of genetic analysis.
This provides a complete platform for high throughput users with speed and the certainty of
sample traceability, essential for any laboratory.

© 2006 Corbett Research
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X-tractor Gene CAS-1200

Thermal Performance

The Rotor-Gene 6000 utilises a sophisticated heating and cooling design that provides both
accurate and precise thermal profile applications, achieving optimal reaction conditions.

Table 1. Thermal Specifications

Temperature Range Ambient to 99°C
Temperature Accuracy +0.50°C
Temperature Resolution +0.02°C
Temperature Uniformity +0.01°C
Temperature Equilibration Time zero sec

Ramp Rate 10°C /sec (air)

It is the Rotor-Gene 6000's forward thinking rotary format that provides high quality data. It
ensures optimal thermal and optical uniformity between samples, critical factors in any analysis.

The samples spin continually during a run at 400 rpm. Centrifugation does not pellet the DNA but
does prevent condensation issues, while removing air bubbles. Furthermore, samples do not need
to be spun down prior to a run.

The samples are heated and cooled in a low mass air oven. Heating is achieved by a nickel-

chrome element in the lid. The chamber is cooled by venting the air out through the top of the
chamber while ambient air is blown up through the base.

Heating Mode

© 2006 Corbett Research
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: Heater
Centrifugal fan drives elements
air around chamber switch an

Chamber vent seals
to contain air

MNote: holes in
the rotor allow
free airflow

Cooling Mode
Pt ol for Heater
entrifugal fan drives : :
- elements
air around chamber Bwitch off

Chamber vent opens
expelling hot air

Centrifugal fan Drives
air into chamber

Mote: holes in
fihe rotor allow
free airflow

Cool airin

Figure: lllustration of the heating and cooling system of the Rotor-Gene 6000.

3.2  Optical System

With a choice of up to 6 excitation sources and 6 detection filters combined with a short and fixed
optical path, the Rotor-Gene 6000 can be used to multiplex reactions with minimum fluorescence
variability between samples and no need for calibration or compensation.

Samples are excited from the bottom of the chamber by a light emitting diode. Energy is
transmitted through the thin walls at the base of the tube. Emitted fluorescence passes through
emission filters on the side of the chamber and is then collected by a photomultiplier. The fixed
optical path ensures consistent excitation from sample to sample as they rotate around the

© 2006 Corbett Research
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chamber, which means that there is no need to run a passive internal reference dye such as ROX.

Tubes in Rotor
Spin Past Optics

Feaction Chamber

nd[&ﬂu'lgj‘lzor
ambiyi

£

Detaction
Filters

PMT Detector
Assembly

LED Light
Source
Assembly

Figure: lllustration of the Rotor-Gene 6000 optical system.

Table 2. Optical System Specifications

Excitation Sources High Energy Light Emitting Diodes
Detector Photomultiplier
Acquisition Time 4 sec
Table 3. Channels Available
Channel Name | Excitation / Detection Example of Fluorophores Detected
Blue 365 nm /460 nm Biosearch Blue™, Marina Blue®, Bothell
Blue®, Alexa Fluor® 350
Green 470 nm /510 nm FAM™ SYBR® Green 1, Fluorescein,
EvaGreen™, Alexa Fluor® 488
Yellow 530 nm / 555 nm JOE™, VIC™, HEX™, TET™, CAL Fluor®
Gold 540, Yakima Yellow®
Orange 585 nm /610 nm ROX™ CAL Fluor® Red 610, Cy3.5™, Texas
Red®, Alexa Fluor®568
Red 625 nm / 660 nm Cy5™, Quasar™ 670, Alexa Fluor 633
Crimson 680 nm / 712 high pass Quasar™ 705, Alexa Fluor® 680
High 460 nm /510 nm SYBR Green 1, SYTO®9, EvaGreen™
Resolution
Melt

VIC is aregistered trademark and FAM, JOE, ROX and TET are trademarks of Applera Corporation. SYBR, Marina Blue, Alexa
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Fluor, Texas Red, SYTO, Quant-iT, PicoGreen and RiboGreen are registered trademarks of Invitrogen Corporation, Carlsbad
CA. BiosearchBlue is a trademark and CAL Fluor and Quasar are registered trademarks of Biosearch Technologies, Inc. Cyis a
registered trademark of GE Healthcare Group Companies. Bothell Blue, Redmond Red and Yakima Yellow are registered
trademarks of Epoch Biosciences, Inc. EvaGreen is a trademark of Biotium, Inc.

The Blue and High Resolution Melt excitation sources occupy the same physical positions, so
depending on your machine configuration (eg. RG6200 ... RG6600) only one of these two
channels are available.

Instrument Components

Unpacking the Rotor-Gene

When you receive your Rotor-Gene 6000 it will be packaged into a box containing all the
necessary components that are used to setup and run the instrument. There is a list of all the
components found within the box and we recommend that you use it to ensure that all the
components are present.

You will notice the accessories box sitting on top of the foam packing. The accessories box
contains;

© 2006 Corbett Research
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Installation CD

96-Well Loading Block

72-Well Loading Block

36-Well High Profile Rotor

36-Well Rotor Locking Ring

14
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On each side of the foam packing you will find;

USB and RS-232 serial cable

Power cable

0.2 mL Tubes (box of 1000
each)

0.1 mL Strip Tubes and Caps
(box of 1000 each)

© 2006 Corbett Research



Instrument Components 16

Once all these components have been removed from the box and accounted for, remove the
foam packing sitting on top of the Rotor-Gene 6000. Carefully remove the Rotor-Gene 6000 from
the box and unwrap it from the plastic cover. Open the lid by sliding it towards the back. Inside
you will find the seventy-two position rotor with locking ring.

Rotor-Gene 6000 Multiplexing
System

72-Well 6000 Series Rotor

72-Well Rotor Locking Ring

Now that you have successfully unpacked the Rotor-Gene 6000 we can proceed to the
installation.

© 2006 Corbett Research
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4.2

Accessories

The following accessories are available for use with the Rotor-Gene 6000.

Gene-Disc 72 rotor hub

Gene-Disc 72 rotor locking ring

Gene-Disc 72 loading block

Gene-Disc 72 pack (15 discs per box)
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Gene-Disc heat sealing film (60 per
bag)

Gene-Disc heat sealer

Rotor holder

4.3 Important: Read Before Running The Rotor-Gene

Before running the Rotor-Gene 6000 you should pay attention to the following:

WARNING: DO NOT try to open the lid during an experiment, or while the Rotor-
Gene 6000 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 instrument.

WARNING: 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.

WARNING: If the equipment is used in a manner not specified by the manufacturer
the protection provided by the equipment may be impaired.

WARNING: Loose paper underneath the Rotor-Gene 6000 interferes with the
instrument's cooling characteristics. It is recommended that the area beneath the
instrument be kept free of clutter.
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CAUTION: 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.

If you touch the Rotor-Gene 6000 during an experiment, while you are charged with static
electricity, then in severe cases the Rotor-Gene 6000 may reset. However, the software will
restart the Rotor-Gene 6000 and continue the experiment.

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.

4.3.1 Warning Labels

GReotett (€

A Divilon ol Cofe® Ll Schonce

Mode:  RG - 6000 Desigaed and

Manutactured
Serial #: in Australia

Fuse: F5A 250V
Volt/Freq: 230V /50Hz
115/ 60Hz
Power 540VA Peak N15128

WARNING: The equipment has an electrical compliance label which indicates the
voltage, and frequency of the power supply as well as fuse ratings. The equipment
should only be operated under these conditions.

The equipment has two additional 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 6000 for the first time, make sure the mains
setting is correct. See the Hardware Installation section above.

WARNING: Voltage selection may only be changed by your sales distributor or
authorised personel. Users should not attempt to change voltage selection, doing
so may void warranty.

WARNING: Changing 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.

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

WARNING: DO NOT try to open the lid during an experiment, or while the Rotor-
Gene 6000 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 6000.

If you need to abort an experiment quickly, turn off the power to the Rotor-Gene
6000, then open the lid. Let the chamber cool before reaching inside; otherwise
you risk injury by touching parts that are hot.

Installation

Installation of the Rotor-Gene 6000 is simple and takes very little time. There is no need to
calibrate the instrument during installation.

Hardware Installation

Install the Rotor-Gene 6000 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.

Do not obstruct the back of the unit such that the detachable cord can be easily pulled off in order
to disconnect the power to the unit.

Before you turn on the Rotor-Gene 6000, check the voltage selector switch at the back of the unit.
The voltage selector switch is set by your sales distributor for your specific region.

Ensure the setting is correct for your local mains voltage. If it is not correct, contact your sales
distributor to arrange the voltage selection to be changed.

WARNING: Voltage selection may only be changed by your sales distributor or
authorised personel. Users should not attempt to change voltage selection, doing
so may void warranty.

WARNING: Changing 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.

Table 4. Instrument Environment Specifications
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Dimensions 370 mm (14.6") wide
420 mm (16.5") deep, 560 mm (22") deep door
open
275 mm (10.8") high
Weight 14 kg (31 Ibs)
Electrical 100 - 120 VAC @ 60 Hz

200 - 240 VAC @ 50 Hz

F5A 250V Fuse

Power consumption 8 VA (standby)
Power consumption 560 VA (peak)

Permissible transportation temperatures

-25°C to 70°C

Operating temperatures

15°C to 35°C

Connect the supplied USB cable or RS-232serial cable to a USB or communications port on the
back of a laptop or desktop computer. A USB to serial cable connector can be used.

Connect the USB or RS-232 serial cable to the back of the Rotor-Gene 6000.

Then connect the Rotor-Gene 6000 to the power supply.

LISE Port

P Supply Port Waoltage Selector Switch

Seral Mumber

Seral Port
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Software Installation

Irrskall LISE Drrvere

Exit Irstalier

Install Rotor-Gene Software

Get Macromedia Flash Playger (reqaired o play demos)

Corbel Resaarch Homes

(i corbett

Table 5: PC System Requirements

22

To install the Rotor-Gene software insert the

Rotor-Gene software CD into the CD drive of the

computer. The CD should display a list of

options to the user, select Install Rotor-Gene

Software. Follow the setup wizard for easy
installation.

Operating system

Microsoft Windows XP

Processor

Pentium IV or higher, 2 GHz

Main memory

512 MB RAM

Hard disk space

10 GB HDD

Microsoft and Windows XP are registered trademarks of Microsoft Corporation. Pentium is a registered trademark of Intel

Corporation.

Once the software has been installed turn on the Rotor-Gene 6000 by flicking the switch located
at the back on the right hand side to the on position. A blue light on the front of the Rotor-Gene

6000 indicates that the instrument is ready for use.

Double click the Rotor-Gene 6000 Series Software Version 1.7 desktop icon to initiate the

software. The welcome screen will appear, but only the first time the new software is started and
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not for subsequent software upgrades.

A It rochs bory Screen and Tnibial Setup k.|

Welcome!

whtkores Bebie g M e 0Pt
reechs ko krowe 8 couple of Bangs aboud B ype of
e o 0 i

Mgk Soral Murbe Dt Comlieinird
e |.'

ks chod gl o b ot (D01l oot i 1 Wit
shaie] it riamslly ressd 1 charee dhi vk

Pt | 0041 x| dskoDatect I
™ Aunin Vil Mode o Demorsbator)

Begn [-J‘Ng’lll

Machine Serial Number: Type in the serial number (six digits), which is located at the back of
the Rotor-Gene 6000.

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.

Port: Choice of either USB or serial cable. If using a serial cable please select the appropriate
communications port or select Auto-Detect.

Run in Virtual Mode (for demonstration): Ticking the box allows installing the Rotor-Gene
software on a computer without a Rotor-Gene 6000 attached. The software is fully functional and

can even simulate runs.

NOTE
@ If this box is ticked with a Rotor-Gene 6000 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) needs 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

\ij Thet pofesse vall Do, byt instion of & Weschins bor g and Cewdnstision [usiies. Tou Don by
sl

g b chckang on e, Sah
=

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

Exit Program: Exits program.
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Software Version

Software development for the Rotor-Gene software is ongoing. To check on your version number
click on Help then About Rotor-Gene...

rotor-gene

&000 series software

Weaman 1.7 [Budd 3]
Migchine Senal Mo - (36135 Dffset Cosffcient - O

Ci2corbett

RESEARCH
Updates and addional resosces availsble at
‘Waming: This compuies progiam i prctected by hitp:  femwaws. coubettressanch com
copynghl ke and irtemataonal heasbiess, Unsuthonzed
neprockiction of this progiam, of sey podlion of &, ey
result in severe civl and criminal penalties, and will be i,
prosecited bo the maxamum exbent pogsible undes the Sysdem - I
|
_ b |
Foationz of Infordip () 19801 939 Indo-ZIF Py Lid

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 model number of the connected
instrument.

The software may be freely copied for use within an organisation owning a Rotor-Gene 6000. The
software may not be copied and distributed to others outside the organisation.

Updating Software

Software updates are available from the Corbett Research web site
http://www.corbettresearch.com, available from the Help menu in the software. In order to
download the software you must first register online using the Customer Login. Once you have
received your login name and password and entered them at Registered Users, you may
download the software anytime through our Download Centre.
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Download the Rotor-Gene software setup file. To initiate the installation double click on the setup
file and follow the prompts. The previous version will be automatically uninstalled and the new
version installed in its place.
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Preparing a Run

Starting an experiment is easy with the Rotor-Gene 6000 Series Software.

Rotor Types

First, select the tube type being used. There is a choice of four rotors that accommodate four tube
types.

The 36-Well rotor and locking ring allows for the use of 0.2 mL tubes, which are commonly used.
There is no need to ensure the tubes contain optically clear caps as the Rotor-Gene 6000 reads
fluorescence from the bottom of the tube rather than at the top. Domed capped tubes can also
be used.

The 6000 series 72-Well rotor and locking ring are for 0.1 mL strip tubes, which can
accommodate the use of volumes as low as 5 pL. The caps provide a safe and reliable seal.
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The Gene-Disc 72-Well hub and locking ring allows for the use of the Gene-Disc 72. The Gene-
Disc 72 contains all 72 tubes in a one piece plate equivalent for high throughput use. The Gene-
Disc does not use caps, rather, a heat sealed clear polymer film is applied to the top. The
advantage of the film is that it prevents contamination by providing a strong, durable, and
tamper proof seal that is quick to apply. For more information on the Gene-Disc see section 6.3.

The Gene-Disc 100 is the rotary equivalent of a 96-well plate but with an additional four
reference wells. It enables the Rotor-Gene to integrate with traditional 96-well laboratory
workflow. The extra wells are convenient and can be used for more samples, additional control
reactions or even orientation reactions without occupying any of the standard 96 sample
positions. For seamless 96 sample workflow compatibility, Gene-Disc 100 wells use 96-well plate

labeling conventions, i.e. A1-A12 consecutively through to H1-H12. The additional four
reference wells are labeled R1-R4.

Table 6: Rotor Specifications

Rotor Type Sample Number | Tube Type Reaction Volume Range
36-Well Rotor 36 0.2 mL 50 - 15 pL
72-Well Rotor 72 0.1 mL Strip Tube and 30-5uL

Cap
Gene-Disc 72 Rotor 72 0.1 mL Gene-Disc 72 25-10 uL
Gene-Disc 100 Rotor 100 0.1 mL Gene-Disc 100 25-10 uL

NOTE
@ The 36 and 72 position rotors mentioned above are not to be used on older Rotor-Gene

3000 models due to optical alignment incompatibilities. Please continue to use the older
36 position and 72 position rotors with older Rotor-Gene 3000's.
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Reaction Setup

Reactions can be prepared by using the 96 well 0.2 mL tube, 72 well 0.1 mL tube or Gene-Disc 72
Loading Blocks. All blocks are made of aluminium and can therefore be pre-cooled.

The 72 well loading block (pictured below) allows for the placement of up to 8 x 0.5 mL tubes,
which can be used to prepare master mix, and 16 x 0.2 mL tubes that can be used to setup
standard curves.

Insert the reaction tubes into the loading block and aliquot the reaction components.

Seal the reaction tubes tightly and visually inspect to confirm.

Insert the reaction tubes into the correct rotor hub and ensure that each tube sits correctly into
place. Samples will not be optically aligned over the detection system if not fitted correctly, which
may result in a reduction in fluorescence signal acquired and detection sensitivity. A rotor stand is
available as an optional accessory that allows for easy tube loading.
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The innovative rotary design of the Rotor-Gene 6000 ensures optimal temperature uniformity. In
order to achieve maximum temperature uniformity, each position in the rotor must contain a tube.
Filling all well positions in the rotor ensures even airflow to every tube. Keep a set of empty tubes
handy that can be used to fill in the unused positions.

Insert the three pin locking ring onto the rotor by pushing the three locating pins through the outer
holes of the rotor. The locking ring ensures that the tube caps will remain on during a run.

Insert the reaction tube-rotor locking ring assembly into the Rotor-Gene 6000 chamber by clicking
it into place using the locating pin on the rotor hub. To remove the rotor assembly, simply push
down on the rotor hub to release the rotor hub and pull out.

—
_

Once the rotor and locking ring have been set in place, close the lid and begin setting up the run
profile in the Rotor-Gene software.
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Gene-Disc Setup

The Gene-Disc 72 or 100, contain all 72 or 100 tubes in a one piece plate design for high
throughput. The Gene-Disc 72 and Gene-Disc 100 does not use caps, rather, a heat sealed clear
polymer film is applied to the top. The advantage of the film is that it prevents contamination by
providing a strong, durable, and tamper proof seal.

Using a loading block, the Gene-Disc can be loaded using either conventional hand pipetting or
loaded by the CAS-1200 robotic liquid handling system.

To position the Gene-Disc into the loading block, use the position one tab on the Gene-Disc. Slide
the Gene-Disc into the loading block by using the position one tab and tube guide holes on the
loading block. The design of the loading block allows for easy hand pipetting.

Leaving the Gene-Disc in the loading block, obtain one sheet of heat sealing film and remove the
central portion. Do this by slightly folding the film in half, pinching the centre piece and carefully
tearing it out.

A "SIDE UP" label ensures that the film is placed correctly over the Gene-Disc. Ensure that the
"SIDE UP" label is at the bottom of the loading block. The central hole of the film should slide
comfortably over the cylinder of the loading block and onto the top of the Gene-Disc.

Turn on the heat sealer using the rocker switch located at the back left hand side. A red Power
light will illuminate on the top of the heat sealer. The heat sealer should take about ten minutes to
reach operating temperature, following which a green Ready light will illuminate. Once the heat
sealer is ready it is safe to leave it running constantly.

Slide in the loading block Gene-Disc film assembly using the guide rails on the side of the loading
block. Ensure that the loading block is pushed in all the way.
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Release the black catch on the top of the heat sealer to lower the sealing mechanism. Do this by
pressing down on the blue anodised bar at the top front of the unit with your palm and pushing the
black catch.

When the mechanism has lowered, an orange Sealing light will illuminate on the top of the unit.
If the Gene-Disc block is not in the correct position a warning beep will be heard.

When ready, the unit will beep and the orange ready light will illuminate, press down on the blue
anodised bar to raise and lock the heater mechanism back to the ready position. Do not leave it
any longer than indicated by the beep or the Gene-Disc may deform.

Slide the loading block out of the heat sealer. Allow the film to cool for approximately 10 seconds,
and then tear off the excess film. Remove the Gene-Disc from the loading block. To load the
Gene-Disc into the rotor, use the position one locator tab to find the correct orientation.
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Setting up a Run

New runs can be set up using the concise Quick Start or the Advanced wizard. The quick start
wizard is designed to allow the user to start the run as fast as possible, the advanced wizard has
more options available such as configuring gain optimisation settings. For convenience the
wizards contain a number of templates which have default cycling conditions and acquisition
channels. To change the type of wizard used you can change the tab located at the top of the
New Run window.

Quick Start Wizard
The quick start wizard has been designed to get runs started as quickly as possible. The user can
select from a set on commonly used templates entering the bare minimum of parameters to get
started.

The first step is to select the desired template for the run.

[ x|

Cluick Start | Advanced I

(]| Three Step with Melt
[ | Two Step

|| Quenched FRET

Imports the cyling
and acquisition and
sample definitions
From the last run open
fin the software,

Mucleic Acid Concenkration Measurement

)

l IHRMT“

l_ I Other Runs

ir JOpen & Template In Another Folder,

Cancel

i

Help

V¥ Show This Screen wWhen Software Opens

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

Three Step with Melt: three step cycling profile and a melt curve with data acquisition on the
Green channel.
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Two Step: 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 Green
and Yellow channels.

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

The cycling and acquisition profiles can be altered during the wizard for all templates.

"y ) TP
®~J User defined templates can also be added to the initial quick start template list by
-] copying .RET files to C:\Program Files\Rotor-Gene 6000

Software\Templates\Quick Start Templates. After copying them to this path the
template will appear as a icon in the software.

To have custom icons for your templates, create a .ICO image with the same file name
as the template.

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.

Rotor Selection

Select the rotor type.

Tick the Locking Ring Attached option to proceed through the wizard.

P» Quick Start
1. Ratar Selechon | 2. Confirm Profile I

— Rator Type
JE-w'ell Fotor

if2wfell Bataor

Genelizc [F29wel)

¥ Locking Ring Attached
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7.1.2 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. The ability to save templates

is also available before starting the run.

= Quick Start x|
1. Riotor Selection | 2 Confum Proble |
B = R I J
Merw Open  Savefs | Help

e o e e S

B R

Chek on & eycle below 1o modiy it :
Insert aftes...
Remove

Hold Tempessture: 95 |ng
Held Time J_‘Jm‘l]“]mg

Folor Speed: | Heemal Speed =|

tBack | SaveTemplote | Start Aun | Carcel |

7.1.3 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.
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Savejre [ Resescher x| =& E-

Cancel

File pame: |5 rBAIR) Green ] 20060013 (1] = L)
El

Sevm e [Flun Fis " se

rd

7.1.4 Sample Setup

Once the run has started it will automatically load the sample editor to allow samples to be
defined and described.

=

File Edit Format Securiby
Standard | Rotor Style |

— Settings ;
Given Conc. Format ; I'I.23E+EIE j It ; IEDDiES j ore Options |
—Samples
SIEETEIEEE
C|ID |MName | Type | Groups | Given Cone. | Selected | o]
1izample 1 { Standard J00E+03 Yes _I
| EEE Standard A00E+08 ‘es
B ::onped Standard A00E+08 ‘es
B ¢ oample? Standard A00E+07 ‘es
B 5oape? Standard A00E+07 ‘es
B coample? Standard A00E+07 ‘es
¥ zample 3 Standard J00E+0E Yes
3 zample 3 Standard J00E+0E Yes
9 zample 3 Standard J00E+0E Yes
B 10 NTC ez
B 11ne NTC Yes
B 12 NTC Yes -
—Page :
Marne ; IF'age'I— 4 | > | Few | Deletel [~ Senchronize pages
Undo | ok Cancel Help

The editor gets shown after the run has started so the user can take their time to enter sample
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names optimising the total amount time for a complete run. For information about setting up
sample definitions see Sample Editor.

Advanced wizard

The advanced wizard contains options that are not available in the Quick Start wizard such as
configuring gain optimisation.

Select a template from the Advanced tab of the wizard.

x

Guick Start  Advanced |

Imports the cyling

arm Last Run and acquisition and
sample definitions
=4 Empty Run fru:um the last run open
= fin the software,

Three step with Melk

Twia Skep

P] HRp™
_PI Other Runs
| Iﬁ

| Instrument Maintenance

B
=
.1_
.1_

f J Cpen & Template In Anather Falder, ..

Cancel

Help

i

V¥ Show This Screen wWhen Software Opens

Template options provided in the advanced templates window are similar to the quick start
selection, the differences between them are listed here.

Empty Run: An empty run allowing the user to start defining their profile from scratch.

Three Step with Melt: three step cycling profile and a melt curve with data acquisition on the
Green channel.

Two Step: two step cycling profile with data acquired on the Green channel only to speed up the
run.

HRM: High resolution melt curve profile.

Other Runs: Conventional melt and hybridisation profile.

Instrument Maintenance: Contains templates used with Corbett Research's Optical Temperature
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Verification rotor. For more information see Optical Temperature Verification (OTV). This
template is locked to ensure the profile will always operate correctly.

Similar to the Quick Start Templates copying .RET files to C:\Program Files\Rotor-Gene 6000
Software\Templates\ will appear in the Advanced Templates window.

Page 1

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 E3

Welcome to the Advanced Run Wizard!

— Hotor Type

| Hatar
F2-u/ell Rotar
GeneDizc [72-well]

[ Locking Ring Attached

Skip 'Wizard 4 Hach Meut >3

Page 2

Operators name and notes about the run can be entered here. The reaction volume must be
entered. The Rotor-Gene 6000 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 multi channel pipette) the A1, A2, A3... layout should be selected. However,
most users will use the default option (1, 2, 3...).
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Mew Run Wizard i x|

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

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

Dperatar : || vour mouse over the
. itemn for help. You
Motes ; can also click on a
combo box to display
help about itz

available zettings.

| Reaction I e |
“olume [pL]: =

Sample Layout : I‘l, 203 j

Skipwizad |  <<Back | New>» |

7.2.3 Page3

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 Gain Optimisation... button to bring up the Gain Optimisation

window.
Mew Run Wizard E3

Temperature Profile : This baw displaps
help on elements in
the wizard. For help
an an item, howver
wour mouge over the
itemn for help. You
zah alzo click on a
combo box to display
help about itz
available gettings.

Chanhel Setup :

Mame | Source | Detectar | Gain | Create Mew... |
Green 470nm  510nm ¥ E dit |
ellow 530nm  5558m 7 —
Orange  585nm B10nm 7 Edit Gair... |
Red E25nm  BEOnm 7

Crimzon  E30nm 710hp 7 Femaove |
HR M 460nm  510nm 7 Reset Defaults |
Gain Optirmization. . |

SkipWwizaid | <<Back Newtss |

© 2006 Corbett Research



39

Rotor-Gene

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, Melt or HRM.

If the instrument contains a HRM channel. 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 new cycle after the selected cycle.
Insert before...: allows addition of a new cycle before the selected cycle.
Remove: removes the selected cycle from the profile.

Cycling

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

Touchdown decreases the temperature by a specified number of degrees °C 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. The allowable
temperature range is from 25 to 99 °C.

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, the time
each increment is to be held for, and the acquisition channels.

High Resolution Melt

A High Resolution Melt (HRM) step is similar to the melt step however it can only be done on
instruments that have HRM hardware installed. The high resolution melt step will always acquire
data using the HRM sources and detectors, it also has the option to perform gain optimisation just
before the melt begins. After performing a high resolution melt the data can then be analysed with
the HRM Analysis module.
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Hold

£
A . 8 H| e
Mew Qpen  Save fs Help

The run will take approsimately 89 minute(z] to complete. The graph below represents the run to be perfarmed

Ingert after...

Eycling

Inzert before. ..

i}

Remove

Hald Temperature : 95 |deg.
Hald Time : 3 |mins 0 |secs

A hold instructs the Rotor-Gene 6000 to remain at the designated temperature for a set time. To
change the temperature click the Hold Temperature button and type 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.
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Click on a cycle below to modify it ;

Ins

Cycling

Inze

R

Hald Temperature : g5 ||:Ieg.
Hald Time : 3 |mins 1] |secs

Calibration Step: W
Calibration Settings
Acquinng ko an

tube 1. Ramp from 30 to 95
and hold for 3 ming 0 secs.

Offzet : 0 deq.

Edit I

More information about configuring optical denature runs can be found in the section
Optical Denature Cycling.

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) selector.

The individual repeat is displayed (as seen in bottom right of the graphic below). 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 of
the graph display.
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LS ]

-

Mew Qpen  Save fs Help

The run will take approsimately 89 minute(z] to complete. The graph below represents the run to be performed

Click an a cycle below to rmodify it ;

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

Thiz cycle repeats il time(s).

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

lTimed Step "’I

95 deq. 95 deq. for 20 zecs

Cl=]

72 deq. for 20 secs

20 zeconds
Mot Acquiting
[~ Long Range
[~ Touchdown B0 deq. far 20 secs /

Long Range: Long range can be enabled to increment the hold time of the selected step by one

second with each new cycle.

Touchdown: Touchdown can be enabled to decrease the temperature during the initial cycles.

Set the number of cycles and the program decreases the temperature by

the specified number of

degrees every cycle. This is reflected in the graphical cycle representation.
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Acquisition

Inzert before. .

R emove

[ Remoe |

Thiz cucle repeatz 45 | tirnefz).
Click on one of the steps below b modify i, or press + or - to add and remove steps for this cycle.

Timed Step
B0 deg. 95 deg. for 20 zecs

20 zeconds {

Mot Acquinng

[T Long Rangs
[T Touchdown B0 deq. for 20 secs

Data can be acquired on any channel at any step of the Cycling. Click on the Not Acquiring
button (arrowed above). 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 | putton. To remove a channel from the acquiring channels list, use the

| putton. The =l 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 sequence 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.

Dye Channel Selection Chart: A chart is provided that will help the user decide which channel
they should be using. The user can look up the dye they are intending to use, and find the
appropriate channel. The dyes shown in the table are ones that are commonly used, and by no
means indicate the limits of the instrument.
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Same az Previousz ; I[New Acquizition] j
— Acquizition Configuratian
Axailable Channels : Acquiring Channels :

Mame | j MName |
Crimzon Green
HFRik j
Orange
Fied «
“rellov

Tao acquire from a channel, select it fram the list ik the left and click >, Ta stop acquiing fram a
channel, zelect it in the right-hand lizt and click <. Toremove all acguisitions, click <<

Dan't Acquire Help

Dye Chart > |

Dye Channel Selection Chart

470nm | 510nm Fak'i' SYBR Green 14, Fluorescein, EvaGreer, Alexa Fluor 4881

Teloaw  |530nm | 555nm  |JOES, WICY, HEX, TETY, CAL Fluor Gald 5404 akima *r ellaw-
Crange | 585-m | 610nm RO, CAL Fluor Bed B104, Cy3 59, Texas Red, Alexa Fluor 568
B25nm | BEORMm Cy54 Quazar B70Y, Alewa Fluor B33
E80nm | F10hp Duazarf05Y, Alewa Fluor B30
460mmm [ 510nm [ S%TO 34, EvaGresn!

The acquisition options described above apply 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 fram Ifﬂ_ﬂ degrees to Iﬂﬂ_ﬂ degrees,

Rizing by I'l_ill degree|z] each step,

e ait for ISD— geconds of pre-melt conditioning on first step,
e ait for 4] ﬂ geconds for each step aftenwards.

Acouire to Melt & | oh Green

When running a standard melt the temperature is increased by increments of 1°C waiting for 5
seconds before each acquisition. The Rotor-Gene 6000 can be configured to perform melts in
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0.02°C increments. The minimum hold time between temperature steps will vary depending on
the number of degrees between each step.

High Resolution Melts

= A high resolution melt step is very similar to a Melt step in the way that

H R M the temperature profile characteristics are set. The difference is that only
the HRM channel can be acquired on.

high-resolution melt

Ramp from IEIU_ﬂ degrees to Iaa_ﬂ degrees,

Rizing by Irﬂ degree(z] each step,

W ait for IE“]_ gecondz of pre-melt conditioning an first step,
At ait fiar 2 j zecondz far each step aftenwards.

Acquire o HH A |n:-r'| HREM

[z ain Ophimization

[+ Optimize gain befare melt on all ubes,

The gain giving the highest luorescence less than I?EI ill

will be zelected.

The HRM step also has the option of automatic gain optimisation just before the melt starts. The
gain (instrument sensitivity) will be optimised such that highest non-saturated fluorescence is
used ie. as high as possible but below 100. This will provide the best environment for detecting
the entire melt transition and with the highest accuracy.

A HRM step provides the user with additional options such as analysing the data with the
High Resolution Melt Analysis module.

Optical Denature Cycling
What is Optical Denature Cycling?

Optical Denature Cycling is an exciting new technique, available only on the Rotor-Gene 6000,
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.

When first heating the machine to the initial denature temperature, a melt on the Green channel
is performed starting from 80 degrees until 95 degrees by default. The parameters of this initial
melt can be adjusted by the user. From this data, a melt curve is generated and automatically
analysed:
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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 will proceed to the next programmed step in the cycle.
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
Threzhold

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 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
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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 Green Channel.

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 determinge the fluorescence level at
which the reference sample has denatured.

Tube Position I 1 - I

R amp frarm S0 to 95 :II deqg. .
Hald fior 180 j seconds,

]S

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 Green 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 sequence, 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 drop-down menu (here displaying "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.

Gain Optimisation

When setting up a new run with reactions that have not previously been run on the Rotor-Gene
6000 it is helpful to use the Gain Optimisation function. This screen allows you to set the Gains of
each of the channels and the set temperature.

¢ TIP
j j) The gain optimisation will never be 100% correct. This can be due to changes in
w fluorescence after the first hold step. Nevertheless, the result of the gain optimisation
will give you a good indication on what fluorescence level the run will be started.
give y g

The Gain for each channel is -10 to 10, -10 = least sensitive and 10 = most sensitive.
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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 Optimisation is run to
determine the best Gain setting.

Auto-Gain Optimisation

This window lets you optimise your instrument by automatically adjusting your Gain settings until
the readings for all selected channels fall below a certain threshold. You can select to optimise 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 Optimization Setup

— Optimization :

~ Buto-Gain Optimization will read the fluorezence on the inserted sample at
W \\_@ different gain levels until it findz one at which the fuorezcence levels are

acceptable. The range of fluorezcence you are looking for depends an the
chemizstry you are perfarming.

Set temperature to IEU :II degrees.

Cptimize All I Cptimize Acquinng I

¥ Perform Optimization Eefore 15t Acquisition
[ Perform Optimization &t 60 Degrees At Beginning Of Fiun

— Channel Settings :

| | add. |

Marme | Tube Position | Min Feading | Max Reading | Min Gain | Max Gain Edit_.. |

Green 1 5FI 10FI -10 10 [ |
Femove Al |

Sibart I fillariall. Cloze Help

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

Channel Settings: This is a drop-down menu allowing you to add additional channels to the gain
optimisation window. Choose the channel of interest and press Add.
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Edit... Opens a window where the fluorescence range of the sample can be determined. The
auto-optimisation 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 (fluorescence
units).

Auto-Gain Optimisation Channel Settings X|

— Channel Settings :
Channel : Green Tube Position : I'I ﬁ

Target Sample Range ;|5 jlﬂ up to |10 jl Fl

Acceptable Gain Range: |10 :II to |1EI ill

k. I Cancel | Help

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

Start: Begins the optimisation process. A gain will be chosen which will produce fluorescence
signal levels within the specified range. If fluorescence fall outside the specified range, the gain
will be set to give the closest match possible.

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

Perform Optimisation Before 1st Acquisition: This tick box performs the Gain Optimisation at
the first cycle where data acquisition occurs. This setting is generally the recommended auto-gain
option.

Perform Optimisation At [x] Degrees At Beginning of Run: This check box performs the Gain
Optimisation just before starting the run. The machine is heated to the specified temperature, the
gain optimisation is performed, and then cycling begins on the first step, usually a Denature. This
can be useful when a optimisation during the run may impact too much on the time spent on the
initial step. Usually, however, Perform Optimisation Before 1st Acquisition is preferred as
optimisation 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 sudden drop or increase in fluorescence,
the cycles before the change will be excluded from the analysis.

Manual Gain Adjustment

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 Adjustment x|

File Help

. Cycling & Green

120

100 -

a0

60 1

Fluorescence

40

20

Page: Fage 1

1 Sample 1

Sample 3

Sample 4

Sample 7
Sample 8

-
— 0O i = L D

| 3

Bank On | Bank Off

MNamed On | &) 0n | &0 0fF

Edit Samples...

Temperature ; IED jl

Edit Gains... |
Start | %

&0 -
Stap |

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. Adjust the temperature
on the Gain Adjustment screen to reflect the required acquisition temperature for the run.

NOTE
@ The temperature will not be adjusted while the machine is operating. You should restart
the machine to apply changes made to the temperature.

Edit Gains: Opens the Edit Gains 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.
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2 ) TP
o 3) The aim of the Gain setting is to have all data collected within the dynamic range of
the detector. If the Gain was chosen too low the signal will be lost in background noise,

too high and all signal will be lost off scale (saturated).

7.2.4 Page4

Mew Run Wizard

Summary :
Setting | Walue |
Green Gain 7
Ratar I wiell Raotar
Sample Layout 1.2.3. ..
Reaction Yolume [in micraliters) 25

Once you've confirmed that your ik settings are comect, click Start Bun to Save Template |

begin the run. Click Save Template to zave settings for future runs.

Skipwizaid | <<Back |

The last screen gives a summary of what you are about to run. Always check the parameters. If
you are satisfied click Start Run and you will be prompted for a file name.
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5 Page5

54

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.

Mew Run Wizard

X

— Settings :

Given Conc. Format I

More Optionz |

—Samples :
B ;| ot | ResetDetout | Gradient | IEEEETEERE
C|ID [Wame | Type |Groups | Given Cone. | 5e |
1 JOEE-34 Unknown e |
2 JOEE-2B Unknown e
I JOEE-3C [Unknown e
4/ JOEE-2HTC Unknown Ve
5 Unknown e
B Inknown e
7 Unknown e
a [dnknown e
3 riknown e T

»

—Page:

Marme : IF'age‘I ;I;I Newl Delete

[T Swnchronize pages

SkipWwizaid | <<Back |

Finizh

| Finigh and Lock Samples |

The Finish and Lock Samples button is optional. It allows you to close the screen and prevent the
sample names from being modified. For more information about this and other security features

see Security Menu.

Functional Overview

The following chapter will help to familiarize you with elements of the Rotor-Gene software user

interface.

Workspace

The Rotor-Gene software workspace is the backdrop of the main window. This is the area in
which you can open up raw data plots, 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 window arrangement options available that you can access by clicking

on the Down Arrow next to that button.
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8.2

8.3

Reporks  Arrange

f

Smart Tiling

Tile Horizonkally
Tile wertically
Cascade

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.

AR O | & O ¥ @ W K =

Mew Open Save | Stark Fause Stop Help Settings Progress Profile  Temp. Samples Analysis Reports  Arrange

JChanneIs 7 Cycling &.Green 0 Cycling &.ellow 0 Cyeling &.Orange 0 Cyling A.Red |

View Raw Channels

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

- - -

JChanneIs 2 Cyeling & Green 0 Cywling &Yellow 0 Cwcling A.0range 0 Cyding A.Red

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 different types of analysis.

EJ' 5 10 15 2 2% 30 3 40 45

. Cycte

Acust Scale.. | utoScale| Defoul Scale| Dptions| [Page 1 - >
Marmalise to Cycing A, Yelow
Narmalise bo Cycling A.Crangs
Marmalise to Cycing 4 Red
Crop start cycles
Crop and eycles

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

bl awiriin |'|'||:| ﬁ
=
=1

Mirirmurm ;{0

al ok |

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

Normalise to ...: Creates a new channel (raw data set) which contains the data after
normalisation with the selected channel.

Crop start cycles: Creates a new channel data set 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 data set 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 by clicking on them, or drag-selecting several
at a time. You can also 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. Pages
allow varied independent analyses from the one channel data set. For example, you can run two
standard curves in the Green channel and generate independent reports. More information on
setting up sample pages is available in the Edit Samples section of the manual.

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).
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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
B7
BE

4« | b
Bark On |  Bank OFf
Mamed On | AllOn | Al
Edit Samples...
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8.5
8.5.1

File Menu

New

58

This screen provides you with commonly used templates organised into seperate Quick Start and
Advanced tabs. Once a selection has been made the wizard will guide you through the run setup,

and will allow you to modify settings and profiles.

Cluick Start | Advanced I

ki Last Fum

(]| Three Step with Melt
[ || Two Step
(2| Quenched FRET

|| Mucleic Acid Concentration Measurement

:
L

P] HR™

I Other Funs

ﬁJ’J Cpen & Template In Anather Falder, ..

X

Imports the cyling
and acquisition and
sample definitions
From the last run open
fin the software,

Cancel

i

Help

V¥ Show This Screen wWhen Software Opens

For information about templates provided please see Quick Start Wizard and Advanced Wizard.

New Run

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

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.
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8.5.2

Opening and Saving

Open...: Opens a previously saved Rotor-Gene 6000 Run File (.rex) or Rotor-Gene 6000 Run
Archive (.rea file).

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, ..
open...
Open Recent... k
Save
[ EnFe. |

Impork Daka From Previous B, Template. ..
Reports. .. Run Archive. ..

LIMS Export...
Setup. ..

Excel Data Sheet, .,

Exit Excel Analysis Sheet...
LinReq Export Format. ..
Matlab Export. ..

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

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.

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

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

LinReg Export Format...: Exports all raw channel data into a format which can be read by
LinReg (an efficiency analysis tool). See Exporting To LinReg for more details.

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.

© 2006 Corbett Research



Functional Overview 60

Exporting To LinReg
LinReg is the supporting tool developed by the authors' of the publication:

"Assumption-free analysis of quantitative real-time polymerase chain reaction (PCR) data.”
Ramakers C, Ruijter JM, Deprez RH, Moorman AF. Neurosci Lett. 2003 Mar 13;339(1):62-6.

The abstract can be found at the following link:

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list uids=12618301&d
opt=Abstract

As mentioned in the publication the LinReg tool is available on request (e-mail:
bioinfo@amc.uva.nl; subject: LinRegPCR).

The Rotor-Gene software allows the user to export raw data in a common data format, which can
then be imported by the LinReg tool for analysis.

1. Open the Rotor-Gene run file containing raw data.

2. Export the data to the LinReg Export Format as shown in the diagram below.

File Analyziz Bun Gan Yiew Securty ‘Window Help

MHew. .. - 1

ﬁpen... . ‘;')/'I e q—::?

s Bl - St Help Settings

Save Ln:linq ANellaw 0 Cocling A.Orz
Bun File...

Import Diata From Previous Run... Template. ..

Feports... Fun Archive...

Setup LIMS Ewpaort...

- Excel Data Sheet...

E it Excel Analyziz Sheet...

LinReq Expart Format ..
100 l Matlab Expart...

3. Microsoft Excel will automatically display your exported raw data.
4. Start up the LinReg tool.
5. It will ask you to select the cell range where your raw data is located. The tool can only analyse

one raw channel at a time so you will need to select the appropriate region. In the example given
below Cycling A.Green is to be analysed, the appropriate selection is illustrated.
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8.5.3

E Microsedl Excel - MGH OL Dda bxt

B Fle Edt Vew (neen Fomal Took Dots MWrdow Hep  Addbe FOF 7 - X
G35 3AF0 Kan-F9- -3 e i <10 s B LU EEBE S % d I E-w-A
Al d o 2 Wy g | TRl B

==

510 - 1

| A | B8 [ €& | o ] & [ F [ & I W [ v [ 4 T & [ t [ ™ [ N [ o [ P [ @ [~

1 |LinReg Data Export |
2 | [C)Copyngtt 2003 Corbelt Reseasch, Ply LId (R) All Rughts Resened

3

|4 |For use with LinRegPCR software supporting the publication: Assumplicn-free analysis of quarditatie real-time polymerase chain reaction (PCR) data

& |LinRegPCR sofrwane available on request, (email bioinf@ame wa nl subject LinRegPCR)

&

7| Mormabed Data From Chanreel Cyclng A Green

B

a|ip Page 1 | 2 3 4 5 [ 7 ] o p[1} 11 12 13 14 15

1D Bsckground 0 ] [1] [] a 0 0 0 ] 0 ] a 0 ] [1]

'|Heterozyg: 004078 D019 001529 0021563 0054464 005272 0056744 0077134 0114336 QO7E0ES 008567 0084108 005606 0101816 0.085653

-000559 004348 000076 000512 0058245 O0099H 0062895 OU0S3473 0057300 OUIMEE2 00S737 0901126 OL14272 0431996 0U110516

Wild type 001634 0001565 -00M35 ODIEFE 00384939 O0SMET 0066669 (094333 008456 0135472 0105325 00854439 OIDE14 005795 0106613

| 006626 004474 0005593 002334 0073085 QU745 010325 0119991 0139649 0145567 0131326 0121735 QL1408 0176867 00135551
Q043355 0062792 0074601 Q094718 D077 0090382 0103437 009204 0081697 008MS

-00G602 005568 0051171 0018053 0047415 0077325 0066088 0054365 0099998 0073341 0103137 0150455 0405231 0097965

Wild type 002118 001142 000679 0027765 0014623 00491 003496 0075146 0065196 0038563 0101538 0059656 0066939 0115767 006935

i DMES9 002456 -001298 0065587 0018637 006993 0054453 0121301 0.138951 DOB5189 0114415 DIFZ2 D114415 00537 014007

7 i 355, 116 19219 £ G4 250 A1501

B8 DO0AI73E 0086

40 G0 4 G § L iyl K}

__2"3__:No\'ma: ssed Data From Chanrel Cycling A Yellow

4 4 ¥ MGE QL 04a
Ftady i T2 HES MM

Selection would be
column: B - AU (In this case 45 cycles were exported)
row: 10 - 19

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.

E2 Beport Browser

0] x|

— Report Categonies — Templates :

o [General]

EI [uantitation

: Cycling & Green [Page 1]

- Melt Curve Analysis

i L Melt & Green [Page 1]

B Comparative Quantitation
Cycling & Green [Page 1]

[luantitation [Conc

CQuantitation [Full Report)
[luantitation [Standard Report]

Shiowy I

Cancel
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8.5.4

8.6
8.6.1

Setup

The initial setup of the Rotor-Gene 6000 should be completed during the installation of the
instrument. However after installation if you want to change the way you connect to your
instrument the Setup screen allows you to do so.

X

General I

— Mizcelaneousz Options ;

-

i The zoftware can zimulate basic operation of the
machine far testing and training purpozes. Ticking
thiz box will enable a "irtual b achine simulation.

[ Wirual Mode

..Lh

Untick thiz box to prevent further access to this
zetup sCreen.

¥ Allow access to this setup scieen

Fart I COk1 - I Auta-Detect |

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, you will no
longer be able to access this window. 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. If you are unsure which port to select you use perform an Auto-Detect that
will scan all available ports for the instrument.

Analysis Menu

Analysis Toolbar

Clicking the Analysis menu brings up the Analysis floating window.

This window allows 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 Green
channel (Page 1) shown in the screen shot on the following page (Quantitation). This means that
threshold and normalization settings have been remembered for this analysis. To analyze a
channel, or view an existing channel, simply double-click on the channel to view. The specific
analysis window will then appear.
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8.6.2

Analysis B

2 5td Curves (Rel) | Other.. |
Lluantitation I k2l

Delta Delta CT Relative Quantitation
Allelic Discrimination

Comparative Quantitation

Scatker Graph Analysis

EndPoint Analysis

Concentrakion Analysis

High Resalution Melk Analsis

Showe All Analvsis Options. ..

Cycling &.Green
Cycling A.Orange
Cycling & Red
Cycling A vellov

Show | Hide |
[ Auto-shiink 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.

Cuantitation . Melt I

© cing i Green (Pac= UL
Cycling & Orange Shiow
Cycling & Fed Hide
Cycling & vellow Remove Analyziz. .

Clicking the right mouse button on an analysis also provides you with additional options.
Show: Displays the selected analysis.
Hide: Hides the selected analysis.

Remove Analysis: Removes the selected analysis completely. This means that any
normalisation settings, or melt bins you may have set up in the analysis will be lost.

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.
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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.

Breven _ioix

S H = =

Frint | Save Az Emal | Tolwiord

Standard Curve

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.

¥ standard Curve - Cycli - O] x|

40 B . T H Cycling & Green (Page 1)
i i i i R=0.99969
R s T RCETTEF FERRE R*2=0139933
' ‘ : hi=-3.292
13 S S e S S i...|B=3834a
| | | Efficiency=1.01

—
L=

254 Expork Graph... B LR Rl R -

Standard Error Mean ' : :
201 Owetlay (3 SEEEREREE Foe TR

w Shiow Staks '
131 Zoom Gut .... :
10l Return bo Default Position o4 10M5 1006 107
Cancentration

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.

=4 TIP

@'\) If redefining standards to recalculate the standard curve, toggling the standard

W] 7 sample’s visibility 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 should be
included in your results.

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

=4 TIP

E\“"j\) It is still possible to achieve a high R"2 value with a poor standard curve, if not enough

W] 7 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 Graph...: With the pointer on the standard curve, click on the right button to show the
option to export the graph (see Exporting Graphs for more details).

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:

¥ standard Curve - Cycling A.Green (Page 1) =10 x|
T Cycling & .Green (Page 10
S I N A SRR S ¢ | R=0.99989
. FA2=0.99939
R R N s SRR e EE R R EE PP so--| M=-3292
| B=38.949
S I e Sl T S S 17| Efficiency=1.01

e

1

7 T e

CT

. B T T Ll LTI PP

R Export Graph. ..

Standard Error Mean i

v Show Stats

18 1

Cycling &, Orange (Fage 3

Emior 2k Cycling &.Red (Fage 4)
16 4  Return bo Defaulk Pasition f-r- CEEEEEEEE e
—
10400 1041 1002 1003 1004 1005 1006 1007

Concertration
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Standard Curve Calculation

"conc=...*CT + ..." and "CT=..." represent two rearrangements of the equation used to relate C;
values and concentrations. If you are referring to publications, the "Ct=..." formula will be most of
use, as it is in the same format. The type of curve 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 |
— |mport Standard Curve
" Current FBun

' From Other Run...

Channels :

Cycling & vellow conc=107-0.301*CT + 12.528) CT =-3.322*log[conc) + 41.603
Cycling &.Orange conc=107-0.309°CT +11.185) CT = -3.23%og(conc) + 36.187
Cycling &.Red cone=10"-0.316*CT +11.817) CT = -3.165og(conc) + 37.404

= Fram Egternal Source [Post-B.0 Standard Curve Farmat] ;
CT =| * log[Canic] +|
Efficiency = MAd

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

Conc = m"‘[| =T + ]
Cancel |

Efficienicy = 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.
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Calculation of CT

CT Calculation: The C; value is the fractional cycle number at the point where the amplification
curve crosses a threshold of detection. 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 line click on the icon (grid with red arrow) then
click and hold on the graph and drag line to the desired level. Alternatively 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 and below the onset of signal plateau in
later cycles.

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.

e TIP
& “\) This is useful when there is noise on the signal during the initial cycles due to sample

7 7 mixing effects, for example.

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. the R value is
maximised to most closely approach 1.0).

Auto-Find Theezhold
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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.

Given Conc [Cop| Calc Conc [Copie| 2 War

=]
Fep. Ct Stc| Rep. Ct [95% Cl) [Rep. Calc. Conc.fRep. Cale. Conc. [95%:

8 Quant. Results - Cycling A.Green (Page 1)
Type

1 31078 Standard 14.42
2 30 Standard 14.59
3 308 Standard 14.40
4 3077 Standard 17.44
5 3007 Standard 17.58
E 077 Standard 17.42
7308 Standard 20.99
8 306 Standard 20.92
9 30'6 Standard 21.04
10 31078 Standard 24.20
11 31075 Standard 24.06
12 310°8 Standard 24.09
13 31074 Standard 27.51

14 31074 Standard 27.40
15 31074 Standard 2734
16 31073 Standard 30.76
17 31073 Standard 31.08
18 31073 Standard 30,93

30000000
30000000
30000000
3000000
3000000
3000000
300000
300000
300000
30000
30000
30000
3000
3000
3000
300

300

200

28255064
25142320
28730050
3422624
3103331
3467111
285353
293838
275802
30286
33276
32530
2937
3223
3367

308

246

273

5.8%
16.2%
4.2%
141%
34%
15.6%
49%
0.4%
a1%
1.0%
10.9%
a.4%
0.4%
74%
12.2%
28%
181%
9.0%

14.47

17.48

20.33

2412

2742

an.32

010 1421

0.03 [17.26,

0.06 [20.84

0.07 [23.94.

0.03 [27.20.

016 [30.52.

L1473

17.69]

L2113

24.29]

27.63]

31.32]

27328521 [19019879 , 39266705

3327013 [2517622 | 4336613]

286528 [231158 . 365162]

32005 [25827 . 39661]

3188 [2427 . 4130]

274 [189, 337]

m

-

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.
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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 due to the exponential
nature of real-time amplification.

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 6000 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.

¥
VO
| -

T

g

You can toggle each of the columns on or off by right-clicking on the column.
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B Quant. Results - Cycling A.Green (Page 1) [_ O]

Mo, | M ame | Type | Ct | Given Cone (Canl Cale Cane |l
1 21078 Standard 1447 Analysis

2 31078 Standard 1455 w Mo,

3 31078 Standard 1440  Colour

4 IWAOT Standard 17.84 o Name

5 3077 Standard 1758 o Tvpe

B 30T Standard 17.42 ot

? 3><1 D:E Standard EDEE W Given Conc I:CIIIFIiES:I

8 KOG Standard 2092, cale Cone (Copies)

3 KOG Standard 2104 1, oy

10 3KI0°5 Standard 2207

11 3KI05 Standard 24,0

12 2075 Standard 2qqc ¥ Rep. CE5td. Dev.

13 204 Standard 57,51 R S

184 3KI0°4 Standard 27 4 ¥ Rep. Cale. Conc,

15 31074 Standard 27.34 ¢ Rep. Calc, Conc. (95% CI)
16 31073 Standard 0.76 300

17 3073 Standard 31.08 300 .
< v

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:

B Quant. Results - Cycling A.Green (Page 1) =] Statistics

Ct | Given Conc [Eu:u|:u| Calc Conc [Eu:upiE| EVar | fa mfa:-.:lmum.. ;gﬁgggg
14.42 30000000 ZEZ5A0E 58% || ot ]
1459 30000000 16.2% '
14.40 30000000 4.2% Mean - 27326521
17.44 2000000 141% Std. Diew - 1.07537
17.58 3000000 3103391 343 [Drders of Mag ]
17.42 2000000 467111 1563
20,99 300000 285953 4.9%
20,92 300000 293895 0.4%
21.04 300000 275802 B1% Copy |
247 ann ANIEE 1 N

< Ml i

Important: The AutoStat feature is context-aware. This means that it will, where possible,
only generate information which is useful. For example:
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e 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 1.07537 represents a 7.54% variation (278,974 -- 322,611)=(300,000/1.07537 --
300,000*1.07537). 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 single stranded DNA
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 a gradual increase or decrease over
progressive cycles 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).

Ignore First

The fluorescence signal from the first couple of cycles in a quantitation run may not be
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.

© 2006 Corbett Research


http://mathworld.wolfram.com/GeometricMean.html

73

Rotor-Gene

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. 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 2Fl and went to 47FlI,
then 45F| represents 100%. An NTC threshold of 10% would consider as noise any sample with a
reaction less than 4.5FlI.

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.

E Quantitate Settings |

—MTLC Threzhold :
Perzentage of largest Fl change

— 1

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

I E % 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

Threshold : 100 =1 %= walue will be dizplaped after
: =1 nomalization.

0k, I Cancel Help

NOTE

@ If a value is cancelled due to activation of either of these techniques, the C; value cell will
be labelled to indicate the cancellation. In the image below, samples 19, 20 and 22 were
cancelled due to the reaction efficiency threshold.

© 2006 Corbett Research



Functional Overview 74

M. | N arne | Type | Ct | Given Cong [D:u|:u|
19 | 3d Unknown | MEG [R.EF]

20 3Je Unknown MEG [R.EFf

22 | da Standard | MEG [R.EF] a0,
23 | db Standard 3203 a0,

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: 10013329 = o
Reaction efficiency: ~ [10/3%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%).

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.

@ CAUTION

Amplification methods of nucleic acid that employ automatic thermal cyclers and use any
DNA binding agent to optically detect a net increase in the amount of double stranded
DNA may involve patented technology. Some of these patented techniques belong to
third parties. Corbett Research does not authorise, instruct or guide in the use of such
techniques. Rotor-Gene users are therefore required to make their own independent
inquiries as to the authorised use of the equipment for the purpose of dsDNA
amplification.

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
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8.6.3

Ci=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.

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.

i Ay 1P

@ “\) This process can also be performed while the Rotor-Gene software is running. This

7 d 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.

Quantitation Analysis Templates

Quantitation analysis templates allow the user to export normalisation, threshold settings into a
single .QUT file. This file can be imported and reapplied in other experiments. See
Analysis Templates for more details.

Imported Settings i |
<nores

[mpaort... I Export... I

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
qguantify 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
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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...

Huantitation | b elt
2 Std Curves [Fel] | Other..

Show | Hide |
W Auto-shiink window

Enter a name for the analysis.

Rotor-Gene 6000 Series Software |

Enter a name for the relative quantitation analysis:

R elative Quant. Analysis

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.
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Relative Quantitation | x| |
==| Fleports Erpot

2 Standard Curves Relative Quantitation |

[ Gene of Interest Standard Curve
[ Homaliser Standard Curve
[ Calibrator D efined

{6 Selection of Gene of Interest Standar... |

Currently Selected : [Mone]

To zelect an existing analysiz to uze, or ko 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 window of this analyziz.

Select Other Bun... Cancel

After completing the selections the options will be ticked.

Relative Quantitation | x| |
=2/ Reports | Export

2 Standard Curves Relative Quantitation |

Gene of Interest Standard Curve

Hormalizer Standard Curve
[ Calibrator D efined

W Auto-zhrink window

Click the View Report button to display the Report Browser. Select the analysis with the correct
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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.

E8 Report Browser M=lE
— Report Categonies — Templates :
[General] _
e Quantitation Relative Quant{Standard Curve)
E|2 Standard Curves Relative Cuantitation
& - elative Lluan
Shiowy 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.

i Preview

2 | H = [

Print | Sawedz| Emal | To'word

Marm. Count Relative Conc. Calibratar
000086 1,288 3 1,311 3 1.00 es
. 976356 B34 3 637 3 1.01
Jg1z 321 3 311 3 1.05
. 568152 158 3 158 3 1.02
. 784719 g2 3 ao 3 1.04
134414 40 3 41 3 0.99

1]

8.6.4 Delta Delta Ct Relative Quantitation

Comparative C; method (delta delta C;) is a method for Relative Gene Expression analysis.

The method implemented is described in the following publication:

"Analysis of relative gene expression data using real-time quantitative PCR and the 2 -delta
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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.nim.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=pubmed&dopt=Abstract&list ui
ds=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 sample 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.

25td Curves (Rel) | of— 1L
Giiariiaion I M Allelic Discriminatian

_ Clearing Point Analyziz
v I:-"":lfng AlGreen(Page  Copparative Quantitation
W Cycling &.0range (Pag Concentration Bnalysiz

Deka Dela CT Relative Quantitation
EndFaint Analyzis

High Resolution Melt Analysis
Scatter Graph Analyziz

Show All Analyziz Options...

Show | Hide |
[ Auto-zhrink window

3. Enter a name for the analysis.
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Rotor-Gene 6000 Series Software |

Enter a name for the relative quantitation analysis:

A elative Quant. Analyziz

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

where the Gene of Interest and Normaliser Gene have been analysed. See the above paper for
more information on the steps required for validation.

Relative Quantitation | x| |
==| Fleports Erpot

Delta Delta CT Relative Quantitatian |

[ slidation Fiun Perfomed
[ Gene of Interest Quantitation
[ Homaliser Duantitation

[ Calibrator Defined

{6 Selection of Mormalizer Standard Curye |

Currently Selected : [Mone]

To zelect an existing analysiz to uze, or ko 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 window of this analyziz.

= Cooine & Croar
oo Nomalizer
B  Cycling A Orange

------ " Gene of Interest

Select Other Bun... Cancel

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.
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8.6.5

E8 Report Browser

— Report Categonies

— Templates :

0] x|

o [General]
Ei [uantitation
#- 2 Standard Curves Relative Quantitation
&-Delta Delta CT Relative Quantitation

8 clative Quant, Analpziz

D Relative Quant[Delta Delta]

Shiowy I

Cancel

Example results are shown below. The C;'s 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.

i Preview =13
@ H E_ﬂ Close
Frint | Save Az| Emal | To'word

000056 2218 |3 19.91 3 268 0.o0 1.00 es
. 976356 2328 |3 20585 3 272 0.04 087

381912 2430 |3 21.56 3 274 0.06 0.86
. 568152 2825 |3 2261 3 2564 -0.04 1.03
. 784719 B |3 2348 3 268 0.o1 089

134414 a3 |3 24 66 3 285 -0.03 1.02

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.
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Below is a typical melt curve analysis shown:

Sidebar

| Name | Value | width | «

BinB 9504 4 hd

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.
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Any peak that is within the defined range 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.

Bins are editable if required.

¢ TIP

'\':) }) The peak bins should not be visually positioned to estimate peak positions. Set the bins

o 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.

e TIP

b | - . . . .

'\) 5 This is useful when there is noise on the signal at low temperatures.
g

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.

© 2006 Corbett Research



Functional Overview 84

8.6.6

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

#i Edit Genotypes for Melt A_Green |
Genotype ; Abbrev. ;. Bin A Bin B

IH-::mu:uz_l,IgDus IMM I_ _I

IHetercuz_l,lg-:uus IM'W'

|Wi|u:| Type |ww

Ok

Cancel |
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.

T T e
ST T

L
L

For multiplex analysis, genotypes must be set up in each channel. If, for example, a dual
channel Quenched 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.

Melt Analysis Templates

Melt analysis templates allow the user to export normalisation, threshold, genotype and bin
settings into a single .MET file. This file can be imported and reapplied in other experiments. See
Analysis Templates for more details.

Imported Settings
<hones:

Imnpaoit... | Export... |

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. An example publication using this technique:

Warton K, Foster NC, Gold WA, Stanley KK. A novel gene family induced by acute inflammation
in endothelial cells. Gene. 2004 Nov 10;342(1):85-95.

© 2006 Corbett Research



85

Rotor-Gene

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.

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% \

20.00% // \

E0.00% / \

40.00%

Takeoff Point

20.00% \
DDD% T T T T Iﬁ/ 1
1 2 3 4 7
-20.00% \i/
-40.00%

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.
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8.6.7

Calibrator Replicate

k1

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

e TIP

b | ——

{ “:}) The value displayed to the right of the +- represents the standard deviation of the
w 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 cycles 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 CTRL 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.

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.
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Normalisation Options

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

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

These terms are explained in the chapter Quantitation.

Discrimination Threshold

Discrimination Threshold

Theshold:  [005302 = |
Eimal:pdu|—_|

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.

#i Genotyping |
Genotype Reacting Channelz ﬂ
whild Type Cycling A Green
Heterozygous Cycling & Green Cycling & vellow
M utant Cycling A vellov

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.Green and
Cycling A.Yellow cross the threshold.

Allelic Analysis Templates

Allelic analysis templates allow the user to export normalisation, threshold, and genotype settings
into a single .ALT file. This file can be imported and reapplied in other experiments. See
Analysis Templates for more details.
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8.6.8

Imported Settings
<hones:

Imnpaoit... | Export... |

Scatterplot 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.

For Scatterplot Analysis, it is not sufficient to double-click on the channel you would like to
analyze, as this analysis is performed using two 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. Please note that a channel can only be used once in each type of
analysis.

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 raw data plots are normalised:

¢ Dynamic Tube (Dynamic Tube Normalization)
o Slope Correct (Noise Slope Correction)
o 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.

#i Genotyping

]|

Genotype |F|eau:ting Channelz ﬂ
whild Type Cycling A Green

Heterozygous Cycling & Green Cycling & vellow

M utant Cycling A vellov

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.

& Scatter Analysis Graph - Cycling A.Green, Cycling A Yellow [Page 1]

B Scatter Analysis Results - C

. Ha. |Name |Genot_l,l|:-e
Id Ty : . E 1 al0ng

2 b-10ng

2 el il Tore

Define Genotype  #
S —

ideE

] Heterozpgous

[ 0 Mone

7 a1l Mutant

8 | b100pg

9 c-100pg Wild Type
11 | b10pg

Scatterplot Analysis Templates

Scatterplot analysis templates allow the user to export genotype and region settings into a single
.SCT file. This file can be imported and reapplied in other experiments. See Analysis Templates
for more details.
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Imported Settings
LFI0RNE:
Imnpaoit... | Export... |
8.6.9 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
guantitative.
Below is a screenshot of the EndPoint Analysis software module:
a Rotor-Gene 6000 Series Software YIRTUAL MODE - scatter =] E1
File  Analyziz Bun Gain Wiew ‘Window Help
7 - > ; B =
i | fﬁl H ’ II . ‘;‘ Wi ‘)I-f.? \fj 14+ &l % ﬁ rl
Mew Open Save | Stat Fause Stop Help Sethngs Progress  Profile Temp. Samples Analysiz Beportz  An
JEhanneIS . Cycling &.Green & Cycling & vellow |
E EndPoint Analyzis - Cycling A Green [Page 1) =] E3 Page: Fage 1
— = 1
£ ® | TR
Reports Results  Genotypes... 3 PG
328 Sional Level (%) |Cycling A& Green - Circles | 4
200 g b-01ng
1350 5
100 T3 oo o 7
a0 ci'hre&hu:uld g negative
o 4| | 3
-50 o D Bank On |  Bank Off
100 7 Named On | AllOn | All OF
150 Edit Samples...
QW23 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 Sample | Positive Controls
| . [3] pozitive
i EndPoint Analysis Results - Cycling A - IEllil
Ma. |Name |Type |Genoty|:ue |I:yu:ling A Greer
1 a-10ng Unkrown Reaction :
2 b-10ng Standard R eaction Megative Controls
3 | positive Paoszitive Contral R eaction (8] negative
4 a-0lng Unkrowe Reaction
5 b-OTng Standard R eaction
£~ Chamdard [=PRrT.

| Ratar-Gene BO00 Senes Software 4.7 [Build 1]

\WIRTUAL 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 raw data, the signal levels are normalised relative to the
known positives and negatives for each channel. The user then selects a percentage signal level
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as the reaction threshold.

Terms Used In EndPoint Analysis

Below are explanations of the terms and concepts used in EndPoint Analysis:

Term

Positive Control
Negative Control

Threshold

Signal Level

Genotype

Explanation

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

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

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

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%.

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 "Green" and "Yellow". 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

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:

P Quick Start X]
1. Rotor Selection 2 Confirm Profile |
A R a@
Mew Open  Save As Help

Thie rur will take approximately 7 minutelz] to complete. The graph below reprezents the wn to be performed

Click on a cycle below bo 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 remove steps fior this cycle.

lTimed Step 'i _'ILI
B0

20 zeconds

Acquiring to Cycling A

on Green

 LongFR B0%c for 20 zecs
ong Flange .

[~ Touchdown

< Back | Save Template | Start Bun | Cancel |

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 will normally be sufficient.
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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.

[uantitation I Scatter
Other. ..

EndFaint

wcling L
weling A ellow

Show | Hide |
[ Auto-zhrink 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.

D . T
@ Select Pozilive and Megative Controls

Please selact at least ons pociive and negative control, then chck 0K Thess
corroks will be Lsed as refesences foa the fluosescence iequined for & reachion.
“fow should select positive and negative controls for each channel
1 Getlings -
Given Conc. Foamat - | =] Uit [ -] Huaﬂptians|
1 Gamples :
IUrkrmlm ﬂlj LI ] e i.'£—|_J
C |0 |Hame | Tupe |Groups | Given Cone |Selected | =]
1 Heterazpgous Urikriown b
B Hetenzgous Urikriowm b
3 Wi type Urikriown b
B 4 Heteozpgous Urikriowm b
B 5 Heteroaygous Urkrowsn g
B "Wid lypa Urkrown eg
T W type Urikriown b
B Hutation Urikrowm ‘e
3 Wi type Urikriown R
0 Urkriown Ho
n Urikrown Ho
12 Urkriown Ho
13 Urikrown Ho
14 Urkriown Ho :I
[~ Page:
Nams: [Peoe B B ErEEy beeee
ok | Concel |

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

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 10Fl, but the Positive Controls had a level of 5FI. Since this is an illogical result, you will
receive the following warning:

EndPoint Analyzis - Cycling A Green [Page 1]
= B v

R epaorts Fesultz  Genotypes. .

Graph cannat be dizplayed az the negative contralz are either at the zame level, or higher than the positive controls.

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 Green, but not on Yellow, the sample should
still be defined as a Positive Control. So long as there is least one Positive Control on Yellow
which will amplify, the definition of the sample as a control for Green 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.

© 2006 Corbett Research



97 Rotor-Gene

Genotypes

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

#i Genotyping |
Genotype |F|eau:ting Channelz | ﬂ
whild Type Cycling A Green
Heterozygous Cycling & Green Cycling & vellow
M utant

Cycling A vellov

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.

EndPoint Analysis Templates

EndPoint analysis templates allow the user to export genotype and threshold settings into a single

.ENT file. This file can be imported and reapplied in other experiments. See Analysis Templates
for more details.

Imported Settings
<hones:

Imnpaoit... Export...
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8.6.10 Concentration Measurement

Concentration Measurement allows you to use the instrument to measure DNA concentrations,
or to obtain fluorometer readings.

Below is a screenshot of the analysis with a sample run:

ﬁ_ Rotor-Gene 6000 Series Software VIRTUAL MODE - 04-10-28 Pico Green Lamda 20ul rn conc measurement 8

File  Analwziz Bun Gan View Window Help

> 2 g 3| =
PR O v F O & & & K =5 3.
Mew Open Sawve | Starif Fause Stop Help Settings Progresz  Profle  Temp. Samples Analpziz Reportz  Arange
J Channels " Cycling A Green ‘
Concentration Meazurement - Cycling A.G -0l x| Page: Page 1
= a = 1
Reports  Std. Curve  Results 5
100.00 &y, Fluorescence Cycling & Green - Circles | 4
Q.00 @
o 5
G0.00 g
70.00 7
B0.00 a
40.00 b o0y Bank On | Bank Off
30.00 P Mamed On | AIOn | Al
20.00 b da PR Edit Samples...
10.00 i) o0 O
¥ PO DL DO b bbb g Analysis Method
0.0 123456 7 8 90 W N X314 1516171210 20 M 22 23 2425 26 27 22200 30 3132 33 3435 30 Sample % Linear Fiegression
" Spline Curve Fit
Conc. Standard C @ Concentration Analysis Results - Cy.. [B[=] E3
80 Mo, | Mame Tupe Given Conc [pgd| C &
50 4 | 5td. A2 conc: 500 Standard S00.0000 _I
T an Cycing &.Green (Page 11 5 | Std A2 conc: 500 Standard 500.0000
20 il 92 M6 Std 42 conc: B0 Standard K00 0000
i) RJ\z;D ag57as 7 Std. 43 conc: 250 Standard 2500000
o 5| M=0.083 8 5td A3 conc: 280 Standard 2800000 &
Conf B=-2.976 P | r e SR i e i
Fotor-Gene E000 Series Softveare 4.7 (Build 1] | Concentration Measurement | VIRTUAL MODE 2

Preparing a Run

To perform a Concentration Analysis run, first prepare your fluorescent standards and samples,
ideally in triplicates.

Preparation of Standards

A standard curve is used to determine the concentration of DNA from each sample measured.
The DNA used in the standard curve should be derived from similar DNA in the samples being
measured. It is recommended that the concentration of at least one DNA sample be determined
using ultraviolet spectrophotometry and that this sample be used as the standard. The minimum
number of standards used should be three (with replicates). Importantly, DNA standards used in
fluorescence detection are only linear within the range of 100 nano-grams per micro-litre to 1
nano-gram per micro-litre. That is, within this range, if the concentration of DNA is halved, so is
the fluorescent reading. The confidence intervals for any concentration outside this range are very
broad due to non-linearity in the chemistry.
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Type of DNA Measured
Differences have been observed in the measurement of various forms of DNA. For example,
genomic DNA compared with plasmid DNA. Therefore, it is recommended that only alike DNA are

measured together, and the use of plasmid DNA as a standard be avoided when measuring
genomic DNA.

Run Setup
Then, select Other Runs from the Quick Start wizard:
BliNewRIW x|
Cluick Start | Advanced I
. & default kemplate For
= Perform Last Run measuring the
concentration of
f[=L]| Three Step with Melk !-"-"Zle": a':_"j Using
= fintercalating dwves,

[i]| Two Skep
[=4|| Quenched FRET

ucleic Acid Concentration Measurement

El““JHRMT“
I_PI Other Runs

irJ Cpen & Template In Anather Falder, ..

Cancel

i

Help

V¥ Show This Screen wWhen Software Opens

NOTE

@ Ensure that you run a positive control, such as a high concentration standard in tube
position 1. Without a positive control, the software will be unable to optimise gain settings
for maximum sensitivity. You will be prompted for this before each run.

Analysis

Concentration Measurement analysis operates by relating the fluorescence level to a
concentration value. Two analysis models are available, which may be more or less useful
depending on your chemistry and application.

Linear Regression analyses data by assuming a linear relationship, and estimating unknown
values on the basis of a generated linear model. It determines measurement error by examining
the deviation of the readings from a linear model. If concentration readings are linear, this is the
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most suitable analysis, as it provides statistical analysis of variation (ANOVA) to the operator.

Spline Curve Fit makes the lesser assumption that concentration values increase with
fluorescence. While this approach makes estimates of data with non-linearities more accurate, it
cannot provide any ANOVA, as it does not assume a linear model.

8.6.11 High Resolution Melt Analysis

=~ High Resolution Melts characterize samples based on sequence length,
H R M GC content and complementarity. Genotyping single nucleotide
polymorphisms (SNPs) is a typical application that saves on probe and
high-resalution melt  label costs over other methods.

To perform the analysis go to Analysis and select HRM. Double click on
the channel to analyse. The melt curves from the raw channel are
normalised by averaging all starting and ending fluorescence values and
then forcing the end points of each sample to be the same as the
average.

1 Rotor-Gene GO0 Series Soltware PROCUL TI0N M00E VIR TUAL MODE - HRM genolyping for ACTH gene_REGG000
File Aralyis Fon Gain Wiew ‘Wirdow Help

--'E‘ZHPIII'QH_.&-.?JJ ¢ B W B ou B
Mew Open Sawe | Siot Fase Do | Help | Settings Progress Profls  Temp.  Sewplss Anshysis Reports  Amangs
[cromels - cydngaGeen " Mok AFsRed " Mek Alfrom 81} Farfied

Fhaatadtancn

E&‘HW"!WHWN‘E

| Prstce-Gerve G000 Series Sobare 1.7 (B 8] [WATUAL MODE

Auto calling of samples is achieved by selecting the Genotypes icon. Enter the name of the
genotype followed by the sample number, which is used as a positive control to call unknown
samples automatically. An R value is calculated to provide a level of confidence in the result.
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8.7
8.7.1

8.7.2

8.7.3

Rotor-Gene
I =10]x)
Genolype Lonirol i|
wid lype samphs B
ik alion sampls 1
heletozypole samphs 2

ok | Concel

For more detailed information on HRM please see CorProtocol 6000-1-July06 available for
download from our website.

Run Menu
Start Run

Starts the defined Temperature Profile with the current Gain settings. Before the Rotor-Gene
6000 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.

1T Pauze Run |

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

Help |
Cloze |

@ 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.

Stop Run

When stopping a run you will be prompted to confirm your intention.
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8.8 View Menu
8.8.1 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.

RunSettings &
General | M achine Options I Messages I Charnels I Tube Layout I Security I
Filename : P:ADepartmentzhGQCAE #permentall ata-R GAEAR GEO00YE 1 2052740 ark,
Operatar : ||

Mates : ;I

[

Feaction Wolume - |2|:| j pl Thiz refers to the total volume of the misture

it the tube.
Other Fun Ehannel_s zaved far thig run: :I
Information : Cycling &.Green

Cycling B.Yellow
Cyecling C.0range
Cycling D.Red
Created with template
'T:ADocuments and Settingzhlabpe. CORBET T4\DesktophTemp RGEOO0
Fur has finished.
Started at 16/12/2005 9:38:58 AM
Finished at 16/12/2005 3:53:40 Ak
Oftzet Cosfficient : O
Pragram Yerzion : Ratar-Gene B000 Seres Software 1.7 [Build 3]
Machine Serial Mo: 000627

ok Cancel e[
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Machine Options
This tab contains settings for the configuration of the Rotor-Gene 6000 instrument.

Run Seltings | x| |

General | Machine Options | Mezzages I Channels I Tube Layout I Security I

— Raotar Type

F24w el Rator
AE-well Botor

Genelizc [F24w el
1004 ell Rotor

V¥ Locking Ring Attached

ok Cancel e[

Rotor Type: The rotor should be set to that currently installed in your Rotor-Gene 6000. 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.

RunSettings A

Generall b achine Options I Meszages Channels I Tube Layout I Security I

Mame | Source | Detector | Gain | Create Mew... |
Green 470nm  510nm 10 Edi
rellow 530nm  555nm a —l
Orange  585nm E10nm 10
Red E2Bhm  BEDnm 9
Crimzon B30nm 710hp 7 Remove |
HFRik 460nm 510nm 7

Reset Defaults |

ok Cancel e 1

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.

Channels Green, Yellow, Orange and Red channels are standard configurations for 4 channel
multiplex detection.
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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.

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 £

— General Information :
Fun Signatures are stored within all newly saved mwins. 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 becomes invalid.

— Run Signature :

The signature i1z vahd.

3 The signature for thiz rn file iz valid. The file contents has not been modified
autzide of the software.

ok Cancel FY ][I

Important: Older versions of software did not store run signatures 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.
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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.

8.8.2 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
represents temperature and the horizontal scale represents time. Use the scrollbar to scroll

backwards and forwards throughout the temperature history.

B Temperature

=10l x|

100

20

00:a0 00:0 00:02 00:03

00:04

|1

Set: Actual : 278 Hald Far:

Cloze |
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8.8.3 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.

& Profile Progress
71 mirudie{s) remaining.

i

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.

(UEA

Skip | Add5Cycles | Cumently ning : Cycing @ Repast 1

8.8.4 Edit Samples
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Standard Editor
=TF
File Edit Format Securiby
Standard | Fotar St_l,llel

— Settings ;
Given Conc. Format : I'I.23E+EIE j Urit : IEDDiES j Fore Options |
—Samples
EEECEIEE
C|ID |MName | Type | Groups | Given Cone. | Selected | o]
1izample 1 { Standard J00E+03 Yes _I
| EEE Standard A00E+08 ‘es
B ::onped Standard A00E+08 ‘es
B ¢ oample? Standard A00E+07 ‘es
B 5oape? Standard A00E+07 ‘es
B coample? Standard A00E+07 ‘es
¥ zample 3 Standard J00E+0E Yes
3 zample 3 Standard J00E+0E Yes
9 zample 3 Standard J00E+0E Yes
B 10 NTC ez
B 11ne NTC Yes
B 12 NTC ez -
—Page :
M ame : IF'age'I « | b | [ (=100 | Deletel [~ Synchronize pages
Undo | ok Cancel Help

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 names 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.

Samples :
’VI_j Edit I HesetDefauItI Gradientl

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

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.

EIEEIEREE]

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.

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

Negative Control Negative Control

Positive 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 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
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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 data plots, you can select which sample definitions to use to display by the
drop-down selector next to the Options button:

T 3 20

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

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.
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Solid

=4 TIP
h i ) . .
jj 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.

Save it, Re-use it: A complete sample description can be saved as a sample file
(*.smp) and loaded into future runs with the same sample configuration.

Rotor Style Editor

The rotor style editor is an alternative way of entering sample names. You should select replicates
by dragging over the rotor view, the right hand selection window will update and you can type in
the sample which will set the same name for the current selection. The software will recognize
these wells as replicates.

1 Edit Samples Ii . =10] ]|
File Edft Format  Security
Standasd Fiotos Style |

LoeBEs CT e Imm
. D [Mame [ Tipe |
4 ampie 1
. :m;; . 1 samplel  Standad
. - i e 2
&7 “;
. 7 Serple 3
" 9 sample 3
d 10rte
44 18
" 17
#
"y e e ek
¥ Label'wel: 31,2, 3,
Page :
Mame : IF'agal _I;I Huwl I'r.'r.'-:l I~ Synchrorize pages
Unds | ok | ceest | Heo |
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The rotor style editor is a cut down version of the standard editor, designed for users who quickly
want to setup their sample names and colours. Settings such as the whether the sample
represents a standard cannot be defined here, known concentration of each standard also cannot
be defined. If these need to be defined then the standard editor should be used.

Suitabilities

Sample page suitabilities allow users to match sample pages to channels. The sample page for
the Gene of Interest may apply to the Green channel, and the Housekeeper to the Yellow
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:

¥ Sample Page Suitability x|

% Sample Page Suitabilities enable you ta hide zample pages

when they are not relewant in the curent context. For example,
by defining a Sample Page to apply only to the Yellow channel,
o will not be prompted o gelect it during an analvziz of a
Green channel This feature iz of particular use for users of
multiplered azzays.

Page: |Page 1 =]

— Suitabilities for Selected Page :

" Always dizplay this sample page.

o Orly dizplay thiz sample page when analyzing
data acquired on the following channels :

[ Green -
O vellow

E Orange Save & Close |
Red -
— —I Help |

. TIP

5 —— . .

o 5 When setting up an assay, create all of the sample pages and suitabilities, then save
w 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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=lolx]

File Edit Formak  Security
Standard | Rotar Siyle |

— Settings :
Given Conc. Format ; I j kit ; IEDpies j Maore Options |
—Samples :
|Treated A ISEICETEIEE]
C|ID |Mame | Type | Groups | Given Conc. |Selected | o |
A1 | Tissue Unkrnown es _I
A2 Tizzue Urikrcw _ e
A3 | Tissue Unkrown [ ez
A Tizzue Urikrow [ ] e
B Lung Urikrowar [ ] e
- AE | Lung Urikrcw _ e
B Lung Unkrowv [ ] es
B Lung Urikrowar [ ] e
E1 Mone Mo
B2 MHane Mo
B3 Maone Mo
B4 MNone Mo
ES M one ko ;I
—Page:
M ame : IF'age 1 < | > | Mew | Delete [~ Spnchronize pages
IJndo | k. | Cancel Help

The group editor will automatically appear:

[araup Properties :

x|
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.

© 2006 Corbett Research



Functional Overview 114

8.8.5

8.9

_inix]
Mo, Mame Type Ct Given Conc [Cop| Cale Cone [Copie| % YWar |Fiep. Ct |F|e|:u. Ct Stcl Eep. Ct[95% ) |F|e|:u.
Al Tiszue Unknown 18.82 18.75 017 [18.48,19.02]

A2 Tizzue nknowarn 18.75
A3 Tizzue nknown 18.92
Ad Tizzue nknown 18.52
AR Lung Unknown 18.73 18.70 0.09 [18.55, 18.85]
Af Lung Unknown 1862
AT Lung |Inknown 1881
Al Lung |Inknown 1863
A1-88 | Treated Group 18.72 0131862, 18.83]
]

Display Options

The display options menu is shown below:

Yiew Window Help

Run Settings viow 1;;: 6 m.r_\: w Eﬁ
Temperature Graph Settings Frooress  Profile  Temp,  Samples
Profile Editor
Frofile Progress
Samples. ..

Gain Calibration. ..

Display Cptions Show 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.

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 software

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-
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 6000 or the Rotor-Gene software.

Security Menu

The Rotor-Gene software contains features that enable it to operate securely. When correctly

configured, the Rotor-Gene software can ensure the following:

o Access to the Rotor-Gene 6000 equipment or the analysis software is restricted to user groups
o Modifications to run files are logged
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¢ Unauthorized modifications are detected (signatures)
e Templates used to perform runs are logged
e 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 software 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 a local 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 software 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 software 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.

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:
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Users and Passwords ' el |
Users i Advanced i

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 Mame D &in Erau
L ¥t Adminiskrakor STEMW Administrabors
7 Guest STEW Guests
QHJSR_NEWLﬁPTOP STEW Gliesks
I AM_MEWLAPTOP STEW Guests
matthew2 STEW Admiristrators
add, .. Remove Propertiss
Password For Administrator
To change the password For Administrataor, click Set
=k 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

3.1 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".
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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

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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Newuser (x|

Uzer name: Inewuser
Full name:; INEW Jser
Descrption: I
Pazzword: I’“"“‘
Confirm pazsword: I““““

¥ Uszer 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:

¢ Rotor-Gene Operator — Can perform runs, but cannot generate reports or perform analysis.
o 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

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

None — Access to the software is denied.

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:

B
Dt [CORBETT

Usemame : Imatthew Cancel

Paszwiord I

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

Cusrent Uzser  malthew

™ 1UsE_HEWLASTOR
0 s MEWLAPTOP
[ imnatthew

=\ u5R_NEWLAPTOP

— Gioups
Doz Groups : ‘Selacted User's Groups :
Adrminitratorns RG Analyst
RG Operztor >
<

Showadvanced | Close |

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:

H Pk lerne BEHD Series Sollwans VERTUAL =008 - olw-ag3000-fickd {23 200%-07-78 {1} w4l

|- SRR R SR EEEEEE

e — —

T

aﬂl Wi W31 W4 M5 WE BT KA WmE OH 1 SF WY S4 HE HE M7 #HE HE; £ &M Peah Caling
— wl 7 Fip s of GFAT
e v R ——————EERRRRRRR . o

el Do Braals - S ] R [ ﬂ

| Current User; STEW/matthew (RG Analyst) e
Imspaar e Sitarga.

'mmmmumﬂ WIRTUAL MODE | | Cumend Uer 5 TEW mathess IR Aralenl] &
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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:

ﬂl::..rm Gene GO Seres Soltware VIRTIAL MODE - 2 E; .-IJ.EIEI

Ble Eun Gan dew Yindow b

['im o (LU [Lefie] 0004 |
4 L]

Set: T4.ED Actual: 748 HoldFor: 9 Tiosa I

& Profile PFrogress =1ol x|
I3 mirwbe{s] semaining, Premek Condiiorang. |0

HRORRE0RD

L3
Bark On | Bank DF

MamedOn | ANOn | ANON
ot Samgles
Current User: STEW/matthew (RG Operator)
\\\ LI—-—-—I-.""_"._._'-:_‘_/'
-
Skip | Add S Degrens | Cunsnth nreing : Mok @ 75 deg. /
| Rtor-Gere E000 Sesing Soitwatn 1.7 [Budd 36 IMTMMuaeiln-nUm SIEwmmmanumj 4

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 6000 Senes Software

“'ous have nzufficient rights to uze the software, Pleaze contact the domain administraton to set up groups,
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8.9.2 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 6000 instrument.

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

Enter your username and password in the provided box:

x
Domain: [CORBETT

Cancel

Uzermname Imatthew

Paszwiord 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.

"2 ) TP

@:}) When you log into the Rotor-Gene software, all of the user files will be available for

W) 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.

"y ) TP
@:}) Each user should log out of the Rotor-Gene software after their run has been
W] completed to prevent other users from performing a run in their name.
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8.9.3 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:

Bl Rotor-Gene 600D Series Software VIRTUAL MODE - 2
Ele Andlpsis Bun Gan Miew Secuiy Window Help

7N L] i

Mew Open Save Setlings Progress  Proiile
]um " MelAGresn .~ MekB.Green .~ MekC.Green

PR ﬂ”m

SlertEatse N Sion

Run Sethings
General] Machine Options | Miossagos | Channeks | Tube Lavout | Secuaiy |

':l

TempCal Sef Temp = 50, 75, 95

TempCal Applied Temp =511, 769, 97.9
[+ Auito Callbe abion Log Messages
= Secunty Audk Trail Summang

Saved A TE/02/2006 205247 AM By STEW malthew
[3]- Secunty Audt Trail Detzl

a? S S S S s

o | 3
Bank On | Bank O
Mamed On | AIOn | Al O
E dit Samples. ..

| Riotor-Gene 6000 Series Software 1.7 (Build 12 | VIRTUAL MODE | STEW/matthew [RG Opesator] o

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-1-5-21-1287529892-... is shown in the details:
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Bl Rotor-Gene 600D Series Software VIRTUAL MODE - z
File Analysis Bun Gan View Secuily MWindow Help

7€) ¥y I
Mew Open Save Setlings Progress
]um " MehAGresn .~ MekB.Green .~ MekC.Green

¢ 4 W B = F
Prafile

Temp. Samples Analic Fepods Awrar

PIHlNR ﬁ”vm

Sler i atse S

Run Sethings
General| Machine Options  Messages | Channels | Tube Layout | Security |

- General

[#1- At Calioe ation Log Mezsages
[# Secunty Audk Trail Summany
[=1- Secunty Ludk Trail Detal

Cawed At 16/02/2006 &

47 AM By STEW malthew [5-1-5-21-12

| 3
BankOn | Bank O
Mamed On | AIOn | Al O
Edit Samples...

| Riotor-Gene 6000 Series Software 1.7 (Build 12 | VIRTUAL MODE | STEW/matthew [RG Opesator] o

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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Bl Rotor-Gene 6000 Series Software VIRTUAL MODE - ote-BE3-26-Feb-2004-normal-new-samples-end-of-roto... 9 [=] B |
File Analysiz Bun Gam Wiew Secuily ‘window Help

- = | 5 ~ B —
T E A P TR O | & 9 & & W & =
New Open Save | Szt Bauss Slop Help E Seftings Progress  Prafle  Temp, Samples Analysiz Repots A
]Ehu'mia O MelAGreen o MeltBGreen 0 Melt CGreen

Run Settings

~ Gereral Information :
FRun Signatures are stored wathin all newly zaved winz. Thess signatures_ e a wa
zaal on a document, guarantes that no changes have been made cutside the
zoftware. If a fle iz tampered with, the signabue becomes Fwvakid

R S P R A D PR
S e e
S et R

~ Run Sigriature :
The signature iz vahd.
g Bz gmxm&m&&ﬁ&wﬁwx&&w
T
The zignature for thiz run file iz vabd. The e contents has not been modified e
cutside o the software. MEEE

o | *
BankOn | Bank Off

Mamed On | AN0n | All O
Edit Samples...

| Fotor-Gene 6000 Series Software 1.7 [Buid 12)  VIRTUAL MODE | STEW/matthew [RG Operator] Y

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 run file containg a signature which does nat match the file contents.
Thiz means the file has either been corupted. or tampered with since it was
wiritten by the Ratar-Gene BO00 Seresz Software.

Fun file zigning ensures the integrity of your mwn rezults. Information about a wn's
zighature can be found in the Run Info window.

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

a Rotor-Gene 600D Senes Software VIRTUAL MODE - SybrMelts
&MEME*WEMEWH#

‘ﬂew ‘w}} »'_:J f;{

Seftings Progress  Prafle

-

New Bpen Swe Serts Hatse Ston
]mama .7 MekACH1 . MeltACH2?

Bun Setlings

General| Machine Oplions | Messages | Channels | Tube Loy

— Genera Information :
RFun Signatures are stored within all nevely saved unz. These signatures, ke a wax
zaal on a document, guarantes that no changes have been made outsids the
software. If a fle iz tampened with, the signature becomes mvalid.

250bp
S00bp

e e

Run Sigriature ;-

There iz no signature.

. There is no signature avalable for this un. Runs saved in previous versions may
not be signed, This means the hle contentz can not be guarantesd a3 fiee rom
unauthonized modification

4| | »
BankOn | Bank Off
Mamed On | AN0n | Al O

Edit Samples...

| Fotor-Gene 6000 Series Software 1.7 [Buid 12)  VIRTUAL MODE | STEW/matthew [RG Operator] 4

Sample Locking

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.

&y ) TIP

@5) If you intend to lock samples, do not run the software as Administrator. Create an

\d 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.
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Samples can be locked before starting a run when using the Advanced Wizard, by clicking "Finish
and Lock Samples™:

Hew Run Wizard

Page:
Neme: [Page1 || Mew | pelete| I Synchurize pages

— Sethrgs :
Given Conc. Format : | =] i [ *] More Options |
— Samples :
B | Edt | ResetDefaur | Gradien | IR EEEE|
HID | Mame | Type | Greups | Given Cone. |'se a|
1 250bp Unknawn el |
2 250bp Linknown e
3 250bp Urkritisin e
4 500bp Urknown e
5 S00bp Unknown e
£ 500bp Unknown e
7 Mone Mo
g Mone Mo
9 Hong Mo ™

*

SkipWizard | <cBack | Fwnish | Finish and Lock Samples |

The following warning will appear. Click Yes to confirm.

Rotor-Gene 6000 Senes Software

!E Lock the zamples? Only admmistrators will be able to unlock them once thiz has been done.

= %

Upon editing the samples in the Sample Editor, all editing functionality will be disabled:
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B Edit Samples

Eile Edit Fomat  Secusily
Standard | Rotor Style |
Settings :
Grven Conc. Fomat : | 2] nit: [Cope = Hﬂﬂnp‘iﬂ'ﬁl
Samples :
(DRI WG] (=]
C [I0 |Name | Tvpe | Groups | Given Cone. |Selected | =
- EEET Urknown Ve
2 2albp Unikicwm Tes
l 3 250bp Unkriowern ez
4 500bp Unkrewr Tes
5 500bp Unkrowan Tes
B G ske Unkriowen es
B More Mo
8 Mare Mo
B Mone Na
10 Mo Mo
11 MHore Mo
12 Mo Ma
13 NTC MTC Ves
14 MHone Ma ;l
_I,:'_I L= | [FEgte N SfrterreE e aaes
[T | oK | Cancel | Help |

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:

nat | Securty

] v -

Samples Locke

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

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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8.10

Other Fun Run lile has 3 valid signature
Irifoamation ; Templale was sigred.
Uging 7 2-well carougel,
Chareels saved for this un:
Creeated with lemplabe
'C:ADual Labeled Probes. et
Furi iz cusrenily m progress.
Starbed at 16/02/2008 11:16:36 AM

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.

Gain Settings |
Gireen E=
Yellow =
Oange [ =
Fed =
Cimson  [7 =
HFiM =

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: The software 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.
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8.11

8.12

8.12.1

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.

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 6000 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 computer running the Rotor-Gene 6000. Technical support is available via
email at support@corbettresearch.com.

General Functions Used Over Several Windows

Analysis Templates

Some analyses will require the user to define thresholds, normalisation settings, genotype settings
and often these settings are reused frequently across different experiments.

Analysis templates allow the user to save and reuse these settings across any number of
experiments, this reduces the hassle to users who have preferred settings and reduces the
chance of human error when setting it up.

Currently the analysis that support analysis templates are Quantitation, Melt, Allelic, Scatter plot,
and End point analysis. Each of these types of analyses allow the user to export a file type that is
unique to that analysis, eg. Quantitation analysis allows exporting and importing of .QUT files that
contain solely quantitation settings.

After importing or exporting an analysis template, the filename of the template will be displayed
for future reference.

Imported Settings Lo |
#ATemplateshBC. qut

Import. .. | Export... |
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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.

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

bl awiriin |'|'||:| ﬁ

M iriirmwr : IU j

= L

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.

Exporting Graphs

Picture Export
Graphs in the Rotor-Gene software now provide a much wider range of export options.

The following example explains how to go about saving a bitmap file format.
o Select the desired format.

Export Dialog
Picture | Mative | Data |

Ecrrnat Opticrs I Size |
itmap

az Metafile _
az PostScript Lolors:  Default x|

az PDF
PO [ Monochrome

az GIF
az PMNG
az JPEG

LCopy Save.. Send... Cloze

¢ On the right hand side select the size you want.
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E xport Dialog

[ ative I [ ata I

Format Options ~ Size |
=
az Metafile o —
a3 PostSoript Sadidth: |83 —
az PDF
as PCX Height: [540 :Il
az GIF
:2 FEEGG V¥ Keep aspect ratin
Copy Save... Send.. Tl

Selecting Keep aspect ratio will keep the image in the correct proportion when adjusting its

size.

Click Save and select a filename, the resulting file will contain an image of the graph.

For users who require a much higher resolution image, we suggest either increasing the size of
the image until it suits your requirements, or another excellent option saving the graph as a
Metafile (.EMF, .WMF). The metafile format is a vector-based format that can opened in software
such as Adobe lllustrator, this will allow the user to create an image of any resolution required.

Native Export

Graphs in the Rotor-Gene software make use of the third party component TeeChart developed
by Steema software. A graph that is saved in native format is in fact the standard TChart file
format, this allows the user to take advantage of TeeChart Office another tool provided by this
vendor. TeeChart Office is a distributed as freeware and is installed as part of the Rotor-Gene

software package, a TeeChart icon should be available on your desktop.

TeeChart Office allows the user to manipulate the graph they have exported, this includes things
like changing colours of curves, adding annotations, changing fonts, adjusting actual data points

etc. There are a wide range of features that will be of use to users.
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& TeseChart Difice - test.tes
Fle Edt Miew Jook: Help
s Bgaincl o
I ~ < B r U s I—_l Bt ||@_h 5” v|J_.||
) **IEIA‘H ‘JEE;
b 18
& W — 2-Heletozygous .
1 L.I

e @ 3wild ype 16
& W — 4 -Helérooygous - !
| &+ Helerozypous x| iy
T ;. | (4 |
Property Walue #12 . '-..-".'.:'-"- =
s CHEEE — || &%
Back lmage |- [rore] 10 18
Bevel Raized |£
Biorder —|— 3
Color White 8- .
Color mrode Cidoe s il
i D+ (1]
Gracient I:][nnnll 5 - 1 —
Wiew 30 [ Mo
Auba Size F e 5 10 15 20 &5 .1 n 40 45 Mm

- Cycle :

Chat_[Dala | [}-‘-r-m;l
[ [ [Modiied | NUM

Data Exports

Facilities to export to different data format is also provided, exporting to these different formats
will result in a file containing the raw data points used in the graph.

E xport Dialog

Picture I Mative Data

Senes:  [all) ﬂ ?Clzi?ﬁt Index

Farmat ¥ Fuoirt Labels

* Feut [ Header

~ XML [~ Paint Colars

¢~ HTHML T able Delimiter:

" Encel Tab = I

Copy Save.. agnd... | Llase

Please note that exporting raw data and analysis data can also be done via the File > Save As

menu (see Opening and Saving).
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9.5

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.

Adjust Scale., .
Autoscale
Revert to Defaulk Scale

Export...

Copy Chart to Clipboard

Edit Chart in Teehart Office. ..
Print. ..

Digital Filter, ..

Select All Mamed Samples

Shiow Pinpainker

Grouping b

Scaling: See Scaling Options.

Export... Saves the graph in a variety of formats. (see Exporting Graphs)

Copy Chart to Clipboard: Copies the graph image to the clipboard.

Edit Chart in TeeChart Office... Opens the graph directly in TeeChart Office for editing (see
Exporting Graphs for more details).

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 i 5[
|N|:|ne

b edivim
Heawy

Cancel |

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

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.

Abbreviations

Abbreviation Name

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

Maintenance

Maintaining the working performance of the Rotor-Gene 6000 is simple and quick. Optical
performance is maintained by ensuring that the lenses, located at both the emission and detection
source, are clean. This is achieved by gently wiping a cotton tip applicator with ethanol over the
two lenses.
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111

11.2

Keep the work bench area clean and free from dust and sheets of paper. The air inlet of the
Rotor-Gene 6000 is at the bottom and lose material such as paper or dust may compromise
performance.

To avoid dust build up, keep the lid of the Rotor-Gene 6000 closed when the instrument is idle.

If the rotor chamber becomes contaminated, it can be cleaned by wiping the surfaces with a lint
free cloth dampened with a bleach solution. Avoid dripping bleach into the chamber.

Optical Temperature Verification (OTV)

4 Optical Temperature Verification (OTV) is a method to verify the in-tube
T V temperature of a Rotor-Gene 6000. Validation of in-tube temperature can
be an important procedure in certified laboratories.

opfical temperature

verification

OTV System Function

The OTV system uses the optical properties of three different thermochromatic liquid crystals
(TLC) that are an absolute temperature reference. When heated, TLC's change from opaque to
transparent at very precise temperatures (50, 75 and 90°C). As TLC's do not fluoresce, it is
necessary to cover the excitation source with a fluorescent scatter plate (white for Rotor-Gene
6000) so that changes in the TLC transition points can be detected by the Rotor-Gene 6000's
optical system. TLC's that are below their transition temperature are opaque and any source light
will be reflected. Some of the reflected light will scatter toward the detector, increasing
fluorescence. When the in-tube temperature reaches the TLC transition point, the TLC becomes
transparent, thereby, the source light passes through the sample rather than being reflected
toward the detector, resulting in a decrease in fluorescence. The fluorescence change is used to
determine the precise transition temperature of each TLC. The transition temperature is
compared to the Rotor-Gene 6000's reported temperature, verifying that the instrument is within
temperature specification.

OTV Kit Components

The following components are required to run an OTV;

e An OTV Kit comprising;
1. Sealed Gene-Disc 72 OTV Rotor (complete with TLC's)
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Fluorescent insert (RG3000 black, RG6000 white)

Experiment profile

A CD with OTV Rotor Serial Number

Service Notes 27

. Calibration Test file

o Rotor-Gene 6000 Series Software Version 1.7, which contains the easy to use OTV Rotor
Wizard

e Gene-Disc 72 Rotor Hub

e Gene-Disc 72 Locking Ring

ok wnN

11.3 Running an OTV

Begin by placing the scatter plate into the detector well, followed by the OTV rotor, into the Rotor-

Gene 6000.
ih

Select the Instrument Maintenance\OTV template from the Advanced wizard. The wizard will
then ask for the OTV serial number, you can get this by reading the label off the actual rotor.
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The software will then ask you to enter a filename for the run, once entered the run will initiate.
The run will perform a series of melts that will indicate the thermal characteristics of the machine.
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12
12.1

12.2

I§ OT¥ Temperature Yerification Results x|

— Summary :

YWerfication Besulk:  Adjustment Becommended

— Detailz :

Lower Point: Mo Adjustment Required
biddle Foint : Mo Adjustment Required

Ilpper Point:  Adjustment Required

Apply Adjustment. .

Cloze |

At the conclusion of the run, the software will indicate whether the machine is within specification.

If adjustment is required, the user should select Apply Adjustment and it will prompt the user to
perform a verification run. Once the instrument is within specification the user can preview a
report of the run and can print this report as an indication that the instrument now conforms.

Troubleshooting

Log Archives

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.

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.
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¢ 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+Db

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.:

}D — ]'|:| ] | |'_."|:| — 7]
—_— il - —
]ll ]ll ..

This is the confidence interval for the concentration of a single unknown.

Suppose now we have k further observations at x=x0 and we denote their average by ! 0. Then,

. - _ 72
) 0o N [ Hp 4+ Sy, - |
and arguments similar to above give
'|JII-I:I . 1I:I Ir.‘l- | | |:.-'.|:| — |2 J.
——  — =t =t )% a2
| how T Sarx ’

This formula determines how confidence intervals for concentrations of replicate unknowns are
determined.

For estimation of standards, a tighter confidence interval can be obtained :
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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 - - fn-1) Then a

100(1-*)% confidence interval for a C; value ! is:
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