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Introduction

In this chapter

Introducing UNICORN

Introducing UNICORN

1

This chapter contains:
e Ageneral overview of the UNICORN™ system.
¢ Information about the user documentation for UNICORN and how to use it.

This chapter contains the following sections

Topic See
About UNICORN 11
About this manual 1.2
About the UNICORN user documentation 13

ep7



1 Introducing UNICORN
1.1 About UNICORN

11

Introduction

What is
UNICORN?

Operating environ-
ment

Windows func-
tions

Bar code reader

Compatible chro-
matography sys-
tems

28-4010-48AA ep8

About UNICORN

This section is a general overview of the UNICORN system.

UNICORN is a complete package for control and supervision of chromatography/oligo
systems. It consists of control software and a controller card for interfacing the
controlling PC to the chromatography liquid handling module.

Oligonucleotide Synthesis is used to make synthetic oligonucleotides in the column
that is attached to the system controlled by UNICORN.

UNICORN is a trademark of GE Healthcare.

UNICORN runs on a PC under Microsoft® Windows® 2000 or Microsoft Windows XP.
It is designed to run under English keyboard settings.

Most Windows functions are also available in UNICORN, including
e cutand paste
e right-click short-cut menus

Note: Drag and drop is not available. File and folder handling in UNICORN also differs
from the general Windows file manager standard.

You can connect a bar code reader to the PC and use the reader to enter information
instead of using the keyboard. This can be useful for example when entering
information like batch IDs.

UNICORN can be used with a number of systems including

o AKTA™ design systems

e OligoProcess™ systems

e BioProcess™ systems

Note: All examples in this guide are based on an AKTA oligopilot™ 100 system that
operates with the AKOPc100 strategy.If you use another system you may find that
the descriptions and instructions do not match your system on every point. In that

case you also need to refer to the user documentation for your specific
chromatography system.




Introducing UNICORN 1

System networks UNICORN can be installed on a stand-alone computer to control only a single, locally
attached system. However, a stand-alone computer can control up to four separate
systems. In a network installation each computer workstation can operate many
systems regardless if they are locally connected or not. Each system can only be
operated by one workstation at a time, but several may view the output data.

Software modules The UNICORN control software consists of four integrated modules:

Module

Function

UNICORN Manager

File handling and administration, e.g.
definition of systems and user profile
etc.

Method Editor

To create and edit methods for pre-
programmed control of systems.

System Control

To control and monitor the synthesis
processes online, through method-
based or manual control.

Evaluation

To evaluate and present stored results
from synthesis processes.

Note: All modules are active when the program is operating, and are not closed when
they are minimized. A minimized System Control unit may control a process. All
modules will normally open when the program is started. However, a user profile
may be set up so that not all modules are available. Only the available modules will

be displayed.




1 Introducing UNICORN
1.1 About UNICORN

Work flow The work flow in UNICORN can be divided into four distinct stages. Each stage is
described in separate chapters in this manual. The flow chart below shows the work
flow stages.

1 . Create a method

? Run the method

3_ Evaluate the results

4, Compile a report I

Help functions An online help utility is included in the UNICORN software. The table below describes
how to access the help utility.

Ifyouwantto access... | Then...

the general help utility. | open the Help menu in any of the software modules.

context-specific help e click the Help button in the dialog box

topics.
P or

e press the F1 key on your keyboard.

the online manuals. open the Help menu in any of the software modules
and select Manuals.

Security The table below describes the main security functions in UNICORN:
Feature Function
Access Security Only authorized users can access

UNICORN. Each user is assigned an ac-
cess level, which defines the functions
that the user is permitted to use.

28-4010-48AA e p 10



Introducing UNICORN 1

Feature

Function

Connection Security

A running system can only be con-
trolled from one connection. Systems
may be locked with a password to pre-
vent other, un-authorized users from
changing parameters.

Data Security

Result files from an ongoing synthesis
run can be saved automatically at pre-
setintervals to minimize data loss if the
system fails. The results are saved loc-
ally if the network communication fails.

Electronic Signatures

Method and result files can be signed
electronically for enhanced security
and accountability.

epll
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1.2 About this manual

1.2

Introduction

The purpose of
the User Refer-
ence Manual

Systems covered
by this manual

The model system
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About this manual

This section is a general description of the manual, the contents and the pre-requisites
for the examples and instructions that are presented in the User Reference Manual.

The purpose of the User Reference Manual is to present a comprehensive guide to
the UNICORN system for a user either with previous experience of this system or
from other, similar oligosynthesis or chromatography systems. The system is
presented in detail, along with practical instructions of how to operate a model system.

This manual and the corresponding version of Getting Started with UNICORN for
AKTAoligopilot covers the following systems:

e AKTA™ oligopilot™
e OligoPilot™

e OligoProcess™

Note: A general version of this manual is available for use with most AKTA design
instruments. Adapted versions of the manual are available for AKTAxpress™ and
BioProcess™ systems.

UNICORN software can be used in numerous possible system variations. For practical
reasons the user documentation is based on a model system that consists of:

» AKTAoligopilot 100
e Strategy AKOPc100



Refer to other
manuals

Document struc-
ture

Typographical
representations

Introducing UNICORN 1

Note: If you use another system you may find that the descriptions and instructions
do not match your system on every point. In that case you also need to refer to the
user documentation for your specific system.

The User Reference Manual does not contain information about the installation
procedure or network configuration. You will find this information in the Administration
and Technical Manual.

Sometimes you may find it more convenient to refer to the Getting Started with
UNICORN guide for a linear, step-by-step instruction how to perform a task.

Note: When you install the UNICORN software you choose which manuals you wish
to install. You can also install the manuals after the program installation.

The manual is divided into chapters. Each chapter starts with a brief overview that
presents the contents and the headings for the sections that the chapter contains.
Most sections begin with anintroduction that summarizes the content. Some sections
are divided into sub-sections.

A section is divided into blocks of information with separating lines. The blocks are
identified by a label in the margin. This makes it easier for you to quickly scan a page
to find the exact topic you are looking for.

Menu commands, field names and other text items from the software are quoted
exactly as they appear on the screen, in a bold typeface:

Example: Run Setup

Search paths are shown in a bold typeface with a separating colon between each
level:

Example: View:Panes:Customize (i.e. the menu command Customize in the sub-menu
Panes from the View-menu).

Text entries that UNICORN generates or that the user must type is represented by a
monotype typeface:

Example: Connection change

epl13
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1.2 About this manual

Pre-requisites The following pre-requisites must be fulfilled before you can use this manual the way
it was intended:

e You need to have a general understanding of how your PC and Windows works.
In most cases universal computer functions will not be explained.

e UNICORN must be installed and configured correctly on your computer.

¢ You need to understand the concepts of oligonucleotide synthesis. Terminology
and functionalities will be explained only when they differ from normal practise.

e Before you try to operate a synthesis system based on the instructions in this

manual you need to study and understand the safety information that is part of
the system documentation.

28-4010-48AA epl4
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Introduction

The manuals

User info about
Getting Started

User info about
the User Refer-
ence Manual

Introducing UNICORN 1

About the UNICORN user documentation

The user documentation for UNICORN is divided into three separate manuals. This
section is an overview of the contents and the relationship between the manuals.

The three manuals are:

e Getting Started with UNICORN for oligonucleotide synthesis

e UNICORN User Reference Manual for oligonucleotide synthesis (See 1.2 About

this manual on page 12).

e UNICORN Administration and Technical Manual

The questions and answers in the table below describe the features of the Getting

Started manual.

Question

Answer

Who should read Getting Started?

Users that are new to the UNICORN
system and with limited experience
from other systems for oligonucleotide
synthesis.

What do | need before | start?

A basic knowledge of PC and Windows
functions and an understanding of the
concepts and terminology of oligonuc-
leotide synthesis.

What are the contents of Getting Star-
ted?

Basic descriptions of UNICORN and its
use, based on a model system.

How should | use Getting Started?

Read in front of your computer and test
the instructions at the same time.

The questions and answers in the table below describes the features of the User

Reference Manual.

Question

Answer

Who should read the User Reference
Manual?

e Users that are experienced with
previous UNICORN system versions.

e Users with vast experience from
other systems for oligonucleotide
synthesis.

epl5
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1.3 About the UNICORN user documentation

User info about
The Administra-
tion and Technical
Manual

28-4010-48AA ep 16

Question

Answer

What do | need before | start?

Knowledge of PC and Windows func-
tions and an understanding of the con-
cepts and terminology of oligonuc-
leotide synthesis. Preferably previous
experience with UNICORN.

What are the contents of the User Ref-
erence Manual?

e Detailed descriptions of UNICORN.

e Instructions on how to use the sys-
tem, with suggested alternatives.

Most instructions are based on a model
system.

How should | use the User Reference
Manual?

Depending on your previous experience
you can either read whole chapters
from the beginning to the end, or only
selected sections for reference.

The questions and answers in the table below describes the features of the

Administration and Technical Manual.

Question

Answer

Who should read the Administration
and Technical Manual?

System administrators.

What do | need before | start?

e General knowledge of UNICORN.

* Knowledge of PC, Windows and
general network administration
functions.

e Anunderstanding of the concepts
and terminology of oligonucleotide
synthesis.

What are the contents of the Adminis-
tration and Technical Manual?

Detailed instructions of:

e How to install and maintain
UNICORN in a network environment.

e Howto create and administrate user
profiles.

Most instructions are based on a model
system.
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Question

Answer

How should | use the Administration
and Technical Manual?

e If you are an experienced adminis-
trator of previous UNICORN versions
you can read selected sections for
reference.

e If thisis your first experience of
UNICORN we recommend that you
study the manual in detail.

epl7



2 UNICORN concepts

2 UNICORN concepts

Introduction This chapter contains:

¢ Definitions and descriptions of some of the specific concepts that are presented
in this manual and in other UNICORN manuals.

e An overview of the UNICORN user interface.
e AQuick Start Guide that can be used as a shortcut for experienced users that want

to start right away.

Note: General concepts and common terminology for oligonucleotide synthesis are
not explained here.

In this chapter  This chapter contains the following sections
Topic See
Concept definitions 2.1
The UNICORN user interface 2.2
Quick Start Guide 2.3

28-4010-48AA ep 18



2.1

Introduction

Alarms

Batch run

Chromatogram

Curves

Method

MethodQueue

UNICORN concepts 2

Concept definitions

This chapter contains explanations and definitions of a number of UNICORN concepts
that are used in this manual.

The concepts are organized in alphabetical order.

Systems settings or method instructions specify acceptable limits for monitor signals
during a synthesis run. An Alarm dialog box will be displayed on the screen if the
monitored values exceed or fall below specified limits. The system will be paused.

You can perform a Batch run of a number of result files in the Evaluation module.
The files do not have to be open and the run operates in the background. The
procedure is useful if you want to print a number of results with the same settings,
or if you want to perform integration with the same parameter settings on many
results.

A chromatogrami is a collection of data represented by a number of curves that have
been created during a synthesis run, e.g. UV and conductivity etc. The original raw
data curves cannot be deleted or modified. They can be used as a basis for evaluation
procedures and subsequent creation of new curves.

A chromatogram can also contain curves that have been created and saved during
an evaluation session.

The monitor signals from the synthesis run are displayed graphically as curves.

The program instructions for a synthesis run are defined in a Method. A Method can
be divided into blocks that represent steps in the synthesis process. Each block
consists of a series of instructions that request specific operations in the system.

MethodQueues are used to link several methods (different columns) together, on the
same or on different systems.

Example: A MethodQueue can be set up to conduct a CIP study of a number of
columns, through a controlled series of scouting runs.
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Result files

Strategy

Synthesis Data

Template

Variable

28-4010-48AA e p 20

UNICORN creates Result files when a method is run. The Result files contain:

e Run data from the monitors in the oligonucleotide synthesis system.

Example: UV absorbance, flow rate, conductivity etc.

e Documentation from the run.

Example: Logbook entries, settings, text method etc.

e Saved results from evaluations of the run data.

Example: Peak integrations, synthesis data etc.

Part of the UNICORN software is specific for the system that it is set up to operate.
The system specific part is usually referred to as the Strategy. The Strategy defines
available method and manual instructions, system settings, run data, curves and
method templates.

= )

UNICORN System
. "
| Strategy |

Note: The examples in this guide are generally based on the AKOPc100 strategy.

Synthesis Data is a spreadsheet that can be displayed over the System Control
module. It contains online integrated trityl data. The row corresponding to the cycle
that is in progress is marked.

Templates are basic methods that can be used as a starting point for developing
customized methods and sequences. The method variables in a suitable Template
is adjusted to create a method for another application.

Instruction parameters and values at breakpoints in the Methodmay be defined as
Variables. Variables makes it easy to adapt a method to a particular synthesis run.

e Aframework Method with default parameters can be changed to create variants.
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Warnings Systems settings or method instructions specify acceptable limits for monitor signals
during a separation run. A Warning dialog box may be displayed on the screen if a
specified limit is exceeded. The system will still continue to run after a Warning.
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2.2 The UNICORN user interface

2.2

Introduction

In this section

28-4010-48AA e p 22

The UNICORN user interface

This section is an overview of the four UNICORN modules with descriptions of some
of the elements of the user interface. The section also contains a description of the
search functions in UNICORN.

Note: A user profile can be set up so that the user only has limited access to the
modules described in this chapter. Only the available modules will open when the
program is started.

This section contains the following sub-sections

Topic See

UNICORN Manager 2.2.1
The Method Editor module 2.2.2
The System Control module 223
The Evaluation module 2.2.4
Search functions 225
Help functions and manuals 2.2.6
Snapshots 2.2.7
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2.2.1 UNICORN Manager

Introduction The UNICORN Manager is mainly used for file and folder administration.

The UNICORN The module is divided into two windows, the Methods window and the Results window.
Manager windows See the illustration below:

UMICORN Main Menu =10l
A ¥ Advinshatin Teds Window  Holp
o5 B Glale
EhiED <& =
R — 1o = | oI o=
[ e oA Dbk D D0 Gl D P i i
e | system [ mes[opps T vod | [ Hame [T [ riocifisd i
£ e Foker Frew Faider
=R Mt S Fidther 004 Tmga? o EMEEE TPk ORI 1 1R
s Uz Frkie 2 [Mmnazss ool TEEHE Rk Pl AR LA
" Jear Ll nszcn use Fekie 2y mnaEes o0l 2= Reakrike 20020502 207
u] 2Enaan Spstom 2 IEE MotmdFk 3 Wnxaed Cbl ZEEE RemkFk ZDE-DI0I IS
o] mn Spdand FOHE el Pl # Wi renga: L MIE-NEA| (KT
2| nsese Sstem UL method Pl 21 ] sy oL LS Resih el M 1L
a] B4 ol L. cchnn System | ZEEED Metmd Rk I WEnazaz ol ZLISEE Rkl 201821 ELED
W] 2E4 Sols Spstom s FEME Mctod e 200 NG ol E3IME TPk o002 5 23 A
bl e a7 Sydan? ERERE Melhwd Fle 2 L8] e o FIZENE Femad P b [l RE HIE
=] 5o ol Systern 2 ZOFED Metod Tk z00] EnsE2d ol CIZED Remhrie 2002000 1400
u] L 1t Bt Syetem 2 nME MetmdFk 3 WEnaEs ML AR RemhFk D21 ORE
] thectlinunch &5 pate Sy e ® S5HE Mol Pl sond | | nencea ane FREE Raud Pk OMIR-NEED (R
2] tmat deopld Sistem | sl method Fle b I enseas WL IR ReikPl AR UL
2] == class ¢ verficztion System | IzaD metedrke I mn:z: ML IR RekFh 2002121 T
W i Systom | ZxEE Mctwd P 200 Wnxgzz ol F3TIEE ek 002 b3-E0 2500
b oyelinis o Spdand FUHE el Fbe 2 ] re-a ol FEHIE R ) ke NN e
2] esghast 2z Sgstari | THED metod ke o] || [ renzery om ZERHD Remhrie PNE-I-1Y LS
Zaz Trst cound g Sygtem | IR MetmdFk 3 Wnazi4 £l ZZEE RenhFk 201419 CREE
1 wi ENUE R Fk OMI-DE- L6 FED
[Wmnzis on ZII0E ReukFie
[ mnazr: mou LT Remkrke
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W enalgs o A T ) ANUAN AL
Il T ‘_lll'hn'ﬂﬂ‘ gl TIAWET Rea b Fie I:m:\-n'rmm'_.l'_.
Rty [FethodGueus [dseer defak | A

The Methods win- The Methods window contains all the saved methods, MethodQueues and all the
dow folders containing methods that are available to the user. See the illustration below:

=

B #ethods

I ot ADed sl

| System | see|Type | #odfied [ cres

Presv Folder
Liser Folder 12frfa0at 110, 1207
Lisar Foidar 12[7j2001 11:0... 1207
''''' Uissr Folder 12f7j200t 110, 137
Liser Flder 127 fa008 1., 1207
Mathod Cueue Folder 12083702001 %:4... 1201
syshem 5T4kE  Method File 1212001 4:2... 1:|2|

Note: The icons for MethodQueue folders are different from the regular folder icon.
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The Results win-

dow

Toolbar icons in
the UNICORN

Manager

28-4010-48AA

The Results window contains all the saved results and all the result folders.

Results I [m] [
o ADefaults ek 0P 004 Emls O ptimization
Tiam Size I Type I IModified -
2l Prew Folder
02noz247 001 Z215KE  Result File 2002-09-04 111458
02no245 ool Z287KE  Result File 2002-09-04 11:47
02no245 ool 2252KE  Result Fil= 2002-09-02 227
02no240 oo1 2149%E Result Fil= 2002-09-02 11154
02no241 a1 2319%E Result File 2002-08-31 04:02
02noZ19 001 2341KE  Result Fil= 2002-05-26 11115
02noZ233 001 2119%E Result File 2002-08-23 21128

The table below describes the toolbar icons in the module.

Icon

Function

ﬂﬂ

The Logon/Logoff icon is used to log on or log off the system.

Note: The arrow in the Logoff icon points away from the door.

5
s

The Instant Run icon immediately starts a run from a selected template
or from a wizard.

The New Method icon opens the Method Editor module and displays
the New Method dialog box.

o

The System Control icon activates the first connected System Control
module and displays the Manual instruction dialog box.

The Evaluation icon opens the Open Result dialog box. Select a result
file and click OK to start the Evaluation module.

The MethodQueue icon opens the MethodQueue Editor.

| &

The Existing MethodQueue icon opens the Running MethodQueue
dialog box to display MethodQueues in progress.
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Limited access to Some user groups may be defined to have only a limited access to the UNICORN
the UNICORN Manager functions. The available functions in the limited version are:

Manager « Log off

e Change User Attributes

e Change Password

¢ Quit Program

e Help

There is also a Cancel button which minimizes the dialog box. The illustration below
shows the limited access version of the UNICORN Manager.

UNICORN Manager |

UMICORM Logon Information

Eric iz logged on

Logoff... %l Change User altibutes ... | Help |

it Brogram... | | Change Pazssword ... I Cancel |

Note: For more information about how to change passwords and user attributes
please refer to 3.4 How to change your passwords and user attributes on page 57.
For more information about how to log off and quit the program, please refer to 3.1
Log on routines and log off routines on page 46.
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2.2.2 The Method Editor module

Introduction The Method Editor module provides complete facilities for advanced editing of the
methods.

Two modes The Method Editor interface operates in two modes:
e Run Setup

e Text Instructions

Run Setup Run Setup is a dialog box with a number of tabs that define the method properties.
See the illustration below:
Wanabios | Hates | Dueﬂicn:l Refersnce I'.‘|.||wet| Evalialict F'mbadme:[ Melhodln‘mmalim] Stait Pln'IDL‘O|i Sequsm:e| HenJIName|
Block Variable Vaolue Range

Ian Calunn_Velume (mlh £.:300 0100 - 953553,000

START perzmelers Calunn_ Yok fml B30 010- 500,00
wizight_al_Suppon gk 1.00 0L10- 150000
Loading_af_Supperl fumal/gh 10 1-250

Calurnn_Murber Calumn_Murrbe Calunin 1 =

Anidite_Pugsvolume Arnidice_Purgz_volume il 1.00 0.02- 93593300

Salvent_Punge_volume: Salvenl_Purge_vohume {mit 500 0.00 - 9925933, 10

DM _paramehers Eq_trmdie_DRA [Eqb 15 1.0-10.0
Cane_4midile_DHA (] 010l 0.00-05m

Reepsle_DMA Feepele_Time_ DMA dmind 300 000 - 993359 00

I~ Bhow detals

™ Show umsed weriatles

| Displey tocllip for extended vaiisble calls Edl‘.-'aliubl:...l Help I
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Text Instructions

The Flow Scheme
pane

UNICORN concepts 2

Text Instructions are used for advanced editing. Up to five different display panes

ca

Se

Lie

n be open at the same time:
The Block pane (not used for oligonucleotide synthesis).

The Flow Scheme pane.

The Gradient pane (not used for oligonucleotide synthesis).

The Text pane.

The Instruction box pane.

e the illustration below:

Ed: phack Yew Zeo

=T

IREPET = TR STIEEN

F

[Flow Seheme 153

|t

0 Message “Press CONTIMUE when resdy”, Screen, “Ho sound"
0 Pause -1
w0 Rase Tl _dT

F+ M 000 Dlock START_parameters
=+ Bl W vlock Purge_l

© MW o Rlnck g T

E+ M 000 Block Pukge_T_U

F- Bl W dlock Purge_n

£ W Rlock Purge_Teteande
M 000 Block Purge_solvenks_os
~+ Bl w0 ulock Columan_wash

il |

i o i Pume
: © Riepadh
L

1eak ol 1 | uzticns - Paiarvetzns-

O Alemeihion
Vakine [0 - S8 )

ver. | [63 =

= el

& 03w

Rescy

The Flow Scheme pane displays the configuration of the system components. The
pane is static and for information only. See the illustration below:
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The Text pane

The Text pane displays the method as a list of text instructions. The instructions can

be organized in blocks, denoted by blue square symbols. The blocks can be expanded
to show the instructions within the block. See the illustration below:

[ =

-

*

D

0.00 Daze C¥, {G.3)#Column_¥okume {mi}, Any

000 Messane “Fll your coluens wath BT suppork”, Screen, "No soand”
000 Message "Peces CONTINUE whn Foady™, Soroen, "N sourd™

000 Pause -10

Uy Base )d _dl

W 000 Elod START pasameters
-M 0.0x Blodk Purge_G

-l vy vledk Purge L

W nn Bk Paiege_T_L

W 000 Blodk Furge A

-l vy vodk Purge_Tetrazole

WO Bk Bairige_sidheenls_ne

M 0.0 Blodk Column_wash Jd|

“1

The Instruction

box pane below:

The Instruction box pane is used to enter, edit or delete instructions. See the illustration

—Bizahpow
0o j"‘-"
War..

Inzliichioee:
= Fump

1+ Flonalh
£ alamesitdcn

C Wisch

) Other

Toolbar icons in

The table below describes the toolbar icons in the module.

the Method Editor
lcon

Function

]

The New icon opens the New Method dialog box. The dialog box is
used to create a new method.

The New Block icon opens the New Block dialog box, which is used to
add blocks to a method.

N

The Open icon displays all available method files and method folders
in the Open dialog box.

The Save Method icon saves the edited method.

as

The Print icon opens the Print dialog box. Select the method elements
that you want to print.

-

The Customise Panes icon opens the Customise Panes dialog box,
which is used to select the panes that are open in Text Instructions
mode.
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Icon Function
i The Text Instructions icon opens the Method Editor in Text Instruc-
| tions mode.

The Run Setup icon opens the Method Editor in Run Setup mode.

The Log Format icon opens the Log Format dialog box, which is used
to display the accumulated time or volume for a method.

The Method Wizard icon opens the Method Wizard, which is used to
create new chromatography methods. This is not used for oligonuc-
leotide synthesis methods.
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2.2.3 The System Control module

Introduction The System Control module is used to perform and monitor synthesis runs.

The System Con-  The System Control module contains four different display panes that can be opened
trol panes all at once or in any combination:

e The Run Data pane.
e The Curves pane.
e The Flow Scheme pane.

e The Logbook pane.

The Run Data The Run Data pane displays the current values for the selected run parameters. The
pane values are updated at regular intervals, which are defined in the system strategy.
See the illustration below:
| Hun Data |
I vl Lot vl d L infifntnt Ratsiy Haifi Slabui A Widkii Bl Vol
EEI [N | KT | TR
Ace. Time Block Tima

The Curves pane  The Curves pane displays monitor signal values graphically. See the illustration below:
o A 25000 T3 anen Tard Temue m_

T

TH- a ;I'-IT I\I"I?l’l |?n' 140 :.-':1 180 -.?n'-sn RE= I o 1]

- LI -
FAOEN MO OIS SR) 2 oW

The Flow Scheme The Flow Scheme is a graphical representation of the oligonucleotide synthesis
pane system. During a run, the Flow Scheme displays open flow paths in color. Monitor
signals can be displayed numerically. See the illustration below:
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The Logbook pane The Logbook pane displays all actions during a synthesis run, e.g. method start and

The Status bar

Toolbar icons in
the System Con-
trol

end, base instruction, method instructions and manual instructions such as Pause
or Hold. See the illustration below:

0.00 ml Method Run 2002-10-29, 16:19:30, Method : 02n0337, Result ; oh ADefault ak0OF10
0.00 ml Batch ID: 75BE5179-3670-4E 46-A0EE-1854CC13EC9E
0.00 ml Base O, 6.30 {ml}

0.00 ml Baze_|d _dT

0.00 ml Block START_parameters

0.00 ml Base Time min}

0.00 ml Block Colurnn_Mumber

0.00 ml Base Time fmin}

0.00 ml Column Colurnn_5

0.00 ml End Block,

0.00 ml Block Uv_Detrt

0.00 ml Basze Time {min}

0.00 ml U _wavelength 350 nm, 290 nm, 0 nm

The Status bar in the bottom of the System Control module displays the current
status of the separation run. See the illustration below:

For Help, press FY 0 Ry ok

The current system status is represented by the colored dot:
e Agreen dot represents a running system.

e Ared dot represents a system in Pause state.

e Ayellow dot represents a system in a Hold state.

e A white dot represents a system in an End state.

The table below describes the toolbar icons in the module:

Icon Function

The Run icon opens the Run dialog box, which shows
all available methods. If a method is loaded, Run Setup
opens.

Run

The Hold icon suspends execution of the method, while
liquid is still pumped at the current flow rate and eluent
concentration.

The function of the Pause icon depends on the strategy.

The Pause icon suspends execution of the method and
stops all pumps so that the system comes to a stand-
still.

The Continue icon resumes the execution of a paused

Continue or held method.
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Icon

Function

End

The End icon terminates the method execution and
puts the system into an End state.

S

The Customise Panes icon opens the Customise Panes
dialog box, which is used to select the display panes
that are open.

il

The View Documentation icon opens the documenta-
tion pages. Run notes can be entered in the Notes page
and settings can be changed.

=E

The View Properties icon opens the Properties dialog
box, which is used to control the data display in the
System Control panes.

The Connect System icon is used to connect a system.

The Disconnect System icon is used to disconnect the
system.

The Take Control of the System icon is used to leave
the view mode for the system and change into a con-
trol mode.

The Leave Control of the System icon is used to leave
the control mode for the system and change into a
view mode.
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2.2.4 The Evaluation module
Introduction The Evaluation module provides extensive facilities to present and to evaluate curve
data.

The module win-  Opened result files are displayed in the Evaluation module window. See the illustration

dow below:

4 Evaluation - [0Capn300  001:10 [o\USICORN Local Fil Delalt Resulth Sanly 20 mer, 03uppc 00 1res]] i =1a]=]
[ Bl B Wew Imerate Gperslions Biocedres Window Hep =l=)=]

[De28 580 LE

Rlocerd fura | Fies | Fed | v

— (ueEe (0110 w1 S%ne —— (o e ) fos

13 Recenk Resuts

—

L

=y ILPLL |‘hl

A

a 4
Fiehesh Praleierces_.
4 4 d =50 (5] 1500 B 0 =) 30 = = scho il

Toolbar icons in The table below describes the toolbar icons in the module:

the Evaluation

module Icon

Function

]

The New icon opens an empty chromatogram.

The Open icon displays all available result files and result folders in
the Open Result dialog box.

=

The Open Curves to Compare icon opens the Open Curves to Com-
pare dialog box, which is used to select and open curves for compar-
ison.

The Save icon saves the edited result file.
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Function

The Print icon opens the Print Chromatograms dialog box.

ﬁ L-\-_Luw g

The Report icon opens the Generate Report dialog box, which is used
to select a report format.

il

The View Documentation icon opens the Documentation dialog box,
which is used to view and edit the result documentation.

The Peak Integrate icon opens the Integrate dialog box, which is used
to select peaks to integrate in a modified peak table.

E

The Chromatogram Layout icon opens the Chromatogram Layout
dialog box, which is used to select and format curves and display items
in the chromatogram.

The Multifile Peak Compare icon opens the Multifile Peak Compare
Wizard, which is used to compare peak data from different result files.




2.2.5

Introduction

Search the Folder
list

Search the Result
list

Search the Chro-
matogram list

Search the Curve
name list

Searches for
Sample ID
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Search functions

This section describes the general search functions that can be used to locate for
example chromatograms, curves and text strings in UNICORN. These functions can
be used in several program modules, dialog boxes and wizards.

The search will take place in the displayed folder only. To select another folder, click
the Browse button and open the desired folder.

The search will take place in all result files within the selected folder as denoted
by the asterisk (*). To select specific result file(s), click the Browse button and select
the result file(s).

e You can use wildcard characters to search for chromatograms within result files
with a specific name profile.

- *represents any number of characters

- ?represents any single character

Wildcard character examples:

iex will search files named “iex”

iex* will search all files with names that begin with “iex”
*iex will search all files with names that end with “iex”

? iex will search only 4-character names that end with iex

The asterisk (*) indicates that all chromatograms within a result file will be selected.
Click Browse to select one or several specific chromatograms.

The UV curves are identified by number and sometimes wavelength. For example,
UV1_280, UV2_280 and UV1_254 are all different curves. To search for all UV curves,
select *UV* in the Curve name text field.

A Sample ID can be used as a search criteria if it has been defined as a variable. The
Sample ID can be entered in searches for result files both in the UNICORN Manager
and in the Evaluation module.
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Find a text string The Find command is used to search for text strings:

General informa-
tion about
sedrches
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Find

Fird what: I

[~ Match whale word anly
[~ Match case
[~ Search from top of document

(¢ |
Caricel |

Direction
 Up
' Down

Field

Description

Find what

Type the text string you want to find.

Match whole word
only

Select the check-box if you only want complete string
matches, not partial matches.

Match case

Select the check-box if you only want matches which
correspond according to upper-case and lower-case
letters.

Search from top of

Select the check-box to start the search from the top

document of the document, otherwise the search will start from
the cursor position.
Direction Choose whether to search upwards or downwards in
the document.
Commands

Use the commands below to find more occurrences of a text string after you have
found the first one:

* Press F3 to search for the next occurrence of the string or right-click and choose
Find next.

¢ Right-click and choose Find previous to search for a previous occurrence.

The default setting is to search in all result files or chromatograms.

e User-entered search filters (to a maximum of 10) will be saved in the drop-down
menus for both Result and Chromatogram selections. More than one string can
be used as a search delimiter (insert “;" between strings), and search filters are
automatically saved and stored within user profiles.

e Click All to return to the default setting to search in all result files or
chromatograms.
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2.2.6 Help functions and manuals

Introduction There are different ways to get help and instructions in the UNICORN application:

e From the Help menu in each module

From the context-sensitive help in each dialog box
e By selecting the Online Manual from the Help menu
e By pressing the <F1> key

e By right-clicking an instruction in the Method Editor and selecting the What's
This? menu item

The Help menu From the Help menu in each module you can access the Help file.

From the Help menu of the UNICORN Manager module you can also access the
installed manuals.

The illustration below shows the Help menu of the UNICORN Manager module:
[help

Help For UNICORM Manager
Index

About: UNI&%RN |

The Help file The table below describes how to open and use the Help file:

Step Action

1 Choose Help:Index.
Result: The Help file is displayed

2 e Type a word you want help on in the text box in the left pane.
Result: The closest matches are displayed in the list.
¢ Select a match and click the Display button.

Result: The associated help text is displayed in the right pane.

3 ¢ Youcanalso click the Contents tab to view the contents of the Help
file divided into sections.

e Click the plus signs to expand the tree structure.

e Click atopic to read the associated help text.
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Manuals When UNICORN was installed, the administrator selected which manuals to install.
Therefore the available manuals may be different on your system than in the
illustration below.

Note: Manuals can be added after the UNICORN installation. See the Administration
and Technical manual for more information.

How to open a manual
To open a manual

e choose Help:Manuals in the UNICORN Manager module.

Result: The Manuals dialog box is opened.

Manuals x|

Select a Manual and press OF.

- UNICORM Online Uzer Manual

- AKTA aligopilot User Manual 18-1142-20

- Getting Started UMICORN 4 oliga 13-1168-97442002-10
- Inztallation Guide 18-1142-21

- Making *rour First Bun 18-1142-23

- Mornitor pH_C-800 - User Manual 18-1120-06.ac

- Monitor UW-300 - User Manual 18-1120-05.ab

- Purmnp P-300 - User Manual 18-1120-04.ab

- Urnicarn 4 aligo 18-1168-33442002-10

- UNICORM 4-10 - Adminiztration Manual 56-3207-38.aa
- Walve IMNWY-907 - Instructions BE-8101-01.ac

- Walve V-908, PY-908 - Instructions BE-8107-02.ac

] 4 | Help |

e Select the manual and click the OK button.

Note: Some manuals are only available in PDF format.

Context-sensitive In each dialog box there is a Help button. If you press that button, either of the
help following will be displayed:

e A message box with relevant information, for example the dialog box options.

e The Help file, with relevant information displayed in the right pane.
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Snapshots

A Snapshot provides information about a method run at a certain point in time. It
contains information about the values of all the variables at the selected point.

Snapshot functionality is available in

¢ the Method Editor, where Snapshot instructions can be inserted in a method to
be recorded during the method run.

e the Evaluation module, where you can take Snapshots from a result file using the
Marker.

e the System Control module, where you can take Snapshots during a run using
the Marker.

The table below describes how to view Snapshots which have been recorded during
a method run using the Snapshot text instruction.

Note: How to insert the Snapshot text instruction in a method is described in 5.3 How
to use Text instructions on page 90.

Step Action

1 In the Evaluation module,

¢ choose View:Documentation

or

¢ click the View Documentation icon.

Result: the Documentation dialog box is displayed.

2 e Select the Result Information tab.

¢ Select the Snapshots sub-tab.

Result: The recorded Snapshot information for a chromatogram is
displayed in a list.

3 You can

¢ select other chromatograms in the Select chromatogram drop-
down box.

¢ selectthe Rows or Columns radio button to display each Snapshot
as arow or a column.

¢ select the Time or Volume radio button depending on which
quantity you want as a base.
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Step

Action

To print the Snapshot information

e click the Print button

¢ select the Snapshot check box in the Print dialog box.
e click OK.

Click OK (or the Cancel button) to exit the Documentation dialog box.

How to take Snap- The table below describes how to take Snapshots in the Evaluation module:

shots in the Evalu-
ation module Step

Action

1

e Open aresult file in the Evaluation module.

¢ Right-click and select Marker in the menu.

Result: A vertical line indicating a certain point is displayed.

Click the marker line and drag it to the desired point where you want
to take a Snapshot.

Right-click and select Snapshot in the menu.

Result: The Snapshot is displayed in the Snap Shot dialog box.

Curve [ Retertion | amplituge | unit
01: 02no287  004:1_UW1_350nm 3557.09 2713.00 [ mAll
02 02no297  001:1_Iw2_280nm 2557.89 3301.00 mal
Saveto File... Erint Cloze Help
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Step

Action

¢ C(Click the Save to File button if you want to save the information as
an Excel file (.xls) or a tabbed text file (.txt).

e You can also copy the information to the clipboard:

- Click and drag the mouse in the table to select the information
you want to copy.

- Press CTRL+C.
The information can now be pasted in a text editor.
¢ Click the Print button if you want to print the information.
¢ Click the Close button.

Repeat steps 2 to 4 if you want to view more Snapshots.

The table below describes how to view Snapshots in the System Control module
Snapshots during during a method run:

Step Action

1 A method is running and the System Control is displayed:
e Right-click in the Curves pane and select Marker in the menu.
Result: A vertical line is displayed.

2 Click the marker line and drag it to the desired point where you want
to take a Snapshot.

3 Right-click in the Curves pane and select Snapshot in the menu.

Result: The Snapshot is displayed in the Snap Shot dialog box.

Curve [ Retention | amplituge | unit
01:02n0287 004:1_UW1_350nm 3557.89 2713.00|mAl
02 02no297 0011 _Iw2_280nm 2557.8%9 3301.00 maAl
SawvetoFile... Erint Cloze Help
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Step

Action

¢ C(Click the Save to File button if you want to save the information as
an Excel file (.xls) or a tabbed text file (.txt).

e You can also copy the information to the clipboard:

- Click and drag the mouse in the table to select the information
you want to copy.

- Press CTRL+C.
The information can now be pasted in a text editor.
¢ Click the Print button if you want to print the information.
¢ Click the Close button.

Repeat steps 2 to 4 if you want to view more Snapshots.
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Quick Start Guide

This guide is intended for users who are fully familiar with the safety precautions and
operating instructions that are described in all manuals, i.e. experienced users of
previous versions of UNICORN. The instructions assume that all installations were
made according to the instructions, that the model system is used and is connected.

The table below describes the easiest way to create a Synthesis method, run the
Synthesis and generate a printed report. The instruction applies to the AKTA oligopilot
100 system and is based on an Instant Run.

Step

Action

1

Click the Instant run icon in the UNICORN Manager module.

B

Result: The InstantRun dialog box opens.

e Select a system (if necessary).
e Select a template.
¢ Click the Run button.

Result: The Start Protocol opens in the System Control module with
the Variables page displayed.

e Verify that the Weight_of_Support value is correct.

Verify that the Loading_of_Support value is correct.

Verify and change all other values as required.

Click Next to proceed through several pages.

Type appropriate values on the Questions page.

Note: It is mandatory to select type of support and a Column.

e Click Next to proceed through several pages.

Select Print_SyntData_AKTA in the Evaluation procedures page.

Result: A printout will automatically be generated after the run.

Click the Start button on the last page.

Result: The run starts.
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Note: The system can be set up so that you must confirm and close two message
dialog boxes before the run starts.
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In this chapter
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General system operations

This chapter describes how to start the program, assign user properties and set up

the system.

Refer to the Administration and Technical Manual for installation and network

configuration instructions.

This chapter contains the following sections

Topic See
Log on routines and log off routines 31
How to create a new user 3.2
How to assign user properties 33
How to change your passwords and user attributes 3.4
How to connect to the oligo synthesis system 35
How to set up a printer 36
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31 Log on routines and log off routines

Introduction This section describes how to start and quit the UNICORN program, and how to log
on and log off.

Username and Normally the system administrator defines the users and creates your first password.
password The program can also be set up so you can log on without a password.

Note: The first time after UNICORN has been installed, you may need to log on as a
default user and create a user profile. This process is described in 3.2 How to create
a new user on page 51.

How to start the  Note: if UNICORN is already started by a previous user, proceed to How to log on.

program There are two ways to start the program:

If you start with... Then...
a UNICORN icon on double-click the icon
your desktop /I

Ve

LINIEGRN

the Windows Start locate the program under Programs:Unicorn and click
menu in Windows 2000 | the UNICORN logo
the Windows Start locate the program under All programs:Unicorn and
menu in Windows XP click the UNICORN logo
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The table below describes how to log on to UNICORN.

Step Action

1 e Select Tools:Logon in the UNICORN Manager module

or

¢ Click the Logon/Logoff icon in the UNICORN Manager module

Lk
Result: the Logon dialog box is displayed.

Note: You do not have to perform this step if you start up UNICORN.
When you start UNICORN the Logon dialog box is automatically dis-

played.
2 Select your username from the list.
3 Type your password (optional).
4 Click OK.

The four program The program has four modules. When you start the program and log on you work in

modules

Log off after you
are finished

the UNICORN Manager module. UNICORN also automatically opens the Method
Editor, the System Control and the Evaluation modules. These modules are minimized
until you activate them. Up to four System Control module windows may open if
UNICORN was set up to control more than one system at the installation.

Note: If the access rights are limited to only some modules, the other modules will
not open.

Always log off when you leave the computer to prevent others from accidentally
changing or deleting your files, or disturbing your UNICORN runs. There are two ways
to log off in the UNICORN Manager:

e Select Tools:Logoff

or

 Click the Logon/Logoff icon.

ol

Note: In case your access to the UNICORN Manager is restricted you will still be able
to log off.
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Processes can run
after log off

Unlocked Log off

Automated work-
station lock or
logout

How to log on and
unlock the system
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The process will continue even if you log off while a synthesis run is in progress. You
can leave the process locked and set a password to protect it from interference. The
table below describes how to log off and set a password for a running process.

Step Action

1 e Select Tools:Logoff in the UNICORN Manager module.

or

¢ Click the Logoff icon.

Result: A confirmation box opens.

2 Click Yes to confirm that you want to log off.

Result: The Leave Control of system dialog box opens.

3 Click the Locked radio button.
4 Type a password in the Password text box.
5 Click OK.

It is not recommended that you log off and leave a running system unlocked. This
means that the run is in progress without a user that is responsible for the process.

The system administrator may set an automatic workstation lock or log off after a
specified time for a user. If there are no keyboard entries or mouse movements within
the time limit, the workstation will be locked or logged off.

Note: A locked workstation can be activated again only by the previous user if the
regular log in password is entered. If another user wants to log on and use the
workstation the previous user can be logged off without entering the correct password.
The previous user’s files will be closed and the new user will only have access to his
own files. Automated logout will not happen while a MethodQueue or a Scouting
scheme is operating.

When you log on again after leaving the system locked with a process running or
after an automated workstation lock, you will be asked to unlock the system.

Step Action

1 Log on to the system.

Result: The System Unlock Confirmation dialog box opens.
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Step Action

2 Type your login password or the password that the system was locked
with in the Password text box.

3 Click OK

Note: You can connect in view mode only without providing the password.

Systems locked You can unlock a system that has been locked by another user if you have the correct
by other users password.

You mauy still be able to unlock a system even if you do not have the password. Any
user with Unlock locked systems authorization can override another user’s lock by
entering his or her own logon password. However, it is recommended that this
authorization is limited to only a few users.

How to quit UNICORN will still be open after you have logged off. To close the program you must
UNICORN log in again and quit UNICORN (you cannot quit the program if you are not logged
in). The table below describes how to do this.

Step Action

1 ¢ Select the File:Quit Program menu command in the UNICORN
Manager module.

or

¢ Click the close icon in the top right-hand corner of the program
window.

Result: A confirmation box opens.

2 Click Yes to confirm that you want to quit.

3 A Warning opens if you have any unsaved data in the Method Editor
or Evaluation module.

e Click Yes to continue to close the program. Your unsaved data will
be lost when the program is closed.

¢ Click No to return to the program and save your data.

4 The Leave Control of system dialog box opens. Select the locked or
unlocked option as in the logoff procedure.

Note: This step only happens when a system is connected.

5 Click OK.
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Note: Do not shut down Windows 2000/XP or turn off the computer if you quit

UNICORN with a separation run in progress. If you are performing a MethodQueue
run you cannot quit the program at all.

In case your access to the UNICORN Manager is restricted you will still be able to
quit the program.
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How to create a new user

This section describes how to create a new user and assign a home folder for the
user's methods and results.

A default user is created when the system is installed. The default user has unrestricted
access to all UNICORN functions. You log on with this profile when you access a newly
installed system for the first time.

The table below describes how to log on as the default user.

Step Action

1 Select user default from the user drop-list.

2 Type password default if necessary.
Note: The default user is the only user that is allowed to use the user
name as password.

3 Click OK or press the Enter key.

x|
%5 UNICORN logon

User name:

Idefaull ﬂ

Password:

Irxx!xxﬁ

| oK I Cancel | Help |

Note: We recommend that the default user is deleted when regular user profiles are

created.
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How to open User All user administration is performed in the User Setup dialog box in the Main Menu
Setup module. It is accessible only to authorized users (and the default user).

User Setup is found on the Administration menu.

e Choose Administration:User Setup.

Administrakion  Tools  Window  He

[z Audit Trail., ..

Eﬂ Swskemn Setup. ..
Create Syskem Report. ..
Generate File List. ..

Expansion Card Settings. ..

Rescue Diskette, .,

Zhange Password, .,
Zhange User Attributes. ..

The User Setup The illustration below shows the User Setup dialog box.

dialog box TR x
Drefine uzers and their security attributes
— Access groups
Each user iz azzigned to an access group. This group defines access to
different functions in UMICORM. “When changing a group, all users
azzigned to that group are affected.
— Users
Mame | Full name | Group |
Q@ default default Adminiztrator Mew...
0 OPC-uzer OPC-uzer Adminiztrator
Edit... |
Delete |
Frint... |
Lloze Help
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new user

Home folders
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The table below describes how to create a new user.

Step Action
1 Click the New button in the User Setup dialog box.
Result: The Create New User dialog box opens.
2 Enter a user name in the User name text box.
3 Enter the full name of the user in the Full name text box.
4 Enter the position of the user in the Position text box.
5 Select or create a Home folder:
e Select a Drive and a folder from the Name drop-list and proceed
to step 9.
or
¢ If you need to create a new home folder, proceed with step 6.
6 Click New.
Result: the Create New Folder dialog box opens.
7 Select a Drive and type a folder name.
8 Click OK to create the folder and return to the Create New User dialog
box.
9 Click OK.
Result: The new user is created and added to the User Setup list.
10 e Click Close.
or

¢ Click the New button and repeat steps 1 - 8 to create more users.

Each user must be assigned to a home folder. The Default folder can be used if you

do not want to assign an individual home folder.

Note: If you create a home folder on the C: (local) drive it will not be accessible from
other computers. If you select a network, make sure that is addressed by the same
drive letter from all computers in the network.
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3.3 How to assign user properties

Introduction A user is assigned properties that define password rules, and the folders,
chromatography and oligonucleotide systems that the user can access. This section
describes how to assign properties.

How to open User The user properties are defined in the User Setup dialog box in the UNICORN Manager
properties module. The table below describes how to open User Setup.

Step Action

1 Select Administration:User Setup.
2 Select a user in the Users list.
3 Click the Edit button.

Result: The User properties dialog box opens.

The User properties dialog box is used to edit the user definition and assign properties
for passwords, folder and system access, and available manual instructions.

How to edit the The table below describes how to edit the user definition in the User properties dialog
user definition box.

Step Action

1 Select the User item.

2 Select an access group from the Group drop-down box.
Note: A pre-defined access group is assigned a certain level of access
to UNICORN.

3 Select a folder from the Home folder drop-down box.

4 Click the check boxes to select Administrator Attributes.

5 Click OK to finalize or select another definition to edit.

How to edit the The table below describes how to edit the attributes in the User Attributes window
user attributes pane.

Step Action

1 Select the Attributes item.
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The Advanced
dialog page
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Step Action

e Use large toolbaricons
e Show unused variables

¢ Show variable details

e Default overwrite of baselines and peak tables

e Prompt for column before manual runs

2 Select applicable attribute items in the User Attributes pane:

3 Type which curve to display in the Quick view dialog box.

4 e Select a size definition and type a value for the Logbook mark
height.

5 Click OK to finalize or select another definition to edit.

The Advanced window pane is used to define password policies for the user. Normally
this is only used by the system administrator.

[
i User praperties

g Eiic [Eric Lemring]

A User

o Atirbutes
~@ Advanced
E-om Access
-4 Instiuctions

x|

r Advanced
Pazzword age
F Ewpiesin =[50 | daws
- Passwond uniqueness
¥ Remember 5 pastwards
- Account lockout -
¥ After 3 bad logons
T Aubomatic waorkstation
¥ Lock after A
Trirles
™ Logoff after 5
™ Signature
pasw | xxxxxxx
Cmﬁ'l'n | .......
oK, | Cancel |~ Hep |

Note: This dialog page is only available if a required password was selected when

the software was installed.
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How to define ac-
cess to folders
and systems

How to define
available manual
instructions

Access groups
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The Access dialog page is used to define the folders and systems that the user has
access to. Click the check box for each selected folder and system.

Up to 20 folders can be set up to be shared. The user has access to all files and
sub-foldersin the selected folders. Only selected folders will be visible in the methods
or results panels of the UNICORN Manager module.

Note: All users should have access to the Failed folder on each local station in a
network installation. This will ensure that users can access results that were saved
in the Failed folder in case of a network communication error.

The Instructions dialog page is used to define the manual instructions and system
sounds that are available to the user as well as which monitors the user is allowed
to calibrate. Click the check box for each selected instruction, sound or monitor.

The level of access to UNICORN functions for each user is determined by the Access
group that the user is assigned to. The access authorizations can be edited for each
group, normally by the systems administrator. Refer to the Technical and
Administration Manual if you need to edit an Access group.

Note: User access can be limited to only some UNICORN modules. If that is the case
the unavailable modules will not be displayed. E.g. if the UNICORN Manager is
unavailable you will only have access to a dialog box with the basic functions to
change limited user attributes, passwords and to log out and quit the program.
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3.4 How to change your passwords and user attributes

Introduction Every user can change his or her passwords and some user attributes even if user
administration is handled exclusively by the system administrator. The changes are
made in the UNICORN Manager.

How to change The table below describes how to change your logon and signature passwords.
passwords

Step Action

1 Select Administration:Change Password.

Result: The Change Password dialog box opens.

2 Type your old logon password in the Old text box.

Note: Your passwords will only be shown as asterisks.

3 Type a new password in the New text box.

4 Repeat the new password exactly in the Confirm text box.

5 Repeat steps 2 to 4 in the Signature password section if necessary.
6 Click OK.

About passwords The list below is a summary of facts and advice about UNICORN passwords:
e The system can be set up to operate without required passwords.
e The minimum number of password characters is set up at installation.
e Passwords can be any combination of letters and numbers.
e Passwords are case sensitive.
e Avoid using obvious passwords, e.g. your username, your telephone number, etc.

e The settings in the User properties determine the expiration for a password.
Change passwords regularly even if your user profile is set up without password
expiration.
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How to change The table below describes how to change your user attributes.

user attributes

Step

Action

1

Select Administration:Change User Attributes.

Result: The Change user attributes dialog box opens.

Change User Attributes x|

v Use large toolbar icons
[ Show unused variables
[ Show variable details

[~ Default averwrite of baselines and peak tables

Qluick, wiew curve I'I

Fraction mark height |2 IEharacter heights j
Injection mark height |5D | Percent of window height = |
Logbook mark height I3 IEharactel heights j

(] I Cancel | Help |

Dialog check box options
The dialog check box options are described below:
e Uselarge toolbar icons
Display large toolbar icons in all modules.
e Show unused variables

Show variables that are not used in the method on the Variable
page of the Start Protocol.

¢ Show variable details

Show detailed method variables on the Variable page of the Start
Protocol.

¢ Default overwrite of baselines and peak tables

When new baselines and peak tables are created, the old ones are
overwritten.

Mark heights

Select a size definition and type the height for the following marks:
e Fraction mark

¢ Injection mark

e Logbook mark

Click OK.
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tions
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How to connect to the oligo synthesis system

A computer can have up to four oligonucleotide systems connected at a time. This
section describes how to connect to the systems, and different connection modes.

The table below describes how to connect an oligonucleotide system that is locally
connected to your computer.

Step Action

1 Open a System Control module.

Note: Each UNICORN installation may have up to four System Control
modules. The number of modules are selected when the software is
installed.

2 ¢ Select the System:Connect menu command.

or

¢ C(Click the Connect to system toolbar icon.

yd

Result: The System Connect dialog box opens.

3 Select the system you want to connect.

4 Click OK.

Each computer workstation may have up to fouroligonucleotide systems connected
locally. In a network installation you may connect a system that is physically
connected to another computer, the local station. Your system is then a remote
station.

The local station that is connected to the chromatography system must be logged
on to the network and the UNICORN drivers must be running. However, the connection
will work even if the UNICORN program is not running on the local station.
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Network log on Ensure that your workstation is logged on to the network before you start an
oligonucleotide system that is directly connected to the station. You can operate a
local system without logging on to the network, but there are several disadvantages
to this:

¢ Files stored on network drives are not accessible.

e Changes made to global files, e.g. user settings files, will apply only locally and
will be lost the next time you log on to the network.

e Result files that are directed to a network drive will be stored in the Failed folder
on the local station.

Connection Several workstations can connect to a singleoligonucleotide system at the same time

modes but only one workstation can be in control mode. The other connections are in view
mode and the connected workstations can only monitor the system activity, but not
issue any commands.

The system status is indicated on the status bar at the bottom of the System Control
window. The table below describes the different connection modes, the corresponding
status texts and some of the various actions you can take to change the connection

mode.

Connection mode Status Text Possible action to
change connection
mode

Not connected Mok Connected Connect to a system.

Disconnect from or leave
control of the system.

Control mode. Controlled By: default

(The system is controlled

by you.)

View mode [Controled By  Eric No connection possible.
(The system is controlled
by another user.)

View mode Click the Connect to sys-

Locked By: Eric _
tem icon and supply a

password.

(The system is locked by
another user.)
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Connection mode Status Text Possible action to
change connection
mode

View mode Connect to the system.

Syskem is available
(The system has been left

unlocked.)

How to leave con- The table below describes how to leave control of a system so that it is available to
trol of a system  be controlled by other users.

Step Action

1 ¢ Select System:Leave Control.

or

¢ C(Click the Leave control of system icon.

=

Result: The Leave Control of system dialog box opens.

2 Click the radio buttons to select to leave the system unlocked or locked.
3 Enter a password (if the system is to be locked).
4 Click OK.

Howtodisconnect The table below describes how to disconnect from a system.
a system

Step Action

1 e Select System:Disconnect.

or

¢ Click the Disconnect from system icon.

i
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Step

Action

Result:
If the system is in view mode

e the system is disconnected.

If the system is in control mode

¢ the Leave Control of System dialog box opens.

Select to leave the system locked or unlocked.

Click OK.

Result: The system is disconnected.

How todisconnect When you log off or quit from UNICORN you automatically disconnect all connected
systems. A Leave Control of System dialog box will be opened for each system that
was connected.

when quitting

How to view or
print a system
summary
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Note: If you disconnect from a system in control mode and re-connect to it, you may
be connected in view mode. Another user may have taken control in the meantime.

You can view and print a total summary of a selected system from the System Table
Summary dialog box.

The table below describes how to view and print an information summary of a selected
systemthe systems:

Step

Action

1

Choose Administration:System Setup in the UNICORN Manager.
Result: The System Setup dialog box is displayed:

System Setup ll

— Systems

Ewplorer Demo bp Test bdultiStrat Oligo Dema

Edit...

[ e
[ b

Delete

Show
@ |cons

i List

.

Strateqgy... Sumrman... Socket | Cloze I Help |
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Step Action

2 ¢ Select the system you want a summary of.

e C(Click the Summary button.

Result: The System Table Summary dialog box is displayed:

System Table Summary : x|

System 1

|»

The spetem iz an oligo spstem,
Control unit 1 at pipe [computer) SEUPPWON0E3S controls the system.
Backup iz taken evary B minutes.

Strategy inuse: AKOPS100
Strateqe AKOFX100
The strategy is designed for the BKTA Oligo Pilot project, Standard canfiguration with purnp head 2

Program and file versions:

- Unicom¥3.10

- Strategy Builder vz 51

- Purnp 501 %1.30

- pH/C-300 1.01

- UW-800%1,03

-Walves¥1.03

- Canserv.ini p2.303(1593-06-21)

Developed by Mattiaz Berglund, &PEiotech 2000

Components:
b anuzl¥ alve Instructions, enabled
UV, enabled

-
1] | 3

o |

3 ¢ Click the Print button to print the information.
¢ Click the Close button to exit the dialog box.
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3.6 How to set up a printer

Introduction UNICORN uses the default printer and printer settings that are installed on your
computer. You can change your printer by changing the default Windows settings,
but you can also set up a printer in UNICORN for the current working session.

Howtosetupa  The table below describes how to set up a printer in UNICORN.
printer

Step Action

1 Select the File:Printer Setup menu command in the UNICORN Manager
module.

Result: The Print Setup dialog box opens.

2 Select a printer from the Name drop-down box.
3 Change all printer properties as necessary.
4 Click OK.

Note: To save created reports electronically you can select to print the files in
PDF-format. To be able to do this you must have a full version of Adobe™ Acrobat™
installed and select PDF Writer or Distiller™ in the Printer Setup.
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Introduction

In this chapter

Files and folders in UNICORN 4

Files and folders in UNICORN

All UNICORN data is organized in files and folders. Files and folders are handled like
in any other Windows application, with some exceptions. This chapter describes how
to work with UNICORN files and folders, with the focus on the topics that are specific

for UNICORN.

This chapter contains the following sections

Topic See
How to create folders 4.1
How to open and preview files 4.2
How to arrange and locate your files 4.3
How to copy, delete, rename and backup files and folders 4.4
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4.1 How to create folders

4.1

Introduction

UNICORN folders

How to create a
user-specific
folder
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How to create folders

This section describes how folders are organized in UNICORN and how to create a
new user-specific folder for the user's methods and results.

The files and folders are displayed in the two UNICORN Manager module windows.

e All method files and corresponding folders are listed in the Methods window.

e The result files and folders are listed in the Results window.

e You can only see folders that you have access to.

* You can only see method files that are written for systems that you have access

to.

The table below describes how to create a user-specific folder.

Step Action
1 Select the window you want to create the folder in: Methods or Results.
(Result: The window title bar is highlighted.)
2 e Select File:New:Folder.
or
¢ Right-click and select the New Folder shortcut.
Result: The Create New Folder dialog box opens.
3 Type a name for the new folder.
4 Click OK.




4.2

Introduction

How to open a
method file

How to open a
result file in
UNICORN Man-
ager

How to open a
result file in the
Evaluation mod-
ule

Files and folders in UNICORN 4

How to open and preview files

This section describes how to open your saved method files and result files. You can
also preview your result files to identify the correct file before you open it.

You open a method file in the UNICORN Manager module. Click the file in the Methods
window to select it and

e choose File:Open.

or

e right-click the file and choose Open from the short-cut menu.

or
e double-click the file.

Result: The file is opened for editing in the Method Editor module.

Note: A method file cannot be opened on two workstations simultaneously.

You can open a result file in the UNICORN Manager module. Click the file in the Results
window to select it and

e choose File:Open.

or

¢ right-click the file and choose Open from the short-cut menu.

or

e double-click the file.

Result: The file is opened for editing in the Evaluation module.

The table below describes how to open a result file from the File Navigator in the
Evaluation module.

Step Action

1 e Click the Files tab.
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Quick View

Step Action

2 e Locate and double-click the result file

x

Fecent Runs  Files IFind |

Tame

Example Result
ExampIeResuIt aF
Example Result001
cample Result002
| Example Result003
Examnple Resultdo4
ExampleResult GFO0L
ExampleResult GFO0Z

Result: The result file opens.

Note: The File Navigator is opens by default in the Evaluation module. If it has been
closed, select View:File Navigator in the Evaluation module.

Quick View is a preview function for result files to make it easier to select the correct
result file.

You can preview the first curve in the first chromatogram. You can also select to view
another curve as default by selecting another curve number in your User Attributes
settings, see 3.4 How to change user attributes on page 58.

Several files can be opened for comparison.

How to use Quick The table below describes how to preview result files in Quick View.

View

28-4010-48AA

e p68

Step Action

1 Select one or more result files in the Result window of the UNICORN
Manager.




Files and folders in UNICORN 4

Step Action

2 e Choose File:Quick View.

or

¢ Right-click and choose Quick View from the short-cut menu.

Result: The Quick View dialog box opens.

Quick Yiew: c:'..." Default’ Example files', Example Result x|

|E wample Rezult002:1_LW1_215nm

Open &I Cancel | Help |

3 e Click the Next and Previous buttons to move between the result
files (if more than one is selected).

¢ C(Click the Open button when the right file is displayed.

Result: The result file that is displayed in the dialog box opens in the
Evaluation module.
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4.3

Introduction

Different view
modes

How to change
the view mode

Sort order in de-
tailed view

How to change

the sorting order
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How to arrange and locate your files

This section describes how to arrange the way the files are displayed in your UNICORN
workspace and how to locate files through a search.

You can choose how the files and folders are displayed in the UNICORN Manager
windows. The options are the standard Windows alternatives:

e Details
e List
e Largeicons

e Smallicons.

If you want to change the view you either:

e Select View and the option that you want,

or

¢ Right-click and select View and the option that you want from the shortcut menu.

The files can be sorted in a different order when a window is displayed in detailed
view. The table below shows the options.

Sorted by: Order

Name Alphabetical order or reverse alphabet-
ical order.

System Alphabetical order or reverse alphabet-

ical order (Method window only).

Size Smallest or largest files first.

Type Alphabetical order of file extension
type.

Modified Most recently modified files first.

Created Most recent creation dates first.

Select one of the methods below to change the sorting order:

e Select View:Sort and the option that you want,

or



How to filter
Method files

Files and folders in UNICORN 4

* Right-click and select Sort and the option that you want from the short-cut menu.

or

¢ Click the column header for the option that you want to sort by (a second click on
the same header will reverse the order).

Note: Only the currently active window is affected.

The files in the Method window can be filtered to show only methods for selected
systems. You can also limit the displayed files by using standard Windows wildcard
characters. The title bar of the Method window indicates if a filter has been activated.

The table below describes how to activate a filter.

Step Action

1 e Select View:Filter.

or

¢ Right-click and select Filter from the shortcut menu.

Result: The Filter dialog box opens.

2 Click the check-boxes for the systems for which you want to show
files.

3 Enter a file name specification (if necessary).

4 Click OK.
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How to find files
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The table below describes how to perform a search for files.

Step Action
1 Click either the Methods or Results window and:
¢ Select the File:Find menu command.
or
¢ Right-click and select Find from the shortcut menu.
Result: The Find files dialog box opens.
x|
M rc_;:::rw“n—.lhz __ -
[ B o
Lepex IH-.-ﬂklle-e = IDj\n:‘Z:Tf:JIIg i\
Bt | L%!]CG\'ID‘:FFI JZANC c’\.
g | dooroncn 1 iy
et | Tovopm o
— [t
[¥ Inzlde suicicers @gﬂli; nl:g o] :
T e Wi w
L E ommm
Dy
[ I s : s
2 Add search criteria to the dialog box, for example:
e Type a name in the Name field.
e Select a file type from the Type drop-down box.
* Select if the search should include subfolders.
¢ Select date limits in the Date drop-down boxes.
e Type text strings to match Question or Answer texts.
e Type a variable name and, if desired, a value.
e Type a Batch ID.
Note: You can search for a sample ID provided the sample ID is defined
as a variable.
3 Click Find.
Result: The search results are listed in the Found folders and files field.
The search is limites to either methods or results and to the folder (in-
cluding its subfolders) that is currently displayed.
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Step Action

4 Double-click a file in this list.

Result: The dialog box is closed and the selected file is highlighted in
the UNICORN Manager window.

Note: If you click Close you will return to the UNICORN Manager win-
dow with no file highlighted regardless if you have selected one in the
dialog box or not.
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4.4

Introduction

How to copy or
move files and
folders

How to copy, delete, rename and backup files and folders

UNICORN has some file and folder handling functions that are slightly different from
the general Windows functions. This section focuses on the differences.

Note: You need explicit authorization in your user profile to copy, move and delete

fi

les.

There are some restrictions to how you can copy or move files and folders:

Files and folders can only be copied or moved to folders that are specific to your
user name.

You can also copy files to and from the folders that you have access to on the

network.

Method files or folders cannot be copied to the Results window.

Result files and folders cannot be copied to the Methods window.

If you copy a folder you will also at the same time copy all files and folders that it
contains. The table below describes how to copy files and folders.

Note: Follow the same steps but select Move to move files and folders.

Step Action
1 Select one or more files and folders in either the Methods or Results
window of the UNICORN Manager.
2 ¢ Select File:Copy.
or
¢ Right-click and select Copy from the short-cut menu.
Result: The Copy dialog box is opened.
3 Select a target folder or floppy disk drive.
4 Click OK.

The function Copy Use the function Copy to External when you need to copy files and folders outside
of your own user folders. Copy to External should be used specifically when you
need:

to External
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to copy a method to another system (the method can then be connected to the
appropriate system),

to copy to a floppy disk drive. (The files are automatically compressed into a zip-file.
The file will also automatically be spanned across several disks if necessary.)
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How to Copy to The table below describes how to use the function Copy to External.
External

Step Action

1 Select the file you want to copy.
2 e Select File:Copy to External.
or

¢ Right-click and select Copy to External from the shortcut menu.

Result: the Copy to External dialog box opens.

3 Select the destination drive and folder.

4 Click the Save button.

The function Copy The function Copy from External can be used to import files and folders:

from External o Ifthe files were saved using the function Copy to External they will automatically

be decompressed.

e Copied method files must be connected to the same type of system they originally
were created for. This is part of the Copy from External procedure.

e Method files that have been copied in and connected are displayed in the
designated folder in the Methods window.

How to use Copy The table below describes how to use the function Copy from External.
from External

Step Action

1 Select a destination folder in the Methods or the Results window.
2 ¢ Select File:Copy from External.
or

¢ Right-click and select Copy from External.

Note: Do not select a file icon.

Result: The Copy from External dialog box opens.

3 Select the files you want to copuy.
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Step Action

4 Click Save.
Result:

e Result files are copied into the designated folder in the Results
window.

¢ If method files were selected, the Method-System Connection
dialog box opens.

How to connect a The table below describes how to connect a method to a system.
method to a sys-

tem Step Action
1 Select a method and double-click a system.
Pedethosd - Syetem Conmeciion

Mtk ez [

AEi—
Dot
GEE

St srliced Ll [icasbla chck om & myterm

R Concel | e |

Result: The method is connected and the system name is added after
the method name in the Method files list.

2 Repeat step 1 until all methods are connected to a system.

3 Click OK.

How to rename The table below describes how to rename files and folders in the Methods or Results
files and folders  windows in the UNICORN Manager module.

Step Action

1 Select the item that you want to rename.
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Step Action

2 ¢ Select File:Rename.

or

¢ Right-click and select Rename from the shortcut menu.

Result: The Rename dialog box opens.

3 Type a new name.

4 Click OK.

How to deletefiles The table below describes how to delete files and folders in the Methods or Results
and folders windows in the UNICORN Manager module.

Note: Home folders cannot be deleted this way.

Step Action

1 Select the item that you want to delete.
2 e Select File:Delete.
or

¢ Right-click and select Delete from the shortcut menu.

or

¢ Press the Delete key.

3 Confirm the delete action in the confirmation dialog box

Backup security  Backup copies should be taken regularly to avoid data loss in the event of hard disk
failure or accidental deletion. You can use the function Copy to External to save your
files on the network server.

Note: GE Healthcare cannot accept responsibility for the replacement of method
programs that were lost as a result of computer failure or other incidents.
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5 How to create a method

Introduction Oligonucleotide synthesis runs are programmed as Methods in UNICORN. Before
you can proceed with a synthesis run you need either to use an existing method or
create a new method. This chapter describes how to create new methods. It also
contains instructions for signing a method.

In this chapter This chapter contains the following sections
Topic See
How to use the Method templates 51
How to create a Sequence 5.2
How to use Text instructions 53
How to sign the method 5.4
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5.1 How to use the Method templates

Introduction This section describes how to create methods based on an existing template.

Note: A custom system, for example a process system, requires that the users create
their own templates by saving methods as templates. Each method is written for a
specific strategy. The function of the method cannot be guaranteed on systems
having other strategies.

How to createa  The table below describes how to create a method in the UNICORN Manager module.

new method Note: The New Method dialog box is also accessible from the Method Editor module

using the same commands.

Step Action

1 e Choose the File:New:Method menu command

or
e click the New Method icon.

i

or
¢ right-click in the Methods window and select New:Method from
the shortcut menu.

Result: The New Method dialog box opens in the Method Editor mod-
ule.

2 ¢ Select Template in the Use field.

e Select the system for which you want to create the method.
e Select Any from the Technique drop-down list.

¢ Select a method template from the Template list.

¢ Select Any as column from the For column list.

e C(Click OK.

Result: The method template will be opened as an untitled method in
the Run Setup in the Method Editor.

Note: Columns are not selected for oligonucleotide synthesis.
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Method notes

The Test Se-
quence
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Click the Notes and then the Method Notes tabs in the Run Setup. The notes describe
important information about the template and how the system should be connected
so that the method will work correctly.

Note: If your system does not correspond to the description on the Method Notes
tab, either:

e rearrange the valves and tubing connections in accordance with the method notes
description

or

e edit the method instructions in accordance with your system setup.

Several of the templates contain a partially built method for a pre-defined 20 base
sequence. This sequence can be used unmodified or be edited to create new methods.
See 5.2 How to create a Sequence on page 82 for more information on how to create
and edit a sequence.

» Click the Sequence tab to display and edit the sequence as needed.
e Click the Save Seq... button to save the sequence in the sequence library only.

e Click the Open Seq... button to open a saved sequence.

The illustration below shows the Sequence tab with the default 20 base sequence:

Vaiables | Notes | Referance Cuives | Evahuation Proceduies | MethodInfoimation | Stan Pislocel| Seauence | Questions | Resuk Nare |
Sequerice name: [TEST-20ifom Stendard Amidte Valve 1 pos. TiyHOFF. [0Z)
o || 0 " Modiied
) RMA “ 0 = Slandard
- - B 'no. Dof 20
B[ ATA COG ATT AMG QOB AGTTT 27
f ol
- Optional methad steps
¥ Puige amidie
¥ Puige soheents
[+ Cokrrn wath
¥ Einal deliitylation
¥ DEA Tieatment
Ercatehlethod...l OpenSeq.. l Save Seq.. | BeleLeSeg..| ElossHeleregoes...| Help

Note: The synthesis reaction proceeds from 3’ to 5". The 3’ base position is always
the first base on the solid support before the start of the synthesis procedure.
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How to save the  The table below describes how to create and save a new method.
new method

Step Action

1 Click the Create Method button.

Result: The Save As dialog box opens.

2 ¢ Ifrequired, save the method in a folder other than the default home
folder.

¢ Enter a Method name for the method. The total path can be up to
256 characters long. The method name must be unique for the
chosen system within the folder.

3 ¢ If you have more than one system connected to the computer,
choose the System for which the method is intended. The method
can be run on any system that uses the same strategy. Remember
that different systems may have different configurations and control
capabilities.

e Click OK.

Result: The method is saved, but remains open in the Method Editor,
so that you can continue editing if you wish.

Note: You might want to sign your method. If you do so, you can choose to lock the
method so that nobody will be able to change the method. See 5.4 How to sign the
method on page 91 for further instructions.
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5.2 How to create a Sequence

Introduction This section describes how to create a sequence and use it to create a method.

e You can create a new sequence by editing the default 20 base sequence in the
Sequence tab when you create a new method based on a template.

or

e You can open a saved method and edit the sequence in the Run Setup Sequence
Editor.

or

e You can open the Sequence Editor in the Run Setup in the Method Editor module
and create a new sequence.

How to open the  The table below describes how to open the Sequence Editor in the Run Setup in the
Sequence Editor  Method Editor module.

Step Action

1 e Choose the Method Editor module

2 e Click the Run Setup icon.

=]

Result: The Run Setup opens in the Method Editor module.

Vasiskles | Hotes | Feference Curves | Evaluston Frocadues | Mathod Infomation | Stat Piotocoll Seavence | Qussions | Resu Name |
Saquenca nama: [TEST-20 fiom Starcd e Vatve 1 pos, TiW-OFF. 0Z)
Ll T e " Modhed
(a0 Ll % Standand T
B ATA CCG ATT AAG O0A AGTTT ¥
. 2
~ Optional method steps
¥ Purge smidie
I Puge skyerts
¥ Cohunn msch
I Einsl deiriylstion
7 DgA Teooerd
Cicatc Mothod. .| | OpenSeq.. | SaveSeq. | [DeleteSeg.. | |Coss Referepees.. Heb

Note: If a method already is open in the Method Editor it will be displayed in the Run
Setup.
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The table below describes how to create a new sequence in the Sequence Editor.

Step

Action

1

Use the radio buttons to select the base type for the first position:

e DNA or RNA

e Oxidated (-O) or thiolated (-S)

e From the Standard or Modified reagent position

Note: The sequence is entered from 5’ to 3'. See table below for possible
combinations and how this is displayed in the Sequence Editor.

e Type the first position base.

e Repeat step 1 for the subsequent positions as needed.

Note: A maximum of 200 bases can be entered.

¢ Click the Group button if you want the sequence to be displayed
in groups of three bases, beginning from the 5" end.

¢ C(Click the Save Seq... button.

Result: The Save Sequence dialog box opens.
e Type a name for the sequence in the Sequence name text box.
e Click OK.

Result: The sequence is saved and available in the Sequence list.

Note: The saved sequence is only available to the current user. User
logged in with other user names will not be able to display this se-
quence.

Note: The synthesis reaction proceeds from 3’ to 5'. The 3’ base position is always
the first base on the solid support. This base should be taken from the standard
position and should be oxidated.

You can now proceed to create a method using the new sequence. The table below
new method from describes how to create the method in the Run Setup.

Step Action

1 ¢ Select Optional method steps as needed in the Sequence Editor.

2 ¢ Select the other tabs in the Run Setup and add information as
needed.
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Step Action

ton.

e Click OK.

Result: The method is saved.

3 ¢ Select the Sequence tab again and click the Create Method... but-

Result: The Save As dialog box opens.

e Type a name for the method in the Method name text box.

Note: You might want to sign your method. If you do so, you can choose to lock the
method so that nobody else will be able to change the method. See section 5.4 How

to sign the method on page 91 for further instructions.

The table below describes the base combinations that are available in the Sequence
Editor and how they are displayed.

Note: There are four extra reagent positions available in AKTA OligoPilot. They are

labelled X, Y, 2 and Q.

Radio button combinations

Bases as represented on the screen

DNA, -O (oxidated), Standard

FIACGTHY ZaQ

DNA, -O (oxidated), Modified

g[2coT

DNA, -S (thiolated), Standard slacGTry §Q|
i

DNA, -S (thiolated), Modified . EEEE

RNA, -O (oxidated), Standard

RNA, -O (oxidated), Modified

RNA, -S (thiolated), Standard
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Radio button combinations

Bases as represented on the screen

RNA, -S (thiolated), Modified

1=

Flacg

|
= [

The table below describes how to display and edit the cross references in the

Sequence Editor.

Step Action
1 ¢ C(Click the Cross References... button.
Result: The Cross References List dialog box opens.
Cross Reference List x|
Coupling |Purge Suﬂventl F'urgeAmiditeI Column washl Final detritylat'lm] DEA Treatmentl
Base | Black =
Ha
2 A [Add_sDNAA a
3 | &  |add_DNAALv2
4 | B |Add_sDNA A v2
5 C Add DN C
6 | C |add_sDNAC
(7 | €  |Add_DNACv2
s | € Add__sDMA_C_v2
9 | 6 |add_DNAG
0| ¢ ladd_sDHAG
|11 | &  |Add DNA G2
12 T Add_sDNA G_v2 =
13| T ladd_DNAT =i
Inzert
Block
| =
oKk | cecel || Hep |
2 Edit the cross references as needed:
e Choose the block you want to edit.
¢ Click the down arrow beside the Block droplist and select a block
name.
e C(Click the Insert button.
Result: The block is changed to the selected block name.
3 e Repeat step 2 to change other cross references as needed.
e C(Click OK.
Result: The Cross References List dialog box closes.
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Sequence options There are optional sequence settings that can be selected in the Options dialog box
in the UNICORN Manager.

e Select Administration:Options to open the Options dialog box.

The illustration below shows the Options dialog box.

options______ x|

r Global
[~ Run UNICORM in single applization mode

i~ Evaluation

Agpmmetry Batio at

I'I 0 0- 100 (% of peak height)

Fiezolution algarithrm

E—

—Oligo
¥ Start message

¥ Sequence check

¥ Sequence paste

~OpPC
[~ Logon/Logoff security HD& Memory cache limit
[~ &l Users ID
[~ Take Control HD File cache limit

10

HODA File cache path

[TEMP Browse... |

0K [ Cancel | Hep |

The table below describes the Oligo options:

Option Explanation

Start message Enable sequence verification messages and pause
before start of method run.

Sequence check Enable check

e if the sequence is using two different bases from
the same physical position

o if the base used in the 3’ is allowed.

Sequence paste Enable sequence copy and paste in the Sequence tab.
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5.3 How to use Text instructions

Introduction You can use the Text Instructions editor in the Method Editor to build your method
step by step. You can also use the Sequence Editor to create a method.

Advanced editing facilities are available when you work directly in the Text
Instructions editor. This section is a very brief description of this process. See 6 How
to edit methods on page 92 for detailed instructions.

Note: Each method is written for a specific strategy. The function of the method
cannot be guaranteed on systems having other strategies.

When do | use Use Text Instructions when you want:
TextInstructions? , 1, change selected instructions in the method, for example the outlet valve position
e to add blocks or instructions, for example Watch instructions

e to change method instructions to adapt to non-standard system configurations

e to create new methods for applications not covered by the supplied templates.

How to edit Text  Open the Text Instructions editor by following the steps in the table below.
Instructions

Step Action

1 Select the Method Editor module and click the Text Instructions icon.

e

«

2 e Click the Customise Panes icon and select Text and Instruction
Box.

s

e Click OK.
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Step Action

3 Select instructions in the Instruction box in the lower part of the
Method Editor, and use the Insert, Change, Replace or Delete buttons.
All text entries are shown in the Text pane. Applicable variables can
be edited for each selection.

The illustration below shows the Instruction box:

REEE [
=] ' Furp
= ;Ir:‘.] 1% Flonodlt
Va.. e
£ planesiton
0 NMiskch
' Other

Individual text instructions can be grouped in blocks of instructions (marked by blue
square symbols) for a specific functional use, e.g. Column Wash, Oxidation, Coupling
etc. A block may contain other blocks or individual instructions.

This is an example of text instructions in the Text pane:

H (Main)

-----
----- 0.00 Message “Fill your column with DNA-T support™, Screen, "No sound™
----- 0.00 Message “Press CONTINUE when ready™, Screen, “No sound™
----- 0.00 Pause -1.0

----- 0.00 Base_Id _dT

+- Il 0,00 Block START_parameters

#- Il 0,00 Elock Purge_G

#- Il 0.00 Block Purge_C

#- Il 0.00 Block Purge_T_U

-l 0.00 Block Purge_A

-l 0,00 Block Purge_Tetrazole

+- Il 0,00 Block Purge_solvents_ox

#- Il 0,00 EBlock Column_wash

-l 0.00 Block Add_ DNA_T

----- (Add__DNA_T)

----- 0.00 Base Time

----- 0.00 Set_mark " T™

+- Il 0,10 Elock Detritylation

+- 1l 0.20 Elock Detrit_wash

----- 0.20 Base_Id _dT

[+~ 0.25 Block Coupling_Recycle_DNA_T

[+l 030 Block Oxidation_DNA

+- Il 035 Block Capping_DNA

Note: A block is only shown once even if it is used more than once in the method.

A new method is untitled, and must be saved under a method name before it can be
used.

The table below describes how to save a new method.

Step Action

1 Click the Save Method toolbar or choose File:Save.
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Step Action

2 ¢ Ifrequired, save the method in a folder other than the default home
folder.

¢ Enter a Method name for the method. The total path can be up to
256 characters long. The method name must be unique for the
chosen system within the folder.

3 ¢ If you have more than one system connected to the computer,
choose the System for which the method is intended. The method
can be run on any system that uses the same strategy. Remember
that different systems may have different configurations and control
capabilities.

e Click OK.

Result: The method is saved, but remains open in the Method Editor,
so that you can continue editing if you wish.

Note: You might want to sign your method. If you do so, you can choose to lock the
method so that nobody will be able to change the method. See 5.4 How to sign the
method on page 91 for further instructions.

A dedicated strategy is available for each system in the AKTAdesign platform.
Although the majority of the instructions are general, some of them differ slightly
between the individual strategies.

The list below describes two ways to display descriptions of the instructions in your
particular strategy:

¢ Select theinstruction in the Instruction Box of the Method Editor and press <F1>

or

¢ Right-click the instruction in the Text pane and choose the menu option What's
This?

The table below describes how to print descriptions of the instructions in your
particular strategy:

Step Action

1 Select File:Print in the Method Editor.
2 ¢ Select the Instruction set option to print the full set of instructions.
e Click OK.
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How to add a The Snapshot instruction can be used to record the curve values at a specific point

Snapshot in the method run. The values are recorded in the result file and can be viewed in the
Snapshots tab of the Documentation dialog box (See 9.7 Run documentation on
page 253). Up to 500 snapshots can be recorded in each result file. The table below
describes how to add a snapshot instruction to a method:

Step Action

1 ¢ Inthe Text pane, select the instruction immediately before the po-
sition where you want to insert the Snapshot instruction.

2 ¢ Select Other in the Instructions field of the Instructions box.

¢ Select Snapshot in the instructions list.

3 Type a name in the Name text box in the Parameters field.
e Click the Insert button.

Note: Snapshots can also be taken in the System Control and Evaluation modules.
However, these snapshots will only record the data for a specific moment. For more
information about the Snapshot function see 2.2.7 Snapshots on page 39.
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5.4 How to sign the method
Instruction If you sign the method, you can choose to lock it so that nobody will be able to change
it.

The table below describes how to sign the method.

Step Action

1 Choose File:Sign Method in the Method Editor.
Result: The Sign the Method dialog box is displayed.

2 Click the Signing tab and do the following:

e Select auserinthe User drop-down list box. In most instances, you
will want to use the current user shown on the list.

¢ Inthe Meaning field, provide a short text description explaining the
meaning behind the signature (for example “Method now fully
tested and approved”).

e Type your signature password in the Password field. If desired,
select the Lock box to lock the method permanently from further
changes by other users.

¢ If needed, view a list of all signatures associated with the current
method on the View Signatures tab.

¢ C(Click OK on either the Signing or View Signatures tab.
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Introduction

In this chapter
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How to edit methods

This chapter describes the complete facilities for editing methods in UNICORN. For
many applications, suitable methods can be created by changing the sequence and
create a new method from the template methods supplied with the system.

Use the more advanced editing facilities described here when you want

e to change selected instructions in the method, for example, change the outlet
valve position

¢ to add blocks and instructions

¢ to change method instructions to adapt to non-standard system configurations.

This chapter contains the following sections

Topic See
The Method Editor interface 6.1
Method blocks 6.2
Method instructions 6.3
How to use method variables 6.4
Run Setup 6.5
How to use selected method instructions 6.6
Standard Watch conditions 6.7
How to save or delete a method template 6.8
How to print a method 6.9
How to export a method 6.10




6.1

Introduction

In this section

The Method Editor interface

How to edit methods 6

This section contains a general description of the Method Editor user interface and
the editing operations that can be performed in the different parts of the module.

This section contains the following sub-sections

Topic See
Method Editor module 6.1.1
Text Instructions editor 6.1.2
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6.1 The Method Editor interface
6.1.1 Method Editor module

6.1.1

Two modes

How to open the
Method Editor
dialog boxes
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Method Editor module

The Method Editor interface operates in two modes:

e Text Instructions editor for entering and editing method instructions (see 6.1.2
Text Instructions editor on page 95)

e Run Setup for defining method properties (see 6.5 Run Setup on page 122).

The table below describes how to open the dialog boxes in the Method Editor:

If you want to open... | then...

the Text Instructions click the Text Instructions icon.

editor [
i
k|

or

choose View:Text Instructions.

the Run Setup click the Run Setup icon.

=]

or

choose View:Run Setup.

the Log Format click the Log Format icon.

A

or

choose View:Log Format.
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6.1.2 Text Instructions editor

How to select You have a choice of four panes that can be open together with the Instruction box
panes to be dis-  in the Text Instructions editor, all at once or one at a time.

played

Follow the steps in this table to select the panes to be displayed:

Step Action

1 ¢ |nthe Method Editor, choose View:Text Instructions

or

¢ click the Text Instructions icon.

i

o

2 e Choose View:Panes:Customize (or select additional panes here)

or

e click the Customize Panes icon.

]

3 Select panes
¢ Select panes in the dialog box and click the OK button.
x

wIT ext
w|Flow scheme
[v|Ingtruction box

Dr& I Cancel Help

Deselect panes

e Deselect panes in the Customize Panes dialog box and click the
OK button.

or

¢ right-click a window and select Hide.
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6.1.2 Text Instructions editor

Method editing This table shows the method editing operations that can be performed in the different

operations per-  panes:
formed in the dif-
ferent panes The pane... Is used... See section
Text e todisplay and hide 6.2.1 How to view meth-
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block instructions.

e to select currentin-
struction.

e tocut, copyand paste
instructions.

e to move instructions
within a breakpoint.

od blocks on page 98

6.3 Method instructions
on page 110

Flow scheme

e forinformation only.
This window is not
updated according to
system status and
changes in the meth-
od.

8.2.4 The Flow Scheme
pane on page 187

Instruction box

e to specify break-
points, instructions,
parameters and vari-
ables.

e toinsert, change and
delete instructions.

6.3.2 How to add meth-
od instructions on page
112

Block

to select or display
blocks.

6.2 Method blocks on
page 97
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6.2 Method blocks

Introduction This section contains a description of how to organize a method in blocks of
instructions in order to make it more structured, and of how to work with method
blocks.

In this section This section contains the following sub-sections

Topic See

How to view method blocks 6.2.1
How to call method blocks 6.2.2
How to add method blocks 6.2.3
How to delete method blocks 6.2.4
How to rename method blocks 6.2.5
How to find, copy and move method blocks 6.2.6
How to import method blocks 6.2.7
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6.2 Method blocks

6.2.1 How to view method blocks

6.2.1

Instructions can
be grouped into
blocks

The Text pane
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How to view method blocks

To view a method as a long list of individual text instructions can be confusing and
inconvenient. Text instructions can therefore be grouped into blocks of instructions
that define a specific functional use. For example, one block might contain the
instructions necessary to wash a column, and another block contains instructions
to do a Detritylation, etc.

In the Text pane of the Method Editor, the method is shown as a list of blocks, denoted
by the blue square symbols. Note that a block can also contain sub-blocks.

The figure below shows the text instructions in blocks:

B (Main)
0.00 Message "Fill your column with DNA-T support”, Screen, "No sound™
0.00 Message "Press CONTINUE when ready”, Screen, "No sound™
0.00 Pause -1.0
3 0.00 Base_ Id _dT
- 0.00 Block START_parameters
- 0.00 Block Purge_G
- 0.00 Block Purge_C
- M 0.00 Block Purge_T_U
(-l 0.00 Block Purge_#
- 0.00 Block Purge_Tetrazole
-l 0.00 Block Purge_solvents_ox
[+ 0.00 Block Column_wash
(- 0.00 Block Add__DNA_T
(Add__DNA_T)
0.00 Base Time
0.00 Set_mark " T"™
#- [l 0.10 Block Detritylation
[#- 0 0.20 Block Detrit_wash
i 0.20 Base_Id _dT
-l 0.25 Block Coupling_Recycle DNA T
-l 0.30 Block Oxidation_DNA&
[#- [l 0.35 Block Capping_DNA
-l 0.00 Block Add_ DNA_T

i NN Dladd. Add DA e

The table below describes how to view or hide the instructions:

If you want... then...
to view the instructions click the “+" symbol
or

double-click the block name.

to hide the instructions click the “-” symbol
or

double-click the block name.




6.2.2

General descrip-
tion

Types of calls

Watch instruc-
tions

How to edit methods 6

How to call method blocks

To execute the instructions contained within a block in a method, the block must be
called by the program. When a block is called, the instructions in the block are
executed in the order that they are written until the block is finished or the End_Block
instruction is executed. Any settings made in a block are valid throughout the method
until the settings are changed.

There are two types of calls:
e Unconditional calls, which are made with a Block instruction.

e Conditional calls, which are made with a Watch instruction. This makes it possible
to call a specified block or an instruction when a particular monitor signal meets
a given condition. As long as the condition is not met, the block is not activated.

Watch instructions are indicated by a green line that show the start and duration of
the watch. These instructions can use various conditions to respond to absolute signal
values or to rate of signal changes.

The breakpoint when the Watch instruction is issued determines when the watch
begins, not when the block is activated. Once set, a watch remains active until the
condition is met or a new Watch instruction is issued for the same monitor. The watch
is cancelled automatically when the condition is met. A watch can also be turned off
with the Watch_off instruction.
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6.2.3 How to add method blocks

Two ways toadd You can add method blocks to a method in two ways, using either

method blocks e the Instruction box of the Text Instructions editor,

or

e the New Block dialog box reached via the New Block icon.

Both these alternatives are described below.

How to add blocks The table below describes how to add blocks with the Instruction box:
with the Instruc-

tion box Step Action

1 In the Text pane of the Text Instructions editor, select the instruction
or block that you want to precede the new block.

2 Select Other:Block in the Instruction box.

3 e Enter a name for the block in the Block field.
e Click the Insert button.

Result: The block is inserted after the block that was selected in step

1.
The New Block The illustration below shows the New Block dialog box that can be used when adding
dialog box new method blocks:
Mame: ||
—Base
& Same az main
 Time
© Vaolume
' Column volume 01a ml

— Length

Length: IU.DD oy
—Call
Erom: I Main j

At 0.00 o

QK I Cancel | Help |
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How to add blocks The table below describes how to add blocks with the menu options of the New Block
with the New dialog box:
Block dialog box

Step Action

1 Choose Block:New in the Method Editor
or
click the New Block icon.

@

Result: The New Block dialog box is displayed.

2 Enter the relevant information in the New Block dialog box, and click
OK.

Result: The new block is added to the method, and placed last of all
blocks.

Note: The block can be placed in other positions by selecting something
other than Main in the From droplist.

The fields of the  The table below describes the fields of the New Block dialog box:
New Block dialog

box Field Description

Name Block names can be up to 30 characters long, and can contain letters
(A-2), digits (0-9) and the underscore character.

Block names must be unique within the method. The case of letters is
retained but not significant (the names Column_Wash and
COLUMN_WASH are treated as identical).

Base One of the following options can be selected:

¢ SameAsMain: the new block will inherit the base from the Main
block in the method. The corresponding Base instruction will be
inserted in the block at breakpoint 0.

¢ Time: The block will be based on time.

¢ Volume: The block will be based on volume.

e Column volume: The block will be based on column volume.

Length | Ablock continues until the breakpoint for the End_Block instruction
has been reached.

An End_Block instruction will automatically be inserted in the block
at the defined breakpoint. This field must not be left blank.
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Field Description
Call You can call the new block from an existing block (for example the
Main block).

Select values in the two fields:
e From

The block from which the newly created block should be called.

e At

The breakpoint at which the call is to be made.

If you do not want to call the block (for example when the block being
created is to be activated by a Watch instruction), choose the <Un-
used> line from the From drop-down list. Blocks using this line are
placed last in the method in the Unused category.

Note: You should not call a block from within itself. If you do, you will
generate a potentially infinite loop that exceeds the maximum number
of calls allowed in a method. A loop symbol is displayed at the begin-
ning of the line if this occurs.
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6.2.4 How to delete method blocks

Four ways to de- There are four ways to remove blocks from a method:
lete blocks * Toright-click a block and choose Delete from the shortcut menu

e Toselect a block and click Delete in the Instruction box

e To select a block and press the <Delete> key on the keyboard

e To select a block and use the Block:Delete Block command

Note: When you use the first three ways the block is only moved to the Unused
section.

Delete options The table below explains the difference between the delete options.

Delete option Effect

Block:Delete Block | The block is totally removed from the method. If the
command block is called several times in the method, all the
blocks will be deleted. Blocks deleted in this fashion
cannot be called again in the method.

e Shortcut menu De- | The block is deleted from the method and transferred

lete command to the Unused section. If the block is called several
e Instruction box De- | times in the method, however, only the row with the
lete button block currently marked in the Text pane will be deleted.

In this case, the block will not be placed in the Unused
section (since the block is still used in the method).
Blocks deleted in this fashion can be called again in
the method.

e <Delete> key
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How to use the
Block:Delete Block command:
command

The table below describes how to delete a block using the Block:Delete Block

Step

Action

1

Select the menu command Block:Delete Block in the Method Editor.

Result: The Delete Block dialog box is displayed with all blocks listed
in alphabetical order.

Delete Block — 0l

Select the block(s) to delete:
iadd__DMA_C =
= =

x|

Tiadd_ DNA& C_v2

iadd_DNA_G
Tiadd DNA G w2

[ladd_DN&_0O_va B

[léadd D& T
[Cladd_ DMa_T_ w2
[ladd D&
[Ciéadd__DMa_Y
[ladd DN& 7 w3 4
[i4dd__FAN&_a
[Ciadd_ FAMA_a_v2

Fadd RNA o =

o< |

Tancel | Help |

Select the blocks you want to delete and click OK.

Click Yes to confirm.

How to delete un-

The table below describes how to delete an unused method block.

used blocks
Step

Action

1

Highlight the method block.

e Press the <delete> key

or

¢ Right-click and choose Delete on the shortcut menu.

Result: The Delete Block dialog box opens. Note that the Move button
is not available.

Click the Delete button.

Result: The unused block is deleted and cannot be called upon again
in the method.
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6.2.5 How to rename method blocks

Instruction The table below describes how to rename blocks:

Step Action

1 Right-click the block you want to rename in the Text pane and select
Rename.

Result: The Rename Block dialog box is displayed.

Rename Block x|
Select the blbck_ to rename;
Coupling_Recycle_RMNA-_y _:!

Coupling_Recycle_RMN&_z_v3_4
Coupling_wash
Dietrit_peak_end LY
Detrit_peak_start_ L1
Cretrit_wash

Dretritylation

DMA_parameters
Firal_detritylation

Ox_puzh

0% _wash

Ox=idation_2oke

Oxidation DiMNA

Owidation_FkMaA

Purge_& _I

Purge & w2
|F'urue C e LI

Oose | Hep |

Note: By default, the block that is currently selected in the Text window
is automatically selected in the dialog box.

2 Enter the new name in the New name field and click Rename.
3 ¢ If needed, repeat step 3 for other blocks.
e Click Close.

Note: If the block you renamed is called in a Block or Watch instruction,
the block name in these instructions will be changed automatically.
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6.2.6 How to find, copy and move method blocks

6.2.6

Introduction

How to find text
strings in the
method text

How to find, copy and move method blocks

By using the Edit options in the Method Editor, you can find, copy and paste and
move blocks within a method.

The table describes how to find text strings in the method text.

Step

Action

1

Choose Edit:Find in the Method Editor,

or

right-click an instruction or a block in the Text window and select Find.
Result: The Find dialog box is displayed.

Find

Find wihiat: I 0k |
[ Match whole word only ([_).i'ECtiC'n Conel

[ Match case . Up |
™ Search from top of document *+ Dawn

e Enter the text you want to search for, search direction and case
matching criteria.

e Click OK.

How to copy and  The table describes how to copy a block.

paste a block
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Step Action
1 ¢ Right-click the block you want to copy.
e Choose Copy.
2 e Right-click the instruction line just above the point where you want
the block to be pasted.
e Choose Paste.
Result: A dialog box asks if you wish to rename the pasted block.
3 Click Yes to rename the block before insertion, or No to insert the

copied block directly.

Result: The pasted block is inserted with the same breakpoint value
as the block or instruction selected for point of insertion.
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How to move a The table describes how to move a block.
block

Step Action

1 ¢ Right-click the block you want to move.

e Choose Cut.

2 ¢ Right-click the instruction line just above the point where you want
the block to be pasted.

e Choose Paste.

Result: The block is now removed from its original breakpoint and
pasted at the new breakpoint. The pasted block is inserted with the
same breakpoint value as the block or instruction selected for point
of insertion.
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6.2.7

Introduction

Instruction

28-4010-48AA
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How to import method blocks

You canimport method blocks from other method files. You can also use this function
to copy blocks within a method. In the latter case, it is important to note that it is the
saved version of the method that will be copied, not changes that have been made
after you last saved the method.

The block is imported exactly as it appears in the source method. If the base of the

imported block is defined as SameAsMain, the block will inherit the main base in the
new method, regardless of the base in the source method. Also, the imported block
is inserted with the same breakpoint value as the block selected for point of insertion.

The table below describes how to import method blocks:

Step Action

1 Choose Block:Import Block As in the Method Editor.
Result: The Import Block dialog box is displayed.
e ADefauk Salect Hock:
Name [ System Siae | Typa =
Prey Fal
_ uaues User Fal
[ dPer iumalm... User Fal
12| D2nn29a Systam 2 2G0KB  Methed
iz vzno297 Systam 2 252KB  Methad
i) n2rczgs System 2 250KB  Methad
if|0en Colt dmL... System 1 2eskn Methed | g
=] pea Cals System 2 265KB  Method add_ONA_ G|
I [ System 2 Z65KE  Method [Ac_DNA_G
t5]ea cols System 2 253K8 Method | —cal
ikt Berthe System2 3Z7KB  Method—| | From;
}_E1f|nwltru.|;h... System 2 SE0KE  Method IMd” ﬂ
iZtest akoplo System 1 3ZEKE  Msthed p
=) PS classic vari.., System 1 ZEAKE  Method —
[ A snavn s T | on Y
| Ll_‘
Imnpit: | Cloza I Help |
2 ¢ Select the method from which you want to import a block.

e Select the block.

Result: The name of the selected block is displayed in the Block name
field.
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Step Action

3 In the Call field, do the following:

e Onthe From drop-down list, select a block into which the block will
be imported.

¢ Inthe Atfield, select the breakpoint value for the block to be impor-
ted.

Click the Import button.

Note: The imported block cannot have the same name as an existing
block in the method. If the default name is not allowed for this reason,
the Import button will be gray and locked. If this occurs, change the
name of the imported block so that the Import button becomes
available.

4 e Repeat steps 2 and 3 if needed.
¢ C(Click the Close button.
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6.3 Method instructions

Introduction This section describes how to work with the individual method instructions, in order
to edit method blocks and methods.

In this section This section contains the following sub-sections
Topic See
How to read method instructions 6.3.1
How to add method instructions 6.3.2
How to delete method instructions 6.3.3
How to change or move method instructions 6.3.4
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6.3.1 How to read method instructions

Description of in- Method instructions are displayed in the Text pane of the Text Instructions Editor.
struction mark-  The table below explains the meaning of the markings:
ings

Marking Explanation

Blue square beside text | Valid call instructions, that is, Block and Watch instruc-
L] tions to other blocks in the method.

Blue square with ared | Call instruction that contains one or more invalid in-
Cross structions.

Bold text Valid instructions.

Red dot Instructions with invalid syntax. All such instructions
must be deleted or changed before a method can be
run. See 6.3.4 How to change or move method instruc-
tions on page 115.

The instructions may be of the following types:
¢ Calls to blocks which are not defined in the method

e Instructions that apply to a different system
strategy (can occur if a method is written for one
system and saved for another)

e Instructions for components that have not been
selected in the System Setup.

Normal text Instructions that will not be executed because

e they are positioned after the end of a block or
method

or

e they constitute a block to which there is no call.

Text with aloop symbol | When a block is called from within itself this will gener-
ate a potentially infinite loop, which might exceed the
E'J maximum number of calls allowed in a method.
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6.3.2 How to add method instructions
Instruction The table below describes how to add a method instruction in the Text Instructions
Editor:

Step Action

1 Select a block in the Text pane, and display the instructions within the
block.
2 Select an instruction line in the block. Make sure that the selected in-

struction line is in the block, not the call to the block.

3 Open the Instruction box if it is not already displayed (View: Panes).
Do the following:

¢ Set the desired breakpoint in the Breakpoint field.

e Choose the instruction type and the instruction in the Instructions
field. For basic help on each instruction, click the instruction and
press <F1>.

e Type values for instruction parameters in the Parameters fields. If
a scroll bar appears at the right side of the Parameters field, addi-
tional parameters are required.

—Biaakpor [T
’ij’ ' Furp
* Flzsodh
M £ plamedition
C Nisch
) Other
4 Click the Insert button.

Result: The instruction will be inserted in the block

e qatthe position of the breakpoint of the new instruction, if there are
no other instructions at that breakpoint

e immediately after the currently highlighted instruction, if the high-
light is at the same breakpoint as the new instruction

e asthelastinstruction at the breakpoint, if there are several instruc-
tions at the same breakpoint and none of these is highlighted.

Note: Instructions that are placed at the same breakpoint are executed
simultaneously, with the exception of Block instructions which are
executed in the sequence in which they are written.
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Pause, Hold and  If you use AKTA systems, the Pause, Hold, and Hold_until instructions will stop

Hold_untilinstruc- execution at this breakpoint, that is, instructions following after Pause, Hold and

tions Hold_until at the same breakpoint will not be executed until a Continue instruction
is issued.
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6.3.3 How to delete method instructions
Instruction The table below describes how to delete method instructions in the Text Instructions
Editor:

Step Action

1 Select the instruction in the Text pane.

2 Use one of the following alternatives:

¢ Right-click the instruction and choose Delete in the displayed menu,
or

e press the Delete button in the Instruction box,

or

e press the Delete key on your keyboard.

End_Block instruction

If you delete the End_Block instruction, the block will end at the last instruction in
the block.

How to suspend  Aninstruction that has been deleted can only be recovered by re-inserting the

executiontempor- instruction. If you want to suspend execution of an instruction temporarily (for example

arily during development work), you can replace the breakpoint with a value after the
End_Block or End_Method instruction.
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How to change or move method instructions

How to changean The table below describes how to change an instruction in the Text pane of the Text
Instructions Editor:

instruction

Effects of the
Change button
and the Replace
button on break-
points

Step Action
1 Select the instruction.
Result: The instruction with its current parameters is displayed in the
Instruction box.
2 Make the required changes to the breakpoint or parameters
or
select a new instruction in the Instruction Box.
3 Click the Change button

or
the Replace button.

Note: These buttons are equivalent unless changes are made to the
breakpoint. See below.

The table below describes the difference in function between the Change button and
the Replace button when you change breakpoints:

Button

Function

Change

This button shifts all subsequent instructions in the
block according to the change in the breakpoint.
Change does not affect the relative order of instruc-
tions in the method. You cannot change the breakpoint
of an instruction to earlier than the nearest previous
breakpoint in a block.

The illustration shows an example where Solvent A is
changed from breakpoint 0 to 1:

= 000 Bk Colmen_sah W L0 Mok Colemn_sash
T

N Base S At OO0 Base Samefaain
o B Bk Cohain_ i # M 080 Black Cobumn_Punsher
W Wiste Wiske_ALM 000 Hasie Washe ACH
OO0 Sebeel A ALY Amedies 51 -
LY Seheest B ALS Beag h] = ——————————————————— |00 Sobeent B A Resq il
LD Priom_AB LLOD (Bar} s —— T R R
(8.00MCY_Cobarn_Wash  Fow_#8 0.00 {ml/mis], 200 {ml mn} [OMACT_Cobirn_Was  Flas_ AR 000 il an 1, 0.00 {idimsis}
B0 End_bleck .
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Button Function

Replace This button moves the selected instruction but does
not change the breakpoint of any other instruction.
Replace can change the relative order of instructions
in the method.

The illustration shows an example where Solvent A is
changed from breakpoint 0 to 1:

W 00 Block Colusen_wash
{Cakamn_wash}
000 Rese Samefstsn
o B 000 Wock Celusn_fmiber
N0 Waste Waste_ALN

M ik Sk Cobam_mersh

000 Soivent B AN Reag 4.0

—~—~—_______ 000 PRlos_AE 1000 (Har}
e 10 Solvent A AN _Amdfes 31

(¥ _Coiumen_Wash Fiom &8 008 {rmlsmn, B8 (i, mn } CRONMRCY_Cobamn_'Wash  Flew_AB 0.00 {sd/rin], 0.00 {rviimin}

Ead_hinck BB End_black

Effects of the The Length parameter in the Wash instruction affects the length of a wash_block.
Change button Depending on which button you use, the change will have different results. The table
and the Replace  below describes this:

button on block
length Command Function

Change If this button is used to change the length of a
wash_block, the breakpoints for any instructions issued
during the progress of the wash_block will be adjusted
proportionately so that they are always placed at the
same relative position within the wash_block. Instruc-
tions issued after the end of the wash_block will be
shifted by the amount of the change. Since the
wash_block works over time, any instruction that you
want to insert after a wash_block should be placed
after the combined breakpoint and wash_block length.

Note: Moving the End_block instruction in a
wash_block with the Change button does not affect
the length of the wash_block.

Replace If this button is used to change the length of a
wash_block, other instructions are not affected.
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Move an instruction within the same breakpoint

Select the instruction in the Text pane of the Text Instructions Editor and drag it to
its new location to change the order of instructions within the same breakpoint in a

block.

Move an instruction to another breakpoint

The table below describes how to move an instruction to another breakpoint:

Step Action
1 ¢ Select the instruction in the Text pane of the Text Instructions Ed-
itor.
e Choose Edit:Cut.
2 Select the instruction line just above the point where you want the cut

instruction to be pasted.
Choose Edit:Paste.

Result: The instruction is now removed from its original breakpoint and
pasted at the new breakpoint. The pasted instruction is inserted with
the same breakpoint value as the instruction selected for point of in-
sertion.

ep117



6 How to edit methods
6.4 How to use method variables

6.4 How to use method variables

Introduction Method variables can be used to edit suitable methods. Variables can be assigned
to most instruction parameters including breakpoints.

Each parameter defined as a variable is also assigned a default value, which is used
if no changes are made to variable values at the start of a run. Up to 500 variables
can be defined in a single method.

All variables are listed on the Variables tab of the Run Setup, grouped according to
the block in which they appear. See 6.5.2 The Variables tab on page 125.

Identifying vari-  Parameters defined as variables can be identified in two ways:

ables

e Inthe Text pane in Text instructions, the parameter is given as the default value

in parentheses followed by the variable name. The illustration below shows an
example of this:

=il 0,00 Block Column_wash
{Column_wash)

© - 00D
| m-H 000
© - 000
0.00
0.00
0.00

Base SamefAsMain

Block Column_Mumber
Waste Waske_ ACN
Solvent_A ACN_Amidites_3.1
Solvent_B ACN_Reag_4.1
PFlow_AB 10.00 {Bar}

{8.00)#CY¥_Column_Wash Flow_AB 0.00 {ml/min}, 0.00 {ml/min}

8.00

End_block

¢ When the instruction is shown in the Instructions field of the Instruction box, the
VAR button beside the parameter field is displayed in capital letters, that is VAR

not Var.

The illustration below shows an example of the Instruction box where UV1 is
defined as a variable and UV2 and UV3 are fixed.

[IEE [T

Fraramztars -

- Gk Sl Uy 110 - 700 Jiez=al
W =y # AL ringaiar_OH il z =
i o e wah. | X o
e g =iy Sl i LIL2 N-1FF _ In-7m| Fop
4 & Alamsbon V.. 230 ,_;II nn 4
UMAN0FF [0-200)
W U j nn Fqli
£ icich
i Cthe -

When to change  Variable values can be changed immediately before the start of a method run without
variable values using the Method Editor, allowing one method to be used for runs under a variety

of conditions.
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To change default variable values, you can either

e edit the instruction in the Instruction box

or

e change the value in the Variables tab of Run Setup.

Changes made in the Text pane are automatically updated on the Variables tab and
vice versa.

The figure below illustrates the relationship between variables in the Text pane and
on the Variables tab of Run Setup:

0|y _Detnl_wach (O}
= M 0.00 Block DMA_parameters [oria_parameters 4, |Eq_Amidte_ON& [Eq)
(DMA_parameters) 0| Percent_Tet_DNA (%
000 _Base Time — 00 - -
< 000 Eq_Amidite (1.50)#Eq_Amidite_DNA {?_q‘}'_j--"'"_:w’/_’_,,-) Conc_Amidee_DNA M)
ulﬁ___wijillm@{_%] Flecyche_DI Recycls_Time_DMA {mint
<000 Amidite_Conc (0.1)#Conc_Amidite_DAA {MFTE0Ing_wash D{CV_Couplng Wash ICV]

0.00  Enad_biock

If a breakpoint is defined as a variable, changing the variable value in the Variables
tab when the method run is started will shift other instruction breakpoints accordingly.
This functionality is equivalent to using the Change button to alter a breakpoint (see
6.3.4 How to change or move method instructions on page 116 for how the Change
button affects instructions).

Only one variable that affects block length (breakpoint) may be defined within each
block. However, any number of parameters may be defined as variables within a
block. The table below describes how to define a new variable.

Step Action

1 Select the instruction where you want to define the variable in the
Text pane of Text instructions.

Result: The parameters for the instruction are shown in the Instruction
box.

2 ¢ Locate the breakpoint or the required parameter in the Instruction
box.

e Click the Var button.

Result: The Variable Name Definition dialog box opens.
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Step Action

3 e Enter a name for the variable.

¢ Select the Visible in details only check box if you want to set the
variable as a "details" variable. Detail variables only become visible
on the Variables tab if the Show details check box is selected. This
option is useful for hiding less important variables.

e Click OK.

Result: The Var button changes to VAR to confirm the new variable.
The variable is displayed in the Text pane.

Variable names  Variables are defined with names that can be explicit descriptions of the variable
function, for example Column_wash. Suitable choices of variable names can make
the method easier to read and understand, and also help the operator in setting
variable values at the start of a method run.

The names can be up to 32 characters long and the following characters can be used:
e Letters (A-2)

* Digits (0-9)

e The underscore character (_)

The case of letters is retained, but not significant. The names Flow_Rate and
FLOW_RATE are treated as identical.

How to rename a The table below describes how to rename a variable:
variable

Step Action

1 Select the instruction that includes the variable you wish to rename
in the Text pane of Text instructions.

Result: The parameters for the instruction are shown in the Instruction
box.

2 e Locate the required parameter in the Parameters field.
¢ Click the VAR button.

3 Enter a new variable name in the dialog box and click OK.

Note: Variables can also be renamed in the Edit Variables dialog box in the Method
Editor. See 6.5.2 The Variables tab on page 126 for more information.
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The table below describes how to remove a variable by converting it into a fixed

value:

Step Action

1 In the Text pane of Text instructions, select the instruction with the
variable you want to remove.
Result: The parameters for the instruction are shown in the Instruction
box.

2 e Locate the required parameter in the Parameters field.
e Click the VAR button.

3 ¢ Click the Clear button to delete the variable.

Result: The VAR button changes to Var to confirm that the variable is
removed.

Click OK.

Note: Variables can also be deleted in the Edit Variables dialog box in the Method
Editor. See 6.5.2 The Variables tab on page 126 for more information.
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6.5 Run Setup

Introduction Run Setup is a part of the Method Editor. It has several tabs for defining method
properties. This section describes how to use the tabs and the information displayed
on the tabs.

In this section This section contains the following sub-sections

Topic See
Overview of Run Setup 6.5.1
The Variables tab 6.5.2
The Questions tab 6.5.3
The Notes tab 6.5.4
The Evaluation Procedures tab 6.5.5
The Reference Curves tab 6.5.6
The Method Information tab 6.5.7
The Result Name tab 6.5.8
The Start Protocol tab 6.5.9
The Sequence tab 6.5.10
How to export the values in the Run Setup 6.5.11
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6.5.1 Overview of Run Setup

Introduction To access Run Setup, either
¢ Click the Run Setup icon on the Method Editor toolbar,

)

or

e Select View: Run Setup.

Illustration of Run The illustration below shows an example of the Run Setup with the Variables tab
Setup selected:

‘Wariablez | Netes | Questions || Reference Curves | Evalualion Frecedues | Mathod Infamation | Stait Pretecol || Sequence | Resul Name |

Block Variahle Value Range
b an Celumn_*olume i} 5,300 0,100 - 539539,000
START_parameters Column__Velume {mi} £.30 0,10 - 500,00
[\weighi_ot_Sugpait {gr 1.00 0.10-130.00
Loading_of_Support fumct/gh 10 1-280
Caluran_Murbar Colurmin_Murmizar Column_1 -
Arnidile_Puge_volume Amicite_Puige_volums fml 1.00 0.00 - 959953.00
Saolvent_Punge_wvokme Solvent_Purge_valume (ml 500 0.00- 9599593.00
DM&_paramaters Eq_Amidile_DH& (Eq) 15 1.0-100
Cone_furidil=_DNA (W} 0100 0.010-0500
Fiecpcle_DMA Fizcyche_Time DM {mis 200 0.00 - 353353.00

™ & .
I Show unused varisbles
[ Display loolip for estended vaiiable cell: gdl'\."aiahle...l Help I
The tabs The table below contains brief descriptions of the tabs of Run Setup. If you want

more detailed descriptions, see sections on the respective tabs:

Tab This tab...

Variables lists all variables used in the method with their default
values, organized by method block.

Questions displays the questions used in the method. Questions
provide a means for entering run-specific information
at the start of a run. Use this tab when you want to
define questions.
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Tab

This tab...

Notes

shows the descriptive comments that form a part of
the method documentation.

Evaluation Procedures

shows the evaluation procedures that will run at the
end of the current method.

Reference curves

displays the curves that will appear in the System
Control curve dialog box during the run of the current
method.

Method Information

displays information about the method, such as
method name, target system, and last date of change.

Result name

specifies how the result files will be named for the res-
ults of a run, and where the result file will be saved.

Start Protocol

determines which items of the Run Setup that are dis-
played at the start of the run.

Sequence

defines the sequence that will be used in the method
and some optional method steps.
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The Variables tab

The Variables tab lists all variables used in the method with their default values,
organized by method block. You can change the default values to create a variant
of the method.

Note: The variables of a block are only displayed once on the Variables tab, even if
the block is called several times in a method. Variables are displayed only if the
method contains variables.

There are three check boxes on the Variables tab. The table below describes these
boxes:

Check box Select this box if you want...

Show details detail variables to be shown. Detail variables are indic-
ated by a D in the column immediately to the left of
the Variable column.

Show unused variables | unused variables to be shown. Unused variables are
indicated by a U in the column immediately to the left
of the Variable column.

Display tooltip for ex- | to display useful tips when you move the cursor to
tended variable cells | fields that can have several functions.

Note: The options to show detail and unused variables can be set up as default options
in the Administration:Change User Attributes settings in the UNICORN Manager.

Enter new values in the appropriate fields to change the default variable values. For
some variables, pre-set values are available on drop-down menus. Save the method
when you have made your changes.

Note: The Variables box must be selected on the Start Protocol tab if you want to
be able to change variable values at the start of a method.

For variables with values shown in blue, the value input can be toggled between OFF,
INFINITE or other single position values, and a variable range. To change the value,
right-click the value cell.

Variables can be changed in the Text Instructions Editor as well as on the Variables
tab of the Method Editor. Changed values will be displayed for the corresponding
instructions in both windows.
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How to delete or  The table below describes how to delete or rename a variable in the Run Setup.

rename variables

Step

Action

1

¢ Click the Edit Variable... button on the Run Setup Variables tab.

or

e Choose the Edit:Variable...Method Editor menu option.

Result: The Edit Variables dialog box opens. The variables are listed
alphabetically.

Select the variable to edit.

Rename
e Type a new variable name in the New name text box.

¢ (Click the Rename button.

Result: The variable is renamed.
Delete
e Click the Delete button.

e Confirm that you want to delete the variable.

Result: The variable is deleted.

How to change a  Detail variables are only shown if the Show details checkbox is selected on the
variableintoade- Variables tab. The table below describes how to set up a detail variable.

tail variable

Step

Action

1

¢ Click the Edit Variable... button on the Run Setup Variables tab.

or

e Choose the Edit:Variable...Method Editor menu option.

Result: The Edit Variables dialog box opens. The variables are listed
alphabetically.

Select the variable to be changed.

¢ Select the Set visible in details only checkbox.
¢ Click the Close button.

Result: The variable is marked by the detail indicator D.
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The table below describes how to change a detail variable into a regular variable.

Step Action

1 ¢ Click the Edit Variable... button on the Run Setup Variables tab.
or
e Choose the Edit:Variable...Method Editor menu option.
Result: The Edit Variables dialog box opens. The variables are listed
alphabetically.

2 Select the variable to be changed.

3 e De-select the Set visible in details only checkbox.

e Click the Close button.

Result: The detail variable indicator D is removed.
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The Questions tab

The Questions tab of Run Setup is used for viewing and adding questions that the
system asks a user at the start of a run. These questions provide a means for entering
structured run-specific information. Templates supplied with UNICORN are defined
with a set of questions for sample, column and eluent identification.

Note: For questions to be shown in the start protocol, the Questions option must be
checked on the Start Protocol tab of Run Setup.

Different types of questions have different status. The illustration below shows the
Question field, an example of a question and the status alternatives that can be used:

- Buestion;

IEnter Loading and Lot number of the Suppoart

W Mandaton I #uthorized v Chromatogram

The table below explains the different alternatives:

Question status Explanation

Mandatory These questions must be answered before a method
is started.

Authorized These questions must be signed with the users signa-

ture password to unlock and continue the method.

Chromatogram These questions will be printed with the answers on
the same page as the chromatogram, if a question is
chosen in an evaluation report.

A question has to be defined to accept one of four types of answers. The illustration
below shows an example where the Value option has been selected. The appearance
of the box to the right of the Answer type field depends on the answer type option
selected:

— drzwer type: —Walue:
€ |nput field
P bir: ||
€ Multiple choice
€ Nodnswer Max I
& Yalue r%lntegel
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The table below describes the different answer types:

Answer type This option...

Input field accepts any alphanumerical input as the answer. Input
field questions may have a default answer.

Multiple choice allows the user to choose one of a defined set of an-
swers. To allow a blank answer, enter a space in one
of the predefined answers.

NoAnswer is used to
e display important information
or

¢ tosplit a question over more than one line by setting
all but the last line in a question to No answer.
(Normally, each question consists of one line only.)

Itis impossible to give an answer to questions with this
option selected.

Value accepts only numerical answers. Value questions must
have specified maximum and minimum limits, and may
be defined to accept only integer values.

The table below describes how to insert a question:

Step Action

1 If there are questions on the list, select the question that should be
followed by the new question.

2 Enter the question text, status, answer type and answer option as re-
quired.
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Step Action

3 The Answer type determines what is displayed in the question defini-
tion field to the right of the Answer type field. For each answer type,
do as follows:

Input field

Enter a default answer if required.

Multiple choice

e Click in the text field under Alternatives.

e Enter the answer.

e Click the Add/Delete button.

Result: The new alternative is added at the end of the list.

e Repeat this procedure to add new alternatives. To remove an altern-
ative, mark the alternative in the scroll list and click the Add/Delete
button.

No answer

No action taken.

Value

Enter maximum and minimum limits. Select the Integer box if the
question is to accept integers only as answers.

4 Click the Insert button.

Result: The new question is added to the list.

How to preview  The table below describes how to preview the questions as they will appear in the
questions Start Protocol.

Step Action

1 e Select a question.

e Click the Preview button.

Result: The question is displayed.

2 Click the Edit button to return to the question editing mode.
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How to edit a The table below describes how to edit a question:
question

Step Action

1 Select the question you want to edit.
2 Change the text, status, type and answer as required
3 Click the Replace button.

How to deletea Do one of the following to delete a question:

question * Select a question and click the Delete button to remove the selected question.

¢ Click the Delete all button to delete all questions.
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The Notes tab

Notes are descriptive comments that form part of the method documentation. Method
templates are supplied with notes describing the system requirements for running
the method. Read through these notes carefully before using a method.

There are four sub-tabs:
e Method Notes

e Start Notes

¢ Run Notes

e Evaluation Notes

Only the Method Notes can be edited from the Method Editor; the other notes are
accessible at the respective stages in a run.

We recommend that you use Method Notes to describe the system setup required
by the method (for example eluent and sample inlets, outlets and column connections).

Use the Start Notes or Run Notes for run-specific information.

Note: Method Notes are saved with the method and apply to all runs made with the
method.

To write method notes in your own methods, place the cursor in the white area of
the Notes tab and type the relevant text. Use standard Windows editing functions
to edit the notes.

You can search for text strings in the method notes. The table below describes how
to perform a search.

Step Action

1 Click the Find button.
Result: The Find dialog box opens.

2 e Type the text string in the Find what text box.

e Select search criteria and click OK.

Result: The located text string is highlighted in the text area.
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The Evaluation Procedures tab

The Evaluation Procedures tab lists all evaluation procedures associated with the
method. Evaluation procedures can be called automatically at the end of a method
to evaluate and/or print the results.

Many UNICORN strategies are supplied with method templates that include a number
of evaluation procedures. User defined procedures are created in the evaluation
module and can be saved in method files (see 11.3 Automated evaluations
procedures on page 336).

A procedure in a method will not be updated when a procedure with the same name
is changed in the Evaluation module. The same applies to report formats saved in a
procedure.

Evaluation procedures that process chromatogram data rely on consistent
identification of curves in the result file for correct operation. If you include evaluation
procedures with a method, make sure that references to curves in the procedure will
be valid when the procedure is executed at the end of the run (see 11.3 Automated
evaluation procedures on page 336 for more details).

If you use an evaluation procedure to print results automatically from a run controlled
from a remote station in a network installation, the results will be printed on the
printer currently set up on the local station, not on the remote station.

If you execute the procedure interactively from the Evaluation module on the remote
station, the results will be printed on the printer set up on the remote station where
you are working.

Evaluation procedures are defined in the Evaluation module.

Procedures imported to a method can also be viewed and edited in the Method Editor.
To do this, select the required procedure on the list and click the Edit button.

To select procedures to run, select the procedure(s) that are to be executed at the
end of the run. The procedures will be executed in the order they appear on the list.
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How to import The table describes how to import global evaluation procedures:

evaluation proced- pote- procedures saved with one method file can be imported to another.

ures

Step

Action

1

Select the Evaluation Procedures tab and click the Import button.

Result: The Import dialog box is displayed.

Choose either option 1 or 2 below.
Option 1: Select a global UNICORN procedure
1. Select a procedure on the Select list.
Result: The evaluation procedure name is displayed in the Import

as field.

Option 2: Select a procedure from another method

1. Select a method, that contains a procedure, in the left part of the
dialog box.

Result: The procedures of the selected method will be displayed on
the Select list.

2. Select the desired procedure on the Select list.

Result: The method name is displayed in the Import as field.

Note: Click Procedure List to return to the list of UNICORN's global
evaluation procedures.

If desired, change the procedure name in the Import as field.

Note: The imported evaluation procedure cannot have the same name
as an existing evaluation procedure in the method. If the default name
is not allowed for this reason, the Import button will be gray and dis-
abled. When you change the name in the Import as field, the button
will become available again.

Click the Import button.

Result: The evaluation procedure is imported into the method.

Repeat steps 2 - 4 until you have imported all procedures.

Click the Close button.

28-4010-48AA e p 134




How to delete
evaluation proced-
ures

How to rename
evaluation proced-
ures

How to edit an
evaluation proced-
ure

How to edit methods

The table describes how to delete evaluation procedures from the method:

Step Action

1 Select the Evaluation Procedures tab.

2 Select the procedure(s) that you want to delete.

3 Click the Delete button and confirm the deletion when prompted.

Result: The deleted procedures are immediately removed from the
method file.

The table describes how to rename evaluation procedures in a method.

Step Action

1 Select the Evaluation Procedures tab and click the Rename button.
Result: The Rename dialog box is displayed.

2 e Select a procedure from the list and change the name in the Re-

name item to field.

e Click Rename.

3 Repeat step 2 until you have renamed all procedures required.

4 Click the Close button.

The table describes how to edit evaluation procedures in a specific method:

Step Action

1 Select a procedure on the Evaluation Procedures tab and click the
Edit button.
Result: The Procedure Editor dialog box is displayed, with information
about the selected procedure.

2 Enter the new parameter values in the appropriate place of the Para-

meters field, and click the Replace button.

Result: The selected instruction in the evaluation procedure is updated
in accordance with the new parameters assigned to it.
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Step Action

3 If needed, insert new instructions after the currently selected procedure
instruction. Do the following:

1. Select an instruction type and instruction in the Instructions field.
2. Enter the appropriate parameter values in the Parameters field.
3. Click the Insert button.

Result: The new instruction is added to the evaluation procedure.

4 To remove an instruction from the evaluation procedure, select it and
click the Delete button.

5 Select File:Save as to save the edited procedure with a new name.

Click the Close button.

6 Select File:Close from the menu in the Procedure Editor dialog box.

Result: The Procedure Editor dialog box is closed and the procedure
is saved automatically.
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The Reference Curves tab

Reference curves are curves from existing result files that you can display in the
Curves pane of System Control during a run.

You can include up to five reference curves in a method. You choose which curves
to display during the run with the View:Properties:Curves command in System
Control (see 8.2.3 The Curves pane on page 182). Reference curves are only displayed
during the run. Reference curves are not saved in the result file.

Note: Although this function can be used it is normally not useful for oligo applications.

The table below describes how to add a reference curve from a result file:

Step Action

1 Select the Reference Curves tab and click the Import button.
Result: The Import Reference Curve dialog is displayed.

2 ¢ Intheleft field, select the result file containing the curve to be added.
Result: The Select list displays the available curves for the result file.
e Select the curve you want to add from the Select list.

3 e |f desired, change the curve name in the Import as field.
Note: The curve name has to be changed if a reference curve with that
name already exists.
e Click Import.

4 Repeat steps 2 and 3 if you want to add more curves.

5 Click the Close button to close the Import Reference Curve dialog
box.

The table describes how to delete reference curves.

Step Action
1 Select the curves you want to delete.
2 Click the Delete button and confirm the action when prompted.
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Note: Deleting curves from the method does not affect the curves in the result file
from which they were imported.

How to rename The table below describes how to rename a reference curve in a method:
reference curves

Step Action

1 Click the Rename button.

2 e Select a curve from the list.
e Change the name in the Rename item to field.

¢ (Click the Rename button.

3 Repeat steps 2 and 3 if you want to rename more reference curves.

4 Click the Close button.

Result: The reference curve name is changed.
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The Method Information tab

The Method Information tab displays information about the method. This tab is for
information only and cannot be edited.

There are three sub-tabs on this tab: Information, Signatures, and Method duration.

The Information sub-tab displays

¢ method information such as method name, creation date, creator and date of last
change,

e target system,
e strategy information such as strategy name, date and size.

The Strategy Notes button displays what systems, programs and file versions the
strategy is designed for.

The Signatures sub-tab has five information fields for all signatures. The table below
describes the content of each field:

Field Description

Date Date of the signature.

Meaning Short description explaining the meaning behind the
signature.

User Name User name of the user who signed the method.

Full Name Full name of the user who signed the method.

Position Position of the user.

The Method Dura- The Method Duration sub-tab presents

tion sub-tab

¢ the estimated total time

e the estimated buffer volume required for the method.
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6.5.8 The Result Name tab

Introduction The Result Name tab is used to specify:
e how the result files will be named for the results of a run

e where the result file will be saved

Illustration The illustration below shows an example of the Result Name tab:

Vaiablesl Netes | He[elenocwve=| E\-ahalicanocdwe:l Melhodlrﬂmrnatim| Start Plolood| Soﬂ.uencel Questions Resuk Naﬂ'ﬂl

™ | Mo gesult
™ Changeable batch 1D

 Resul drecloy

lHome Broause .,

Soouling subdrectan: |

 Resul name

™| tadd wnicus idenlifier to resull name

A serial numbes iz added bo all result names
" Method name
& Doe

" Waiiahle

Construction of  The result file name is constructed by one of the base options listed below. The serial
the result file number is changed automatically each time the method is run.

name Base options of the result file name are:
e The Method name plus a 3-digit serial number,

e The Date of the run (in an 8-digit format determined by the country setting in
Windows 2000 or XP) plus a 3-digit serial number,

e Afreely specified Name (within the file naming restrictions of the operating system)
plus a 3-digit serial number.

e Aselected Variable (from the droplist) plus a 3-digit serial number.
Note: If a result names includes decimal points (e.g. numeric variables) or underscore

characters, these characters will automatically be replaced by spaces. Points and
underscores are not allowed in the result names.
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If the result file folder already contains files with the same file name base, the serial
number is changed automatically.

A unique identifier can also be generated automatically, in addition to the serial
number. The identifier is a string of numbers inserted between the result file name
and the three-digit serial number.

e Select Add unique identifier to result name in the Result name field.

UNICORN will automatically issue a Batch ID to each method run. This ID is displayed
before the Base in the logbook and can be used to identify individual runs. See
illustration in 8.2.5 The Logbook pane on page 188. If Changeable batch ID is selected,
another ID string can be typed in the Start Protocol.

The result name can be specified as changeable in the Start Protocol (see 6.5.9 The
Start Protocol tab on page 142). In that case, the information you supply on the Result
Name tab will be the suggested result name, but you can change this at the start of
the run.

By default, result files are stored in the home folder of the user who starts the run.
The table below describes how to change the folder where the result file will be stored:

Step Action

1 If the run contains information that is not important, you can save disk
space by selecting the No result check box, thereby storing the result
in the Temporary folder (hamed Manual Runs, where only the latest
10 result files are saved).

If not, go to step 2.

2 Click the Browse button.

3 e Double-click the required folder icon.
¢ Click the OK button.
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6.5.9 The Start Protocol tab

Introduction The Start Protocol tab determines which items of the Run Setup are displayed at
the start of a method run. Click the Start Protocol tab and select the items that you
want to be displayed.

Checkboxes The table below describes the check boxes of the Start Protocol tab:
Checkbox Displays...
Variables values for method variables that can be changed at

the start of the run.

These values will override the default values for the
particular run and be saved in the result file. The default
values stored in the method are not affected.

Text Method method instructions. They cannot be changed from
this display.

Notes the Notes tab.

Reference curves the reference curves associated with the method.

Evaluation procedures | the evaluation procedures set to be executed at the
end of the method.

Method information the method information.

Settings the settings.

Sequence the sequence. This is for information only and cannot
be edited.

Questions questions defined in the method.You are recommended

to always use this option, since the answers to ques-
tions can form an important part of the UNICORN run
documentation.

Result name the result name, which is changeable if this option has
been selected. Click the Browse button to change the
result folder.

If the box is not selected, the result name will still be
displayed, but you will not be able to change the name
or folder.
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The Sequence tab

The Sequence tab defines the sequence that will be used in the method. It is also
referred to as the Sequence Editor. The Sequence Editor can be used to open saved
sequences, to edit or create new sequences. The sequence can be saved and added
to the Sequence List.

The illustration below shows the Sequence tab with a pre-defined 20 base sequence
displayed.

Vaiiables | Notes | Fefersnce Cuives | Evsiation Pioceduies | Method Infoimation | Stan Pioiocel | Sequence | Questions || Fesuk Name |
Sequente name: iTESI-E’JImm Standard AmidbeVake 1 pos, Tty OFF, Q2]
DA 5 € podified
l—lﬁm”P ' RHA &0 & Siandard Tk
5 |ATACCOG ATT ARG QoA AGTTT 3
‘ 2

~ Dptional method sheps

¥ Puige smidile

¥ Puige solvents

¥ Cokmrn wath

¥ Final deliillation

¥ {DEA Tieaimeri

LCreate Method... |  OpenSeq.. SaveSeq.. | DekleSeq., | Cioss Referances,. Help

How to open ase- The table describes how to open a saved sequence.

quence

Step Action

1 ¢ C(Click the Open Seq... button.

Result: The Open Sequence dialog box opens.

2 e Select a sequence from the Sequence list.
e Click OK.

Result: The sequence is displayed in the Sequence tab.
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How to create or A saved sequence can be edited or a new sequence can be created in the Sequence
edit a sequence  Editor. The table below describes how to do this.

Step Action

1 Position the cursor where you want to insert the base.
2 Use the radio buttons to select
e DNAorRNA

¢ Oxidated (-O) or thiolated (-S)

e from the Standard or Modified reagent position.

3 Type the letter for the base.

4 Repeat step 1 to 3 for all subsequent bases until the sequence is
completed. A maximum of 200 bases can be included.

5 Click the Group button to display the bases in groups of three.

Note: The synthesis reaction proceeds from 3’ to 5. The 3’ base position is always
the first base on the solid support. This base should be taken from the standard
position and should be oxidated.

How to save a se- The table below describes how to save a sequence.
quence

Step Action

1 ¢ C(Click the Save seq... button.

Result: The Save Sequence dialog box opens.

2 e Type a name in the Sequence name textbox.
e Click OK.

Result: The sequence is saved and available in the Sequence list.

Note: The saved sequence is only available to the current user. User logged in with
other user names will not be able to display this sequence.

How todeletea  The table below describes how to delete a sequence.
sequence

Step Action

1 ¢ C(Click the Delete seq... button.

Result: The Delete Sequence dialog box opens.
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Step Action

2 e Select the sequence to be deleted in the Sequence list. If the se-
guence isn't saved proceed to step 3.

3 e Click OK.

Result: The sequence is deleted and the sequence textbox in the Se-
guence Editor is empty.

The table below describes how to display and edit the cross references in the
Sequence Editor.

Step Action

1 e Click the Cross References... button.

Result: The Cross References List dialog box opens.

Cross Reference List

‘r

Block

Add__DNAA
Add__sDNA_A,
Add__DMNA_A_vz2
Add__sDNA_A_v2
Add_DNAC
Add__sDMA_C
Add__DNA_C_v2
Add__sDNA,C_v2
Add__DNA_G
Add__sDNA_G
Add__DMA_G_v2
Add__sDMA_G_v2
Add__DNA_T

=@ @@ @ |0l e | O 1B |

Inzert

i
|« L [LENE]

0K | cencel | Hep

2 Edit the cross references as needed:
e Choose the block you want to edit.

¢ Click the down arrow beside the Block droplist and select a block
name.

e Click the Insert button.

Result: The block is changed to the selected block name.
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Step Action

3 e Repeat step 2 to change other cross references as needed.
e Click OK.

Result: The Cross References List dialog box closes.

Optional method The following optional method steps can be selected in the Run Setup Sequence tab:

steps N
.
.
.

Purge amitide
Purge solvents
Column wash
Final detritylation
DEA treatment

Note: DEA treatment will add an extra method step where the oligonucleotides are
treated with a solution of diethylamin to increase the yield of full-length
oligonucleotide product. This treatment is described in detail in the AKTAoligopilot
User Manual.

How to create a The table below describes how to create a method.

method

Step Action

1 ¢ (lick the Create Method... button.

Result: The Save As dialog box opens.

2 e Type a name for the method in the Method name text box.
e C(Click OK.

Result: The method is saved.

Note: The Create Method... button also performs the following functions:

Sequence check for invalid combinations.

Update of method variables to default values.
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How to export the values in the Run Setup

You can easily export the values in the Run Setup to a file, and save it in ASCII format.
This is useful when you want to enable others to read the methods without having
access to UNICORN on their computers.

The table below describes how to export the values in the Run Setup and save them
to afile.

Step Action

1 In the Text instructions Editor or the Run Setup, select File:Export:Run
Setup.

Result: The Export Run Setup dialog box is displayed.

Export Run Setup

Select parts ta include in the export:

Method Information
[w|¥ariables

Questions

Evaluation Procedures
[w]Start Protocol

Result Hame

Method Hotes

CEpoi. ;g  Cancel | Hep |

2 ¢ Select the boxes to select the parts of Run Setup that you want to
export.

e Click the Export button.

Result: The Export dialog box is displayed.

3 e Type a file name and select the target drive and folder.
¢ Click the Save button.
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6.6 How to use selected method instructions

Introduction This section provides recommendations for how to use some common programming
features in UNICORN methods. They are available from the Instruction box in the
Method Editor.

In this section This section contains the following sub-sections

Topic See

Base instruction 6.6.1
Instructions at the same breakpoint 6.6.2
Block and method length 6.6.3
Messages and Set_Marks 6.6.4
How to delay a method 6.6.5
Linear flow rates 6.6.6
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Base instruction

Every method block must start with a Base instruction, defining the base for
calculating breakpoints.

Different blocks can use different bases. The base can be one of the following:
¢ volume (the unit depends on the scale defined in the system strategy)
e time (minutes)

e column volume, CV (defined as a numerical value or taken from the column
definition)

e SameAsMain (all blocks apart from the main block), which means that the block
will inherit the base defined in the main block.
Method blocks that use a volume or column volume base

Make sure that the flow rate is not zero. Volume breakpoints are calculated from the
flow rate of the pump, and the method will not progress if the flow rate is zero.

Use the base that most closely suits the purpose of the block. Column volume is
recommended as the base for most steps in a run. In some situations, however, it
may be more suitable to use a time or volume base for individual blocks.

To change the base for an existing method

Be careful when changing the base for an existing method. Changing between time
and volume bases can affect the relative duration of steps in the method if different
steps use different flow rates.

If a named column is selected for the Column parameter in the Other:Base instruction,
the volume specified in the selected column definition will automatically be used for
column volume in the method block. The column volume for base CV cannot then be
changed in the instruction or defined as a variable. However, the Column parameter
should be defined as a variable. Choosing a column definition also enables linear flow
rate and column performance calculations.

If the Column parameter in the Other:Base instruction is set to Any and the Base
parameter is set to CV, the column volume is set numerically by the Volume
parameter. The column volume may be defined as a variable, allowing the scale of
the run to be decided when the method is actually run.
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6.6.2 Instructions at the same breakpoint
Description Instructions placed at the same breakpoint in a block are executed simultaneously.
Exceptions

Exceptions are successive Block instructions, which are executed in the sequence in
which they are written. This can have important consequences in some situations.

The instruction sequence below shows an example of instructions with the same
breakpoint, where the AutoZero_UV will start after the Wash block is completed.

Breakpoint Instruction

0.00 Block Column Wash
0.00 AutoZero UV

0.00 Block Detritylation
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Block and method length

The time or volume of a method run is determined by the sum of the block lengths.
In turn, the length of a block is determined by the breakpoint of the last instruction
in the block.

Note: Depending on how conditional calls are used (see 6.7 Standard Watch
conditions on page 156), the overall method time or volume may vary according to
watch events during the run.

A block in which all breakpoints are set to 0 will take no time or volume during a
method run. The illustration below shows an example of this:

=l 0.00 Block DNA_parameters

B (DNA_parameters)

0.00 Base Time

0.00 Eq_aAmidite (1.50)#Eq_Amidite_DNA {Eq}
0.00 % _Tetrazole (60)#Percent_Tet DNA {%}
0.00 Amidite_Conc (0.1)#Conc_Amidite_DNA {M}
0.00 End_block

To extend the length of a block without performing any other operation, set the
breakpoint of the End_block instruction appropriately, for example, as in the illustration
below:

[Equilibration)
0.00 EBase SameAsMain

400 End Block
0.00 End Block W
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6.6.4
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tion

When to use a
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Messages and Set_Marks

Messages are used to inform the operator of the progress of the run. It is a good idea
to issue messages at critical points in the method, for example, when Watch
instructions are used for conditional events.

The Message instruction can be used to set up a message that will be displayed for
the user during the execution of the method run. The message can be for information
in a screen only, or it can require a signature before the user can control the system.
The messages are all added to the logbook text.

The table below describes how to add a Message instruction to the method.

Step Action

1 ¢ Select Other in the Instructions field of the Instructions box.

¢ Select Message in the instructions list.

2 Type a message in the Message text box in the Parameters field.

3 Select one of the display options on the Mode menu:
e Screen, i.e. only a text message is displayed.

e Noscreen, i.e. the message will not be displayed but only inserted
into the logbook.

e Authorize, i.e. the message will require a signature from the user
before the user can interact with the system again.

4 e Select a sound on the Sound menu if desired.
e Click the Insert button.

Note: If the Message instruction is inserted in a conditional block it will only be
displayed if the conditions of the block (for example a Watch) is fulfilled.

Note: All messages are erased when the system reaches the End status. This also
includes Authorize messages.

Set_Mark instructions are useful text messages. They can be used
e toinsert manual notes, for example, when a problem occurs in a run
e to highlight certain stages in a method.

Set_Marks differ from Messages in that they are inserted into the chromatogram at
set points as well as into the logbook during a method run.
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Example of a The illustration below shows an example where Set_Marks are used to highlight the
Set_Mark start of the Detritylation and Detritylation Wash steps in a method:

M 0.00 Block Add_ DNA T
{Add__DNA_T)
0.00 Base Time
0.00 Set_mark " T"™
[+ @ 0.10 Block Detritylation
= 0.20 Block Detrit_wash
i e (Detrit_wash)
i 0.00 Base SamefsMain
s 0.00 Set_mark "Det_Wash®
i - 0.00 Solvent_A ACN_Amidites_3.1
: 0.00 Solvent_B ACN_Reag_d.1
0.00 Flow_aAB 20 {ml/min}, 20 {ml/min}
1.00 PFlow A 10.00 {Bar}

How to issue a Set_Marks are issued from the Instructions box of the Text Instructions editor. The
Set_Mark table below describes how to do this:

Step Action

1 Select Other:Set_Mark in the Instructions box.
2 Type the message in the Mark text field.
3 Click the Insert button.

Result: A new line with the Set_Mark is added to the text instruction.
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6.6.5

Introduction

Hold

Pause

Hold_Until
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How to delay a method

A method can be programmed to be delayed at critical points. There are three
instructions for this purpose: Hold, Pause and Hold_Until. These instructions are
described below.

The Hold instruction suspends the execution of the method, but the pump continues
to function.

Resume the method

The method may be resumed if you click Continue on the System Control toolbar.

The Pause instruction suspends execution of the method and stops the pumps so
that the system comes to a standstill. In AKTAdesign systems valves remain in the
position they were in before the pause. The pause may be defined as indefinite or
for a given number of minutes. This instruction is most useful for stopping the system
in the event of an unexpected condition.

Resume the method

The method may be resumed if you click Continue on the System Control toolbar.

The Hold_Until instruction is a special kind of Watch instruction. The method is put
on hold until a specific condition is met (signal, test or value) or the time-out is reached.
Thereafter the remaining instructions in the method are executed.

Instructions that share the same breakpoint as the Hold_Until instruction, but are
placed after it in the method, will be executed after the Hold_Until conditions have
been met.




6.6.6

Introduction
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Linear flow rates

Linear flow rates (cm/h) can be specified for Flow instructions. The volume flow rate
is calculated from a specified linear flow rate and the column diameter as given in
the column instruction.

How to use linear The table describes how to use linear flow rates.

flow rates

Step Action

1 Select a specific column on the Variables tab of the Run Setup,
or
Insert a column for the Base instruction of the block in the Text Instruc-
tions Editor.

2 In the Instruction box of the Text Instructions editor, select Flow and

select the Linear Flow option as shown in the illustration below:

Eicakpert

Irdnct I [0 2006
o e i :| emih
" Flowpath
Wal...
O aineEkon
ik

 Otper

Note: If the column is changed, you will be asked if the linear flow rate or the default
flow rate should be used. If the linear flow rate cannot be used due to the max flow
rate of the system or new column, you will be advised that the max flow rate will be
used instead.
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Standard Watch conditions

Watch instructions allow the progress of a method run to be determined by the
events during the method run, for example wash the column until the conductivity
has reached a given value. This is facilitated by the Watch instructions.

The system strategy includes Watch instructions for each monitor defined in the
system. These instructions are used to survey method runs, and instruct the system
to call a specified block or an instruction when a particular monitor signal meets a
given condition. As long as the condition is not met, the block is not activated.

Note: Watch instructions are shown in the Instruction box of the Text Instructions
editor, indicated in the Block pane by a green line that shows the start and duration
of the watch.

The breakpoint when the Watch instruction is issued determines when the watch
begins, not when the block is activated.

A watch is active from the point at which it is issued until
e the Watch condition is met

or
e anew watch is set for the same monitor

or

e aWatch_Off instruction is issued for the monitor.

Watch instructions are inserted in the Instruction box of the Text Instructions Editor.
The table below describes how to do this.

Step Action

1 In the Breakpoint field, select the appropriate breakpoint. This decides
when the watch begins.

2 e Select Watch in the Instructions field.
¢ Select a Watch instruction from the list.

e Select appropriate values under Test, Value and Action in the
Parameters field.

3 Click the Insert button.

Result: The new Watch instruction is inserted on the list of actions in
the Text window.
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Testoptionsinthe The table below describes the Watch options that are available on the Test drop-down
Parameters field list of the Parameters field:

Option Explanation

Greater_Than The signal exceeds a certain value.
Less_Than The signal falls below a specified value.
Slope_Greater_Than The rate of change of the signal ex-

ceeds a specified value, expressed in
monitor units/minute (for example,
mAU/min).

Slope_Less_Than The rate of change of the signal falls
below a specified value, expressed in
monitor units/minute (for example,
mAU/min).

Less_Than_Or_Valley The signal falls below a specified value
oravalley is detected. A valley is detec-
ted only after a Peak_Max has been
detected, and the valley is defined by
a local minimum followed by an in-
crease to 102% of the local minimum
value plus the Delta_Peak value (see
below).

Peak_Max The signal falls to a specified fraction
of the most recent peak maximum
minus the Delta_Peak value. Factor=1
detects peak maximum.

Stable_Baseline The signal is stable within the limits of
the Delta_Base value for the period
specified by the minutes parameter.

Note: For slope values, use the Differentiate function in the Evaluation module to
measure the slope of the test chromatogram. The Simulate Peak Fractionation
technique can also be used to find the slope values.
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Watch conditions Two Watch conditions are available for systems with air sensors, although they may

for air sensors be handled differently depending on the system. The table below describes the
and AuxIn conditions and their explanations:

Condition Explanation

Equal 0 No air detected.

Equal 1 Air detected.

Note: To use the Watch_AirSensor instruction for air sensors, the Alarm_AirSensor
setting must be disabled.

Actions when a The table below describes possible actions when a watch condition is met:
Watch condition

is met Instruction Effect
Block name Calls the named block.
Pause, Hold Pauses or holds the method.
Continue Continues the method if paused or held.
End_block Ends the current block and return to the point from

which the block was called.

End_method Ends the method.
Ready Indicates that the next step in a MethodQueue may
start.

How to enter set- Permanent settings

tings for Permanent settings for Delta_Peak and Delta_Base are entered with the WatchPar
Delta_Peak and i, \qtrction (for example WatchPar_UV, WatchPar_Cond) under System:Settings in
Delta_Base the System Control module (see the Administration and Technical Manual).

Temporary settings

Temporary settings that apply only for the duration of a given run can be entered in
the Instructions field of the Instruction box in the Text Instructions editor. Select
Alarms&Mon and then WatchPar.
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The Delta_Peak  The Delta_Peak setting helps the software to detect valleys, peaks and peak
setting maximum, and to ignore noise in the chromatogram.

The Delta_Peak value should be set
e |arge enough so that signal noise does not activate the conditions
and
¢ small enough so that the condition is activated close to the valley or peak.
As a general guideline, set the value to 2-3 times the noise level and 5-10% of the

smallest expected peak height. If you set a too high value you can prevent a new
peak from being detected after a local minimum.
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The Delta_Peak setting

» setsthe threshold for signal increase after alocal minimum that will be interpreted
as a valley for the Less_Than_Or_Valley condition. A valley and a new peak are
detected when the signal increases to 102% of the local minimum plus the
Delta_Peak value.

Note: A valley is detected only after a Peak_Max has been detected.
Example:

If there is a local minimum at 0.05 AU and a Delta_Peak of 0.01 AU, a valley will
be detected at:

(1.02 x 0.05)+0.01=0.111 AU

e setsthe threshold for signal decrease after a local maximum that will activate the
Peak_Max condition. Peak_Max is detected when the signal falls to the specified
fraction of the most recent peak maximum minus the Delta_Peak value.

The figure below illustrates the Delta_Peak setting where Peak_Max is detected
when the signal falls by Delta_Peak from a local maximum if the Peak_Max factor
is setto 1:

..... ... Peak max
Delta_Peak ¢ detected

No valley
""" " ‘detected

The Delta_Base setting helps the software to determine when the baseline is
considered to be stable. In other words, it defines the permitted variation for the
Stable_Baseline condition. For this condition to be activated, the signal may not vary
by more than the Delta_Base value up or down over the time interval specified in
the Stable_Baseline condition in the Watch instruction.

Note: The Delta_Base setting affects the Stable_Baseline condition only.




The condition
Watch
Stable_Baseline
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The condition Watch Stable_Baseline is met if the signal does not deviate by more
than +Delta_Base from the baseline during the time interval specified for the watch.
The baseline value is determined by the signal at the start of the watch. If the condition

is not met, a new interval is started with a new baseline value defined by the signal
level at the start of the new interval.

The illustration below shows an example of this:

WATCH

WATCH Stable_baseline, interval

Stable_baseline, interval

condition mel

Sosese A\ 6

:E Deita_Basa

condition nof met

epl6l
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6.8 How to save or delete a method template

How to save a You can save a method that you have created yourself as a template if you have
method as a tem- Edit global lists authorization (see the Administration and Technical Manual).

plate Recommendation

The templates for each system are common for all users. Be restrictive in saving
methods as templates. We recommend that only methods that are useful for all users
be saved as templates.

The table below describes how to save a method as a template:

Step Action

1 Choose File:Save as Template in the Method Editor.

Result: The Save as Template dialog box is displayed.

2 Enter a name for the template in the Name field,
or

choose an existing template name from the Templates list that shows
the available templates within the chosen system.

3 ¢ Select the system for which the template is intended in the For
system field.

e Select Any on the Technique list.
e Click OK.

Result: The method is saved as a template.

How todeletea  The table below describes how to delete a template:
template

Step Action

1 Choose Edit:Delete template in the Method Editor.

2 ¢ Select the system and the template that you want to delete.
¢ Click the OK button and the Yes button to confirm.
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6.9 How to print a method

Instruction You can print a copy of the method, including items from the method documentation,
in Run Setup and the Text Instructions editor.

The table below describes how to print a method:

Step Action

1 In the Method Editor, select File:Print
or

click the print icon.

&

Result: The Print dialog box is displayed, showing the available items
from the Method Editor.

. x|

v Vanables
(=[] Text Methad
¢ - [ Block List
“.[] Curent Expansion
¢ [ Exclude Unused Blocks
[ Method Mates
[ Questions
“.[] Reference Curves
[ Ewvaluation Procedures
=] Methad |nformation
¢ L[ Signatues
: £.[] Method Duration
[ Sequence
.[] Resul Mame
] Instruction Set

Carcel | Help |

2 ¢ Select the options you want to print.
e Click OK.

Note: For comments on the different alternatives, see "The Print dialog
box" below.
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The Print dialog  The table below describes some of the check box options in the Print dialog box:
box

Check box If you select this box...
Text Method allinstructions will be printed, including those in unused
blocks.

Text Method:Current | the method will be printed according to the current
Expansion expansion in the Text pane.

(Only available from the Text Instructions editor.)

Exclude Unused Blocks | only blocks that are used in the method will be printed.

Text Method: Block List | only the main method and a list of the blocks that are
used in the method will be printed.
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6.10 How to export a method

Instruction You can easily export a method to another file, and save it in another format, for
instance .rtf. This is useful when you want to enable others to read the methods
without having access to UNICORN on their computers.

The table below describes how to export a method and save it to another file:

Step Action

1 Inthe Text Instructions editor or the Run Setup, select File:Export:Meth-
od.

Result: The Export Method dialog box is displayed.

Export Method E2

E xport
 fdethod Block list
Optiohs
[ Main anly
[ Curent expansion
¥ Egclude unuzed blocks

Export...& I Catcel | Help

2 Do the following:

¢ Select whether the current method should be exported as a Method
or as a Block list.

e Select the appropriate boxes in the Options field to define the level
of detail in the information.

e Click the Export button.

Result: The Export Method to file dialog box is displayed.

3 e Enter a file name and select the target drive and folder.
¢ Click the Save button.
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Introduction

In this chapter
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MethodQueues

MethodQueues are used to set up a number of runs in series. For example:
e Synthesis No. 1in column 1

e Synthesis No. 2 in column 2

e DEA treatment for Synthesis No. 1 in column 1

e DEA treatment for Synthesis No. 2 in column 2

This chapter contains the following sections

Topic See
How to create a new MethodQueue 7.1
How to edit a MethodQueue 7.2
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7.1 How to create a new MethodQueue
Instruction The table below describes how to create a MethodQueue in the UNICORN Manager
module.
Step Action
1 ¢ Select File:New:MethodQueue.
or

¢ Right-click in the Methods window and select New:MethodQueue
on the shortcut menu.

or

¢ C(Click the MethodQueue icon.

s

Result: The MethodQueue Editor dialog box is displayed.

M ethodl] wvewue Editos - Untitled

e A = o | |

Dilets Syejem
Inzeit Fiow Before

Inzedt Fiow Aller

1
Double chick on 3 ool to change k2 content

Geve I

2 The default selection for Start MethodQueue is As soon as possible.

¢ C(Click the At time radio button and select a time and weekday for
the start of the MethodQueue, if desired.

3 ¢ Double-click the cell in the first row of the System column.

Result: The Method for row number 1 System dialog box opens.

Note: See "How to set up MethodQueues on several systems" below
if you have more than one system available.

4 e Select a method and click OK.

Result: The method is displayed in the System column.
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Step

Action

¢ C(Click the Insert Row After button and repeat steps 3 and 4 to add
more methods to the MethodQueue.

Note: The timing of MethodQueue steps performed on different sys-
tems can also be controlled by the Ready instruction in the method
(see "Relative timing of steps" below).

By default, each method step will start as soon as possible (ASAP) after
the completion of the previous method step. Use the Condition cell of
the chosen method to set another time interval for starting a selected
step.

¢ |n the Conditions column, double-click the cell for the method to
be delayed.

Result: The Condition for row number X dialog box opens.

Condition for row number 4

" As eoon az possible

& Wiait Hours: Iﬂ_ﬂ
Mittes: IU—E

Previous Howl Mext Row |

0K I Cancel | Help |

Note: Use the Previous Row and Next Row buttons to select other
methods for editing.

e (Click the Wait radio button, select the number of hours and minutes
that the method is to be delayed and click OK.

Result: The execution of the MethodQueue will be held for the selected

number of hours and minutes and then resume.

e Click the Save button to save the method.

Result: The Save MethodQueue dialog box opens.

e Type a file name and click the Save button.
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How to set up If you have more than one system available, the System column will not be displayed
MethodQueueson at first in the MethodQueue Editor. The table below describes how to set up a
several systems  MethodQueue for several systems.

Step Action

1 e C(Click the MethodQueue icon.

¢ Click the Add System button and select a system for the first
MethodQueue step from the Add System dialog box.

2 e Repeat this for each system when you want to use a different
system in the MethodQueue.

Result: Another system column will be added for each additional sys-
tem.

Unattended opera- The Start Protocol for each method step in the MethodQueue is displayed when the
tion of the Meth-  corresponding method is run. If you want the MethodQueue to operate unattended
odQueue you must ensure that the methods do not include a Start Protocol.

See 5 How to create a method on page 78 for more information.

How to hold a The table below describes how you can create a MethodQueue if you try to start a
method in queue new method run while the system is still busy with another method run.
while the system

is busy Step Action

1 Right-click on the method in the UNICORN Manager module and select
Run:system name on the shortcut menu.

Result: The System Busy dialog box opens.

System Busy E
Cannot start the method because the spstem iz occupied. You have three options:

" WWait until the spstem iz free and start the method again

0 idd the method to a MethodQueue that will execute as soon as the system is free

= Add the Method to a MethodOueue and open the Methoddueue editor

MOTE! Thiz method containg a ztart protocal that will be executed when the method starts,

ak. I Help
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Step

Action

¢ Select the Add the method to a MethodQueue that will execute
as soon as the system is free option.

e Click OK.
Result: A MethodQueue will automatically be created in the default

queue folder. The name of the MethodQueue will be the same as the
method name, followed by a five-digit sequence number.

The method will be executed as soon as the system is free.

Note: Awarning note is displayed in the System Busy dialog box if the
method includes a Start Protocol. The Start Protocol must be com-
pleted at the start of the method run before it can be executed.




7.2

Method Queues
are saved in a
separate folder

How to edit a
MethodQueue file

Instruction

MethodQueues 7

How to edit a MethodQueue

MethodQueues are saved in a separate folder within the folder that you specified
when you saved the MethodQueue. The MethodQueue folder is represented by a
special icon in the Methods window of the UNICORN Manager.

=

A MethodQueue folder contains the MethodQueue definition and copies of all included
methods.

The MethodQueue files are copies of the original method files. If changes are made
in the original method, these will not affect the method in the MethodQueue.

To avoid confusion between different versions of method files, make sure that
MethodQueue definitions always contain updated methods. To implement changes
in a MethodQueue method, do one of the following:

e Edit the method in the MethodQueue folder,
or

e Edit the original method, then use the MethodQueue editor to update the
MethodQueue, and replace the old method with the changed version.

The table below describes how to edit an existing MethodQueue.

Step Action

1 Right-click the selected MethodQueue folder icon in the UNICORN
Manager, and select Edit from the displayed menu.

Result: The MethodQueue Editor dialog box is displayed.

Editar - Unkitied e x
Slatblethodiusie & ArSoendsPossbe Ame [TE00 = o | =
| Fen
| e Gt
Irert Floess Bedore
vzl Frow aller
Defete Rowe
teterss Aowe L
A |
Dauble click on 2 ol e chengs fi5 cankenl
s | Saetic.. Ea | Cee | Hee |
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Step Action
2 Select a table row to edit and do the following as required:
e Double-click the System cell and select a new method from the
Method for row... dialog box.
e Double-click the Condition cell and edit the delay time for the
method.
¢ Click the Add System button to add a new system to the queue
and use it for a MethodQueue step.
¢ C(Click the Delete System button to remove a system and all associ-
ated methods from the MethodQueue.
¢ Clickthe Insert Row Before or Insert Row After buttons to add new
rows before or after the selected row.
¢ Click the Delete Row button to remove the selected row.
¢ Click the Move Row Up or Move Row Down to move the selected
row one step up or down in the queue.
3 e Click the Save button.

¢ Click the Run button to execute the MethodQueue immediately or
the Close button to close the dialog box.
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8 How to perform method runs

Introduction This chapter describes how to perform and monitor different kinds of method runs
from the System Control module. It also describes how to control the system with
manual commands and instructions.

In this chapter This chapter contains the following sections
Topic See
How to start a method run 8.1
How to monitor a method run 8.2
Manual system control 8.3
How to perform a MethodQueue run 8.4
If the network connection fails 8.5
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8.1 How to start a method run

Before you start  Before you start a method, make sure that

e the correct system is connected in control mode

Note: If the system is connected via a CU-950 Advanced unit, the Ethernet connection
must not be broken during the start-up phase of the method run.

How to start from You can start a method from the UNICORN Manager in two ways:
the UNICORN
Manager

¢ Select a method in the Methods window and select File:Run.

e Select a method, right-click and select Run from the displayed menu.

How to start from The table below describes how to start a method run from System Control:
System Control

Step Action

1 Select File:Run

or

click the Run button.

Result: The Run dialog box is displayed.

Note: The Run button will open the method that was used for the pre-
vious run, if a run has been performed since you logged on.

2 Select a method and double-click the method icon.

Result: The method run starts. If the method includes a Start Protocol
this must be completed before the actual method run starts. Se further
instructions below.

How to add meth- For methods that are used frequently (for example column cleaning methods or
ods to the File routine synthesis), it may be convenient to define the methods as commands in the
menu File menu.

The table below describes how to define a method as a command:

Step Action

1 Choose File:Menu in System Control and select the required method.

2 Click the Add button and click OK.

Result: The method name will appear as a command in the File menu.
If you choose the command, the method will start.
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instant run

How to use the
Start Protocol

How to start a
method when the
system is busy

How to perform method runs 8

You can start a method template directly if your system has defined templates.
To do this, either
e click the Instant Run icon in the UNICORN Manager toolbar

2

or

e select FilezInstant Run in System Control.

If the method is defined with a Start Protocol, this will be displayed before the method
actually starts.

The table below describes how to use the Start Protocol:

Step Action

1 e Start the method run.
e Work through the start protocol, answering questions as required.

The start protocol items that can be displayed are described in 6.5.9
The start protocol tab on page 142.

e Aseach screen is completed, click the Next button to move to the
next screen or the Back button to return to the previous screen.

2 Click the Start button in the last window to start the run.

Confirm/Sign authorization for the Start Protocol

If there are any questions in the Start Protocol that require authorized confirmation,
you will be asked for a user name and password when you attempt to leave the
screen containing the questions. Only users with Confirm/Sign authorization may
authorize answers to such questions. Each question that requires an authorization
must have a separate authorization.

If the system is busy with a method run in progress, you can still start a new method.
You will have the option to place the method in a MethodQueue, which can be
executed as soon as the system becomes available again. The table below describes
how to do this.

Step Action

1 e While a method run is in progress, right-click on the next method
you want to run and select Run:System.

Result: The System Busy dialog box opens.
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Step

Action

¢ Select the Add the method to a MethodQueue that will execute
as soon as the system is free option.

e Click OK.
Result: A MethodQueue will automatically be created in the default

queue folder. The name of the MethodQueue will be the same as the
method name, followed by a five-digit sequence number.

The method will be executed as soon as the system is free.

Note: Awarning note is displayed in the System Busy dialog box if the
method includes a Start Protocol. The Start Protocol must be com-
pleted at the start of the method run before it can be executed.

Note: See 7.2 How to edit a MethodQueue on page 171 for more information.




8.2

Introduction

In this section

How to monitor a method run

How to perform method runs 8

This section describes how to monitor a method run by using the System Control

module and how to customize the different panes.

This section contains the following sub-sections

Topic See

How to customize System Control panes 8.2.1
The Run Data pane 8.2.2
The Curves pane 8.2.3
The Flow Scheme pane 8.2.4
The Logbook pane 8.2.5
The Synthesis Data pane 8.2.6
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8.2.1 How to customize System Control panes

Introduction The System Control module displays the status of the current system. On the Windows
taskbar, there may be up to four System Control modules available that can be
connected to different systems. Separate systems may be controlled and displayed
independently of each other.

Illustration The illustration shows the System Control module with the Run Data, Curves, Flow
scheme and Logbook panes displayed. The Synthesis Data pane is displayed on top
of the other panes.
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How to select Each System Control module displays up to four panes for monitoring different
what panes to aspects of the run. To select what panes to display, either

display e click the Customize Panes icon,

L]

or

e choose View:Panes.
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How to display The Synthesis Data pane is displayed as a moveable dialog box on top of the other
the Synthesis panes.
Data

e Choose View:Synthesis Data.

How to customize Change the size
System Control
panes

Select a split-bar and drag up and down to change the size of a specific pane.
Maximize, restore or hide
Right-click a pane and select the appropriate option to:
e maximize,
e restore
or

e hide the pane.
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8.2.2 The Run Data pane

Description The Run Data pane displays the current values for selected run parameters. The
update interval is defined in the system strateguy.

The figure below displays an example of the Run Data pane:

Acs. Vol Block Wolume Acc. Time Dlock Times Flom =¥ || Mowul >3 | Mressura =¥ | Cond &= Tl
145 ml | oo mimin_| EEITE | R

VA_43Enm  »» |2 X00nm »x  |Inkegraie Scale L]
T :

How to change The appearance of the pane can be changed so that it includes more or fewer data
the appearance of displays. The table below describes how this is done:
the pane

Step Action

1 In System Control, select View:Properties
or
right-click on the pane and select Properties on the menu.

Result: The Properties dialog box is displayed.

2 Select the Run Data Groups tab and, if desirable, do one or more of
the following:

e Select an available group to be displayed in the list to the left.

e Edit an available group: Select the group from the list on the left,
and click the Edit Group button. Modify the included readings in
the list to the right, and click OK.

e Create a new group: Click the New group button and select the
readings that you want to view from the list. Enter a name for the
group, and click OK.

e Delete a group: Click the Delete Group button and select a group
in the Delete Layout dialog box, click OK and confirm the deletion.

3 Select the run data parameters that you want to display in the list to
the right.
4 Click OK to view the selected items in the Run Data pane. The name

of the selected layout replaces the default layout name Run Data.

28-4010-48AA e p 180



How to change
text color or text
background

How to view and
select manual in-
structions

How to perform method runs 8

The table describes how to change the text color or background in the displayed
reading boxes.

Step Action

1 Right-click on the pane and select Properties.

Result: The Properties dialog box is displayed.

2 Select the Run Data Color tab.

3 Click the Text or Background buttons.
Select a new color, and click OK.

Result: The color change is displayed in the test field.

4 Make further adjustments to the colors as appropriate.

5 Click OK to apply the changes.

Some strategies directly link specific manual instructions to the reading boxes in the
Run Data pane. This is indicated by a double arrow (>>). A particular reading box can
have one or more instructions attached to it. In cases where there is more than one
instruction, one of the instructions is the main instruction.

There are two ways to view the manual instructions:

Option 1:

e Double-click the reading box.
Result: The dialog box for manual instructions is displayed, showing the instruction,
or main instruction if there is more than one.

Option 2:

e Right-click the reading box. Select Instructions in the displayed menu. Another
menu shows the specific manual instruction(s).

e Click an instruction to select it.
Result: The dialog box for manual instructions is displayed in which you can execute
the appropriate command.

For more details on how to use manual instructions, please see 8.3.2 Manual
instructions on page 196.
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8.2.3 The Curves pane

8.2.3

Introduction

How to select
curves to be dis-
played

How to display a
vertical marker
line

28-4010-48AA e p 182

The Curves pane

The Curves pane of the System Control module displays monitor signal values

graphically.

The figure below shows an example of the Curves pane:
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You can decide which curves you want to display in the Curves pane. Curves will
only be shown for components present in the system.

The table describes how to select the curves to be displayed on the screen.

Step Action

1 In System Control, select View:Properties.
Result: The Properties dialog box is displayed.

2 Select the Curves tab.
Note: The curves in the list are those for which Store is set to On in the
system settings, together with any reference curves defined in the
method.

3 In the Display curves list, select the curves you want to display.
If you want all curves to be displayed, click the Select All button. If you
do not want any curves to be displayed, click the Clear All button.
Click OK.

The table below describes how to display a vertical marker line:

Step Action
1 Right-click the Curves pane and select Marker.
2 Drag the marker line with the mouse.

Result: Where the line bisects the curve, the X-axis and Y-axis values
are displayed at the top right corner of the pane.
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Note: Right-click and select Snapshot to record the marker position values. See 2.2.7
Snapshots on page 39 for more information about the Snapshot function.

Howtosetarefer- When the vertical marker is displayed, you can set a reference point to display curve
ence point data. The table describes how to set a reference point:

Step Action

1 e Display a Marker in the Curves pane.

¢ Right-click and select Set Marker Ref. Point to define a reference
point for the marker position.

2 When the marker is moved from the reference point, the X-axis and
Y-axis values for the new position are displayed together with:

¢ the new position in relation to the position of the reference point,

¢ the minimum, maximum and average values for the curve interval
between the reference point and the new position.

How to change The Curves pane displays graphs for the selected curves in different colors, with any
the curve colors  reference curves included with the method as dashed lines.

and styles The table below describes how to change the curve colors and styles:

Step Action

1 Select View:Properties.

Result: The Properties dialog box is displayed.

2 Select the Curve Style and Color tab.

3 e Select a curve from the Curve list.

e Select an appropriate color and style.

How to change In most cases, the Y-axis is automatically scaled for each of the curves. Values on
the scale of the Y- the Y-axis apply to the curve with the same color as the axis markings. To get the
axis correct Y-axis, click the legend. The table below describes how to fix the scale of

individual curves.
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Step Action

1 e Select View:Properties.

Result: The Properties dialog box is displayed.

e Select the Y-axis tab.

2 e Select the appropriate curve.

¢ Select Fixed and type a minimum and maximum range in the fields
within the specified limits.

3 Repeat step 2 for other curves if needed.

4 Click OK.

How to change The table below describes how to change the scale of the X-axis:
the scale of the X-

axis Step Action

1 e Select View:Properties.

Result: The Properties dialog box is displayed.

e Select the X-axis tab.

2 Select the appropriate base, Time or Volume.

Note: Curves are collected in time and recalculated for display in
volume. Thus, the resolution of the two bases may appear slightly
different.

3 Select the appropriate Axis scale:

¢ Total will show the curves as far as they have come in the run.

¢ Window allows you to set the portion of the total pane to be dis-
played, either in minutes or ml depending on the selected base.

e Click OK.

How to switch e Click the legend of the X-axis
between timeand

volume units
¢ right-click and select Base Type

to switch the display between time and volume units. The run is controlled according
to the time/volume base defined in the current block, regardless of the base in the
curves display.
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How to zoom in The table below describes how to zoom in on a selected region of the curve pane:
the Curves pane

Step Action

1 e Press and hold the left mouse button and drag a rectangle out on
the screen to encompass the area to be viewed.

e Release the mouse button.

Result: The display is now zoomed in on the selected area.

2 Repeat the process for further magnification of selected areas.

How to zoom out

To reduce the scale of the zoom, right-click in the Curves pane, and select one of the
following options:

e Undo Zoom: reverses each zoom-in action a step at a time.

¢ Reset Zoom: reverses all zoom-in actions to the default scale.

How to select If the Pressure curve is displayed in the Curves pane, you can set the displayed units.
curve pressure The table below describes how to do this:
units

Step Action

1 Right-click in the Curves pane, and select Properties in the displayed
menu.

Result: The Properties dialog box is displayed.

2 Select the Y-Axis tab.

3 Select the Pressure curve and select the appropriate Pressure unit
button.
Click OK.

Howtoedittextin You can select the way that text is aligned for the Logbook curves. You can also select
the Curves pane  to show only part of the Logbook information. The table below describes how to do
this:

Step Action

1 Right-click in the Curves pane, and select Properties in the displayed
menu.

Result: The Properties dialog box is displayed.
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Step Action

2 Select the Curve Style and Color tab.

3 Select the following:

e Logbook curve in the Curve list as appropriate.

e Select the appropriate Logbook text alignment option:
- Horizontal
- Vertical

- Fly over (displays the text if you place the mouse pointer over
the generated mark).

4 To filter the type of Logbook information overlaid on the Curves pane,
do the following:

o Click the Filter button.
Result: The Filter Logbook dialog box is displayed.

¢ Select the appropriate check boxes and set the maximum block
depth.

e C(Click OK to return to the Curve style and Color tab.

5 Click OK.

At some breakpoints there can be more logbook information than what is possible
to conveniently display in the Curves pane. The additional information that is not
displayed is indicated by an arrow point symbol by the break point.

e Hold the mouse cursor over the break point to display the complete information
in a flyover text box, as shown in the illustration below.
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The Flow Scheme pane

The flow scheme is a graphical representation of the oligonucleotide synthesis system
that shows the current status of the run. During a run, the flow scheme displays open
flow path(s) in color and monitor signals with numerical displays.

The illustration below shows an example of a flow scheme for a run:

@ |

RS

L1

The flow scheme can be stretched to fit the screen. To do this, right-click in the pane
and select Stretch in the shortcut menu.

Some strategies link specific manual instructions directly to the components in the
flow scheme pane. The components in the flow scheme that are associated with
instructions are indicated with double arrows (>>). A particular component can have
one or more instructions attached to it. In cases where there is more than one
instruction, one of the instructions is the main instruction.

To display and select instructions:

e double-click a component

or

* right-click a component, select Instructions and an instruction in the shortcut
menu.

Result: The manual instructions dialog box for the selected instruction type opens.

e p 187



8 How to perform method runs
8.2 How to monitor a method run
8.2.5 The Logbook pane

8.2.5 The Logbook pane

Introduction All actions (including method start and end, base instruction, method instructions
and manual interventions such as Pause or Hold) and unexpected conditions such
as warnings and alarms are logged for every run, with date, time and current user
name where appropriate. The logbook thus provides a complete history of any given
run. The log is saved in the result file.

Illustration The illustration below shows an example of the Logbook pane:

0.00 ml Method Run 2002-10-29, 16:13:30, Method : 02n0337, Result : o\ ADefaulthallOP10
0.00 ml Batch 1D Y5BE5173-3670-4E46-A0E 61864001 3BCIE
0.00 ml Baze CV, £.30 {mi}

000 ml Baze_Id_dT

0.00 ml Block START_parameters

0.00 ml Baze Time {mink

0.00 ml Block Column_Mumber

0.00 ml Base Time {min}

000 ml Column Colurn_5

0.00 ml End Block

0.00 ml Block LY _Detrit

0.00 ml Base Time {min}

000 ml U M avelength 350 nm, 290 nm, O nm

Note: The second logbook line is the BatchlD that is automatically generated.

Autoscroll The Logbook pane can autoscroll to display the latest entries. Right-click in the pane,
and select Autoscroll. You can also select the Autoscroll option in the Properties
dialog box (View: Properties and select the Logbook tab).

How to filter the  You can choose to display only selected items in the logbook. The table below
logbook contents describes how to activate the filter.

Step Action

1 ¢ Right-click in the Logbook pane and choose Properties.

Result: The Properties dialog box opens.

2 e Choose the Logbook tab.

¢ Select the items you want to display in the logbook (all items are
selected by default).

e Click the OK button.

Result: Only the selected items will be displayed in the logbook. The
Logbook title in the upper right corner will show the text (Filter on) to
indicate that not all items are visible. All items will still be logged in the
result file.
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How to find log-  The logbook can be searched for specific text entries. The table below describes the
book text entries  function:

Step Action

1 Right-click in the Logbook pane and choose Find.
Result: The Find dialog box opens.

2 e Type the text you want to locate.
e Select search criteria if necessary.
e Click OK.

Result: The located logbook entry is highlighted.
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8.2 How to monitor a method run
8.2.6 The Synthesis Data pane

8.2.6

Introduction

How to display
the Synthesis
Data

lllustration
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The Synthesis Data pane

The Synthesis Data displays the online integrated trityl values, which shows the

coupling efficiency, in a spreadsheet format. Duration and Retention are displayed
as ml or min, depending on what has been selected for the X-axis in the Curves pane.
The highlighted row in the Synthesis Data pane shows the currently running cycle.

The Synthesis Data pane is displayed as a moveable dialog box on top of the other
panes.

e Choose View:Synthesis Data.

The illustration below shows an example of the Synthesis Data pane:

Synthesis Data B ] 3 |
Base | Reterfion(min] | Durabionimin) | Detitiveas | PeskHeight | LastEH. (%) | Average EF. (%) [=]
8 c 163 iKE] 44310 50 084,00 100,00 297 ]
9 G 1,73 0.5 28505 20 065,00 7840 i
10 ) 177 089 3273610 304300 g2.40 36.47
1 A 1.99 0.87 32138,00 313500 820 863
12 T 213 1.03 40076 50 3082.00 3450 56,45
iE T 2,07 112 4022650 304500 100.40 SE.75 &
14 A =

Close I Help




8.3

Introduction

In this section

How to perform method runs 8

Manual system control

This section describes how to control the system with manual commands and
instructions.

This section contains the following sub-sections

Topic See

The toolbar and status bar 8.3.1
Manual instructions 8.3.2
Alarms and warnings 8.3.3
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8.3 Manual system control
8.3.1 The toolbar and status bar

8.3.1

Toolbar buttons

Manual Direct
Commands

Direct command
button functions
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The toolbar and status bar

The toolbar at the top of the System Control module contains three sets of buttons:
¢ Manual Direct Commands buttons for starting and stopping the run

e Windows buttons to access dialog boxes for pane selection, documentation and
layout properties

e System Access buttons to control the system connection.
Show and hide

The toolbars can be shown and hidden by choosing View:Toolbars and selecting the
relevant boxes.

The figure below shows the toolbar:

Run Continue  End D:I Vi v 4

The available Manual Direct commands buttons in System Control are dependent
on the control status of the connection. The table below shows when each button is
available:

Control Status Available buttons
End Run

Running Hold, Pause, End
Manual Run, Pause, End

Hold Pause, Continue, End
Method pause Hold, Continue, End
Manual pause Run, Continue, End

The table below describes the functions of the Manual direct command buttons.

Button Function

Run Opens the Run dialog box, which shows all available
methods, as the first step in a method run. If a method
is loaded, Run Setup opens. The run will start immedi-

ately if a start protocol isn't part of the method.
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Button Function

Hold Suspends execution of a method, but continues

e to pump liquid at the current flow rate. All settings
remain unchanged.

e toincrease accumulated time and volume.

Method instructions are not executed until the Contin-
ue button is pressed.

Pause Behavior of the Pause button is strategy-dependent.
The Pause button suspends execution of a method and
stops all pumps so that the system comes to a stand-
still.

For AKTAdesign systems, valves remain in the position
they were in before the pause.

Accumulated time and volume is not increased during
a Pause.

Method instructions are not executed until Continue

is pressed.
Continue Resumes execution of a paused or held method.
End e Terminates method execution

e Puts the system into an End state.

Note: You can choose to save the partial result or dis-
card it.

Note: The commands can also be found on the Manual menu.

Windows buttons The table below describes the functions of the Windows buttons:

Button Function

mm Opens a dialog box where you can choose which win-
dow panes to display. This button is equivalent to the
menu command View:Panes.

Opens the documentation pages. Run notes can be
@ entered on the Notes tab and settings can be changed.
Other tabs are displayed for information only. This
button is equivalent to the menu command View:Doc-
umentation.
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8.3.1 The toolbar and status bar

System Access
buttons

Status bar, con-
nection status
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Button Function
™ Opens the properties pages. This button is equivalent
ST to the menu command View:Properties.

There are two functions of the System Access buttons:

Disconnect/Connect system

e

The Disconnect button is used to disconnect the system and leave it in a locked or
unlocked state.

s

The Connect button connects the system.

Leave/Take control of the system

&

The Leave control button leaves the system in a locked or unlocked state.

)

The Take control button takes control of the system.

The status bar displays a message indicating the connection status of the window.
The table below describes the different messages:

Message Connection status

Controlled by: <user> | The indicated user has a control mode connection to
the system. Other users can establish a view mode
connection.
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Message Connection status

Locked by:<user> The indicated user has left the system in a locked state.
Users who can supply the required password can un-
lock the system and establish a connection. The pass-
word is case sensitive.

Note: It is possible to unlock with the "lock" password
or with the UNICORN logon password. Anyone who
uses the UNICORN logon password must have Unlock
systems access rights. The "lock" password is the
password entered by the user who locked the system.

System is available Any user can establish a connection.

Status bar, Watch The status bar displays a message indicating if a Watch is active in the method.

status o Click the Active watch status message to open the Watch dialog box with

information about the active Watch instruction.
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8.3.2 Manual instructions

8.3.2

Introduction

Manual instruc-
tions during a
method run

The manual in-
structions dialog
box

How to use manu-
al instructions
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Manual instructions

The oligonucleotide synthesis system can be controlled with manual instructions
issued from the Manual menu in the System Control module. The available instruction
options are dependent on the strategy.

Manual instructions can be issued while a method is running. A manual setting applies
until the next method instruction of the same type is executed

Example: Amanual Flow instruction will set the flow rate until the next Flow instruction
in the method is executed. Manual instructions that you issue during a method are
recorded in the logbook for the method run.

The Manual menu in System Control opens a dialog box similar to the Instruction
box in the Method Editor. The name of the connected system is displayed on the
title bar of the dialog box. See an example in the illustration below:

£ETA oligopilot Flowpath Instiuctions | I %
- Irstraclians: ; =
" Pump L
¥ .ﬁ{aﬂmsiMur_t
T Dther uil
Help

Note: The parameter values will be updated continually during the run if the Auto
update checkbox is selected.

Manual instructions are entered in the same way as method instructions from the
dialog box in the Method Editor. The table below describes how to add a manual
instruction:

Step Action

1 ¢ Select an instruction group and a component in the Instructions
field.

¢ Select instruction parameters in the Parameters field.

2 ¢ Clickthe Insert or Execute buttons as needed. (See the descriptions
of the different functions below)
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The buttons of the The table below describes the functions of the manual instructions buttons:
manual instruc-

tions dialog box Button Function

Insert This button places the current instruction in the list at
the bottom left of the dialog box.

Delete This button deletes the selected instruction from the
current list only. One instruction can be deleted at a
time.

Execute This button

e executes all instructions in the list at the same time

or

e executes the currently marked instruction if the list
is empty.

Note: Although all instructions are executed simultan-
eously, some may take some time to complete in the
liquid handling module.

Close If you click the Close button without first clicking the
Execute button, commands in the list

e will not be executed

e will be deleted from the command list.

How to save When you choose to run the system manually - as opposed to a Method run - the

manual results results are automatically stored in a folder called Manual Runs. The Manual Runs
folder stores the ten most recent results from your manual runs. To save a result file
from the Manual Runs folder more permanently, you need to move or copy it to
another location.

An alternative way to save the results from a manual run is to record the results
manually in a result file. The table below shows how to do this:

Step Action

1 ¢ Choose Manual:Other.

e Select the instruction Record On at the beginning of the run.

2 e Click the Execute button.

Result: UNICORN will prompt for a result file name.
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8.3.3

Introduction

Limits for monitor
signals

Effects of alarms
and warnings

In a network sys-
tem
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Alarms and warnings

Alarms and warnings are displayed regardless of the activity currently in progress
in UNICORN. You will be notified of an exceeded limit in a running system even if you
are developing a method, evaluating data or monitoring a method run on a different
system. Warnings and alarms are also recorded in the logbook for the run.

The system settings determine the acceptable limits of monitor signals during a run.
The limits can also be set for the current run by an instruction in the method. Limits
set with a method instruction override the limits set in system settings. If these limits
are exceeded in a run, a warning or alarm dialog box is displayed on the screen.

Alarms and warnings have different effects on the system:
e Warning: The run continues.

e Alarm: The system is paused.

In a network installation, alarms and warnings are displayed on the controlling station
and all stations viewing the system. An alarm can be acknowledged only from the
computer connected in control mode. Alarms are displayed but cannot be
acknowledged on computers connected in view mode.




8.4

Instruction

Unattended Meth-
odQueue opera-
tion

MethodQueues
when the system
is busy
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How to perform a MethodQueue run

The table below describes how to run a MethodQueue:

Step Action

1 e Make sure that all systems used in the MethodQueue are connected
with control mode connections.

2 Select a MethodQueue in the Methods pane in the UNICORN Manager
and

e choose File:Run

or

¢ right-click the MethodQueue icon in the Methods pane and select
Run from the shortcut menu.

or

¢ double-click the MethodQueue icon in the Methods pane and click

the Run button in the MethodQueue Editor dialog box.

Result: The MethodQueue will start in accordance with the conditions
defined in the MethodQueue setup.

See 7.1 How to create a new MethodQueue on page 167 for information about how
to create a MethodQueue.

The Start Protocol for the first and each subsequent method step in the MethodQueue
is displayed when the corresponding method is run. If you require unattended
MethodQueue operation after the start of the first method step, make sure that
subsequent method steps do not include a Start Protocol.

Note: If the Start Protocol for a method in the queue is cancelled, the MethodQueue
is paused. Select MethodQueue:Display Running in the UNICORN Manager and
Restart or End the run in the displayed dialog box.

You can choose to place a method in a MethodQueue if the system is already busy
with another method run (See 7.1 How to create a new MethodQueue on page 167).
In a similar manner you can also start a new MethodQueue while another
MethodQueue is in progress. It will be placed in queue and executed when the first
gueue is completed.
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How to display Definition: A pending MethodQueue is one for which Run has been requested but
and edit pending  which has not yet started, either because the system is not available or because the
and running setup time has not been reached.

MethodQueues

The table describes how to display running and pending MethodQueues.

Step Action

1 Click the Running MethodQueue icon.

"o

Result: The Running MethodQueue dialog box is displayed.

Running MethodQueues i x|

Active Methodbueues

Narme Statuz Start T - Eestait
1 el F unining at s 5 Thurzday 15:21

| S

Detal: for WethodOusws 021003

Condiion [ =] Spetem 2 =
|1 |aser 02na236 |
2 |asap DEA Cols
3 |asap (2ro2d7
4 |ASaP DEA Cols
| 5 |asaP 02no238
5 |a54FP DES Col?
4] | [
Cloze | Help |
2 Select a MethodQueue in the Active MethodQueues list box.

Result: Information on the selected MethodQueue is displayed in the
Details for... field of the dialog box.

Choose from the following:

e The Restart button restarts the currently running MethodQueue
if a Start Protocol has been terminated by Cancel.

e The End button terminates a running MethodQueue after the cur-
rent step. Any methods currently in operation will continue to run
and must be terminated with the End button in the System Control
window if they are not to run to completion. If you click the End
button for a pending MethodQueue, it is deleted from the pending
list.

¢ The End All button terminates the running MethodQueue and de-
letes all MethodQueues from the pending list.

¢ The Close button closes the dialog box.
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8.5 If the network connection fails

Results will be If the results of a method run are stored on a server or other location, and there is a
saved in the network communication failure during a method run that has been started from a
Failed folder remote station, the method run will continue and the results will be saved in the Failed

folder on the local station. A control mode connection can be established on the local
station to control the running system. See the Administration and Technical Manual
for more details.
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9 How to view results

Introduction A result file is automatically generated at the end of a method run and contains a
complete record of the method run, including method, system settings, curve data
and method run log. The Evaluation module offers extensive facilities for presentation
and evaluation of curve data.

This chapter describes how to present the chromatograms and curves of your result
file and how to create and print reports.

In this chapter This chapter contains the following sections
Topic See
How to open a result file 9.1
How to use the File Navigator 9.2
Basic presentation of chromatograms 93
How to optimize the presentation of a chromatogram 9.4
How to print active chromatograms 95
How to create and print reports 9.6
Run documentation 9.7
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How to open a
result from the
UNICORN Man-
ager

How to open a
resultin the Evalu-
ation module
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How to open a result file

All contents of the result files are opened in the Evaluation module. By default, the
chromatograms in a run are shown as opened windows. The chromatogram window
on top is the active window. There is also a minimized Temporary chromatogram
window. See 9.3 Basic presentation of chromatograms on page 208 for further
information about chromatograms.

Note: It is not possible to open the same result file from two different locations
simultaneously.

To open a result file from the UNICORN Manager, do one of the following:

e Double-click a result file in the Results window of the UNICORN Manager,

or

e Selectaresultfileicon in the Results window of the UNICORN Manager and select
File:Open,

or

¢ Click the Evaluation icon in the UNICORN Manager, open the Evaluation module
and select a result file from the Open Result dialog box.

&

To open a result file in the Evaluation module:
¢ Do the following:
- Select File:Open

- Select aresult file from the Open Result dialog box.

or
e Do the following:

- Select View:File Navigator

- Locate and select a result file from the File Navigator.

Note: See 9.2 How to use the File Navigator on page 204 for detailed instructions on
how to locate files and set up File Navigator preferences.
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9.2 How to use the File Navigator

Introduction The File Navigator can be used to locate and open result files in the Evaluation
module. Recent runs are also listed based on the user preferences.

How to open the  To open the File Navigator:
File Navigator

¢ Click the Evaluation module icon in the Windows task bar.

e Select View:File Navigator

Result: The File Navigator opens in the Evaluation module. The File Navigator can
be resized and dragged to other positions in the module.

How to open files The table below describes how to use the Files list to locate and open a result file.
from the Files list

Step Action

1 e Click the Files tab

Result: The Files list opens in the File Navigator. The list is identical to
the Results window in the UNICORN Manager and shows all user
available folders and files.

=

Recent Runs  Files |Find I

Mame &
[[Dzo030024

(20030925

[Czo030930

[[Dzoo31001

[CDzo031002

[(Dzo031007

[Jzo0z1016

[CDzo0z1017

DExample files

DManual runs (System M4)
a0z

003

2 e Navigate to the desired folder

e Double-click the desired result file

Result: The result file opens in the Evaluation module.
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HowtouseFindto The Find function in the File Navigator is used to locate result files in the available
folders. The table below describes how to use the Find function to locate and open

search for files

a result file.
Step Action
1 e Click the Find tab

Result: The Find list opens in the File Navigator.

x
Recent Funs | Fileg | Find
Result file name
Yalue of variable 'Sample_|D™

(uick Find ‘ | Find...

Example Resultd01 (o,
Example Resulk0dz (ol
Example Resultdd3 (o,
1

= Example Resultdd4 (o,

e Type a file name or part of a file name in the Result file name text
box. Standard wildcard characters can be used.

or

e Type a Sample ID value in the Value of variable Sample_ID text
box.

Note: The defined variable name must begin with Sample_ ID.

¢ Click the Quick Find button

Result: The located result files are listed in the File Navigator.

¢ Double-click the desired result file or chromatogram

Result: The file or chromatogram opens in the Evaluation module.

Note: Click the Find button to open the Find Files dialog box where more search
functions are available. See 4.3 How to arrange and locate your files on page 73
for more information.
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How to openaRe- The Recent Runs list shows all the available recorded recent runs based on the
cent Run selected user preferences. The table below describes how to use the Recent Runs
list to locate and open a result file.

Step Action

1 e (Click the Recent Runs tab

Result: The Recent Runs list opens in the File Navigator.

x
Recent Runz [Fies | Find |

= @ Recant Results

@-[) 1I0S7001 {0\ \lotta\Wizardver\OpE\}

| omEn
w1 Samplel (HisGFP F7 ID55)
= samplez  (F7 ID56)
iz Sample3d {F7 ID58)
if] 1032001  {oh..\lokta\Instruction verification P23, 0p80p
032002  (a:..\lotta\Instruction veriflcation\P2A\0p80p
i) 1033001  (o:h..\lotta\Instruction verification’,P23,0pB0p
4] 1033002 (o \ottalInstruction ver|fication\P21,0p80p
1034001  {oc\...\lotta\Inst ruction verification’ P2 0p80p!
{] ID35001 (oo \lottahInstruckion verification’ P2 0pa0p!
4] 1036001  (o:\..\lotta\Instruction verification\P2y0pacp
i) 1037001 {o:h..\lottahInstruction verification’ P24, 0pB0p
1] 137002  {o:\.\lotta\Instruction verification)P2\0p80p

Note: Until the files and chromatograms in the list have been opened
and saved they are noted in bold text. When they are opened and
saved the text is changed to plain text.

2 ¢ If needed, click the Refresh button in the bottom of the File Navig-
ator

Result: The Recent Runs list is updated with all runs that were per-
formed since the File Navigator was opened the last time.

3 e Locate the desired run
e Double-click the file

Result: The result file opens in the Evaluation module.

Note: Click the + signs to view or select individual chromatograms from the result
files. Individual result files can be selected and removed from the list by clicking the
Remove button. The Remove all button clears the whole list.

Note: Remove only clears the list, the files are not deleted.

28-4010-48AA e p 206



How to view results 9

How to set prefer- The File Navigator will display Recent Runs based on the individual user preference
settings. The table below describes how to adjust the preference settings:

ences for Recent
Runs

How to close the
File Navigator

Step

Action

1

e (Click the Preferences button

Result: The Preferences dialog box opens.

b ainurn number of files to keep I'I 1]
I aximum no of days to keep files |'| 1]

% Files created by the curent user only

" Files created by the specified users Specify |

Al acceszible files

¥ Femove files when saved

Qg él Cancel | Help |

e Type the maximum number of files to keep on the list

e Type the maximum number of days to keep the files on the list

Select which files to display on the list:

e Only files created by the current user

e Allfiles created by specified users

Note: Click the Specify button to open a dialog box and select from a
list with all accessible users.

¢ All accessible files regardless of the creator

e Choose Remove files when saved if the files are to be removed
from the list when they have been saved.

e Click the OK button.

Result: All new results will be displayed on the Recent Runs list based
on the changed preferences.

To close the File Navigator:

e Click the small cross in the top right-hand corner of the File Navigator.

Result: The File Navigator closes.
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9.3 Basic presentation of chromatograms

Introduction This section describes how to access result files and optimize the presentation of a
chromatogram and its curves via the Chromatogram Layout dialog box.

In this section This section contains the following sub-sections
Topic See
Introduction and temporary chromatograms 93.1
The chromatogram window 9.3.2
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Introduction and temporary chromatograms

Chromatograms can be viewed in the Evaluation module.

A chromatogram includes a number of curves that have been created during a
method run, such as UV, conductivity, etc. A chromatogram also contains the curves
created and saved during an evaluation session. The original raw data curves cannot
be deleted or modified, but they can be used as the basis for evaluation procedures
and subsequent creation of new curves.

A Temporary chromatogram is essentially an empty chromatogram that is specific
to the Evaluation module. It is also user-specific, so that all users have their own.

Information contained within a Temporary chromatogram is automatically saved
from one evaluation session to the next, but is not saved within the result files.

Curves can be copied into Temporary and comparisons or evaluations can be
performed. This is particularly useful if you do not want to clutter up your original
chromatograms with a large number of curves. It can also be used to keep blank run
curves or curves to compare when you open different result files.

The table below describes how to copy curves into Temporary:

Step Action

1 Open a result file.

2 Select Edit:Copy:Curves.
Result: The Copy Curve dialog box is displayed.

3 Select a source chromatogram and a curve to be copied in the Source
Chromatogram fields.

4 Select Temporary as the target chromatogram and a position for the
new curve in the Target Chromatogram fields.

5 Click the Copy button.
Result: The curve is copied into the Temporary chromatogram.
Click the Close button.
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9.3.1 Introduction and temporary chromatograms

How to clear a The table below describes how to clear the contents of a temporary chromatogram:
temporary chro-
matogram Step Action
1 Open the relevant result file.
2 ¢ Select Edit:Clear Temporary Chromatogram.
e Click the Yes button to confirm.
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The chromatogram window

The chromatogram window is divided into four main views:

 File Navigator

e header information

e curves

e synthesis data

The displayed areas for the views can be adjusted by dragging the borders with the
mouse cursor between the views.

The picture below shows an exomple of the window with all views present:

!‘l:nmnun [UEno2497 Ul [l:\LIN'I."MLu: u{izli"l‘tﬁ_ KU L0 Gl Test 20402n024T 1 =100 =
EcR UM egedkn  Oporations Procecums wdow Ho =18 =
E-BEIQ =R ]\\
Torizkleo -
o Lusm_ Vo L 6.3 [N}
Column__ ¥z lume Bad [EL0]
Felht_of Supsoer 1.30 [y
Losddng ol SuppIct 154 izl gt
'JUllim_l?;!Iﬂl-_";l‘_'E 0 Ll
S0l Miscs Calan_§
M peErricrlaTion 50 [
dnicate Proge vwolwme 1.u0 ot ;I
MrRares N1 MM _enne FrneRAT 1N T
e |
e §
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=
AL AN A AR AL NANAS A
0 ]
[ | ne:aﬂinnln'l [ Durstonin] [ Dshilins Fesl: Faich: ] L,a:I nl:xl lAm;e | xl [=]
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10 3 I3 =13 .5 REZR] L] == m == o
7 [ =z =N 5A77ED R X =[5
ji] [ i AAE 5705270 200000 ] 10050 =]
oo | Elid=nmy
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You can display header information at the top of a chromatogram, with details on
variables, scouting variables, questions and/or notes. Header information cannot be
displayed for imported chromatograms.

The table below describes how to display header information:

Step Action

1 Open a result file.

2 In the Evaluation module, select Edit:Chromatogram Layout...

Result: The Chromatogram Layout dialog box is displayed.
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9.3.2 The chromatogram window

How to view syn-
thesis data

Run curves, de-
fault appearance
and information
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Step Action

3 e C(Click the Header tab.
¢ Select the options you want in the header.
e C(Click OK.

4 ¢ In the chromatogram window, place the cursor at the top of the
curve window (just below the toolbar) until the window sizing tool
appears.

e Drag the cursor down to display the header window.

The table below describes how to display the integrated trityl values:

Step Action

1 Open a result file.

2 e Choose View: Synthesis Data.

Result: The Synthesis Data dialog box opens as a spread sheet on
top of the Evaluation module.

The first time a result file is opened and viewed, a default layout is applied to display
all the original curves. The default layout can be changed by the user (see 9.4.5 How
to save and apply a layout on page 224).

Information for each curve

Each curve is automatically assigned a default color and style, with default information
about each curve displayed in the key above the curves. This information includes

e result file name
e chromatogram name

® Curve name.

Choose the Y-axis scale

Each curve has a correspondingly colored Y-axis. To choose the appropriate Y-axis
scale

¢ click on the Y-axis until the desired scale is displayed

or

¢ click on the name of the curve.
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Run curves, short- When viewing curves in the Evaluation module, you can access a menu that provides
cut menu a quick alternative to menu commands. Right-click the run curves view to display
the menu shown in the picture below:

Undo Zoom

Add Text..

Edit Text Mode
1,fJJ. Peak Integrate...

Shift Qffzet...

| Hatch
[w  Marker
Set Marker Ref. Paoint
Reset Marker Ref. Point
Snapzhot

LCopy to Clipboard...
Copy to Metafile. .

Basze Tupe 3

Properties

Optimizing the The chromatogram window can be minimized and maximized using ordinary Windows
workspace commands. The table below describes extra features to optimize the workspace:

Use the command if you want...

Window:Arrangeicons | to arrange icons of minimized windows.

Window:Tile to view several chromatogram windows side by side.

Window:Cascade to stack the open windows like a deck of cards.

How to display a  The table below describes how to display a vertical marker line:
vertical marker

line Step Action
1 Right-click the Curves pane and select Marker.
2 Drag the marker line with the mouse.

Result: Where the line bisects the curve, the X-axis and Y-axis values
are displayed at the top right corner of the pane.

Note: Right-click and select Snapshot to record the marker position values. See 2.2.7
Snapshots on page 39 for more information about the Snapshot function.
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9.3 Basic presentation of chromatograms

9.3.2 The chromatogram window

Howtosetarefer- The table describes how to set a reference point:

ence point
Step Action
1 e Display a Marker in the Curves pane.
¢ Right-click and select Set Marker Ref. Point to define a reference
point for the marker position.
2 When the marker is moved from the reference point, the X-axis and
Y-axis values for the new position are displayed together with:
e the new position in relation to the reference point,
e the minimum, maximum and average values for the curve interval
between the reference point and the new position.
How to display The table below describes how to display the logbook entries as an overlay in the
the logbook over- chromatogram.
lay
Step Action
1 ¢ Right-click in the chromatogram window and choose Properties
on the shortcut menu.
Result: The Chromatogram Layout dialog box opens.
2 e Choose the Curve tab.
¢ Select the Logbook curve.
3 e Choose the Curve Style and Color tab.
¢ Click the Filter button in the Logbook text alignment field.
Result: The Filter Logbook dialog box opens.
4 e Select all the logbook items you want to display and click OK.
¢ Click OK in the Chromatogram Layout dialog box.
Result: The selected logbook items are displayed in the chromatogram
window.

How to view the complete logbook information

At some breakpoints there can be more logbook information than what is possible
to conveniently display in the chromatogram window. The additional information
that is not displayed is indicated by an arrow point symbol by the break point.

* Hold the mouse cursor over the break point to display the complete information
in a flyover text box, as shown in the illustration below:
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9.4 How to optimize the presentation of a
chromatogram
Introduction This section describes some of the ways you can optimize the presentation of a
chromatogram.
In this section This section contains the following sub-sections
Topic See
How to make changes in the Chromatogram Layout dialog box 9.4.1
The Curve tab and Curve Names tab 9.4.2
The Curve Style and Color tab 9.4.3
How to change and fix the axes 9.44
How to save and apply a layout 9.4.5
How to show part of a curve 9.46
How to change the size of the Logbook marks 9.4.7
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9.4.1

Instruction

How to view results 9

How to make changes in the Chromatogram Layout dialog

box

The Chromatogram Layout dialog box is used to make changes regarding
chromatogram presentation. The main features of the Chromatogram Layout dialog
box regarding chromatograms are described in the subsequent sections in this
chapter. Features regarding peak tables are described in 11.1.2 How to perform a
peak integration on page 291.

The table below describes how to make changes in the Chromatogram Layout dialog

box:

Step Action

1 Open a result file.

2 ¢ Right-click the chromatogram window and select Properties
or
e Choose Edit:Chromatogram Layout.
Result: The Chromatogram Layout dialog box is displayed. The view
from which you activate the Properties command determines the tab
that is displayed in the Chromatogram Layout dialog box.

3 Carry out the changes on the different tabs to get the desired layout

for header, curves and peak table.

Select Apply to all chromatograms if you want to apply changes
made in the Chromatogram Layout dialog box to all open chromato-
grams.

Click OK.
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9.4.2 The Curve tab and Curve Names tab

The Curve tab The Curve tab of the Chromatogram Layout dialog box contains a list of all the
curves included in the chromatogram. Select the curves you want to display in the
chromatogram, and click OK.

Curve name ap-  You select options for the curve name appearance on the Curve Names tab. This is
pearance an example of a default curve name:

Result:11_UV1_280

The table below describes the three components that make up the default curve

name:
Component Description Example
Result name Name of the result. Result

Chromatogram name Number given automatic- | 11
ally duringarunora
name defined by the
New_Chromatogram in-
struction.

Curve name Curve type. Uvi_280

In this example, the sys-
tem uses a variable

wavelength detector, so
the wavelength (280) for
the UV curve is also giv-

en.
How to choose You can choose to view only part of the curve name. The table below describes how
curve name ap-  to do this:
pearance
Step Action
1 Open a result file.
2 Choose Edit:Chromatogram Layout.

Result: The Chromatogram Layout dialog box is displayed.

3 Click the Curve Names tab.
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Step Action

4 e Select the appropriate boxes for Curve name appearance.
¢ Select the appropriate Curve legend position.
e Click OK.

Note: Itis usually sufficient to select the Curve Name option if only one chromatogram
is being evaluated. However, confusion can arise when more than one chromatogram
is shown, so more complete names might be necessary.
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9.4.3 The Curve Style and Color tab

Introduction All curves within a chromatogram are represented by a default color and line style.
Curves imported into the chromatogram or newly created curves are automatically
assigned a color and line style.

Peak label set- Peaks can be labeled on the Curve Style and Color tab of the Chromatogram Layout
tings dialog box. Use a combination of the following labels:

» Retention (the default label)
e sequential Number

e user-defined Peak name.

Logbook text The Logbook text can be set to the following alignment options:
alignment set- e Vertical
tings .

e Horizontal

e Fly Over, which sets text labels as hidden text that appears only when the cursor
is carefully positioned over a fraction mark.

How to change The table below describes how to change the color and style of a curve:
the color and

style of a curve Step Action
1 Open a result file.
2 Choose Edit:Chromatogram Layout.

Result: The Chromatogram Layout dialog box is displayed.

3 Click the Curve Style and Color tab.

4 ¢ Select the curve you want to change from the list.

¢ Select the desired color and style.

e Click OK.
How to display The table below describes how to display and filter logbook curve information:
and filter logbook
information Step Action
1 Open a result file.
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Step Action

2 e Choose Edit:Chromatogram Layout.

Result: The Chromatogram Layout dialog box is displayed.

3 e Click the Curve tab.

e Select the logbook curve.

4 e C(Click the Curve Style and Color tab.
e C(Click the Filter... button in the Logbook text alignment field.

Result: The Filter Logbook dialog box is displayed.

5 ¢ Select the type of logbook information you want to show.
e Set the maximum block depth to show.
e Click OK.

How to displaya  The table below describes how to display a hatched background in the chromatogram
hatched back- window:
ground

Step Action

1 Open a result file.

2 e Choose Edit:Chromatogram Layout.

Result: The Chromatogram Layout dialog box is displayed.

3 ¢ Click the Curve Style and Color tab.
e Select the Hatch box.

e |f desired, select the Apply to all chromatograms box and click
OK.

Result: Hatch marks are displayed as a background.

Note: You can also right-click in the Chromatogram window and select Hatch.
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9.4 How to optimize the presentation of a chromatogram

9.4.4 How to change and fix the axes

9.4.4 How to change and fix the axes

How to change The table below describes how to change and fix the Y-axis:

and fix the Y-axis

Step Action
1 Open a result file.
2 Choose Edit:Chromatogram Layout.
Result: The Chromatogram Layout dialog box is displayed.
3 Click the Y-Axis tab.
4 e Select the appropriate curve from the list.
¢ Click the Fixed option.
5 ¢ Type the desired minimum and maximum values.
¢ Click the All with this unit button if you want other curves with the
same Y-axis units as the current scaled curve to be similarly scaled.
Note: The values will only be applied to existing curves. They will
not be applied to new curves created after this function was last
used.
e Click OK.
How to add a The table below describes how to add a second Y-axis to the chromatogram.
second Y-axis
Step Action
1 Choose Edit:Chromatogram Layout.
Result: The Chromatogram Layout dialog box is displayed.
2 Click the Y-Axis tab.
3 ¢ Select the appropriate curve from the Right Axis droplist.
¢ Click the OK button.

How to change The table below describes how to change and fix the X-axis:

and fix the X-axis

Step

Action

1

Open a result file.
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Step Action

2 Choose Edit:Chromatogram Layout.

Result: The Chromatogram Layout dialog box is displayed.

3 Click the X-Axis tab.

4 Select the appropriate option in the Base field:

e Time of retention

e Volume

e Column Volume

Note: Some calculated curves, for example baselines, exist in only one
base and might seem to disappear when the base is changed. Curves
are collected in time and recalculated for display in volume. Thus,

switching the base between Time and Volume can slightly alter the
resolution.

5 ¢ Click the Fixed option in the Axis scale field to set the axis limits
manually.

e Type the desired minimum and maximum values.

e Click OK.
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9.4.5 How to save and apply a layout

Introduction All configurations that you make in the Chromatogram Layout dialog box can be
saved as a layout. It is possible to apply saved layouts to other chromatograms. All
saved layouts are user-specific.

How to save a The table below describes how to save a layout:
layout

Step Action

1 Open a result file.

2 Choose Edit:Chromatogram Layout.

Result: The Chromatogram Layout dialog box is displayed.

3 Make the appropriate layout configuration within the various tabs.
View your changes

Click OK if you want to return to the chromatogram window to see
the applied affects of a given configuration. Return to the Chromato-
gram Layout dialog box to perform further changes.

4 ¢ Select the Layout Library tab.
¢ Click the Save current layout as button.

Result: The Save Layout dialog box is displayed.

5 e Type a name for the layout.

e |f you want the current layout to be the new default layout, select
the Save as default option.

e Click OK.
Result: The new name is added to the Saved layouts list.
e C(Click OK.

How to apply a The table below describes how to apply a layout:
layout

Step Action

1 Select the Layout Library tab on the Chromatogram Layout dialog
box.
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Step Action

2 e Select a layout from the Saved layouts list.
e Click the Apply selected layout button.

Result: The layout is automatically applied to the active chromato-
gram window.

¢ |f the same layout is to be applied to all chromatograms on the
Evaluation workspace, select the Apply to all chromatograms
checkbox.

e Click OK.
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9.4.6 How to show part of a curve
Introduction You can select a part of a curve in order to examine details more closely.
You can

e use the zoom to magnify

or

e cut the axes.

Itis also possible fix the axes, see 9.4.4 How to change and fix the axes on page 222.

How to use the In the active chromatogram window, you can zoom in on a designated area of the
zoom function chromatogram. This is the easiest and quickest way to enlarge different parts of a
curve. The table below describes how to do this:

Step Action

1 Open a result file.
2 ¢ Place the mouse pointer in any corner of the area you want to
magnify.

¢ Press and hold the left mouse button. A magnifying glass icon will
be added to the mouse pointer arrow on the screen.

e Drag a box to cover the area to be magnified, and release the
mouse button.

Result: The selected region is now displayed in the entire chromato-
gram window, together with appropriate scales for the Y and X axes.

3 Use the arrow keys on the keyboard to move around in the chromato-
gram at the current zoom scale.

4 Undo zoom

Right-click in the window and select Undo zoom to undo the last zoom
step.

Reset zoom

Right-click in the window and select Reset zoom to reset all zoom
steps at once.
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How to cuta The table below describes how to cut the curve between two values on the X-axis

curveandstoreas and store this part of the curve as a new curve:

a new curve

Step

Action

1

Open a result file.

2

Choose Operations:Cut curve.

Result: The Select Curvel(s) to Operate On dialog box opens.

¢ Select the curves to be operated on.
e C(Click OK.

Result: The selected curves are shown in the Cut dialog box which
contains two vertical cursor lines.

To select the region to be cut, either

e drag the two cursor lines to define the left and right limits of the
cut area

or

e type the desired left and right limit values in the Left limit and Right
limit boxes.

Note: The areas outside of the Left limit and Right limit will not be
saved in the newly created cut curve. Thus, the X-axis of the new curve
will not begin at zero unless this is designated as one of the limits. The
original curve is not changed.

Click OK.

Result: The Save Cut Curves dialog box opens.
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9.4.6 How to show part of a curve
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Step

Action

e Select whether to save the new cut curve in

- the Source chromatogram, that is the current active chromato-
gram,

or

- aNew chromatogram (if you select this option, you can change
the name of the chromatogram. Note that it is a recommenda-
tion not to use only numbers as names for chromatograms.).

e Click OK.

Result:

- Ifthe destination of the cut curve was the source chromatogram,
the cut curve is automatically displayed in the source chroma-
togram.

- If the destination of the cut curve was a new chromatogram,
this will be represented as a new, open chromatogram window.




9.4.7

Introduction

Instruction
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How to change the size of the Logbook marks

The sizes of the Logbook marks are all determined by your user settings. The settings
are applied for all your chromatograms.

The table below describes how to change the size of the Logbook marks:

Step

Action

1

¢ Choose Administration:Change User Attributes in the UNICORN
Manager module.

Result: The Change user attributes dialog box opens.

Select the unit for the Logbook mark height:
¢ Percent of window height
e Character Heights

e Pixels

Type a new size value in the Logbook mark heightbox.

e Click OK.
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9.5 How to print active chromatograms
Introduction This section describes how to print the chromatograms that are open in the Evaluation
module.

The PrintChroma- This is an illustration of the Print Chromatograms dialog box.

tograms dialog
box

Note: The selected print format is outlined in red.

Print Chromatograms E

— Printer

I.-’-‘«c:robat Drigtiller

— Print Format

s

i ] b

Chromatograms in each column I-I

Chromatograms in each row

W Use thick lines
™ Landscape

iy

Breview. ..

DK& I Cancel | Help |

Instruction The table below describes how to print active chromatograms.

Step

Action

1

Open all chromatograms that you want to print in the Evaluation
module.

e Select File:Print.

or

e Click the Print toolbar icon.

&

Result: The Print Chromatograms dialog box opens.

Select print format and layout options.
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Step Action
4 e Click OK to print.

or

e Proceed with step 5 to preview and edit the layout.
5 Click the Preview button.

Result: The Customise Report window opens.

6 ¢ C(Click the Edit Mode button to make changes, e.g. change the order
of the chromatograms (see 9.6.1 How to create and print a cus-
tomized report on page 233 for more information about how to
edit).

¢ Click the Preview button to return to preview mode.
7 e Select File:Print.

or

¢ Click the Print toolbar icon.

Result: The Print dialog box opens.
8 ¢ Select the print range and number of copies.

e Click OK.
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9.6 How to create and print reports

Introduction The Evaluation module provides extensive tools to create detailed reports. This section
describes how to create and print reports that are based either on a standard or a
customized layout.

In this section This section contains the following sub-sections
Topic See
How to create and print a customized report 9.6.1
How to create and print a standard report 9.6.2
How to edit an existing report format 9.6.3
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9.6.1 How to create and print a customized report

Introduction You can choose from a variety of objects to include in a report, including
chromatograms, methods, documentation, free text and more in the customized
report interface. You can also place, align and size the objects as you please. This
section describes how to create a customized report format.

Should you need to store store your reports in an electronic format you can save
them as PDF files. This section also describes how to do this..

How to open the  The table below describes how to open the Report Editor in Edit mode to create a
Report Editorin  customized report format.
edit mode

Step Action

1 Open a result file in the Evaluation module.
2 ¢ Select File:Report.
or

e Click the Report icon.

g"

Result: The Generate Report dialog box opens.

3 e Click the New button.

Result: The Create New Report Format dialog box opens.

4 e Select the Customised format and click OK.

Result: The Report Editor opens in Edit mode.
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The Edit mode
window

Toolbar button
functions in the
Report Editor
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The illustration below shows the Report Editor window in Edit mode with a blank

report open:

= Customizs Report
Fic Ed: viee (rset Lacod Hap

[ Presime || Heel B | Fies P | OrmPags || Zvanin | Zoonin | A Pogs | DeeFam|  En |
A B e T Ead=) i did B 3 F L 5E

i &5

Page Lok L EckMod=

The table below describes the different functions of the Edit mode toolbar buttons in

the Report Editor:

Toolbar button

Function

Preview/Edit This button toggles between a print preview of the re-
port and the Edit mode.

Next Page This button displays the next page or pair of pages
(where there are more than one page).

Prev Page This button displays the previous page or pair of pages

(where there are more than one page).

One Page/Two Pages

This button toggles between single page view and pairs
of pages view, when there is more than one page.

Zoom In This button increases the magnification of the view.
Zoom Out This button decreases the magnification of the view.
Add Page This button adds a blank page to the report.

Delete Page This button deletes the current page from the report.




How to add and
delete report

pages

How to change
the page layout

How to view results 9

Toolbar button Function

Exit

This button closes the Customize Report window.

The table below describes how to add or delete report pages in the Report Editor:

If you want... then...

to add new pages, e click the Add Page toolbar button.

Result: A new page is added after the last page.

to delete a page while | ¢ select the page with Next Page or Prev Page,
in One Page mode, .

click the Delete Page toolbar button and confirm
the deletion.

to delete a pagein Two | ¢ select the page with Next Page or Prev Page,
Page mode, .

click an object on the page,

e click the Delete Page toolbar button and confirm
the deletion.

The page layout is changed in the Page Setup dialog box. The table below describes
how to set up the page layout:

Step

Action

1

Double-click anywhere on the report page in the Report Editor (not
on an object).

Result: The Page Setup dialog box opens.

e Type new values for the Margins if necessary.

e Select the appropriate Settings and Unit.

Note: An extra Header tab will appear if you de-select the option to
have the same header on all pages. The First Header tab is used for
the first page header only, and the Header tab is used for all sub-
sequent pages.

e Click the First Header tab.

¢ Select all the items you want to include in the header from the Se-
lect Items list.

¢ C(Click the Font button to change the font for all items if necessary.
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Step Action

4 e Type header text in the Free text box and click the Font button to
alter the default font if necessary.

e Typethereporttitle in the Report title box and click the Font button
to alter the default font if necessary.

5 ¢ Select the Logo check box and click the Browse button if you want
to locate and select a logo image file.

e Select the Alignment for the logo, if necessary.
Note: The logo file must be in bitmap format (.bmp) and smaller than

64 kB. Larger logo files or files in other formats must be inserted as
Picture objects.

6 If you want to have a line under or over the header, select the appro-
priate option in the Layout field.

7 e Repeat steps 3 to 6 on the Footer tab and the subsequent pages
Header tab.

Note: All Header and Footer tabs contain the same options. You can
have all information in either the header or footer or split information
between the header and footer as required.

e Click OK.

How to add ob- The table below describes how to add objects to the report. The various objects are
jects to the report described below this table.

Step Action

1 ¢ Click the appropriate icon in the Report items toolbar.

or

e Choose an object from the Insert menu.

T Freetext

@ Picture

[ Text Method
Chramatogram

[£]] Documentation
Ewaluation log
& sequence
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Step Action

2 ¢ Press and hold the left mouse button on the report page, and drag
out a box to the size of the item you want to insert.

Note: The mouse pointer shows a symbol for the type of item you have
selected.
e Release the mouse button.

Result: A Setup dialog box opens. The dialog is specific to the type of
item that you want to insert.

3 ¢ Select the desired options and click OK.

Result: The object is inserted onto the page.

Note: If you want to edit an object later, double-click the object box.

How to add free  The table below describes how to add free text to the report:
text

Step Action

1 e Click the Free Text icon.

T

e Press and hold the left mouse button on the report page and drag
out a box to the size of the text. Release the button.

Result: The Setup Free Text dialog box opens.

2 e Type text in the edit field.
e Select if the text is to start on a new page.
e Select if the text box should be automatically sized.

¢ Select if the text should appear in the same position on all pages,
for example as header and footer text.

3 ¢ Click the Font button to change the default font.

Result: The Font dialog box opens.

¢ Make the necessary changes and click OK to return.

e Click OK.

Result: The text object is inserted onto the page.
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How to add a pic- The Picture dialog box is useful to insert logos, pictures or other figures in the report.
ture The table below describes how to add a picture object to the report:

Step Action

1 e Press and hold the left mouse button on the report page and drag
out a box to the size of the picture item. Release the mouse button.

¢ (lick the Picture icon.

E

Result: The Picture dialog box opens.

2 e Click the Browse button to locate the desired picture file.

¢ Select the picture file and click the Open button.

Note: The file formats .bmp, .emf, .jpg and .tif can be used.

Result: A preview of the selected picture is displayed.

3 ¢ Select the desired Settings and click OK.

Result: The picture is inserted onto the page.
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How to add a The table below describes how to add a chromatogram to the report. The layout can
chromatogramor also be defined to include a peak or pool table if desired.
peak table

Step Action

1 e C(Click the Chromatogram icon.

i

¢ Press and hold the left mouse button on the report page and drag
out a box to the size of the chromatogram. Release the mouse
button.

Result: The Setup Chromatogram dialog box opens.

Setup Chromatogram

Selected chromatogram(z]

—Setings————— [ Fonts
™ Thick lines

I Landscape Chromatogran... |
[™ Start on new page Peak table... |

[ Full page
i Header text... |
[ Driginal file name

|' Layout—————

" Curent Defite.. l: !
’TI Cancel | Help |

2 Select which chromatogrami(s) to insert from the Selected chromato-
gram(s) droplist.

¢ Active chromatogram inserts the chromatogram that currently is
active in the Evaluation module.

¢ All chromatograms inserts all chromatograms that are open in
the Evaluation module.

e 1,2..etc. inserts the corresponding chromatogram.

3 e Select the desired Settings.

e |f desired, change the Fonts.

Note: Separate fonts can be selected for the Chromatogram, the Peak
table and the Header text.
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Step Action

4 ¢ Click the Define button in the Layout field if you want to re-define
the layout of the chromatogram.

Result: The Report Chromatogram Layout dialog box opens.

e Make the appropriate changes and click OK to return to the Setup
Chromatogram dialog box.

Note: The changes that you make will only affect the report and not
the view of the chromatograms in the Evaluation module.

5 Click OK.

Result: The chromatogram is inserted onto the page.

Note: All curves can be de-selected in the Report Chromatogram Layout dialog box
leaving only the selected peak table(s) in the report.

How to includea  The table below describes how to include a method in the report:
method

Step Action

1 e Click the Method icon.

7

¢ Press and hold the left mouse button on the report page and drag
out a box to the size of the item. Release the button.

Result: The Setup Method dialog box opens.

2 Select the items to be included in the report:

¢ Main Method is the method on which the run was based.

e Blocks are the blocks that were used in the method.

3 e Select the appropriate Settings.

Note: Expand main displays the expanded method view.
e If desired, change the Fonts.
e Click OK.

Result: The method object is inserted onto the page.
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How to add docu- The table below describes how to add documentation to the report:

mentation

How to add the
Evaluation Log

Step Action
1 ¢ Click the Documentation icon.
5
¢ Press and hold the left mouse button on the report page and drag
out a box to the size of the item. Release the button.
Result: The Setup Documentation dialog box opens.
2 Select the items to be included in the report:
¢ Select All includes all items in the report.
e Clear All removes all selections.
3 e If desired, change the Fonts.

¢ Select if the documentation should start on a new page.

¢ |f Select All, Logbook or Run summarySelect All or Logbook was
selected, make the necessary changes to the Base and Logbook
filter settings.

e Click OK.

Result: The selected documentation items are inserted into the report.

The table below describes how to add the Evaluation Log to the report:

Step

Action

1

¢ C(Click the Evaluation Log icon.

|

e Press and hold the left mouse button on the report page and drag
out a box to the size of the item. Release the mouse button.

Result: The Setup Evaluation Log dialog box opens.

¢ |f desired, change the Fonts.
e Select if the Evaluation Log should start on a new page.
e Click OK.

Result: The Evaluation Log is inserted into the report.
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How to add Se- The table below describes how to add the Sequence Data to the report:

quence Data

Step

Action

1

e Click the Sequence icon.

a

¢ Press and hold the left mouse button on the report page and drag
out a box to the size of the item. Release the mouse button.

Result: The Setup Sequence dialog box opens.

Setup Sequence ' il

Selected iterns will be included

[v|Sequence Select Al |

Detritylation table

[Cross reference list Clear &l |

[ Start on new page

(1] I Cancel | Help |

Select the items you want to include:
e Sequence
e Detritylation table

e Cross reference list

e If desired, change the Fonts.

¢ Select if the Sequence Data should start on a new page.
¢ C(Click OK.

Result: The Sequence Data is inserted into the report.
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How to move and The table below describes how to select, move and resize objects freely:

resize objects

freely If you want... then...

toselectasingle object, | » click the Select icon,

N

——

e click the object of interest.

jects,

to select several ob- e click the Select icon,

e press and hold the <Ctrl> key while you click the
objects.

to move the selected click on the objects, hold down the left mouse button
object(s),

and drag the object(s) to the new position.

to resize the selected click one of the object border anchors, either in the
object(s),

corners or in the middle of a border, and drag the box
to the new size.

Note: Some Text objects cannot be resized.

Alignment toolbar Objects can be placed in exact positions and sized in relation to other objects. The

icon functions table below describes the function of the Alignment toolbar icons in the Report Editor:
Toolbar | Function
icon
|I:H- Align left
=

Matches the left alignment of all selected objects to that of the high-
lighted object.

Align right

Matches the right alignment of all selected objects to that of the
highlighted object.

Align top

Matches the top alignment of all selected objects to that of the high-
lighted object.

Align bottom

Matches the bottom alignment of all selected objects to that of the
highlighted object.
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Toolbar | Function

| Adjust to margins

Stretches the selected object(s) to the left and right margins.

—_—
E Adjust to left margin
Adjusts the selected object(s) to the left margin.
a| Adjust to right margin

Adjusts the selected object(s) to the right margin.

| O | Adjust to centre
2 Adjusts the selected object(s) to the center of the page.

EH Make same size
= Adjusts the selected objects to the same size as the highlighted refer-

ence object.

Make same width

Adjusts the selected objects to the same width as the highlighted ref-
erence object.

Make same height

Adjusts the selected objects to the same height as the highlighted
reference object.

Note: The Make same size and Make same width functions can only be used to resize
the width of chromatograms, free text and picture objects.

How to printthe  The table below describes how to print the report:
report

Step Action

1 e Choose File:Print.

or
e Click the Print icon.

&

Result: The Print dialog box opens.

Note: Printers are set up in the File menu of the UNICORN Manager.
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Step Action

2 e Select the printing range.
e Select the number of copies.
e C(Click OK.

Note: You can also print the report from the Generate Report dialog box.

How to save the  The table below describes how to save the finished report as a PDF file:
reportin PDF

format Step Action

1 ¢ Click the UNICORN Manager icon on the Windows taskbar.

Result: The UNICORN Manager opens.

e Choose File:Printer Setup.

Result: The Print Setup dialog box opens.

2 e Select an Adobe Acrobat printer from the Printer Name list (e.g.
Acrobat Distiller).

¢ Click the Properties button and edit the document properties if
needed.

e Select the appropriate paper size and orientation.

e Click OK.

Click the Evaluation icon on the Windows taskbar.

W
[

Result: The Evaluation module opens

4 e Print the report as described in "How to print the report".

Result: The report is created as a PDF file and saved in the location
specified in your Acrobat settings.

Note: You must have a full installation of Adobe Acrobat or a suitable printer driver
to be able to do this.
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How to save the
report format
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The table below describes how to save the finished report format:

Step

Action

1

e Choose File:Save.

or

e (Click the Save icon.

H

Result: The Save Report Format dialog box opens.

e Type a name for the format.

e Select if you want to save the format for global use.

¢ Select if you want to save the format as default.

Note: The name for the default format will automatically be changed
to DEFAULT.

e Click OK.




9.6.2

How to create a
Standard report
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How to create and print a standard report

You can only select a number of pre-formatted items when you create a Standard
report format. If you want to edit the layout in detail you must create a Customized
report format. See 9.6.1 How to create and print a customized report on page 233.

The table below describes how to create and save a Standard report format:

Step Action

1 Open a result file.
2 ¢ Select File:Report.
or

e Click the Report icon.

Result: The Generate Report dialog box opens.

3 Click the New button.

Result: The Create New Report Format dialog box opens.

4 e Select Standard format and click OK.

Result: The Create Standard Report Format dialog box opens.

The illustration below shows the Create Standard Report Format
dialog box with the Header tab selected:

Create Standard Report Format x|
Ewaluation:log | Sequence. | Contents
Header | Method |  Documentation | Cheomatogram

The sefe¢t_ed tems will b included in the report

- Select ltems
[ 1Current uzer Select Al |
[¥]Run user

[ICurrent date & time LClear all |

v/ Run date & time
v Report title

v/ Result file name
[ IMethod fle name
v|Page number

[ 1Frames

Beport hithe: |
[ Bt | Preview | PSaveis. | Concel |
5 Click the appropriate tabs and select the check boxes for each item

that you want to include in the report.
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Step Action

6 Click the Chromatogram tab and select the chromatogram(s) you
want to include.

¢ Select the Current option in the Layout field to apply the current
layout in the Evaluation module.
or

¢ C(Click the Define button in the Layout field to open the Curve tab
in the Report Chromatogram Layout.

- Select the curves that you want to include in the report and click
OK.

7 e C(Click the Contents tab to see a list of all the selected items.
¢ Click the Preview button to see the entire report layout.
e Click the Close button to return.

¢ Click the Print button to print a test report.

8 e Click the Save As button.

Result: The Save Report Format dialog box opens.
e Type a name in the Report format name text box.

- Select the Save as global format check box to make the format
available to other users.

- Select the Save as default report format check box if desired
(The format is saved as DEFAULT).

e Click OK.

Result: The Generate Report dialog box opens again. The new report
is saved and available in the Format list.

9 e Click the Close button

or

¢ Click the New button to create another Standard report.

How to printa The table below describes how to print a Standard report format in the Evaluation
standard report  module.

Step Action

1 Open a result file.
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Step Action
2 e Select File:Report.
or
e C(Click the Report icon.
Result: The Generate Report dialog box opens.
Generate Report ]
Fornat Lontents
n r:-.:;l_lF'rintE:Iat.i ARTA bl Header
cA_lreatment.) % Documentation
s " Gy
Fiirt SyntData AKTA & Synthesis Data
Prinit.. I Presia.. | Close Help
3 e Select a Standard report format.
Note: The contents of a Standard report format is displayed in the
Contents field.
¢ \Verify in the Contents field that the report format contains all the
elements that you want to include. Click the Edit button to modify
the report format if needed.
4 ¢ Click the Print button.

Result: The Print dialog box opens.

e Choose what pages and how many copies to print.

e Click OK.

Note: Printers are set up in the File menu of the UNICORN Manager.
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9.6.3

Introduction

How to edit a
standard report
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How to edit an existing report format

This section describes how to edit an existing report format.

The table below describes how to edit a standard report format in the Evaluation
module.

Step Action

1 Open a result file.
2 ¢ Select File:Report.
or

e Click the Report icon.

Result: The Generate Report dialog box opens.

3 ¢ Select a Standard report format to edit.
e Click the Edit button.

Result: The Edit Report Format dialog box opens.
¢ Select Standard format and click OK.

Result: The Edit Standard Report Format dialog box opens.

4 Click the appropriate tabs and select the check boxes for each item
that you want to include in the report format.

Note: See 9.6.2 How to create and print a standard report on page
247 for more information.
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Step

Action

Click the Contents tab to see a list of all the selected items.

Edit Standard Report Format x|

Ewaluation:log |
Header | Methiod I

Contents
Chraomatogram

Sequence. |
Diocumentation I

The selected items will be included in the repart

Select Al |
Clear Al |

- Select ltems

(v Current user

v/ Bun user
[v|Current date & time
v/ Run date & time

[ 1FRepoart tithe

(v Result file name
v/ Method file name
v/ Page number

[ IFrames

Beport hithe: |

Brint I

Coavefsl

Cancel

Freyiew |

e (Click the Save As button.

Result: The Save Report Format dialog box opens.
e Type a name in the Report format name text box.

- Select the Save as global format check box to make the format
available to other users.

- Select the Save as default report format check box if desired
(The format is saved as DEFAULT).

e Click OK.

Result: The Generate Report dialog box opens again. The new report
format is saved and available in the Format list.

¢ (lick the Close button.

or

¢ C(Click the Edit button to edit another report format.

How to edit a cus- The table below describes how to edit a customized report format in the Evaluation

tomized report

module.
Step Action
1 Open a result file.
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Step Action
2 e Select File:Report.
or
e C(Click the Report icon.
Result: The Generate Report dialog box opens.
3 ¢ Select a Customized Report Format to edit.
¢ Click the Edit button.
Result: The report format opens in the Report Editor.
4 e Double-click the report item you want to edit.
e Make the desired changes in the dialog box.
e Continue to edit all items until the format is complete.
Note: See 9.6.1 How to create and print a customized report on page
233 for more information.
5 e Select File:Save As.

Result: The Save Report Format dialog box opens.
e Type a name in the Report format name text box.

- Select the Save as global format check box to make the format
available to other users.

- Select the Save as default report format check box if desired
(The format is saved as DEFAULT).

e Click OK.

Result: The new report format is saved and available in the Format
list.
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9.7 Run documentation
Introduction The full documentation for a method run is stored in the result file. This section
describes:

e some of the contents of the run documentation,
e how to view and print the run documentation,

¢ how to save the method from the run as a new method.

How toview and  The table below describes how to view and print the run documentation.
print the run docu-

mentation Step Action
1 Open a result file.
2 e Choose View: Documentation in the Evaluation module.
or

e (lick the view Documentation icon.

]

Result: The Documentation dialog box opens.

See further information about some of the tabs below.

3 ¢ Click the Print button.

Result: The Print dialog box opens.

¢ Select the documentation items you want to print and click OK.

The tabs of the The table below describes the contents of some of the Run Documentation tabs.
Documentation

dialog box Documentation tab Contents

Variables The Variables tab lists the parameters that were used
during the method run.

Notes The Notes tab displays the notes that you have made
at various times during the method run. You are also
able to type new comments on the Evaluation Notes
sub-tab.

Note: Click the Find button to search for a specific text
string in the Notes.
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Documentation tab

Contents

Logbook

The Logbook tab displays what happened during a
method run. You can view information concerning
alarms, the method, manual changes during the run,
errors, etc.

Note: Click the Find button to search for a specific text
string in the Logbook.

Evaluation Log

The Evaluation Log lists all of the evaluation operations
that you have performed for the result file during all
sessions, including at the end of the method.

Method Information

The Method Information tab displays information
about the method, such as the method name, the tar-
get system and the date of the last change. Information
about the strategy includes name, date and size. There
is also a sub-tab for Signatures.

Result Information

See "The Result Information tab" in this section.
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The Result Inform- The Result Information tab displays information about the result file, such as

ation tab

e the result file name

e the system that was used

e the last date it was changed.

Information about the strategy includes name, date and size. The Run Summary
sub-tab is a summary of the run expressed in volume or time per block. There is also
a sub-tab for Signatures and a sub-tab where all Snapshots that have been taken
during the run are displayed.

Documentation X
Wariablez Test talhod ] M oters: ] Queslions ] Feference Curves Ewaluation Procedures ] Method Information |
Rezit Infoimation | StanPuotocel | Setnge | Calbision | Logheck | Evaugtionloz | Sequence | Resul Name
Infamation | Signaraes [ Sumimat] Snapshats |

Baze Urit ‘
% Time  Volume mn
Block [ Stail I End Length a]
[dar Jo.00 40524 4624 1=
START _parameters 0.05 230 2.25
Column_Mumizer 0.05 0.0 0.05
U _Drewit 010 0.20 oo
Purpe_Delnt_pumpd 0.20 230 210
Puge G 2.30 310 0.80
Amnidite_Purge_volume 238 2.45 0o
Amid_ACH_wazh C_G 2.45 305 00
Purpa C EA L k- 1] 0en
Anidile_Puige_wolume 315 3.25 010
Amid_ACH_wazh C G 3325 3.88 0.60
Furge T_U 3,50 &70 [iE:0]
Amnidite_Purge_wolume 356 4.05 0.0
Amid_ACH_wash_T_LI 405 4,65 [URE]
Purge_f 4.70 5.50 0.80
Amidite_Puige_volume 475 485 01
Amid ACH_wach A_X 485 5 45 0LED =
Hel
pir. | T

Save the method You can save the method and the variables that were used for the run as a new

used for the run
as a new method

method:

Step

Action

e Click the Save as button.

Result: The Save As dialog box opens.

e Select the Text Method tab in the Documentation dialog box.
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Step

Action

Select the appropriate destination folder.
Type a name in the Method name text box.
Select Any in the Technique field.

Select a technique in the Technique field.
Click OK.

Result: The method is saved.
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Introduction

In this chapter

How to edit results 10

How to edit results

This chapter describes
e how to edit the results that are presented in the Evaluation module
e how to import and compare runs

e how to import and export results.

For more information about how to view results, see chapter 9 How to view results

on page 202.

This chapter contains the following sections

Topic See
How to add curves 10.1
How to enter and edit text in the chromatogram 10.2
How to rename chromatograms, curves and peak tables 10.3
How to import and compare different runs 10.4
How to import and export results 10.5
How to sign results electronically 10.6
How to save results and exit the Evaluation module 10.7
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Introduction

Instruction
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How to add curves

In some method runs, several sequential chromatograms might have been created.

This can occur, for example, when the instruction New chromatogram has been
used in the method, thus creating different chromatograms during the run.

In order to view and evaluate the resultant curve of all the chromatogram parts, the

curves must be added together. Usually, you have a number of chromatograms
within the same result file and you want to add the curves. In some circumstances,
curves might need to be imported from other result files.

The table below describes how to add curves:

Step

Action

1

Select and view the first chromatogram in the sequence.

2

Choose Operations:Add.
Result: The Add dialog box is displayed.

Select the first curve in the desired sequence in the left field.
Select the second curve in the sequence in the middle field.

Click the OK button to add the two curves together in a new result
curve.

Open the Add dialog box again.

Select the result curve (LADD) from the previous addition in the left
field.

Select the next curve in the sequence in the middle field.

Click OK to add the two curves together in a new result curve.

Repeat steps 3 and 4 until all curves have been added together. The
final curve should be the cumulative curve for the whole run.

Note: All curves created using the Add operation receive the ADD suffix by default.
The default curve name can be changed as needed. The original curves are
distinguished in the chromatogram by underlined curve names.
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How to enter and edit text in the chromatogram

10

How to enter text Text can be added to the chromatogram. The table below describes how to do this:

How to edit the
text

Step Action
1 ¢ Right-click the curves view of the chromatogram window and select
Add text from the menu.
or
e Choose Edit:Text:Add.
2 ¢ Click where you want to insert text in the chromatogram.

Result: A text box opens.
e Type the text.
e Click outside the text box to set the text.

The table below describes how to edit inserted text:

Step

Action

1

Choose Edit:Text:Edit.

Result: The Edit Texts tab of the Chromatogram Layout dialog box is
displayed.

¢ Select the text that you want to edit and make the appropriate
changes in the Selected text field.

¢ Click the Change text button or the Delete text button.

e Usethe Font and Set Orientation buttons if needed, and make the
desired changes in the resulting dialog boxes.

e Click OK to apply the changes.

Shortcut option

You can also right-click outside the text box and select Edit Text Mode from the
shortcut menu. This activates all the text boxes in the chromatogram. The list below
describes how to edit the text:

e Click the text and type the new text.

Click outside the text box to set the text.
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10.3 How to rename chromatograms, curves and peak tables

Instruction The table below describes how to rename chromatograms, curves or peak tables in
the Evaluation module:

Step Action

1 Choose Edit:Rename and the relevant option Chromatogram, Curve
or Peak Table.

Result: The Rename dialog box opens.

2 e Select the appropriate object.
e Type a new name in the Name field.
e C(Click OK.

Note: The original raw data curves cannot be renamed. They will not be listed as
options in the dialog box.

28-4010-48AA e p 260



10.4

Introduction

In this section

How to edit results 10

How to import and compare different runs

This section describes

e how to present curves or chromatograms from different runs.

e how to compare curve parameters among curves from different runs
e how to view several chromatograms at the same time

e how to overlay curves from different runs in one chromatogram

e how to stack curves from different runs in one chromatogram

e how to stretch curves to make comparisons easier

e how to create mirror images

This section contains the following sub-sections

Topic See

How to import and compare chromatograms 10.4.1
How to import and compare curves 10.4.2
How to stack and stretch curves 10.4.3
How to produce a mirror image 10.4.4
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10.4.1

Introduction

Commands to use

How to import
chromatograms
with the com-
mand File:Open to
compare
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How to import and compare chromatograms

This section describes

e how to import chromatograms from other result files,

e how to compare with chromatograms in an already opened result file.

Two commands in the Evaluation module can be used to import chromatograms
from result files into an already opened result file:

e File:Open to compare

This is the preferred option when you search for many chromatograms in a specific

folder based on defined selection criteria. See “How to import chromatograms
with the command File:Open to compare” below.

e File:Open

This is the preferred option to import any individual chromatograms from result
files in different folders. See “How to import chromatograms with the command
File:Open” below.

The table below describes how to import chromatograms with the File:Open to
compare command. The search is performed at specific locations or with specific
search criteria.

Step

Action

1

Choose File:Open to compare:Chromatograms in the Evaluation
module.

Result: The Open Chromatogram to Compare dialog box is displayed.

x|
Chearnatogram selaction .
Ealder | A \DefaUt PS 20006 monthe! x| | Browse. |
Fresult I =] Bowse. |

LL

Chiomatogram i" _l Browse..

— Faryd chmmatograms
Search I [0 Mo 146 Test30PS200 T

107 Mo 147 Test30PS200 T

| 107 Mo 148 Text30 P5200 A

107 Mo 149 Text30PS200 A

Select All |

(B Cancet Help:
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Step

Action

¢ C(Click the Search button in the Found chromatograms field and a
list of chromatograms will be displayed based on the designated
search criteria.

e Anew search can be performed with new search criteria without
erasing the first found chromatograms from the list.

¢ Select the chromatograms that you want to import. If you click the
Select All button, all the displayed chromatograms will be imported.

¢ If you want to clear the list of displayed chromatogrames, click the
Clear button.

e Click OK.

Result: All the selected chromatograms are shown in the Evaluation
workspace.

Note: If the names of the imported chromatograms already are used
they will be sequentially numbered for identification purposes. Up to
10 chromatograms can be made available at the same time in the
Evaluation workspace.

The table below describes how to import chromatograms one by one, using the
command File:Open:

Step Action

1 Choose File:Open:Chromatogram in the Evaluation module.
Result: The Open Chromatograms dialog box is displayed.

2 Double-click a result file to select it.
Result: All the chromatograms contained in the result file will be dis-
played in the Available field.

3 ¢ Select the chromatogram(s) of interest and click the Select button.

Result: Selected chromatograms are added to the Selected chroma-
tograms list.

Note: Chromatograms can be deselected with the Remove button.
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Step Action

4 e Repeat steps 2-3 if you want to import chromatograms from other
result files.

e Click OK.

Note: If the names of the imported chromatograms already are used
they will be sequentially numbered for identification purposes. Up to
10 chromatograms can be made available at the same time in the
Evaluation workspace.

How to display The table below describes how to simultaneously display and compare the imported
and compare the chromatograms:
imported chroma-

tograms Step Action

1 In the Evaluation module, select

e Window:Tile to display the chromatograms side by side.

or

¢ Window:Cascade to display the chromatograms in layers.

Note: Chromatogram windows can be individually sized and the
presentation of the curves changed.

2 Display all chromatograms on the same scale
e Openthe Chromatogram Layout dialog box for any chromatogram
e Make the changes to the chromatogram axes.

¢ Select the Apply to all chromatograms option.

Note: Imported chromatograms cannot be shown with column volume as the X-axis
base.
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How to import and compare curves

This section describes how to import or copy curves from different runs into one
chromatogram for comparison.

Two commands can be used to import curves from result files into one chromatogram:
e File:Open to compare

This is the preferred option if you want to automatically search result files that
are stored in the same folder to locate all curves of a specified type, for example,
alluV curves. This is especially useful for comparison of curves from scouting runs.
Moreover, the imported curves can be automatically overlaid, stacked or presented
as mirror images. See "How to use File:Open to compare" below.

e File:Open:Curves
This is the preferred option to import individual curves. See " How to use
File:Open:Curves" below.

Note: Original curves are underlined in the chromatogram, imported and created
curves are not underlined.
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How to use
File:Open to com-
pare
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The table below describes how to import curves to a chromatogram with the
command File:Open to compare:

Step Action
1 In the Evaluation module,
¢ choose File:Open to compare:Curves
or
¢ click the Open curves to compare toolbar button.
Result: The Open Curves to Compare dialog box opens.
e
— Chromatomam seleckion
Folder | coh D efaultak Taoligopilot, ﬂ Erowse..
Result [0 Mo 157 D01 =] Browse.. ]
Chromataoea |1 ﬂ Browze.. All
Curye name; |Ll‘v"1_31 Snm U2 290nm;Flowd :I Browse... Alf
— Found éumes
| Search I 01 Mo 157 001 01 Ma 157 0011 _UW1_313nm
101 Mo 187 001 01 Mo 167 001:1_UWE_290nm
Qeat 101 No 157 001 01 Mo 157 001:1_Flowa
Select Al
Curlie optians —— . i
& Ovellay  © Stack " Mitnor ‘
[ Store it niew chromategram ECompare
] | Cancel | Help: |
2 e Select the desired search criteria in the Folder, Result, Chromato-

gram and Curve name droplists of the Chromatogram selection
section.

¢ Click Search and a list of found curves will be displayed based on
the selected search criteria.

Note: A new search can be performed with new search criteria without
erasing curves located in the previous search.

¢ Select the check boxes for the curves that you want to import. Click
the Select All button if you want to import all the curves.

e If you select the Store in new chromatogram option, the curves
will be imported into a new chromatogram. This is recommended
to keep the source chromatogram free of too many additional
curves.
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Step

Action

Select how to display the imported curves in the Curve options field
and click OK. See the options below:

Overlay

The curves are presented overlaid on one another.
Stack

==

s It if' | |\I
A |
nh ||. i II'IIII "I4I.
BRI R W N | .

Y L

The curves are presented with a given offset Y-axis value so that the
curves are stacked and distinct from one another.

Mirror

For comparison of two imported curves. One curve is inverted in the
Y-axis and thus appears to mirror the other curve.
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Step Action
4 If you selected the Stack option in step 3, the Shift Curves by Offset
dialog box is displayed:
shit Curves by et x
Dffeet: Unit:
E TR
~ Selected curves will be shifted
w#11: 01 Mo 147 Test30 P5200 ! Select Al
wi12: 01 Nz 146 TZ:BI] P5200 —l
Clear |
< | 2
Ok I Cancel | Help |
¢ You can set the Offset value to increase or decrease the offset
distance between the curves.
e Click OK.
Result: Depending on your previous choices, the imported curves are
now displayed in the source chromatogram or in a newly created
chromatogram.
Note: If curves with several different units have been selected, the
curves with each different unit will be grouped together with separate
offset from the other groups.
5 Change some comparison settings

e Choose Edit:Chromatogram Layout to open the Chromatogram
Layout dialog box.

¢ Select or de-select the check boxes on the Curve tab to compare
a different set of curves.

e On the Y-Axis tab, the curves can be scaled
- individually
- all with the same scale (click the All with this unit button).

¢ Click OK to display the curves.
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Step Action

6 If you stacked the curves and want to change the stack offset
¢ choose Operations:Shift offset
e type a new Offset value and click OK.

Note: The individual curves can also be moved (see 10.4.3 How to
stack and stretch curves on page 272).

How to use The table below describes how to import individual curves into an active
File:Open:Curves  chromatogram with the File:Open:Curves command:

Step Action

1 Make sure that the destination chromatogram for the imported curve(s)
is active on the screen.

¢ Select File:Open:Curves in the Evaluation module.

Result: The Open Curves dialog box is displayed.

2 Select curves in the Open curves dialog box

¢ Select the folder and the result file in the upper part of the dialog
box.

 Select a chromatogram on the Chromatogram drop-down list.
Usually there is just one chromatogram.

Result: The available curves are listed on the Available list.

¢ Click the check boxes on the Available list for the curves that you

want to import and click the Select button.

Result: The selected curvel(s) is displayed in the Selected curves list.
To remove a curve from the Selected curves list, click the check box
and then click the Remove button.

3 e Repeat step 2 if you want to import curves from other chromato-
grams.

¢ Click OK when you have selected the curves you want.
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Step Action

4 Change some comparison settings

e Choose Edit:Chromatogram Layout to open the Chromatogram
Layout dialog box.

e Select or de-select the check boxes on the Curve tab to compare
a different set of curves.

¢ On the Y-Axis tab, the curves can be scaled
- individually
- all with the same scale (click the All with this unit button).

e Click OK to display the curves.

A practical way to compare curves is to create a chromatogram and copy curves
from different chromatograms into the new chromatogram. The comparisons are
then performed in the new chromatogram.

The table below describes how to copy curves into a chromatogram:

Step Action

1 Perform either A or B below:
A. Create a new chromatogram

e Choose File:New:Chromatogram to create a new chromatogram.

B. Use the Temporary chromatogram

¢ Choose Window:Temporary.

2 Open the source chromatograml(s)

Choose File:Open:Chromatogram to open the chromatogram(s) that
contains the curves you want to copy.

Result: The Open Chromatogram dialog box opens.

3 e Select the result file.

¢ Click the check box for the source chromatogram in the Available
list.

e Click the Select button.
e Click OK.

Result: The source chromatogram opens.




How to edit results 10

Step

Action

Copy the curves

e Choose Edit:Copy:Curves.

Result: The Copy Curve dialog box is displayed.

e Select the source chromatogram and a curve of interest in the
Source Chromatogram field.

e Select the target chromatogram (the one you created, or Tempor-
ary) in the Target Chromatogram field.

¢ Click the Copy button.

e Repeat this step for as many curves as you want, from the same
or other chromatograms.

Note: You can open more source chromatograms with the
File:Open:Chromatogram command.

¢ Click the Close button when you have copied all curves.

Change some comparison settings

e Make sure the target chromatogram is open and that its window
is active.

¢ Choose Edit:Chromatogram Layout to display the Chromatogram
Layout dialog box.

¢ Select the curves that you want to view on the Curve tab and click
OK.

e The curves can be scaled individually or all with the same Y-axis
scale. Use the All with this unit button on the Y-Axis tab to scale
all curves with the same scale.

If you used the Temporary chromatogram

e If you used the Temporary chromatogram you can perform eval-
uations in the Temporary chromatogram and transfer the final
curves to other destination chromatograms.

¢ All of the contents in the Temporary chromatogram can be re-
moved with Edit:Clear Temporary Chromatogram.

Alternative way to copy curves

An alternative way to copy curves into one chromatogram is to

e create a new chromatogram by copying an existing chromatogram and saving
it under a new name

e import more curves into the new chromatogram according to the instructions
described above in this section.
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10.4.3 How to stack and stretch curves

Functions You can stack and stretch curves from different runs to better visualize the differences.
To achieve this you can use the following functions:

e Normalise
e Shift
e Multiply.

Note: All the functions require the curves to be present in one chromatogram.

How to use the The Normalise function provides the simplest method to align curves with respect
Normalise func-  to the X-axis or the Y-axis for easier visualization.

tion The table below describes how to use the Normalise function:

Step Action

1 e Make sure that a chromatogram with the relevant curves is open
in the Evaluation module.

e Choose Operations:Normalise.

Result: The Normalise dialog box is displayed.

romatiss e
Selecticurve bo namaiza’ Selact belp curve [fonomialize sgairst]
01: O Mo 157 001:1 11 231 3hm 01: 01 Na 157 0011 L1 G531 3nm
02 01 Mo 157 0011 _L2_250nm 02: 07 Ho 157 0071 _UNE-_230nm
0% 01 No 157 00711 _L%3 0nm 0301 Ho 157 D0T1_LN3E Do
04: 01 Mo 157 007:1_U%_Chaok 04: 01 Mo 157 0071 _LW_Guot
0901 Mo 157 001:1_Cond 05: 01 Ho 157 00%:1_Cand
06: 01 Mo 157 009:1_Floved, 0E: 01 Ho 157 00%;1_Flowed
07 01 Mo 157 001:1_Flowg 07 01 Mo 157 00T:1_Flowg
08 01 No 157 00T;1_Temp 08: 01 No 157 00T;1_Tarp
03 01 Mo 157 000:1_Pressure 03; 07 Ko 157 - 007;1_Fressue
ok | cses Hep
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Step Action

2 ¢ Select the curve you want to normalise in the left (Select curve to
normalise) field.

¢ Select the reference curve you want to normalise against in the
right (Select help curve) field.Example: If you want to stack the
curves, select the curve at the bottom of the stack as the reference
curve.

e Click OK.

Result: The Normalise window is displayed, where a box surrounds
the curve selected to be normalised.

4t Himalian [ S]]
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Step

Action

In the Normalise window, you can use the following command buttons:

Size Allows the arrow keys to be used to stretch the selected curve
along its Y-axis or X-axis. This is useful for comparison of curves with,
for example, different gradient lengths.

¢ Click the Size button and use the arrow keys to stretch the the curve
either along its Y-axis or X-axis.

Move Allows the arrow keys to be used to move the selected curve to
any position on the chromatogram. Axes are automatically re-scaled
to accommodate the new positioning. This function is useful for
stacking curves.

¢ Click the Move button and use the arrow keys to move the curve
into position. The curve can also be moved with the mouse pointer.
Click the mouse button when the curve is in the correct position.

Note: The curve can also be moved and sized with the mouse pointer.

Normalise The curve to be normalised will be adjusted to the help
curve. Thus, the height of the highest peak on both curves will be the
same and will occur at the same retention point.

e (Clickthe Normalise button. The curve to be normalised is automat-
ically moved along the X-axis and stretched along the Y-axis.

¢ (lick OK to save the new normalised curve.

Result: The Save Curve dialog box opens.

Choose a curve position to save the curve in and click OK.

e Choose Edit:Chromatogram Layout to open the Chromatogram
Layout dialog box.

¢ Select the normalised curve for viewing on the Curve tab.
e Click OK.

Repeat steps 1-5 for all curves you want to stack or stretch.
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If you want to position a curve more precisely, the Shift function should be used. The
function is similar to Normalise:Move but each curve is repositioned by a precise
value instead of by eye and the instruction is logged in the evaluation log. The table
below describes how to use the Shift function:

Step Action
1 e Make sure that a chromatogram with the relevant curves is open
in the Evaluation module.
e Choose Operations:Shift.
Result: The Shift dialog box is displayed.
2 e Select the curve to be shifted in the Source chromatogram list.

Select a curve position in the Target chromatogram list.
Type a new Curve name or accept the default.

Select the axis/axes along which the shift is to be made:
- along the X-axis (Shift retention)

- along the Y-axis (Shift amplitude).

Type the shift value(s).

Click OK.

Curves can be stretched or shrunk on the x or y plane with the Multiply function. This
and shrinkacurve function is similar to Normalise:Size, but each curve is repositioned with precise
numbers instead of by eye and the instruction logged in the evaluation log. The table
below describes how to use the Multiply function:

Step

Action

1

Result: The Multiply dialog box is displayed.

Make sure that a chromatogram with the relevant curves is open
in the Evaluation module.

Choose Operations:Multiply.
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Step

Action

¢ Select the curve to be multiplied in the Source chromatogram list.

e Select a curve position in the Target chromatogram list.

e Type a new Curve name or accept the default.

 Select the axis/axes along which the multiplication is to be made:
- along the X-axis (Multiply retention)
- along the Y-axis (Multiply amplitude).

e Type the multiply value(s).

e Click OK.




10.4.4

Instruction
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How to produce a mirror image

Avery useful way to compare the features of two curves is to produce a mirrorimage
of one curve. The table below describes how to do this:

Step Action
1 e Make sure that a chromatogram with the relevant curves is open
in the Evaluation module.
e Choose Operations:Multiply.
Result: The Multiply dialog box is displayed.
2 e Select the curve to be multiplied in the Source chromatogram list.

Select a curve position in the Target chromatogram list.
e Type a new Curve name or accept the default.

e Select the Multiply amplitude check box.

e Type the multiply value - 1.

e Click OK.

Result: The mirror image of the original curve is displayed in the active
chromatogram window.
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Step

Action

Shift the mirror image curve downwards
Shift the mirrorimage curve downwards for an improved presentation:
e Choose Operations:Shift.
Result: The Shift dialog box is displayed.
¢ Select the curve to be shifted in the Source chromatogram list.

¢ Select the same curve number in the Target chromatogram list
box as in step 2.

¢ Select the Shift amplitude check box since the shift is to be made
along the Y-axis.

e Type a shift value.
e C(Click OK.

The illustration below shows the original curve and the mirror image
displayed.

—Erpereest AL won B0, Gl BAFT —— Eoroies
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If you want to display other curves in the active chromatogram win-
dow,

¢ choose Edit:Chromatogram Layout to open the Chromatogram
Layout dialog box

e select the curves that you want to display
e click OK.
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Introduction

In this section

How to edit results

How to import and export results

10

Curves and data can be imported and exported in different formats. This section

describes how to import and export results.

This section contains the following sub-sections

How to export results

Topic See
How to import results 10.5.1
10.5.2
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10.5.1 How to import results

Introduction This section describes how to import curves in different formats and how to import
result data from SMART Manager or FPLCdirector™.

Curve formats You can import curve files in the following formats:
e AlA(.cdf)
e ASCII (text)

e Lotus 1-2-3 spreadsheet (wks)

How to import The table below describes how to import curves.
curves

Step Action

1 Choose File:import:Curve.

Result: A menu with the available curve formats opens.

2 Choose the correct curve format.

Result: The Choose File to Import From dialog box opens.

3 Locate the file that contains the curve and double-click the file.

Result: The Import Curves dialog box opens.

4 e Select the curvel(s) to import and click the OK button.

Result: The curves are opened in the Evaluation module.

How to import The table below describes how to import data from SMART Manager and
data from SMART FPLCdirector:

Manager and
FPLCdirector Step Action

1 Choose File:import:Result.

Result: A menu box with the available data sources opens. This box
opens immediately after Import if no result file is open in the Evalu-
ation module.

2 Choose FPLCdirector or SMART.

Result: The Import FPLCdirector Result dialog box or the Import
SMART Result dialog box opens.
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Step Action
3 Locate and double-click the result file.
Result: The result file is opened in the Evaluation module.
Copy from a floppy disk

When you import SMART or FPLCdirector files from a floppy disk it is best to first
copy the files to the hard disk and then import the files.
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10.5.2 How to export results

Introduction This section describes how to export curves in different formats and how to copy
data and curves to the clipboard.

Data formats You can export data in the following formats:
e AlA(.cdf)
e ASCIl (.asc)
e Lotus 1-2-3 (wks)
o Excel (xls)
o XML (xml)

Export options Select File:Export in the Evaluation module to export data from an open result file.
The following export options are available:

e Curves

e Export curve to AlA
e Peak table

e Method

¢ Documentation

e Evaluation log
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The table below describes how to export curves in the Evaluation module.

Step Action
1 Choose File:Export:Curves.
Result: The Export Curves dialog box opens.
Sowee chiomalogrant Curyes lo exsalt
1 = [0 01 Mo 157 001:1_UV1_313nm
I¥02: 01 Mo 157 001:1_UW2_290nm
C107: 01 Mo 157 001:1_L_F1drm =
102:01 Mo 157 001:1_LW2_230rm
[ 103:01 No 157 001:1_Uv3_Thm
104: 01 Mo 157 001:1_LY_Guot
105: 01 Mo 157 001:1_Cond
106: 01 Mo 157 O1:1_Flawd,
J07:01 Mo 157 001:1_FlowE
(100:01 Ho 157 00M:1_Temp
109:01 Mo 157 001:1_Frezzue
C§22:01 Mo 157 001:1_Loghaok =l
Hemove I
Cutcures: FAeduce number of samploz: I Dlsnsies reteni
Eramc |11 il Reduca by Factal: 13 Al et
To:  [Z192d6 nl Maj no samples:. [552
Ciienapticaly )
& Coneel | | bob |
2 e Select the curve(s) you want to export.
e Enter parameters to limit the curvel(s) if necessary.
¢ Click the Select button.
e Repeat Step 2 to select more curves.
3 Click the Export button.
Result: The Export Curves to File dialog box opens.
4 Select the export file format from the Save as type droplist.
e ASCIIfiles (*.asc)
e Lotus 1-2-3 files (*.wks)
» Excel files (*.xls)
o AlAfiles (*.cdf)
5  Select a destination folder.
e Type a file name and click OK.

Note: Curves are exported as series of numerical coordinates that refers to the

time/volume and signal respectively.
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How to limitthe  You can optimize the exported curves to only the parts that you want to focus on, in
exported curves  the Export Curves dialog box. The table below describes how to use these editing

options.

Dialog box option Instruction

Cut curves Enter retention values in the text boxes
to limit the curve to only a portion of
the original curve.

Cut graphically This button opens the Export Cut dialog
box. Move the vertical markers to the
correct cutoff points.

Reduce number of samples Adjust the factor value or the maximum
number of samples. To reduce the
number of samples by a factor of five
means that only every fifth point will
be sampled for export.

Normalise retention Select the Normalise retention check-
box to have all exported curves normal-
ized to a common X-axis.

How to export The table below describes how to export curves in AIA format.
curves in AlA
format Step Action

1 Select File:Export:Export curve to AlA.

Result: The Export curve in AlA format dialog box opens.

2 ¢ Select the source chromatogram and the curve you want to export.

e Click the Export button.

Result: The Export Curves to File dialog box opens.
3 ¢ Select a destination folder.

e Type a file name.

e Click OK.
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The table below describes how to export peak tables.

Step

Action

1

Choose File:Export:Peak Table.
Result: The Export Peak Table dialog box opens.

¢ Select the source chromatogram and the peak table you want to
export.

¢ Click the Export button.

Result: The Export Peak Table to File dialog box opens.

Select the export file format from the Save as type drop-list.
* ASClII files (*.asc)

¢ Lotus 1-2-3 files (*.wks)

o Excel files (*.xls)

o XML files (*.xml)

e Select a destination folder.
e Type a file name.
e Click OK.

Note: Peak tables are exported as text strings in ASCII format and numerical values
in the Lotus 1-2-3 formats. All possible columns in the peak table are exported.

The table below shows how to export methods, documentation and evaluation logs:

Step Action
1 Select the data you want to export.
2 e Select options in the dialog box.
¢ Click the Export button.
3 ¢ Select a destination folder and type a file name.

e Click OK.

You can also use the Windows clipboard to copy the contents of the active window
and paste it into other programs, e.g. Microsoft Word. Curves and documentation

are copied as Windows enhanced metafiles .emf) and peak tables are copied as text.
Only the peak table columns that are selected in the spreadsheet will be copied.
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10.6 How to sign results electronically

Instruction Result files can be signed electronically to enhance data file security. The table below
describes how to sign a result file electronically in the Evaluation module:

Step Action

1 Choose File:Sign Result.
Result: The Sign the Result dialog box opens.

Sign the Result: e\, \Defaulth\125200101

Sigring | View Signatures |

— Sign a3 user

User: {detau =]

Bassword: |

Full name:  [defatd

Pasitior: |dera=a

- Sionalse
Meaning | Result file reviewed

Password: I """ i
¥ Lock
oK | Cancet | e |
2 e The Sign as user field shows the properties for the current user.

You can also choose another user from the droplist. If you choose
a new user, the corresponding password must be typed in the
Password text box.

e Type a short text description for the signed operation in the
Meaning field (e.g. Result file reviewed).

e The Lock check box is selected as default, to lock the result file from
further changes.

e Type your signature password in the Password field and click OK.

Note: You should only lock the result when you are sure that the result
file will not be modified anymore.

Signatures associ- The View Signatures tab of the Sign the Result dialog box provides a list of all
ated with the res- signatures associated with the current result. The information on this tab is for viewing
ult purposes only and cannot be changed.
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How to save results and exit the Evaluation module

After you have finished the evaluation process, you can save all the changes you
have made to the chromatograms, including newly created curves and
chromatograms that you have imported and created.

All the curves that you created during your manipulations will be saved in the
chromatogram. If some of these curves are not be needed anymore, select
Edit:Delete:Curves in the Evaluation module to remove the curves.

Note: The original curves that were created during the run can never be deleted.

You can either save your edited results in the original file or in a new result file. The
table below describes how to save the results in the Evaluation module.

If youwanttosavethe | then...
edited results...

in the original result file | » select File:Save.

or

¢ click the Save toolbar icon.

H

in a new result file ¢ select File:Save as.

Note: The previous version of the result file will be overwritten if you save the changes.
This cannot be reversed. However, the raw data curves remain unchanged.

The table below describes how to exit the Evaluation module:

Step Action

1 Choose File:Exit.
Result: If there are unsaved changes, a dialog box opens with an option
to save the changes before exit.

2 Select Yes if you want to save the changes.

Result: The result file is closed in the Evaluation module and the
UNICORN Manager module is displayed.
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Introduction

In this chapter
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Evaluation

This chapter describes:
e How to evaluate results with the focus on how to integrate peaks.
e How to automate evaluation operations.

e How to export data and curves.

This chapter contains the following sections

Topic See
Peak integration 11.1
Other evaluations 11.2
Automated evaluation procedures 11.3




Evaluation 11

11.1 Peak integration

Introduction Peak integration is used to identify and measure a number of curve characteristics
including peak areas, retention time and peak widths. This section describes:

e How to perform peak integrations.

e How to optimize peak integrations.

In this section This section contains the following sub-sections

Topic See

Baseline calculation 11.11
How to perform a peak integration 1112
How to optimize the baseline with a morphological algorithm 11.13
How to optimize the baseline with a classic algorithm 11.1.4
How to edit the baseline manually 11.15
How to edit the peaks 11.16
How to integrate part of a curve and how to exclude or skim peaks 11.1.7
Measurements 11.1.8
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11.1.1

Introduction

Baseline options

The Calculate
baseline function

Baselines based
on a blank curve

Zero baseline

Reuse an existing

baseline
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Baseline calculation

The first step when you integrate peaks is to calculate a baseline. A correct baseline
is crucial for accurate calculation of the peak areas. This section describes the options
for how to calculate baselines in the Integrate dialog box.

UNICORN™ offers several options for how to create an accurate baseline:
e To use the automatic Calculate baseline function.

e To create a baseline based on a blank curve.

e Touse a Zero baseline.

e Toreuse an existing baseline.

The Calculate baseline instruction provides automatic calculation of the baseline. In
most cases the measurement is very accurate. The calculation can be performed
using the Morphological algorithm or the Classical algorithm.

A blank curve can be used as the baseline for peak integration.

e You can use a blank curve with the same chromatographic conditions as the
corresponding sample.

or

e You can subtract the blank run from the source curve and then perform peak

integration on the resulting curve with the Calculate baseline instruction.

Note: In addition to blank run curves, it is also possible to select any curve from the
current chromatogram as the baseline, e.g. an edited baseline.

To use a Zero baseline means that there is no baseline subtraction at all.

To reuse an existing baseline for the selected curve is the default alternative whenever
there is an existing baseline available. The option Correlated baseline is selected if
this is the case.




11.1.2

Evaluation

How to perform a peak integration

11

How to perform a The table below describes how to perform a basic peak integration.

peak integration

Step Action

1 Open a result file in the Evaluation module.

2 e Choose Integrate:Peak Integrate.

or
¢ C(Click the Peak Integrate toolbar icon.
Result: The Integrate dialog box opens.
3 e Select a source curve.
e Select a baseline or a calculation method from the Baseline list.
¢ Click OK to integrate with the default selections.
or
e Proceed with steps 4 to 6 to change the default selections.
Note: See also 11.1.3 How to optimize the baseline with a morpholo-
gical algorithm on page 297 and 11.1.4 How to optimize the baseline
with a classic algorithm on page 301.

4 ¢ C(Click the Baseline settings button to change the calculation al-
gorithm in the Settings dialog box. The default algorithm is Morpho-
logical.

e Change the selections or values.
e Click OK
5 ¢ Click the Peak window button to edit the peak window limits if ne-

cessary.

¢ Click the Reject peaks button to set the parameters for peak rejec-

tion if necessary.

e Edit the Column height or Column V values if necessary.
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Action
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e C(Click OK to integrate and close the dialog box.

or

e C(Click Save and Edit Peak Table to save the integration and open
the integrated curve for editing.

- See 11.1.5 How to edit the baseline manually on page 309
- See 11.1.6 How to edit the peaks on page 312

- See11.1.7 How tointegrate part of a curve and how to exclude
or skim peaks on page 320

This is an illustration of the Integrate dialog box:
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Peak integration
results

How to display
peak characterist-
ics
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The peak table is displayed underneath the active chromatogram. The start point
and end point of each peak are marked by vertical marks, drop-lines, in the
chromatogram. The peaks are automatically labelled according to what is selected
in the Curve Style and Color tab of the Chromatogram Layout dialog box.

This is an illustration of the results after a peak integration:
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Note: Peak tables can be copied from one chromatogram to another with the
Edit:Copy command. However, to display the table you must right-click in the
chromatogram, choose Properties and then select the new peak table on the Peak
Table tab of the Chromatogram Layout dialog box.

The peak retention times and several other peak characteristics are calculated
automatically. The table below describes how to display other peak characteristics.

Step Action

1 * Right-click in the active chromatogram.

e Select Properties from the shortcut menu.

Result: The Chromatogram Layout dialog box opens.

2 Click the Peak Table tab.
3 e Select options from the Select peak table columns list.
e C(Click OK.

Result: The selected items will be displayed in the peak table.
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How to filter Peaks can be removed from display in a peak table. The table below describes how
peaks from view  to filter the peaks:

Step Action

1 ¢ Right-click in the active chromatogram or peak table.

¢ Select Properties from the shortcut menu.

Result: The Chromatogram Layout dialog box opens.

2 Click the Peak Table tab.
3 e (Click the check boxes in the Filter Peaks field to select the filter
criteria.

e Specify filter values.
e Click OK.

To filter peaks vs. The table below describes the major differences in the effect of filtering peaks

to reject peaks compared to excluding the peaks by rejection.
Filter peaks... Reject peaks...
excludes the peaks from display, permanently excludes peaks from the
integration,

does not exclude the peaks from the excludes the peaks from the calculation
calculation of the total peak areaq, of the total peak areaq,

can be reversed. cannot be reversed.
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How to display
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Peaks can be labelled with their retention, sequentially numbered, or be marked with
specific identification names. See table below for an instruction on how to display

peak labels.

The label type can be selected on the Curve Style and Colour tab in the

Chromatogram Layout dialog box. De-select all label options to hide the labels, e.g.
for presentations.

The illustration below shows the Chromatogram Layout dialog box with the Curve
Style and Colour tab opened:
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The table below describes how to display peak labels:

Step

Action

1

e Choose Edit:Chromatogram Layout.

or

¢ C(Click the Chromatogram Layout icon.

Ll
(11|

Result: The Chromatogram Layout dialog box opens.

Click the Curve Style and Colour tab.
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Step

Action

Select one or more of the following labelling options in the Peak label
field:

e Number

Result: The peaks will be numbered sequentially.

e Peak Name

Result: Peak names will be displayed. See 11.1.6 How to edit the peaks
on page 312 for information about how to name the peaks.

¢ Retention

Result: The retention volume or time will be displayed.
e Click OK.




11.1.3

Introduction

The Morphologic-
al algorithm

How to set a Mor-
phological
baseline
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How to optimize the baseline with a morphological algorithm

The first choice when you want to optimize the peak integration is to change the
baseline parameters. This section describes how to optimize the baseline with a
morphological algorithm.

The Morphological algorithm can be described as a line that follows the
chromatogram parallel to the X-axis. Data points for the baseline are created
whenever the line touches the curve, and the points are joined at the end to create
a baseline.

The Morphological algorithm gives the best result in curves with drifting baseline
and peak clusters. The morphological baseline follows the curve faithfully, and a
curve with a baseline at a more even level can be created by subtracting the
morphological baseline.

The Morphological algorithm does not work well if there are negative peaks or if
quantitative data from negative peaks are important in the run.

Note: The Morphological algorithm is the default baseline setting.

The table below describes how to choose a Morphological algorithm and define
baseline settings.

Step Action

1 Select Integrate:Peak Integrate.

Result: The Integrate dialog box opens.

2 Click the Baseline settings button in the Integrate dialog box.

Result: The Settings dialog box opens.

3 ¢ Select the Morphological algorithm.

e Change the Baseline parameters if necessary.

See more information about the parameters below this table.
e Click OK.

Note: The same settings can be edited in the Calculate Baseline dialog box when a
new baseline is created. Choose Integrate:Calculate Baseline to open the dialog
box.
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Morphological al- The parameters for the Morphological algorithm are:

gorithmparamet- , gtrycture width

ers . .
¢ Noise window

e Minimum distance between points

Structure width  Structure width determines the length of the straight line that follows the
chromatogram. The default value is set at the widest peak in the chromatogram
multiplied by 1.5.

The illustration below is an example of how a morphological baseline follows the
peaks at the different levels in the curve:

AT AT 00.1_ U1 21 - AT ATOW A U012 | 2nm G0 BASEM
pran
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The correct struc- Too low settings

ture width set-
tings

Noise window

Too low Structure width settings can result in a baseline that reaches too high up in
the peaks of the curve. Sometime a wider peak is not recognized because it contains
a cluster of smaller peaks. The Structure width is then set to a value according to
the largest width of the identified narrower peaks, and must be increased.

Too high settings

Too high Structure width settings mean that narrower peaks, especially in fluctuating
curves, are not properly followed. This happens when an artifact in a curve is identified
as the widest peak by the morphological algorithm, and then is used to set the default
Structure width value.

The illustration below is an example of baselines using the default morphological
algorithm settings (A) and a morphological algorithm with an increased Structure
width value (B).

[ Foapa 109 1_UWA_2100R —— - i 10§ L0os 2 1m0 | BRG EL oo mapa 104 8 _UW1_218A gD BABEM
froa )

Sometimes you get too many peaks after the peak integration, usually because noise
on the baseline is erroneously detected as peaks.

The solution to this is to increase the Noise window parameter. However, this can
result in peak limits too high up on the peak slopes.

Note: You can also use the Reject peaks function in the Integrate dialog box to reduce
the number of peaks based on the total number of accepted peaks or the minimum
peak height.
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Minimumdistance The Minimum distance between points is a measure of the distance between the

between points data points used to generate a baseline. The largest number of data points is produced
at the slopes of the curves. If you increase the Minimum distance between points
value, fewer points will be collected on the slopes.

The illustration below is an example of a baseline (A) that is created with the Minimum
distance between points parameter set at a low value. The number of data points
is reduced when the Minimum distance between points parameter is set to a higher
value (B).

A

Zoomed Curves

oh 100 200 200 ET 500 min
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Classic algorithm
parameters
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How to optimize the baseline with a classic algorithm

The first choice when you want to optimize the peak integration is to change the
baseline parameters. This section describes how to optimize the baseline with a
classical algorithm.

The Classic algorithm searches for all parts of the source curve that are longer than
a defined minimum baseline segment and fall within limiting parameters. Together,
the parameter values define the limits for a rectangular box. A part of the source
curve must fit entirely inside this rectangular box to be identified as a baseline
segment.

The Classic algorithm is particularly useful when you need to integrate curves with
negative peaks and when quantitative data from negative peaks are important.

The parameters for the Classic algorithm are:
e Shortest baseline segment

e Noise window

e Max baseline level

e Slope limit

See more information about the parameters below.

How toseta Clas- The table below describes how to set a Classic algorithm and define a baseline.

sic baseline

Step Action

1 Click the Baseline settings button in the Integrate dialog box.

Result: The Settings dialog box opens.

2 ¢ Select the Classic algorithm.

e Change the Baseline parameters.

See more information about the parameters below this table.
e C(Click OK.

Note: The same settings can be edited in the Calculate Baseline dialog box when a
new baseline is created. Choose Integrate:Calculate Baseline to open the dialog
box.
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Test your para-  The best way to optimize the baseline is to change the baseline parameters step by

meter changes step and then check the resulting baseline after each change. When the desired effect
is accomplished it is best to go back and try a parameter value in between the two
last settings to avoid an unnecessarily low or high value.

How much the values should be changed depends on the cause of the peak integration
problem. The table below is a general guideline.

Baseline parameter Recommended initial change
Shortest baseline segment 20-50%

Noise window 10-30%

Max baseline level Usually not necessary to adjust
Slope limit 25-50%

Note: If necessary, click the Default button to restore the default values.

Shortest baseline If atoo high Shortest baseline segment value is set, short curve segments between
segment peaks in the middle of the chromatogram are not identified as baseline segments.
The calculated baseline does not follow the source curve, see below:
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The Shortest baseline segment value is decreased by 50% in this example:

|

Slope limit A changed Slope limit will often improve the baseline calculation. The Slope limit
sets the maximum slope of the curve to define when a peak is recognized. A too high
Slope limit will cause the up-slopes of the peaks to be recognized as baseline
segments.

The example above was improved by the shorter baseline segments but the high
slope of the short segments in the region between the second and the fourth peak
still makes the baseline unacceptable. In the example below the Slope limit is
increased by a factor of 2.5, which produces a correct baseline:
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Too high slope
limit
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A too high Slope limit value can cause peak limits too high up on the peaks. This can
be the case when the chromatogram includes a very large flow-through or solvent
peak. The large peak affects the calculation of the default parameters and leads to
too high values for the Slope limit.

Note: A too high value for the Noise window can have the same effect and be caused
by the same situation, often also in combination with a high Slope limit.

Peak limits are defined on peaks in the example below due to the high Slope limit:

The example below has a much lower Slope limit, and a lower Noise window:




Noise window

Evaluation 11

Sometimes you get too many peaks after the peak integration, usually because noise
on the baseline is erroneously detected as peaks.

The solution to this is to increase the Noise window parameter. However, this can
result in peak limits too high up on the peak slopes.

The illustration below is an example of noise detected as peaks (A) and the result of
a second peak integration with an increased Noise window (B).
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Note: You can also use the Reject peaks function in the Integrate dialog box to reduce

the number of peaks based on the total number of accepted peaks or the minimum
peak height.
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Missing peaks Sometimes obvious peaks are not detected in the peak integration. The probable
cause is that the Noise window is set too high. See the illustration below:

1

All peaks are detected if the Noise window is decreased, see example below:

1

3 > &
TIPAVIC.

Note: Missing peaks can also be caused by improper settings for Reject peaks in the
Integrate dialog box, or Filter peaks in the Chromatogram layout dialog box.
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When to change Inrare cases the top of a broad, flat peak can be incorporated as a baseline segment.
the Max baseline  This is one of the very few situations where it is useful to change the Max baseline
level level. The illustration below is an example:

How to set the The table below describes how to set the Max baseline level.
Max baseline level

Step Action

1 Right-click in the chromatogram and select Marker.

Result: A vertical line is set in the chromatogram. A text box in the top
left corner of the chromatogram displays the X-axis and Y-axis values
of the curve at the point where the vertical Marker line crosses the

curve.
2 e Move the Marker with your mouse.
e Measure the height of the peak you want to exclude from the
baseline.
3 Choose Integrate:Calculate baseline.
4 ¢ Select the Classic checkbox as the Chosen algorithm.

e Typeanewvalue for Max baseline level. Set the level slightly lower
than the value that you measured in step 2.

e Click OK.
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Example of a cor- Theillustration below is an example of a correct baseline after the Max baseline level
rect baseline has been changed:
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How to use the
zoom function
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How to edit the baseline manually

You can edit the baseline manually in the Edit Baseline dialog box in the Evaluation

module:

e Select Integrate:Edit Baseline to display the dialog box.

The Edit Baseline dialog box displays the baseline and the curve it was calculated
from. The baseline points are marked with green squares. Hold the cursor above the
baseline point to display its coordinates. See the illustration below:
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The table below describes how to use the zoom function in the Edit Baseline dialog

box.
Step Action
1 ¢ Click the Zoom icon.
Result: The cursor is changed into a magnifying glass.
2 e Press and hold the left mouse button.

e Drag the cursor over the area you want to zoom in on.

e Release the mouse button.

Result: The area is enlarged. Right-click and select Reset zoom to re-
store the full view.
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How to edit and
insert data points
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The table below describes how to edit and insert baseline data points:

Step

Action

1

Select Integrate:Edit Baseline.

Result: If there are more than one baseline available, the Select
Baseline to Edit dialog box opens. If not, proceed to step 2.

¢ Select the baseline you want to edit from the list.
e Click OK.

Result: The Edit Baseline dialog box opens

e (Click the Set Curve Points icon.

K

oo

Result: The cursor is changed into a cross.

Add a data point

¢ Click the left mouse button to place a new baseline point in the
chromatogram.

Result: Anew point is created, marked by a green square. The baseline
curve is redrawn as a spline function based on the old and the new
points. The baseline is guided by the points, but does not necessarily
pass through them.

Delete a data point

e Double-click the data point.

or

¢ Click the data point to select it and click the Delete button.

or

e Right-click the data point and select Delete Point from the shortcut
menu.

Result: The data point is deleted and the curve is redrawn.

Move a data point

¢ Select the data point and drag it to a new position.

Result: The baseline curve is redrawn.

Click OK.

Result: The Save Edited Baseline dialog box opens.




Edited baseline

How to draw a
straight line
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Step

Action

e Confirm the location and type a new name if necessary.
e C(Click OK.

Result: The new baseline is saved.

The illustration below is an example of a baseline before and after editing:

Before After

The table below describes how to force a straight baseline between two points.

Step Action
1 Select the first of the two points in the point list.
2 Click the Draw straight to next point button.

Result: The baseline is drawn through the points as a straight line.
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11.1.6 How to edit the peaks

Introduction Once a peak table has been generated based on an appropriate baseline, it is possible
to split or join peaks and to manually adjust the peak start and end points. The peaks
will then be renumbered and the peak values will all be recalculated.

How to open the  The table below describes how open the peak table for editing. The editing options
peak table for are described below this table:
editing

Step Action

1 ¢ Select Integrate:Edit Peak Table.

Result: If there are more than one peak table available, the Select Peak
Table to Edit dialog box opens. The name of the baseline on which
the peak table was based is displayed at the bottom of the panel.

2 e Select the peak table from the list and click OK.

e Select one or more Help Curves to be displayed for reference if
necessary.

Result: The Edit Peak Table dialog box opens.

Note: The Edit Peak Table dialog box will be opened immediately if
you select Save and Edit Peak Table as the last step of the peak integ-

ration.
3 Perform the changes (described in the instructions below).
4 Click OK.

Result: The Save Edited Peak Table dialog box opens. The dialog box
displays a suggested name and location for the peak table.

5 Confirm the name and location and click OK.

How to adjust the The baseline can be adjusted graphically (see also 11.1.5 How to edit the baseline
baseline manually on page 309) in the Edit Peak Table dialog box. The table below describes
this:

Step Action

1 e (Click the Set Curve Points icon.

Result: The cursor is changed into a cross.
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Step

Action

Perform the operations below as desired:
e C(lick toinsert a new data point.

e Double-click on a data point or right-click the point and select De-
lete Point from the short-cut menu to delete the point.

¢ C(Click adata point and drag the point to a new position to move the
baseline.

Note: Accept negative peaks must be selected before the peak integ-
ration if you want to be able to drag a data point to move the baseline
above the curve.

The baseline can be recalculated in the Edit Peak Table dialog box. The table below
describes how to do this:

Step Action
1 e Select Baseline:New:Calculate.
or
¢ Right-click and select New Calculate from the shortcut menu.
Result: The Settings dialog box opens.
2 ¢ Select an algorithm (Morphological is default).
3 e Adjust the Baseline parameters as desired.
or
¢ Click the Default Values button for the default values.
4 e Click OK.
Result: The baseline is recalculated.

Note: Select Baseline:New:Zero Baseline to replace the calculated baseline with a
zero baseline.
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The Edit Peak The illustration below shows the Edit Peak Table dialog box.
Table dialog box
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How todeletea  The table below describes how to delete a peak in the Edit Peak Table dialog box:
peak

Step Action

1 ¢ Click the Edit peaks icon.

3

¢ Click the peakin the curve or in the peak table to select the peak.

2 ¢ Right-click and select Delete Peaks from the shortcut menu.
or

o Select Edit:Delete Peaks.

Result: The peak is deleted and the remaining peaks are renumbered.
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How to add color The table below describes how to add a fill color and a pattern to a peak in the Edit
to a peak Peak Table dialog box:

Step Action

1 ¢ Click the Edit peaks icon.

3

e Move the cursor over the peak you want to edit.

Result: The cursor is changed into a larger arrow.

e Click to select the peak.

2 ¢ Right-click and select Fill Peak from the shortcut menu.

or
e Select Edit:Fill Peak.

Result: The Color and Pattern dialog box opens.

Color and Pattern K ER

LColor
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¢ Select a color and a pattern.
e C(Click OK.

Result: The peak is filled according to the selections.

Note: The color and pattern selections will override the general Fill settings that can
be selected for all peaks on the Peak Table tab in the Chromatogram Layout dialog
box.
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Peak start and
end points

How to splita
peak
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The beginning of each peak is marked with a drop-line above the curve, and the end
of each peak is marked with a drop-line below the curve. The illustration below shows
an example of start and end point drop-lines:

Peak start
Feak end

Where there are two peaks beside one another, the end of the first peak will be at
the same point as the beginning of the next peak. Thus, there will be a drop-line below
and above the curve at the same point. See the illustration below:

End of first

It is possible to split the peak into two new peaks by inserting a drop-line. The table
below describes how to split a peak in the Edit Peak Table dialog box:

Step Action

1 ¢ Click the Edit peaks icon.

I3

e Click the peak in the curve or in the peak table to select the peak.

2 ¢ Right-click and select Split Peak from the shortcut menu.

or
¢ Select Edit:Split Peaks.

Result: Anew drop-line is inserted at the middle point between the two
existing drop-lines and the peak is split.

Note: The area under each new peak will not be the same if the symmetry of the
original peak was not perfect.




How to join peaks
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It is possible to join the areas of adjacent peaks if they are separated by a drop-line.
The table below describes how to join adjacent peaks in the Edit Peak Table dialog

box:
Step Action
1 ¢ Click the Edit peaks icon.
e
e C(Click the peakin the curve or in the peak table to select the peak.
2 ¢ Right-click and select Join Left or Join Right from the shortcut

menu.

or
¢ Select Edit:Join Left or Edit:Join Right.

Result: The original intervening drop-line is removed and all peaks are
renumbered.

How to add peak The table below describes how to add names in the Edit Peak Table dialog box to

names

identify the peaks:
Step Action
1 e Click the Edit peaks icon.

3

¢ Click the peak in the curve or in the peak table to select the peak.

2 ¢ Right-click and select Peak Name from the shortcut menu.
or
e Choose Edit:Peak name.
or
¢ Double-click the peak in the peak table or the curve.
Result: The Edit Peak Name dialog box opens. The number and reten-
tion of the selected peak is displayed.
3 Type a name in the Peak name textbox and click OK.
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How to adjust The table below describes how to move the drop-lines to adjust the peak area in the
peak areas with  Edit Peak Table dialog box.
drop-lines

Step Action

1 ¢ Click the Edit peaks icon.

I3

¢ Click the peak in the curve or in the peak table to select the peak.

Result: Two vertical bars become superimposed over the drop-lines
that delimit the selected peak. The area between the bars is filled with
a yellow fill pattern.

2 Drag the bars to define the new limits for the selected peak.

Result: The drop-lines are moved and the peak areas are automatically
recalculated.

Note: A drop-line can never be moved beyond another drop-line or beyond a point
where the peak meets the baseline.

How to use the The table below describes how to use the zoom function in the Edit Peak Table dialog
zoom function box.

Step Action

1 e Click the Zoom icon.

©

&

Result: The cursor is changed into a magnifying glass.

2 e Press and hold the left mouse button.
e Drag the cursor over the area you want to zoom in on.
¢ Release the mouse button.

Result: The area is enlarged. Right-click and select Reset zoom to re-
store the full view.

The Integrate If needed you can use the selections on the Integrate menu to perform a peak

menu integration in the Edit Peak Table dialog box. This is useful for example if you want
tore-integrate the curve using different settings or integrate only part of a curve with
different settings.
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See 11.1.7 How to integrate part of a curve and how to exclude or skim peaks on
page 320 for more information.
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11.1.7 How to integrate part of a curve and how to exclude or skim peaks

11.1.7

Introduction

How to select part
of a curve
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How to integrate part of a curve and how to exclude or skim
peaks

There are several possibilities to improve the results if the peak integration is
unsatisfactory. This section describes:

e How to select only part of a curve for integration.

e How to exclude peaks.

e How to skim peaks.

These operations can be performed both in the Integrate dialog box in preparation

for the peak integration, or in the Edit Peak Table dialog box to adjust an
unsatisfactory peak integration. This section describes both alternatives.

The table below describes how to select only a part of a curve for peak integration
in the Integrate dialog box:

Step Action

1 e Choose Integrate:Peak Integrate.

Result: The Integrate dialog box opens.
¢ Click the Peak Window button.

Result: The Peak window dialog box opens.

4t Paak windaw [_[2]x]
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Type new X-axis values for the Left limit and the Right limit.

or

e Drag the vertical cursor lines to define the limits.
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Step Action

3 Click OK.

Result: The baseline will be calculated from the whole curve, but the
calculation of the peak areas is only performed on the selected section.

How to exclude You can define criteria to exclude peaks from integration. The table below describes
peaks how to define peaks to be excluded in the Integrate dialog box.

Step Action

1 Click the Reject peaks button.

Result: The Reject Peaks dialog box opens.

2 e Select the appropriate checkboxes and type values for height, width
and area.

¢ Define how many of the largest peaks you want to include.

e Click OK.

How to include Select the Accept negative peaks checkbox of the Integrate dialog box to include
negative peaks negative peaks in the integration.

Result: The negative peaks will be reported as negative areas in the peak table. By
default, negative peaks are not included in the integration.
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Peak skimmingvs. The area under a peak can be calculated either using separating drop-lines or peak
drop-lines skimming:

e Drop-lines are vertical marks that split two peaks at the valley. Drop-lines are
used mostly for peaks of relatively similar size. When a peak has a shoulder,
splitting with drop-lines will cause the first peak to lose too much of its area to the
peak that forms its shoulder.

e The Peak skim option can be used to skim off the smaller peak with a straight line

that starts in the valley between the peaks and ends at the other side of the smaller
peak, at the point where the skim line and the curve slope are equal.

The illustration below is an example of how a drop-line (A) and a skimmed peak (B)
affects the area under the main peak and the peak shoulder. The peak shoulder area
is marked in gray:

A B
Drop - ling
How to skim The table below describes how to select a ratio to skim peaks in the Integrate dialog
peaks box:

Step Action

1 Select the Peak skim checkbox.
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Step Action

2 Determine the ratio when peak skimming should be applied based on
the relationship in the illustration below:

> skim ratio

Note: The default ratio value is 10.

3 Type the ratio value in the text box.

How to integrate Part of a curve can be selected in the Edit Peak Table dialog box and integrated with
part of a curve settings that differ from the rest of the curve. The table below describes how to do
this.

Step Action

1 e Choose Integrate:Edit Peak Table.

Result: The Select Peak Table to Edit dialog box opens.
e Select the peak table to edit and click OK.

Result: The Edit Peak Table dialog box opens.
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Step Action
2 e C(Click the Peak Window icon.
Result: Two vertical cursor lines are displayed.
e Drag the cursor lines to the beginning and the end of the selected
part of the curve.
Srrde Peak Table i[5
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Note: All operations described below will only affect the selected part
of the curve.
3 If desired, change the integration parameters:

Reject peaks

e Choose Integrate:Settings.

Result: The Reject Peaks dialog box opens.

e Change the settings as desired and click OK.
Skim peaks

e Choose Integrate:Peak Skim.

Result: The Peak Skim dialog box opens.

¢ Select the Skim Peaks checkbox and type a ratio.
e Click OK.

e Choose Integrate:Peak Integrate.

Result: The selected part of the curve is peak integrated based on the

changed parameters.
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Measurements

It is possible to determine the coordinates of any point on a curve and to obtain
values for retention and peak height. This is a useful tool for many other functions,
such as for measuring the parameters used in baseline calculations.

Coordinates can be obtained in two ways:
e Through direct measurement.

e From peak table data.

The table below describes how to make direct measurements in a chromatogram:

Step Action

1 Right-click in the chromatogram and select Marker.

Result: A vertical line is set in the chromatogram. A text box in the top
left corner of the chromatogram displays the X-axis and Y-axis values
of the curve at the point where the vertical Marker line crosses the
curve. See the illustration below:

[ # Coann Pt VA _ 0w, oo 13 10 D btind 0 | | 0Rm 0t DATEN

[ 1101 min 373587 mau 1ot

=2

Note: The color of the Marker is the same as the selected curve.

2 Move the Marker with your mouse to display the peak data.

3 Click the curve name legend above the chromatogram to change to
another curve.

Result: The Y-axis is changed to the one corresponding to the new
curve.

4 Right-click and select Marker again to de-select the function.
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The table describes how to set a reference point:

Step Action

1 Right-click in the chromatogram and select Set Marker Ref. Point to
define a reference point for the marker position.

2 When the marker is moved from the reference point, the X-axis and

Y-axis values for the new position are displayed together with:
e the new position in relation to the position of the reference point,

e the minimum, maximum and average values for the curve interval
between the reference point and the new position.

The table below describes how to record a Snapshot of the current curve values:

Step Action
1 ¢ Right-click in the chromatogram and select Snapshot from the
shortcut menui.
Result: The Snapshot dialog box opens.
2 The dialog box displays all the curve data that was current at the

moment the snapshot was taken.
¢ Click the Save to file button to save the snapshot as an Excel file.

e Click the Print button to print the snapshot.

The retention time and amplitude of any peak can be viewed directly in a peak table
after an integration. This data and more is selected in the Chromatogram Layout
dialog box. The table below describes how to select peak table data.

Step Action
1 Click the Chromatogram Layout icon.
L
100
Result: The Chromatogram Layout dialog box opens.
2 Click the Peak Table tab.
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Step

Action

¢ Select the checkboxes on the Select peak table columns list for all
items that you want to display in the table.

e Click OK.
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11.2 Other evaluations

Introduction This section describes how the results can be used for other types of evaluations.

In this section This section contains the following sub-sections
Topic See
How to find slope values 11.2.1
How to create curves 11.2.2
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Retention scale

How to find slope values
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The slope values can be used in the Method Editor as parameters for the Watch

instruction.

Conditional Watch instructions can be set up to let the progress of a run be determined
by the events during the run, e.g. start to collect fractions when the first peak emerges.

The slope of the curve can be set as a condition to satisfy a Watch condition in the
method during the run. It is important to use accurate slope values for the specific

Watch instruction parameter.

You must first make a separation run with the sample you intend to purify. The result

from this separation run is then used to find the slope values.

Time should be used as the X-axis scale for retention.

Step Action
1 Click the Chromatogram Layout icon.
2 e C(Click the X-axis tab.

e Select Time.

e Click OK.

How to differenti- The slope values are measured on a differentiated curve. The table below describes

ate the curve

how to create a differentiated curve.

Step Action

1 Select Operations:Differentiate.

Result: The Differentiate dialog box opens.
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Step Action

2 e Select the UV curve you want in the Source chromatogram list.
¢ C(lick the First order radio button.
e Click OK.

Result: The differentiated curve opens in the chromatogram.

How to measure  Sometimes the differentiated curve must be filtered to reduce noise and ghost peaks
the slope values  before the measurements.

The table below describes how to measure the slope values on the differentiated
curve.

Step Action

1 Click the name of the differentiated curve (above the chromatogram
window) to select the curve.

2 Use the zoom function to magnify the curve over an appropriate area.

3 Right-click and select Marker from the short-cut menu.

Result: A vertical cursor bar opens in the chromatogram.

4 Place the Marker at the beginning of a peak where you want the
Watch conditions to be fulfilled, i.e. where the slope becomes higher.

5 Read the actual slope value in the active Marker text box in the top
left corner of the chromatogram window.

Note: The unit for the differentiated curve is mAU/min or AU/min. Any Y-axis value
for the differentiated curve is the UV curve slope at the selected retention point.
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Illustration: Slope The illustration below shows a measurement of the slope limit after differentiation:

value measure-
ment
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11.2.2 How to create curves

Introduction You can draw a curve of your own in the Evaluation module. This section describes

how this is done.

Note: The right to create and rename curves is defined in the user access rights and
may be restricted.

How to create
curves - step 1

The table below describes how to set up a chromatogram window to create a curve
in the Evaluation module.

Step Action

1 Open a result file.

2 Select Operations:Create Curve.

Result: The Create Curve dialog box opens.

createcurve %

Select help curvelz)

d R
(wi1: 01 Ho 157 001:1_U¥1_313nm :
[ 10201 Mo 157 007:1_UW2_290nm Minimum; |-49.EIEIDD
(103 01 Mo 167 001:1_UW3_Onm
[ 104 01 Mo 167 007:1_UW_Guot M airur: |5021.DDDD
[ 105 01 Mo 167 001:1_Cond
[ 106: 01 Mo 157 007:1_Flowd, Uit |D,ec1'ma{s;_
[ 107 01 Mo 157 007:1_FlowB i 3
[ 108 01 Mo 1567 001:1_Temp TS 7
[ 109 01 No 157 007:1_Pressure
[10: 01 Mo 157 001:1_CreatedCurve 1
-
4 | v[]
Mewunit... |

[ o ]

Cancel | Hen |

Select one or more Help curves.

Select

e minimum and maximum values for the Y-axis.

e appropriate units from the Unit list.

Note: The help curve determines the minimum and maximum values
for the X-axis.

Click OK.

Result: The Create Curve chromatogram window opens.
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How to create In the Create Curve dialog box you can also create new units for the curve. The table
new units below describes how this is done.

Step Action

1 Click the New unit button.

Result: The Create New Unit dialog box opens.

2 Type a new unit name and a number of decimal places.

3 Click OK.

Result: The Create New Unit dialog box is closed. The new unit is now
available in the Create Curve dialog box.

How to create The new curve is created in the Create Curve window. The table below describes
curves - step 2 how to work in this window.

Step Action

1 Click the Set Curve Points icon.
KX
oo
2 e Click toinsert curve points in the chromatogram.

e Add more points to draw the curve.

Result: A green square marks the new curve point. The curve is drawn
from the previous point. Hold the cursor over the inserted point to see
the coordinates displayed.

Curve mode

¢ Theregular spline mode draws the curve as a smooth line near but
not through every point.

¢ Click the Spline through checkbox to draw the curve through all
of the curve points.

3 Move a point

e Select the point and drag it to the new position.

Result: The curve is redrawn.
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Step Action
4 Delete a curve point
e Double-click the curve point.
or
¢ Select the point and click the Delete button.
or
¢ Select the point, right-click and choose Delete Point from the
shortcut menu.
5 ¢ Click the Zoom icon to focus on details in the curve.
Note: Right-click and select Reset zoom to return to the full view.
¢ Right-click in the chromatogram window and select Marker.
e Position the Marker bar over peaks in the help curve to measure
the coordinates.
Result: The coordinates are displayed in the Marker text box in the top
left corner of the chromatogram.
Note: Click the Marker text box to display the coordinates for the cre-
ated curve. Click again to return to the help curve coordinates.
6 Click OK.
Result: The Save Curve dialog box opens.
7 Type a new name if desired and click OK.
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How to force the
curve through
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The illustration below is an example of a curve created by using the Draw Spline
command in the Create Curve chromatogram window.
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In cases where you have created a curve and not selected the Spline through option,
you may want the curve to pass through some of the points that are outside the
created curve. The table below describes how to force the curve through these points:

Step Action

1 ¢ Select the curve pointimmediately before the curve point you want
to connect to.

2 e C(Click the Draw straight to next point button.

between the two points.

Result: The curve is adjusted so that it is drawn as a straight line
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In this section
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Automated evaluation procedures

An evaluation procedure is a recorded sequence of interactive operations in the
Evaluation module, which can be executed for automated data evaluation and report
generation. The concept is similar to the "macro" facilities in other programs. This
section describes how to work with automated evaluation procedures.

This section contains the following sub-sections

Topic See

How to create a new procedure 1131
How to edit a procedure 11.3.2
How to run a procedure 11.3.3
How to rename and remove procedures 11.3.4
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11.3.1 How to create a new procedure

Introduction You can use the Procedure Editor to record or create a new procedure. The Procedure
Editor can also be used to view and edit the instructions within a procedure. This
section describes how to use the Procedure Editor to record new procedures.

The Procedure Ed- The illustration below shows the Procedure Editor in Record mode.
itor dialog box
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Close |

How torecorda  The table below describes how to record a new procedure.
procedure

Step Action

1 Open the result file in the Evaluation module.

2 Choose Procedures:Record On.

Result: The Procedure Editor dialog box opens in record mode.

3 Minimize the Procedure Editor dialog box.

4 Perform the evaluation steps that the procedure is to contain.

Result: The steps are recorded in the order that they are performed.
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structions
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Step

Action

Stop the recording

e Choose Procedures:Record Off.

or

¢ Restore the minimized Procedure Editor dialog box and click the
Stop button.

or

e Restore the minimized Procedure Editor dialog box and select
Control:End Record.

Choose File:Save or File:Save As in the dialog box.

Result: The Save As dialog box opens.

e Type a name for the new procedure in the Procedure name text
box.

¢ Selectthe Global procedure checkbox if desired (see further inform-
ation below).

e Click OK.

Result: The procedure is saved and available for future use.

Click the Close button to close the dialog box.

You can choose to save the new procedure as a Global procedure. This makes the
procedure available to all users. The procedure will have (Global) before the name
to designate that it is available to all users.

You must have Edit global list(s) authorization to be able to save Global procedures.

You can select instructions in the Procedure Editor dialog box to build a complete
procedure step by step. The procedure instructions are described in B.4 Procedure
instructions on page 389. The table below describes how to create a new procedure
with instructions.

Step

Action

1

Choose Procedures:Edit:New.

Result: The Procedure Editor opens in Edit mode.
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Step Action

2 e Select an instruction from the Instruction list.
e Type the appropriate parameters in the Parameter field.
e C(Click Insert.

3 Repeat step 2 until the procedure is complete.

4 Choose File:Save.

5 Type a procedure name and click OK.

6 Click the Close button in the Procedure Editor.
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11.3.2 How to edit a procedure

Introduction Evaluation operations are represented by instructions in the Procedure Editor dialog
box. The instructions can be modified to suit other specific evaluation needs and be
saved for later use. This section describes how to use the Procedure Editor to edit a
procedure.

How to edita pro- The table below describes how to edit an existing procedure:
cedure

Step Action

1 Select Procedures:Edit:Open.

Result: The Open Procedure dialog box opens.

2 Select the procedure from the list and click OK.

Result: The Procedure Editor opens in Edit Mode.

3 Select an instruction in the procedure window.

Result: The instruction parameters are displayed in the Instruction
and Parameter fields. A short definition of the selected instruction is
displayed at the bottom left corner.

4 Type new values in the Parameter text boxes and click the Replace
button.

Result: The old parameters are replaced by the new parameters.

5 Add a new instruction

¢ Select the instruction in the procedure immediately before where
you want the new instruction.

e Select a type and an instruction in the Instruction field.
e Type parameter values in the Parameter field.
¢ Click the Insert button.

Result: The new instruction is inserted after the selected instruction.

6 Remove an instruction

Select an instruction in the procedure and click the Delete button to
remove the instruction from the procedure.

7 Choose File:Save and click the Close button to close the dialog box.
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Appendix B.4 Procedure instructions on page 389 contains a list of procedure
instructions with descriptions.

If you start recording again you can add more instructions to a procedure that is
already open in the Procedure Editor:

e The new instructions will be added to the end of the present procedure.

or

e The new instructions will be inserted after the selected instruction if an instruction
has been selected.

The procedure will stop and display an error message if an instruction calls for an
invalid operation when the procedure is run. Any subsequent instructions in the
procedure will not be executed.

Curves are identified only by their storage position. An instruction can become invalid
if it addresses the wrong curve:

Example

e The instruction ADD (01,02,03) will try to add curve 01 to curve 02 and store the
result in position 03.

e Acurve in position 03 that is not a raw data curve will be overwritten.

e Araw data curve in position 03 cannot be overwritten and the procedure will be
stopped at that point.

When a classic or morphological algorithm is used to calculate a baseline, UNICORN
will suggest default values for the four control parameters based on the appearance
of the curve. To instruct UNICORN to use default values appropriate for the curve
every time the procedure is run, choose the default setting in the appropriate fields
for the parameters.

Example

e CALCULATE BASELINE (01, 06, XXX, XXX, XXX, XXX)

Can be changed to:

e CALCULATE BASELINE (01, 06, DEFAULT, DEFAULT, DEFAULT,

DEFAULT)

It is not advisable to edit existing global procedures. Open the global procedure
instead and save a copy under a new name. Use this copy for editing purposes.
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How to run a procedure

You can run the saved procedures either for a specific chromatogram or as batch
runs.

The table below describes how to run a procedure for a specific chromatogram.

Step Action

1 Open a result file.

2 Select Procedures:Run.

Result: The Run Procedure dialog box opens.

3 Select the procedure from the list and click OK.

Result: The procedure is executed.

Note: You can also open the procedure in the Procedure Editor dialog box and choose
Control:Run or click the Play button.

It is possible to apply an evaluation procedure to a designated batch of result files if
they are not open in the Evaluation module. An open file will not run and an error
message will be displayed.

The batch run is performed in the background of the Evaluation module and the
results of the run are not seen, with the exception of prints and documentation that
are defined as steps in the procedure. For example, batch runs are useful

e to perform integration with the same parameter settings on many results,

e to print a number of results with the same settings.

The table below describes how to perform a batch run:

Step Action

1 Choose Procedures: Batch run.

Result: The Open Procedure dialog box opens.

2 Select the procedure from the list and click OK.

Result: The Batch Run dialog box opens.
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Step Action

3 Use the Browse button to find and select the folder to search for result
files and chromatograms.

Note: The search will only be performed in the selected folder. You can
use standard wildcard characters and define restricting search criteria
for the Result and Chromatogram fields. Up to 10 user-defined search
filters can be saved in the drop-menus.

4 Click the Search button.

Result: A list of found chromatograms is displayed.

5 Select the chromatograms you want to perform the run on.
¢ The Select All button selects all chromatograms.

¢ The Clear button removes all chromatograms from the list.

6 Click the Run button.

Result: The batch run is performed and any created curve or peak
table will automatically be saved in each result file.

The Batch Run The illustration below is an example of search results in the Batch Run dialog box:

dialog box
g r'ru Batch RBun [ Report_Chromatogram ] [ _ [ ]|

— Chromatogram selection

Folder Ic:'\...\DefauIt‘\ j Browse. . |

Besult [Baseine” x| Browse.. | Al |
=l

Chromatogram I Browse... | Al |

r— Found chromatograms

Search I [w|Baszeline example 1 1

[w|Bazeline example 2 1

Clear | [WBaszeline example 3 1
Select all |

Run %J Cancel Help
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How to batch-run Evaluation procedures combined with batch runs can be a useful tool to produce
reports printed documentation simultaneously for many result files, e.g. for a number of
scouting runs. The table below describes how to create a procedure to batch-run

reports.

Step

Action

1

Choose Procedures:Record On to record a procedure.

2

Choose File:Report.

Result: The Generate Report dialog box opens.

Choose a report format.

Click the Print button as the final instruction.

Choose Procedures:Record Off.

Save the procedure.

Note: A printing procedure can also be saved with a method to produce
automatic prints at the end of a run.

Note: When for example a batch run is performed, the latest version of the procedure
will be used. However, procedures that are saved with a method are not affected if
the original procedure is edited at a later time.

How to add pro-  You can add up to 15 created evaluation procedures to the Procedures menu in the

cedures to the Evaluation module. The table below describes how to add procedures to the menu:
menu

Step Action

1 Select Procedures:Menu.

Result: The Edit Procedures Menu dialog box opens.

¢ Select the checkboxes of the procedures you want to display on
the menu.

e Click OK.

Result: The selected procedures are included on the Procedures menu.

Remove a procedure

Open the Edit Procedures Menu dialog box and select the checkbox again to de-select
and remove a procedure from the menu.
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The procedures that you have created can be renamed or removed from the list of
available procedures. This section describes how this is done.

The table below describes how to rename a procedure.

Step Action
1 Choose Procedures:Edit:Rename.
Result: The Rename Procedure dialog box opens.
2 Select a procedure.
Result: The procedure name is displayed in the New name text box.
3 Type the new name.
4 Click OK.
Result: The procedure name is changed.

The table below describes how to delete a procedure.

Step Action
1 Choose Procedures:Edit:Delete.
Result: The Delete Procedure(s) dialog box opens.
2 Select a procedure.
3 e C(Click OK.

e Click the Yes button to confirm.

Result: The procedure is deleted.

It is not advisable to edit existing global procedures. Open the global procedure
instead and save a copy under a new name. Use this copy for editing purposes.
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System settings

This chapter describes some of the general system settings.

This chapter contains the following sections

Topic See
General information about system settings 12.1
Alarms 12.2
Curves 12.3
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System settings

When to change
the system set-
tings

How to change
the default set-
tings

System settings 12

General information about system settings

The system settings
e define settings for alarms and warnings

¢ select the data that will be stored in result files

Each system has a set of default settings.

e Changes to the default settings should be made when the system is installed.

Certain system settings may need to be adjusted in the following cases:

e |f system components are changed: e.g. the alarm and warning limits
e For specific separation runs: e.g. the monitor and curve settings.

Note: Only the settings for the selected components will be shown for strategies
where you select the system components.

The table below describes the two different ways to change the default system
settings.

Change Effect

To assign a new value to a parameter | The specific change is valid only until
within a method. End in the method. After End the para-
meter returns to its default setting.

Note: Only some parameters can be
changed in the method.

To assign a new value to the system The new value is valid for all runs and
setting. remains until you change the value
again or return the setting to its default
value. See "How to assign a new value
to a system setting" below.

Like the default values, the new value
can be changed temporarily in a
method.

Note: You must have System settings authorization to assign a new value to an
actual system setting.
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How to assignh a
new value to a
system setting

Limits for monitor
signals in meth-
ods

28-4010-48AA e p 348

The table below describes how to assign a new value to a system setting in the

System Control module.

Step

Action

1

Select System:Settings.

Result: The Instructions dialog box for the connected system opens.
The illustration below shows the dialog box opened with the Alarms
group of settings selected.
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Click the radio button to select one of the following instruction groups:
e Alarms

e Specials

e Monitors

e Curves

Result: The instructions for the group are displayed. The parameters

are listed below each instruction. The title bar of the dialog box shows
the selected instruction group.

e Select a parameter from the list.

e Change the setting value in the Parameters field.

Result: The parameter is updated with the new value in the list.

Click the Set Selected Parameter To Strategy Default Value button
to return to the default value (if necessary).

Result: The default setting that was defined in the system strategy is
restored. Only the selected parameters will be restored.

Click OK.

If the system strategy allows, limits for certain monitor signals can be set in the
method. These limits will only work locally in the method and override the global
settings as long as the method is in operation.
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12.2 Alarms

Introduction This section is a description of the Alarms system settings.

Alarms and Warn- The Alarms settings define the upper and lower Alarm and Warning limits for process
ings monitor signals.

The table below describes the difference between Alarms and Warnings.

If the signal exceeds... | then...

the Alarm limits e analarm sounds
e an alarm message is displayed

e the process is paused (i.e. the method execution is
suspended and all pumps are stopped)

e the alarmis noted in the logbook.

The situation must be acknowledged and corrected
before the process can be continued.

the Warning limits e awarning message is displayed
e the process continues

e the warning is noted in the logbook.

Note: The message text in an Alarm dialog box and the corresponding text in the
logbook are both color-coded in red. Warning texts are color-coded in orange both
in the dialog box and in the logbook. The text in the logbook is changed into black
when the Alarm or Warning is acknowledged.

Note: The Alarms are not active unless the mode is set to Enabled.

Alarms in a net-  Alarms and warning messages are displayed on all stations with a connection to the
work concerned system. This is regardless of the activity that is currently performed in
UNICORN and regardless of the identity and access rights of the current user.

Alarms and warnings can only be acknowledged from the station that is connected
in control mode.
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12.2 Alarms

The hysteresis
setting
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The hysteresis setting (not available for AKTAdesign systems) for a warning determines
to which extent the signal can oscillate up or down from the warning limit threshold
without re-activating a warning.

After the signal has activated a warning, the warning will not be repeated as long as
the signal remains within a window defined by the hysteresis setting above and below
the warning limit. This prevents repeated warnings from noisy or oscillating signals
close to the warning boundary.

Warning limit } Hys)t(e;eas

WARNING WARNING

Note: Hysteresis is only relevant for warnings, since an alarm puts the system into
Pause mode at the first alarm.




12.3

Introduction

The Instructions
dialog box

Curve settings

Store and Time
between samples

Curves

System settings 12

This section is a short description of the Curves system settings.

The illustration below shows the Instructions dialog box with the Curves instructions

selected.
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The curve settings determine which monitor signals that will be stored as curves in
the result file. Verify that Store:ON is set in the Instructions dialog box for all signals

that are to be stored.

Warning: If a curve is set to Store:OFF, data from the specific monitor cannot be
displayed in the curves window during a process run. The data will not be recorded

in any way.

The table below describes the function of the two curve settings.

Setting

Function

Store (OFF/ON)

This setting determines whether the
curve data is stored or not.

Time between samples

This setting determines with which fre-
guency curve data is recorded. It does
not affect the reading frequency of the
actual monitor. Default value is the
shortest possible time between
samples.
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13 System maintenance and error reporting
Introduction This chapter describes the system maintenance and error reporting functions.
In this chapter This chapter contains the following section

Topic See

How to generate problem reports 13.1
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13.1

Introduction

In this section

System maintenance and error reporting 13

How to generate problem reports

UNICORN contains a Generate Report Wizard for registration of errors or problems
that you have detected or that occur during a run. The Generate Report Wizard

takes you through the steps to generate your report.

There are two ways of accessing the Generate Report Wizard:

e From the UNICORN Manager

e From the System Control.

This section contains the following sub-sections

Topic See
How to generate a report from the UNICORN Manager 1311
How to generate a report from the System Control 13.1.2
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13.1 How to generate problem reports
13.1.1 How to generate a report from the UNICORN Manager

13.1.1 How to generate a report from the UNICORN Manager

Introduction The Generate Report Wizard is used to generate problem reports. This section
describes how to generate a problem report from the UNICORN Manager.

Step 1: How to The table below describes how to create a report with the Generate Report Wizard.
create the report

Step Action

1 Select Administration:Create System Report in the UNICORN Man-
ager module.
2 The first step is a Welcome screen.

e (lick the Next button.

Result: The Systems dialog box opens with a list of the available sys-

tems for the logged-on user.

¢ Select a system for which the report is to be generated and click
the Next button.

Result: The Description dialog box opens.

3 Add the following information in the dialog box:
e ashort description of the problem
e the circumstances under which the problem occurs

e the consequences of the problem.

Click the Next button.
Result: The Reproducibility dialog box opens.

4 Specify whether the problem is reproducible or not. Select one of these
alternatives:

e Yes

(Provide a short description in the text box of how the problem can
be reproduced)

* No

¢ Unknown.

Click the Next button to proceed to attach example files (see table
below).
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Step 2: How to at- You can attach result files, method files and/or log files to the problem report.

tach a file The table below describes how to attach a file:

Step Action

1 The Attachments dialog box is displayed:
Attachments
Result | Method | System log | Globallog |
[1Bageline example 1.res Add
:&?asdmeemmplezl“ |
Delete |
-—System informatio
¥ Computer & operating system information
I | SHT & Frandiwene it armation
v Integrity check
it l Freview | < Back Mewt > Cancel I Help I
2 ¢ Depending on the character of the file to be attached, select the

appropriate tab: Result, Method, System log or Global log.
e Attach the file:

- Click the Add button.

- Select afile in the dialog box and click the Attach or OK button.
Result: The selected file is added to the tab in the Attachments dialog
box.

Note: To remove afile, select the check box and click the Delete button.
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13.1 How to generate problem reports

13.1.1 How to generate a report from the UNICORN Manager

Step 3: How to
generate and
save the report
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Step

Action

To include more information in the report, select the appropriate check
boxes in the System information field. By default, all options are
checked.

Computer & operating system information

A summary of the computer and operating system information, for
example type of processor, processor speed, RAM, hard disk capacity
and printer.

AKTA hardware information

A summary of the specific AKTAdesign hardware, for example the in-
strument and PROM version for every instrument that is connected.
Integrity check

When UNICORN is installed a checksum calculation is performed on
the stationary files (*.dll and *.exe) for the system. An integrity check
means that a new checksum calculation is performed for the same
files in their folders. This new calculated value is compared with the
checksum value obtained during installation. The results of the com-
parison are presented in the report and any deviations are included.

o Click the Next button.

Result: The Generate report dialog box is displayed.

Proceed to Step 3: How to generate and save the report below.

The table below describes how to generate and save the report:

Step Action

1 By default, the report is saved in the folder Unicorn\Reports.
If you want to save the report at another location, select a folder in
the tree structure.

2 You also have these options:
¢ Click the Preview button to open the report in Notepad.
¢ Click the Print button to print the report without any preview.

3 Click the Finish button to generate and save the report.




13.1.2

Introduction

Step 1: How to
create the report

System maintenance and error reporting 13

How to generate a report from the System Control

The Generate Report Wizard is used to generate problem reports. When an error
message appears in System Control, you can activate the report wizard from the
error message dialog box. The Generate Report Wizard can also be activated anytime
if you choose System:Report.

When an error message appears in System Control, follow the instructions in this
table to activate the Generate Report Wizard and create a report:

Step Action

1 ¢ C(Click the Report button in the error message dialog box.

or

e Choose System:Report.

2 The first step is a Welcome screen.
Click the Next button.

Result: The Description dialog box is displayed and shows a list of the
problems/errors that have occurred. All the problems/errors that have
occurred, together with help texts, are automatically recorded and
included in the report.

¢ If you select a specific error in the Description dialog box, the ap-
propriate help text is shown in the error message box.

3 Add the following information in the Description dialog box:
¢ Ashort description of the problem.
e The circumstances under which the problem occurs.

¢ The consequences of the problem.

Click the Next button.
Result: The Reproducibility dialog box opens.
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13.1 How to generate problem reports

13.1.2 How to generate a report from the System Control

Step

Action

Specify whether the problem is reproducible or not. Select one of these
alternatives:

e Yes

(Provide a short description in the text box of how the problem can
be reproduced.)

* No

e Unknown.

Click the Next button to proceed to attach example files (see table
below).

Step 2: How to at- You can attach method files and/or log files to the problem report.

tach a file
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The table below describes how to attach a file:

Step

Action

1

The Attachments dialog box is displayed:

Result | Method | System log || Globallea |
[ |Baseline example 1.res Add
ﬂfﬁééﬁhé"&ﬁ&nﬁiei gy I
Delete |
— System information

v LComputer & operating system information
[T | AHT A Frandware (hfarmation

V| Integrity check

it Preview < Back Mewt > Cancel Help
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Step

Action

e Depending on the character of the file to be attached, select the
appropriate tab: Result, Method, System log or Global log.

e Attach afile:

- Click the Add button.

- Select afile in the dialog box and click the Attach or OK button.
Result: The selected file is added to the tab in the Attachments dialog
box.

Note: To remove a file, select the checkbox and click the Delete button.

To include more information in the report, select the appropriate check
boxes in the System information field. By default, all options are
checked.

Computer & operating system information

A summary of the computer and operating system information, for
example type of processor, processor speed, RAM, hard disk capacity
and printer.

AKTA hardware information

A summary of the specific AKTAdesign hardware, for example the in-
strument and PROM version for every instrument that is connected.

Integrity check

When UNICORN is installed a checksum calculation is performed on
the stationary files (*.dll and *.exe) for the system. An integrity check
means that a new checksum calculation is performed for the same
files in their folders. This new calculated value is compared with the
checksum value obtained during installation. The results of the com-
parison are presented in the report and any deviations are included.

e Click the Next button.

Result: The Generate report dialog box is displayed.

Go to step 3 below.
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13.1.2 How to generate a report from the System Control

Step 3: How to The table below describes how to generate and save the report.
generate and
save the report Step Action
1 By default, the report is saved in the folder: Unicorn\Reports.

If you want to save the report in another location, select a folder in
the tree structure.

2 You also have these options:
¢ Click the Preview button to open the report in Notepad.

¢ Click the Print button to print the report without any preview.

3 Click the Finish button to generate and save the report.
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A Troubleshooting

Introduction This appendix describes different problems which may arise in UNICORN and how
to solve the problems.

In this chapter This chapter contains the following sections
Topic See
Logon Al
UNICORN access A.2
Methods and method runs A3
Evaluation A4

e p 361



A Troubleshooting
A.l1 Logon

A.l

In this section

Unable to log on
to UNICORN
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Logon

This section describes how to solve the following log on problems:
e Unable to log on to UNICORN

e Error message “Strategy file error”.

The table below describes some log on problems and their solutions:

Problem description

Solution

You have forgotten your password.

Ask the system administrator to supply
a new password.

Username and password not accepted

You cannot log on although you use
your correct username and password.

Reason: The file USERS3 0 .MPM in the
folder \UNICORN\SERVER\FIL could
be corrupt.

e Restore the file USERS30.MPM from
the latest back-up copy

or

¢ reinstall the default user.

No user names: Remote station
Both these conditions must apply:

e The User name drop-down box in
the Logon dialog box is empty.

e You are trying to log on from a re-
mote station in a network installa-
tion.

Make sure that the computer is logged
on to the network before you start
UNICORN.

Note: A remote station accesses the
user list directly from the network
server.

No user names: Local station

The user list on a local station in a net-
work installation is not up to date.

Make sure that the computer is logged
on to the network before starting
UNICORN.

Note: The user list is stored locally on a
local station, and is updated automatic-
ally from the network server if the

computer is logged on to the network.




Error message
“Strategy file er-
ror”

Troubleshooting

The table below describes some problems and their solutions:

Problem description

Solution

Stand-alone installation

If you receive the error message
“Strategy file error” in a stand-alone in-
stallation, the strategy file is probably
corrupt.

Reinstall the strategy as described in
the Administration and technical
manual “Install selected software com-
ponents after the initial installation”.

Network installation

In a network installation, the error
message “Strategy file error” may ap-
pear if you try to create a method for
a system not physically connected to
the computer.

Make sure that the computer is logged
on to the network before UNICORN is
started, so that the strategy file on the
server disk is accessible.
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A.2 UNICORN access

A.2

In this section

Unable to access
certain UNICORN
functions

Connection prob-
lems
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UNICORN access

This section describes how to solve the following UNICORN access problems:

e Unable to access certain UNICORN functions

e Connection problems
- Connections are not available

- System is not available

- Error message in a network installation

- You cannot control the system

e Run data Connection in System Control displays a “NO [1]”, “NO [2]” or “NO [3]".

The table below describes an access problem and its solution:

Problem description

Solution

UNICORN functions to which you do not
have access appear grey in the menu
and cannot be used.

Choose Administration:User Setup in
the UNICORN Manager to change the
user profile.

Note: Contact the system administrator
if you are not authorized to change
your user profile.

The table below describes some connection problems and their solutions:

Problem description

Solution

The connections are not available.

¢ Check the connection between the
PC and the oligonucleotide system.

e Checkthat the power to the chroma-
tography system is turned on.

The connections are not available even
though

e the connection between PC and oli-
gonucleotide system appears to be
correct

e the power is turned on.

e Quit UNICORN.

e Shut down and switch off the com-
puter.

» Switch off the oligonucleotide sys-
tem.

 Restart the entire system.




The Connection
field in System
Control displays a
“NO [X]”

Troubleshooting A

Problem description

Solution

A system is not available when you at-
tempt to establish a connection.

Check that you have access rights to
the system. Access rights are not auto-
matically assigned for a newly defined
system.

You receive the error message “Cannot
connect to system...” in a network install-
ation.

e Check that the local computer to
which the system is connected is
turned on and logged on to the net-
work.

e Checkthatthe computer where you
try to establish a connection is
logged on to the network.

¢ Checkthat the limit of 8 connections
to the system has not been ex-
ceeded.

You can establish a connection but
cannot control the system, that is the
Manual menu commands in the Sys-
tem Control are grey.

e Checkthat no other user has a con-
trol mode connection.

e Check that you have sufficient ac-
cess rights to control the system
manually.

The table below describes some connection problems and their solutions:

Problem Description Solution

The Connection fieldin | ® Check that the UNICORN PC Control board is con-

the Run data pane in figured according to the settings made during the
System Control says installation of the program. The same Control unit
“NO [1]" or “NO [2]". number, Address and IRQ must be set at the Control

board, see the Administration and technical manual
“Hardware installation”.

e The communication may also fail if there is a conflict
between the UNICORN PC Control board configura-
tions and other boards in the PC. If so, select a free
Address and a free IRQ during UNICORN installation
and at the Control Board, see the Administration
and technical manual “Hardware installation”.
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Problem Description

Solution

The Connection field in
the Run data pane in
System Control says
“NO [3]".

Choose Administration:System Setup in the
UNICORN Manager.

Select the system with problems in the dialog
box and click the Edit button.

Check that the strategy, computer name and
the control number are correct according to the
installation at the local station which is physically
connected to the system. See the Administration
and technical manual “System definitions”.

If you connect remotely to a system

check that the local station which is physically
connected to the system is turned on

check that the network is functioning at both the
remote and the local station.

Check that the limit of eight connections to the
system has not been exceeded.




Troubleshooting A

A.3 Methods and method runs

In this section This section describes how to solve the following method and method run problems:
e Cannot perform Quit or Logoff
e Monitor signals do not appear in the Curves pane in System Control
e Error message “Couldn't create result file... Destination path could not be found”
¢ The Method-System Connection dialog box keeps appearing
¢ The Method Editor window does not fit on the screen
e There are red instructions in a method
e After Windows® logout and login you cannot get a system connection

e The Print screen command does not send a copy of the screen to the printer

Cannot perform  The table below describes a problems and its solutions:
Quit or Logoff

Problem description Solution

You are unable to perform Quit or Lo- | You might be running a MethodQueue.
goff from UNICORN for a connection. | This function requires a control mode
connection in order to start subsequent
cycles correctly.

Action: Stop the MethodQueue before
you quit or log off.
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A.3 Methods and method runs

Monitor signalsdo The table below describes a problem and its solution:

not appear in the
Curves panel in
System Control

Error message
“Couldn't create
resultfile... Destin-
ation path could
not be found”
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Problem description

Solution

Monitor signals do not appear in the
Curves pane in System Control.

e Choose System:Settings in System
Control

Result: The System Instructions dialog
box opens.

e Choose the Curves group in the In-
structions field.

e Set the Store option to ON.

U1 Parameters
Stare

© oFF

%, 0N
by

Signals for which Store is set to ON can
be selected from the View:Proper-
ties:Curves dialog box in System Con-
trol.

The table below describes a problem and its solution:

Problem description

Solution

If you receive the error message
“Couldn't create result file... Destination
path could not be found” at the end of
a method, the local computer was un-
able to access the folder specified in
the result file path.

This may happen if the specified folder
is on the network server and network
communication has been lost. The res-
ult file is saved in the Failed folder on
the local station.




The Method-Sys-
tem Connection
dialog box keeps
appearing

Troubleshooting A

The table below describes a problem and its solution:

Problem description

Solution

If the Method-System Connection dia-
log box keeps appearing you have
some method(s) which is not connected
to a system.

Reason: Most likely you have imported
some method(s) with the command
File:Copy from External in the
UNICORN Manager.

Connect the method(s) to the appropri-
ate system.

The Method Editor The table below describes a problem and its solution:

window does not
fit on the screen

Problem description

Solution

The Method Editor window does not fit
the screen and has scroll bars.

Reason: The incorrect font size might
be installed.

e The display screen resolution may
be set to “1024x768x65536" with
“Large fonts”. You need to install the
“Small fonts”. This requires that you
have the Windows 2000 or Windows
XP CD-ROM that was shipped with
your Compaq computer.

¢ |nsert the CD-ROM and follow the
directions on the screen.

Note: Always install the latest service pack after you have installed something from

the Windows 2000/XP CD-ROM.
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There are red in-
structionsina
method
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The table below describes some solutions to syntax error problems:

Problem description

Solution

Red instructions (instructions with a red
dot) in a method are syntax errors and
may be due to the following:

e The method was connected to the
wrong system, that is the strategy
of the system is incompatible with
the method.

e The method instructions do not cor-
respond to the components you
have chosen for your system. Check
your system components under
Administration:System Setup in the
UNICORN Manager.

e The Copy function was used instead
of Copy from external when a
method was imported from a
diskette.

e The wrong system may have been
selected in the Save As dialog box
in the Method Editor.

e You may also have templates not
intended for your system, which
might be the case for custom de-
signed systems.

e The systems strategy has been up-
dated with a new strategy that dif-
fers in the instruction set.

There are several actions that you can
take:

e Check that the method has been
connected to the correct system in
either of these ways:

- inthe System Method Connec-
tion dialog box when you use the
Copy from external dialog box

- in the Save As dialog box in
Method Editor.

e |f the system is custom designed,
open the Method Editor, select the
red instruction and either delete it
or replace it with a corresponding
instruction (if available) from the In-
struction box. Repeat this for all red
instructions before saving the
method.




After Windows
logout and login
you cannot geta
system connec-
tion

Print screen does
not send a copy of
the screen to the

printer

Troubleshooting A

The table below describes a system connection problem. This applies only to local

systems, not remote systems:

Problem description

Solution

You have logged out of Windows 2000
and then logged in again, but you can-
not get a system connection in
UNICORN.

Reason: If you shut down Windows
2000 with the command Start:Shut-
down:Close all programs and log in
as a different user, you will not be able
to obtain a System Control connection
in UNICORN the next time you or anoth-
er user logs on. This is because the de-
scribed shutdown procedure automat-
ically shuts down a number of pro-
cesses, including those needed for sys-
tem connection. The services are only
started when the computer is booted

up.

Restart the computer in order to obtain
a system connection in UNICORN.

The table below describes how to solve a printing problem:

Problem description

Solution

The Print screen command only makes
a copy of the screen to the clipboard
and not to the default printer.

If you want to print the view on the
screen, press the <Print Scrn> key and
paste the image from the clipboard into
an appropriate program, such as
Microsoft® Paint, and then print out the
image.
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A.4

In this section

Incorrect date
and time in the
result file

Evaluation

¢ Incorrect date and time in the result file

e Evaluation procedure aborts

This section describes how to solve the following evaluation problems:

The table below describes a problem and its solution:

Problem description

Solution

The result file shows incorrect date and
time.

Check the system clock setting.

The date and time recorded in the result
file are taken from the PC system clock
setting.

Evaluation proced- The table below describes a problem and its solution:

ure aborts
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Problem description

Solution

The evaluation procedure aborts.

Instructions in an evaluation procedure
refer to curves by identification number
irrespective of the curve names. Make
sure that the curves processed when
the procedure is executed are compat-
ible with those processed when it was
recorded. An evaluation procedure
aborts if you try to store resulting
curves at the position of an original raw
data curve.




Evaluation functions and instructions B

B Evaluation functions and instructions
Introduction This appendix describes the functions that are implemented in the Evaluation module.
In this chapter This chapter contains the following sections
Topic See
Smoothing algorithms B.1
Baseline calculation theory B.2
Peak table column components B.3
Procedure instructions B.4
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B.1 Smoothing algorithms

B.1 Smoothing algorithms

Introduction This section describes how the smoothing functions are calculated. Choose
Operations:Smooth in the Evaluation module to view and edit the options.

Moving Average  The table below describes the process when the Moving Average smoothing algorithm
is used.

Stage Description

1 For each data point in the source curve, the processed curve is calcu-
lated as the average of the data points within a window centered on
the source data point.

¢ The width of the window is determined by the parameter value,
expressed as number of data points.

2 When the source point is less than half the window size from the be-
ginning of the end of the curve, the average is calculated symmetrically
round the source point over as many data points as possible.

¢ If you increase the window width, the smoothing effect is also in-
creased.

Note: The filter algorithm only accepts odd integer parameter values between 1 and
151. If an even number has been given, it is incremented by one (1).

Autoregressive The table below describes the process when the Autoregressive smoothing algorithm

is used:
Stage Description
1 The first data point in the source curve is copied to the processed
curve.
2 For each subsequent data point, the previous processed point is mul-
tiplied with the parameter value and added to the current source data
point.

28-4010-48AA e p 374



Median

Evaluation functions and instructions B

Stage

Description

The result is then divided by the parameter value plus 1 according to
the following formulae:

t, =5

t = (p*t n-1+ Sn)
: p+1)

Where:

t,, = current processed point.
t,.1 = previous processed point.
Sp = current source point.

p = smoothing parameter value.

Note: If you increase the parameter value, the smoothing effect is also
increased.

Note: The filter algorithm only accepts integer parameter values between 1 and 25.

The table below describes the process when the Median smoothing algorithm is used.

Stage

Description

1

For each data point in the source curve, the processed curve is calcu-
lated as the median of the data points within a window centered on
the source data point.

¢ The width of the window is determined by the parameter value,
expressed as number of data points.

When the source point is less than half the window size from the be-
ginning of the end of the curve, the median is calculated symmetrically
round the source point over as many data points as possible.

¢ If you increase the window width, the smoothing effect is also in-
creased.

e To completely remove a noise spike, the window width should in
effect be slightly more than twice the width of the spike.

Note: The filter algorithm only accepts odd integer parameter values between 1 and
151. If an even number has been given, it is incremented by one.
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Savitzky-Golay The table below describes the process when the Savitzky-Golay smoothing algorithm
is used.

Stage Description

1 The algorithm is based on performing a least squares linear regression
fit of a polynominal of degree k over at least k+1 data points around
each point in the curve to smoothen the data.

The derivate is the derivate of the fitted polynominal at each point.

The calculation uses a convolution formalism to calculate 1st through
9th derivatives.

2 The calculation is performed with the data in low X to high X order.

If the input trace goes from low to high, it is reversed for the calculation
and is re-reversed afterwards.

Note: See Gorry, Peter A, General Least-Squares Smoothing and Differentation by
the Convolution (Savitsky-Golay) Method (Analytical Chemistry 1990, Volume 62,
570-573) for more information on the Savitzky-Golay algorithm.
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Baseline calculation theory

The table below describes the overall process of a baseline calculation.

Stage Description

1 The baseline segments are defined.
2 The baseline points are selected.
3 The baseline is drawn.

Baseline parameters are used to find the baseline segments. The default values for
the parameters are determined from the source curve. The baseline segments are
found by different parameters that are based on the type of algorithm that is selected.

Note: The parameters can be displayed in the Evaluation module if you choose
Integrate:Calculate baseline function. You can also click the Baseline settings button
in the Integrate:Peak integrate dialog box.

The Morphological algorithm searches for all parts of the source curve where:

e The curve parts come into contact at both ends of a horizontal line of the length
defined in the Structure width parameter. The default value of this parameter is
based on the widest detected peak in the curve. The horizontal line is moved along
the curve up the peak until it reaches the contact points. The curve parts below
the horizontal line and the line will now form a "curve" with a plateau. The center

point in the plateau formed by the horizontal line will be the data point for the
baseline.

e Thedata points fulfil the Minimum distance between data points. This parameter
reduces the total number of data points that are created from a curve.
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Classic algorithm

Baseline paramet-

ers

Baseline paramet-
ers - illustration
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The Classic algorithm searches for all parts of the source curve where:

The curve parts are longer than the Shortest baseline segment. This parameter
determines the minimum length for a part of the source curve to be considered
a possible baseline segment.

The curve has no point outside the Noise window. The noise window is defined
as a rectangular corridor parallel to the slope of the curve and centered on the
first and last points within the currently inspected segment.

The slope is less than the Slope limit. This limits the maximum slope of the baseline
to differentiate baseline segments from peaks.

The curve parts are lower than the Max baseline level. This parameter determines
the highest acceptable signal level for the baseline.

The baseline parameters can be illustrated as a rectangular box that the source curve
has to fit into in order to be identified as a baseline segment, where:

The length of the box corresponds to the Shortest baseline segment.

The height of the box corresponds to the maximum level of noise on the baseline
segments. This is referred to as the Noise window.

The box is allowed to be tilted with a maximum slope corresponding to the Slope
limit.

The box is not allowed to move up above the Max baseline level.

The illustrations below shows the baseline parameters graphically.

Shortest baseline segment

[ 1-+—MNoise Window
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Max baseline level

2\

Slope limit

\

Baseline segment The table below describes the baseline segment identification process:

identification

Baseline points
(Classic algorithm)

Baseline drawing

Stage Description

1 The box is virtually moved along the source curve in steps of one third
of the Shortest baseline segment length to look for baseline segments.

2 A baseline segment is found whenever the currently examined part
of the source curve fits completely within the box.

3 The found baseline segments are joined by connecting adjacent seg-
ments, provided that the slope of the joining lines does not exceed the
Slope limit.

When the baseline segments have been defined and joined, they are replaced by
baseline points at the start and end of each segment. The line between these is also

filled with points.

Note: The baseline points are shown as green squares in the Integrate:Edit baseline

function of the Evaluation module.

The baseline points are used to create the baseline curve using a spline interpolation.
The spline function ensures that the baseline curve is guided by the baseline points.
However, the curve does not necessarily pass through the baseline points. The baseline
will be a smoothly curved function passing close to or through the points.
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How to measure
the baseline seg-
ment (Classic al-
gorithm)

How to measure
noise level (Clas-
sic algorithm)
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To reduce the effect of noise at the peak integration, the created baseline is forced
equal to the source curve in every position where the difference between the baseline
and the source curve is small enough. Choose Integrate:Calculate Baseline. If the
Accept negative peaks option is off, the baseline will be forced down to the level of
the source curve whenever the created baseline goes above the source curve.

You can try to measure the Shortest baseline segment length directly on your
chromatogram. The table below describes how to do this:

Step Action

1 Locate the shortest segment of the curve that you consider a part of
the baseline.

2 Use the marker box on the chromatogram to measure the length of
the segment.

3 Choose Integrate:Calculate Baseline and insert this value as the
Shortest baseline segment value.

Curve coordinates can also be used to measure noise levels on the source curve. The
table below describes how to do this:

Step Action

1 Use the Zoom function to focus on a part of the curve that is repres-
entative for the baseline noise.

2 Select an appropriate Y-axis scale.

3 Measure the Y-axis coordinates.

4 e Calculate the noise range as the difference between the max. and

min. values.
e Add an extra 20%.

e Choose Integrate:Calculate Baseline and insert this value as the
Noise window value.
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How to measure  The table below describes how to measure the slope at any part of the curve.
the slope limit

(Classicalgorithm) | Stage | Description

1 Select Operations:Differentiate in the Evaluation module.

Result: The Differentiate dialog box opens.

2 e Select the desired source curve.
e Select the First order calculation option.
e Click OK.

Result: The differentiated curve will appear in the active chromatogram.

3 Select an appropriate Y-axis scale, right-click and select Marker to
measure the Y-axis values for the differentiated curve with the curve
coordinates function.

Result: The Y-axis value is interpreted as the UV curve slope at the se-
lected retention point.

4 e Determine the highest slope value of the baseline (non-peak) part
of the curve.

e Add 10%.

¢ Select Integrate:Calculate Baseline and use this value as the Slope
limit.

Note: If the differentiated curve is very noisy, it can be filtered with a light Moving
average filter in the Operations:Smooth function.
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B.3 Peak table column components

Introduction This section contains a list of peak parameters with explanations and calculation
formulae when applicable.

Peak parameters The diagram below illustrates the peak parameters. See the parameter list below for
- illustration explanations.

— A

Peak parameter  The list below contains descriptions of the peak parameters.
descriptions

Parameter Description

Area Calculated as the area between the
curve and baseline, between the peak
start and peak end, time or volume
base. (Gray area in the diagram above.)

Asymmetry Peak asymmetry (indicator of column
packing). See definition below this table.

Baseline height Baseline amplitude at peak start, peak
maximum and peak end. (A, Fand G in
the diagram above.)
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Parameter Description

Capacity factor The capacity factor will only be calcu-
lated when the chromatogram is in
volume base. The total liquid volume,
Vt, must be entered in the Integrate
dialog box for this parameter to be cal-
culated. See definition below this table.

Height Maximum amplitude above the
baseline. (C-F in the diagram above)

Kav Gel phase distribution constant in gel
filtration. Kav will only be calculated
when a gel filtration column was used
and when the chromatogram is in
volume base. The void volume, VO, must
be entered in the Integrate dialog box
for this parameter to be calculated. See
definition below this table.

Plate height (HETP) Height equivalent to theoretical plate
and plates/meter. The column height
must be entered in the Integrate dialog
box for this parameter to be calculated.
See definition below this table.

Peak endpoint heights Amplitude above the baseline at left (A
in the diagram above) and right peak
limits (E-G in the diagram above).

Peak endpoint retention Retention value at peak start and peak
end, time or volume base. (Aand G in
the diagram above.)

Peak name Name of the peak.

Percent of total area Peak area as a percent of the total area
under the curve above the baseline.
Time or volume base.

Note: This value can differ in time and
volume base if the flow rate is not con-
stant throughout the method.
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Parameter Description

Percent of total peak area Peak area as a percent of the sum of
all integrated peaks.

Note: This value can differ in time and
volume base if the flow rate is not con-
stant throughout the method.

Resolution Peak resolution. See definition below
this table.

Retention Retention at the peak maximum, time
or volume base. (C in the diagram
above.)

Sigma Standard deviation for a Gaussian-
shaped peak. See definition below this
table.

Type of peak limits |dentifies the criteria for peak start and
peak end as either the baseline intersec-
tion or dropline to the baseline.

Width Difference in retention between the
peak end and peak start, time or
volume base. (G-A in the diagram
above.)

Width at half height Calculated by taking the maximum
height of the peak above the baseline,
then determining the peak width at half
this value above the baseline. Time or
volume base. (B-D in the diagram
above, where BD bisects CF.)

Note: In the Options dialog box in the UNICORN Manager you can select if negative
retentions should be displayed or not. The default selection is that negative retention
is not displayed.

Sigma formula The formula below is used to calculate Sigma.
1
. 2
Sigma = Z (5 (5= %))
i=1
Apeak
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Where:
e nisthe number of data points.
e xisthe volume or time value.

* Xymax IS the volume or time value at the maximum amplitude value.

* Apeqk is the area of the peak.

Note: The peak width for a Gaussian peak is (4 x Sigma).

The peak resolution is calculated with one of the following three algorithms:
1. (Vro - VR / ((Wpp + Wpy) / 2)

2. (Vgy - Vg1l / (Sigma, + Sigmay) x 2)

3. ((Vrp - VR1) /2 X (Wpp + W1 / 2.354

Where:

* Vg1, Wp1, Sigma; and Wj,; are the retention, width, Sigma and width at half height
of the previous peak.

* Vgo, Wy, Sigma, and Wy, are the retention, width, Sigma and width at half height
of the current peak.

Note: The Resolution algorithm variable in the Options dialog box in the UNICORN

Manager determines which of the three algorithms is used. If this variable has the

value 1, 2 or 3, then the algorithm with the corresponding number in the list above
is used. The default value is 3.

The table below describes how to change the peak resolution algorithm in the
UNICORN Manager.

Step Action

1 e Choose the Administration:Options... menu item.

Result: The Options dialog box opens.
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Step Action

2 ¢ Select the desired algorithm number described as described in Peak
resolution algorithms above, in the Resolution algorithm droplist.

options x|

~ Global
[~ Run UMICORM in single application mode

- Evaluation

[ Show negative retentions

Agymmetry F atio at

|1D 0-100 % of peak height]

Fegolution algorithm

—
- E—

¥ Start message

I~ Sequence check

[ Sequence paste

~OPC
[~ Logon/Logoff security HDA Memory cache limit
[ AllUsers IU
[T Take Contral HD File cache lirmit

1

HD& File cache path

TEMP Browse. ..
| _Browe._|
Ok I Cancel | Help |

e Click OK.

Result: The dialog box closes and the peak resolution algorithm is
changed.

Note: You must repeat the peak integrations after the change to update the values
based on the new algorithm.

Capacity factor  The formula below is used to calculate the Capacity factor.

formula Vi -V,

1
k v

Where:

e Vg =retention volume.

e V,=total liquid volume.
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Kav formula The formula below is used to calculate Kav.
Ve Vo
Where:
e Vg =retention volume.
e Vo =void volume.

e Ve =column volume.

Asymmetry for-  The formula below is used to calculate the Asymmetry.

mula Asymmetry=B/A
Where:

e Aisa partial peak width, measured at a percentage of the peak height, for the
leading part of the peak.

e Bisa partial peak width, measured at a percentage of the peak height, for the
tailing part of the peak.

10% peak
height { AlB
How to change the Asymmetry Ratio

The Asymmetry Ratio is selected in the Options dialog box in the UNICORN Manager.
The table below describes how to select a value:

Step Action

1 ¢ Choose the Administration:Options... menu item.

Result: The Options dialog box opens.

2 e Type aratio value in the Asymmetry Ratio at text box.
e Click OK.

Result: The ratio value is changed and the dialog box closes.
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Note: You must repeat the peak integrations after the change to update the values
based on the new asymmetry ratio. The default ratio is 10%.

HETP formula The formula below is used to calculate the HETP value.
HETP = L/N
N =5.54x (VR/vvh)2 assuming a Gaussian peak.

Where:
e N =no. of theoretical plates.
e | =bed heightincm.

* Vg = peak retention (elution) volume or time.

e wy, = peak width at half height expressed in the same units as Vp.
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B.4 Procedure instructions

Introduction This section contains lists of procedure instructions with descriptions. These
instructions are used in the Procedure Editor. Choose Procedures:Edit:New in the
Evaluation module to view the Instruction list.

Curve operation  The table below contains a list of instructions for curve operations.

Instruction Description

ADD Adds two curves to produce a third
curve, which is the sum of the two
curves. The two source curves must
have the same Y-axis unit and not be
fraction or injection curves, or else a
run time error will occur.

AMP_MUL Multiplies the amplitude of the source
curve by the multiplication factor and
stores the result in the target curve po-
sition.

AMP_SHIFT Shifts the amplitude of the source curve
by the shift factor and stores the result
in the target curve position.

CLEAR Clears the specified curve from the
working memory of the computer.

COPY Copies the source curve to the target
curve position.

CuTt Cuts out the part of the source curve
between the Left and Right limits and
stores the result in the target curve po-
sition.

DERIVATE Differentiates the source curve (first or
second order) and stores the result in
the target curve position. The Y-axis of
the target curve position will be a nor-
malized scale without unit.
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Instruction

Description

DIV

Divides two curves to produce a third
curve, which is the quotient of the two
curves. The two source curves can have
any Y-axis unit. The Y-axis of the target
curve position will be a normalized
scale without unit.

HISTOGRAM

Creates a histogram from any non-
fraction curve (source curve 1) and a
fraction curve (source curve 2_frac),
and stores the result in the target curve
position. If source curve 2 is not a frac-
tion curve a run time error will occur.
The Y-axis of the target curve position
will be the same as that of the first
source curve.

INTEGRATE

Performs a mathematical integration
of the source curve and stores the res-
ult in a Result curve. This instruction is
not the same as Peak integrate, which
performs a real peak integration.

RET_MUL

Multiplies the retention of the source
curve by the Multiplication factor and
stores the result in the target curve po-
sition.

RET_SHIFT

Shifts the retention of the source curve
by the Shift factor and stores the result
in the target curve position.

SMOOTH_AR

Smooths the source curve with an
autoregressive filter and stores the
result in the target curve position. The
Filter parameter decides the strength
of the filter.

SMOOTH_MA

Smooths the source curve with a mov-
ing average filter and stores the result
in the Resulting Curve. The Filter width
parameter decides how many samples
wide the filter is.
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Instruction

Description

SMOOTH_MEDIAN

Smooths the source curve with a medi-
an filter and stores the result in target
curve position. The Filter width para-
meter decides how many samples wide
the filter is.

SMOOTH_SG

Smooths the curve with the Savitzky-
Golay algorithm.

Sus

Subtracts two curves to produce a third
curve, which is the difference of the two
curves. The two source curves must
have the same Y-axis unit and not be
fraction or injection curves.

TDIV

Divides two curves to produce a third
curve, which is the quotient of the two
curves. The two source curves can have
any Y-axis unit. The threshold values
are used to avoid division of numbers
close to zero. At those points where
source curve 1 has an amplitude less
than Threshold1l, or the source curve
2 has an amplitude less than
Threshold2, the result of the division is
defined to be 1.0.

Integration The table below contains a list of instructions for integration.

Instruction

Description

CALCULATE_BASELINE

Calculates a baseline from the source
curve. The baseline is stored in the tar-
get curve position. DEFAULT can be
selected in the Baseline parameters,
which will then calculate default
baseline parameters for each new
curve.
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Instruction

Description

CALCULATE_BASELINE_MORPH

Calculates a baseline from the curve
crvSrc using a morphological method.
DEFAULT can be selected in the
Baseline parameters, which will then
calculate default baseline parameters
for each new curve. The baseline is
stored in curve crvDst.

CLEAR_PEAKTABLE

Clears the peak table in Peak table
source from the computer memory.

COPY_PEAKTABLE

Copies a peak table from Peak table
source to Resulting peak table.

NEGATIVE_PEAKS

Controls the baseline behavior in sub-
sequent baseline calculations. If ONOFF
is ON then the baseline can be drawn
above the curve and negative peaks
can be detected by PEAK_INTEGRATE.
If ONOFF is OFF then the baseline is
never drawn above the curve.

PEAK_INTEGRATE

Performs a peak integration on the
source curve and stores the resulting
peak table in Resulting peak table. It
is assumed that the baseline is subtrac-
ted.

PEAK_WINDOW

Specifies which part of the source curve
that will be integrated. Peaks between
retention Left limit and Right limit will
be detected if the ONOFF parameter is
set to ON. If ONOFF is set to OFF, the
whole curve will be used for integration.

REJECT_PEAKS

Any combination of conditions is al-
lowed. If all parameters are OFF then
every detected peak is included in the
peak table.
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Instruction Description

SET_COLUMN_HEIGHT Sets the column height for the peak in-
tegration calculation of the HETP value.
The Column height parameter is the
height of the column in centimetres. If
Column height is OFF then the HETP
value is not calculated for the following
integrations.

SET_COLUMN_VO Sets void volume for Kav peak integra-
tion calculation.

SET_COLUMN_VT Sets the total liquid volume for peak in-
tegration calculation of the capacity
factor.

SET_SKIM_SIZE_RATIO Sets the Skim size ratio to be used in
the following peak integration(s).

WINDOW_PEAK_INTEGRATE Integrates the curve within the peak
window. All curve parts outside the
peak window remain unchanged.

File operation The table below contains a list of instructions for file operations.
Instruction Description
CURVE_OPEN Opens the curve specified in the Result

file defined in File name and stores it
in target curve position. If "*" is entered
as File name the current result file will
be used. The File name parameter may
include a path from the users root
folder.

IMPORT_CURVE Imports a curve to the current chroma-
togram from another chromatogram
(in the current file) and stores it in the
target curve position.

IMPORT_PEAKTABLE Imports a peak table to the current
chromatogram from another chroma-
togram (in the current file) and stores it
in the target curve position.
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Instruction

Description

PEAKTABLE_OPEN

Opens the specified Peak table in the
Result file defined in File name and
stores it in the Resulting peak table. If
"*" is entered as File name the current
Result file will be used. The File name
parameter may include a path fromthe
current users root folder.

The table below contains a list of instructions for export operations.

Instruction

Description

EXPORT_CURVE_AIA

Exports the curve in AlA format.

EXPORT_CURVE_ASCII

Exports the Source curve to the file
defined in Export to File in ASCII
format. If "*" is entered as File name
the current Result file will be used. If "?"
is entered followed by text, e.g. "Enter
a file name", as File name, a full search
path must be entered in answer to the
guestion. In the part of the source curve
limited by the Left limit and Right limit
every <n> sample is exported.

EXPORT_CURVE_WKS

Exports the source curve to the file
defined in Export to File in WKS format.
If "*"is entered as File name the current
Result file will be used. If "?" is entered
followed by text, e.g. "Enter a file name",
as File name, a full search path must
be entered in answer to the question.
In the part of the source curve limited
by Left limit and Right limit every <n>
sample is exported
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Instruction Description

EXPORT_EVAL_LOG_ASCII Exports an evaluation log in ASCII
format to the file defined in Export to
file. If "*"is entered as File name the
current Result file will be used. If "?" is
entered followed by text, e.g. "Enter a
file name", as File name, a full search
path must be entered in answer to the
question.

EXPORT_EVAL_LOG_WKS Exports an evaluation log in WKS
format to the file defined in Export to
file. If "*" is entered as File name the
current Result file will be used. If "?" is
entered followed by text, e.g. "Enter a
file name", as File name, a full search
path must be entered in answer to the
question.

EXPORT_EVAL_LOG_XLS Exports an evaluation login XLS format
to the file defined in Export to file. If "*"
is entered as File name the current
Result file will be used. If "?" is entered
followed by text, e.g. "Enter a file name",
as File name, a full search path must
be entered in answer to the question.

EXPORT_METHOD_ASCII Exports a method to the file defined in
Export to file in ASCIl format. If "*" is
entered as File name the current Result
file will be used. If all parameters are
OFF then no method is exported. If
Main is ON then the main method is
included and if Blocks is ON then all
blocks are included in the exported file.
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Instruction

Description

EXPORT_METHOD_WKS

Exports a method to the file defined in
Export to file in WKS format. If "*" is
entered as File name the current Result
file will be used. If "?" is entered followed
by text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters are OFF then no method is
exported. If Main is ON then the main
method is included and if Blocks is ON
then all blocks are included in the expor-
ted file.

EXPORT_METHOD_XLS

Exports a method to the file defined in
Export to file in XLS format. If "*" is
entered as File name the current Result
file will be used. If "?" is entered followed
by text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters are OFF then no method is
exported. If Main is ON then the main
method is included and if Blocks is ON
then all blocks are included in the expor-
ted file.

EXPORT_MULTI_CURVES_ASCII

Exports multiple curves (previously
defined with EXPORT_SEL_CURVES in-
structions) in ASCII format to the file
defined in Export tofile. If "*" is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question.




Evaluation functions and instructions B

Instruction Description

EXPORT_MULTI_CURVES_WKS Exports multiple curves (previously
defined with EXPORT_SEL_ CURVES in-
structions) in WKS format to the file
defined in Export tofile. If "*" is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question.

EXPORT_MULTI_CURVES_XLS Exports multiple curves (previously
defined with EXPORT_SEL_ CURVES in-
structions) in XLS format to the file
defined in Export tofile. If "*" is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question.

EXPORT_NORMALISE_RETENTION Normalizes retention when exporting
multiple curves.

EXPORT_PEAKTABLE_ASCII Exports the peak table in Peak table
source to the file defined in Export to
file in ASCIl format. If "*" is entered as
File name the current Result file will be
used. If "?" is entered followed by text,
e.g. "Enter a file name", as File name, a
full search path must be entered in an-
swer to the question.

EXPORT_PEAKTABLE_WKS Exports the peak table in Peak table
source to the file defined in Export to
file in WKS format. If "*" is entered as
File name the current Result file will be
used. If "?" is entered followed by text,
e.g. "Enter a file name", as File name, a
full search path must be entered in an-
swer to the question.
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Instruction

Description

EXPORT_PEAKTABLE_XLS

Exports the peak table in Peak table
source to the file defined in Export to
file in XLS format. If "*" is entered as
File name the current Result file will be
used. If "?" is entered followed by text,
e.g. "Enter a file name", as File name, a
full search path must be entered in an-
swer to the question.

EXPORT_PEAKTABLE_XML

Exports the peak table in Peak table
source to the file defined in Export to
file in XML format. If "*" is entered as
File name the current Result file will be
used. If "?" is entered followed by text,
e.g. "Enter afile name", as File name, a
full search path must be entered in an-
swer to the question.

EXPORT_SEL_CURVES

Selects a curve for subsequent export
(using the EXPORT_MULTI-CURVES_*
instruction). The curve is cut according
to the right and left cut limit and the
number of points to be exported may
be set by the Export parameter (for
example, every fifth point).

EXPORT_DOC_400_ASClI

Exports the documentation in the cur-
rent result file in ASCII format to the file
defined in Export tofile. If "*" is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters to this function are OFF
then no documentation is exported. If
at least one of them is ON then the
documentation will be exported and
the corresponding parts will be included
in the exported file.
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Instruction Description

EXPORT_DOC_400_WKS Exports the documentation in the cur-
rent result file in WKS format to the file
defined in Export to file. If "*"is entered
as File name the current Result file will
be used. If "?"is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters to this function are OFF
then no documentation is exported. If
at least one of them is ON then the
documentation will be exported and
the corresponding parts will be included
in the exported file.

EXPORT_DOC_400_XLS Exports the documentation in the cur-
rent result file in MS Excel XLS format
to the file defined in Export to file. If "*"
is entered as File name the current
Result file will be used. If "?" is entered
followed by text, e.g. "Enter a file name",
as File name, a full search path must
be entered in answer to the question.
If all parameters to this function are
OFF then no documentation is expor-
ted. If at least one of them is ON then
the documentation will be exported and
the corresponding parts will be included
in the exported file.

e p 399



B Evaluation functions and instructions
B.4 Procedure instructions

28-4010-48AA e p 400

Instruction

Description

EXPORT_DOC_WKS

Exports the documentation in the cur-
rent result file in WKS format to the file
defined in Export to file. If "*"is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters to this function are OFF
then no documentation is exported. If
at least one of them is ON then the
documentation will be exported and
the corresponding parts will be included
in the exported file.

EXPORT_DOC_XLS

Exports the documentation in the cur-
rent result file in XLS format to the file
defined in Export tofile. If "*" is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters to this function are OFF
then no documentation is exported. If
at least one of them is ON then the
documentation will be exported and
the corresponding parts will be included
in the exported file
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Instruction Description

EXPORT_DOC_ASCII Exports the documentation in the cur-
rent result file in ASCII format to the file
defined in Export to file. If "*"is entered
as File name the current Result file will
be used. If "?" is entered followed by
text, e.g. "Enter a file name", as File
name, a full search path must be
entered in answer to the question. If all
parameters to this function are OFF
then no documentation is exported. If
at least one of them is ON then the
documentation will be exported and
the corresponding parts will be included
in the exported file.

Chromatogram The table below contains a list of instructions for chromatogram functions.
functions

Instruction Description

COPY_CHROM Creates a copy of the specified chroma-
togram. If "*"is used as source then the
current (default) chromatogram is used.
If "*" is used as destination then a de-

fault name will be created for the copy.

CREATE_NEW_CHROM Creates a new chromatogram with the
given name. If "*" is used for the chro-
matogram name a default name will
be generated and used.

Note: Itis a recommendation not to use
only numbers as names for new chro-
matograms.

DELETE_CHROM Deletes the named chromatogram. If
trying to delete the current (default)
chromatogram a run time error will be
caused.

OPEN_CHROM Opens the specified chromatogram
from the specified file.

e p 401



B Evaluation functions and instructions
B.4 Procedure instructions

Instruction

Description

RENAME_CHROM

Renames the specified chromatogram.
If " is used as From then the current
(default) chromatogram is used.

RESTORE_DESTINATION_CHROM

Resets the destination for the sub-
sequent curve and peak table opera-
tions to the default chromatogram.
Used in pair with the SET_DESTINA-
TION_CHROM instruction.

SET_DESTINATION_CHROM

Opens the named chromatogram as
destination for the subsequent curve
and peak operations. Used in pair with
the RESTORE_ DESTINATION_CHROM
instruction.

Otherinstructions The table below contains a list of instructions for other operations.

Instruction

Description

BASE

Sets the X-axis base that the following
calculations will be madein. If the value
of the X-axis base is DEFAULT, then the
default base is used (usually the base
the method was run in). This instruction
should be the first in the evaluation
procedure, otherwise it will have no ef-
fect at all.

Comment

Inserts a comment below the marked
instruction.

ENDLOOP

Marks the end of a LOOP statement.

LOOP

The instructions between this statement
and the ENDLOOP statement are re-
peated n times. It is possible to have
loops within loops as long as the num-
ber of LOOP statements matches the
number of ENDLOOP statements.
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Instruction

Description

MOLSIZE

Calculates the molecular sizes from a
molecular size curve.

A Mol. size column will be added to the
Peak table.

QC_TEST

Performs a QC test.

QUANTITATE

Calculates the concentration and
amounts in the sample from a quantit-
ation table.

Amount and Concentration columns
will be added to the Peak table.

REPORT

Prints a report with the specified named
report layout and title. If Title is "*" then
the title in the report layout is used. If
Report Layout is "*" then a default lay-
out is used.

RUN_PROGRAM

Starts a program as a separate process.
The Program name string contains the
program name and parameters to start
it with.

UPDATE

Updates a Quantitation table with new
data from one standard concentration
level.

The default Limit(+/-) value of 12.5%
will be used.

The Instruction field also contains a group of test instructions. These instructions are
only available for the UNICORN software development team.

Instruction

Description

AUTOSAMPLER_PEAK_INTERVALS

Sets the area intervals for the AUTO-
SAMPLER_PEAK_TEST.

AUTOSAMPLER_PEAK_TEST

Locates the first peak in the peak table.
Compares the area of the peak in the
peak table with the specified maximum
and minimum areas.
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Instruction

Description

EXPORT_TEST_RESULT_TO_FILE

Finishes the current result and saves
the output file as an ASCII file in a des-
tination and with a file name specified
in the variable DestFilename (.txt). A
complete search path may be incluede
in the file name.

GRADIENT_TEST_INTERVALS

Sets the level intervals for the GRADI-
ENT_TEST.

GRADIENT_TEST

The theoretical straight line between
the 0% and 100% levels are calculated.
The deviation between the curve and
the ideal straight line is compared in
both directions from the center position
(50%) until the deviation exceeds the
defined maximum deviation. The calcu-
lated deviation points are checked
against the defined limits.

STEP_RESPONSE_INTERVALS

Sets the level intervals for the
STEP_RESPONSE_TEST.

STEP_RESPONSE_TEST

The relative amplitude is calculated at
the specified retentions (The 0% and
100% amplitudes are used for refer-
ence). The calculated relative amp-
litudes are checked against the spe-
cified error margins. The 0% level
amplitude is verified to be within the
specified interval from the absolute O
level.

TEST_CURVE_AMPLITUDE_CHANGE

Verifies that the curve amplitude has
changed more than or equal to the
value of the Delta parameter between
the defined to and from retention
points. A print parameter may be set
to On to generate printed results.
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Instruction

Description

TEST_CURVE_AMPLITUDE_STABLE

Verifies that the curve amplitude is
stable between the defined to and from
retention points. The actual curve value
is compared to a set amplitude para-
meter. If the difference exceeds a set
Delta value, the test is failed. A print
parameter may be set to On to gener-
ate printed results.

TEST_INFO

Adds selected information items to the
output file, e.g. system name, UNICORN
version etc. Also, a specified free text

can be added. A print parameter may
be set to On to generate printed results.

TEST_LOGBOOK_EVENT

Verifies if a specified text is present in
the logbook curve between the defined
to and from retention points. The test
can be defined to be passed either if
the text is present or not. A failed or
passed text will be added to the output
file. A print parameter may be set to On
to generate printed results.

UV_RESPONSE_INTERVALS

Sets the level intervals for the UV_RE-
SPONSE_TEST.

UV_RESPONSE_TEST

The amplitudes for the 0% and 100%
levels are calculated and the difference
between the values are calculated. The
results of (1) Curve2_Difference /
Curvel_Difference and (2) Curve2_Dif-
ference / Curve3_Difference are calcu-
lated. The calculated points are
checked if they are outside the defined
limits from the 50% level.
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A

Alarms
Description, 349
Alarms and warnings

Description, 198
Effects on the system, 198

B

Baseline
Calculation options, 290
The Calculate function, 290
Reuse existing, 290
How to edit manually, 310
How to adjust the baseline graphically, 312
Definition of a segment, 377
Parameters, 378
Batch run
How to perform, 342
BatchID
Logbook illustration, 188
Blank curve

Calculate baseline based on, 290

C

Chromatogram Layout
Curve tab, 218
Default curve names, 218
How to choose curve name appearance, 218
The Curve Style and Color tab, description, 220

Chromatogram window

How to display header information, 211
Shortcut menu, 213
How to optimize the workspace, 213

Index
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How to display a vertical marker, 213
How to display the Logbook overlay, 214

Chromatograms
Description, 209
Temporary chromatogram, 209
How to make layout changes, general, 217
How to change and fix the Y-axis, 222
How to add a second Y-axis, 222
How to change and fix the X-axis, 222
How to save a layout, 224
How to apply a layout, 224
How to cut a curve and store as new, 227
How to change the size of logbook marks, 229
How to print active chromatograms, 230
How to add annotations, 259
How to edit annotation text, 259
How to rename, 260
How to open several to compare, 262
The command File:Open to compare, 262
How to open several with the File:Open command, 263
How to display several simultaneously, 264
Commands to import curves from result files, 265
How to import curves with File:Open to compare, 266
How to import curves with File:Open, 269
How to copy curves into a new, 270
How to set a reference point, 326

Classic algorithm
Definition, 301
Parameters, 301
How to set, 301
Shortest baseline segment, 302
Slope limits, 303
Noise window, 305
Missing peaks, 306
When to change the Max baseline level, 307
How to set Max baseline level, 307
Definition, 378
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How to measure baseline segments, 380
How to measure noise level, 380
How to measure the slope limit, 381

Conditional call
Description, 99
Curves
How to copy into the Temporary chromatogram, 209
Run curves default appearance, 212
How to choose the Y-axis scale, 212
Default curve names, 218
Peak labels, 220
Logbook text alignment options, 220
How to change the color and style, 220
How to filter logbook information, 220
How to set a hatched background, 221
How to change and fix the Y-axis, 222
How to add a second Y-axis, 222
How to change and fix the X-axis, 222
How to save a layout, 224
How to apply a layout, 224
How to use the zoom function, 226
How to cut a curve and store as new, 227
How to add, 258
How to rename, 260
Commands to import curves into a chromatogram, 265
How to use the Open to compare command, 266
How to import using File:Open, 269
How to copy curves into one chromatogram, 270
How to align with Normalise, 272
How to move using the Shift function, 275
How to stretch or shrink using Multiply, 275
How to produce a mirror image, 277
How to shift a mirror image, 277
How to import, 280
Export options, 282
How to export, 283
How to export in AIA format, 284
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How to delete unwanted curves, 287

How to differentiate, 329

How to create, 332

Draw a straight curve between selected points, 335
Monitor signals stored as curves, 351

Curve settings, 351

Curves pane in System Control
Description, 182
How to select curves to be monitored, 182
How to display a vertical marker, 182
How to set a reference point, 183
How to change curve colors and styles, 183
How to change scale of the Y-axis, 183
How to change scale of the X-axis, 184
How to zoom in regions of the pane, 185
Reduce scale of zoom, 185
How to select curve pressure units, 185
How to select text alignment, 185
How to display complete Logbook information, 186

D

Delete files and folders, 77
Delete Method blocks

Difference between delete options, 103

How to use the Block:Delete Block command, 104

How to delete unused blocks, 104
Documentation

How to view, 253

Documentation tabs, description, 253

Result information, 255

How to export, 285

E

Electronic signature
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How to sign a result, 286
Evaluation
Chromatogram window views, 211
How to display chromatogram header information, 211
How to display Synthesis Data, 212
Chromatogram window shortcut menu, 213
How to optimize the chromatogram workspace, 213
How to display a vertical marker, 213
How to set a reference point, 214
How to make chromatogram layout changes, general, 217
How to exit the module, 287

Evaluation logs
How to export, 285

Evaluation procedures
How to delete, 135
How to rename, 135
How to edit, 135

F

File Navigator
How to open result files, 67
How to open, 204
How to locate files from the Files list, 204
How to use Find to locate a file, 205
How to open a recent run, 206
How to change preference settings for Recent Runs, 207
How to close, 207

Files and folders

How to copy, 74

How to move, 74

Copy to external, 74

How to copy from external, 75

Flow Scheme pane
Description, 187
Stretch to fit screen, 187
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How to view manual instructions, 187
Folders
How to create a user-specific, 66

FPLCdirector
How to import data, 280

G

Generate Report Wizard

How to generate a report from the UNICORN Manager, 354
Gradient

Effects of Change and Replace on wash_block length, 116

Instant Run
How to start, 175

L

Linear flow rates
Description, 155

Log on and log off routines
How to start the program, 46
How to log on, 47
Log off alternatives, 47
Log off and set a password for a running process, 48
Unlock the system, 48
Quit UNICORN after log off, 49

Logbook
How to display an overlay in the Curves pane in System Control, 186
How to display an overlay in the chromatogram window, 214
How to filter the information, 220

Logbook pane
Description, 188
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Autoscroll function, 188
How to filter the contents, 188
Search function, 189

M

Maintenance

How to use the Generate Report Wizard from the UNICORN Manager, 354
How to use the Generate Report Wizard from the System Control, 357

Manual direct commands
Buttons in System Control, 192

Manual instructions in System Control
During a method run, 196
Functions of buttons, 196
How to save results manually, 197

Measurements

How to make direct, 325

Messages
Usage, 152
How to issue, 152

Method blocks

Description, 98

Blocks in the Text pane, 98

How to show or hide instructions, 98

Calls, 99

Unconditional calls, 99

Conditional calls, 99

Use the Instruction box to add, 100

Use the New Block dialog box to add, 101
Fields of the New Block dialog box, description, 101
Difference between delete options, 103
How to use the Delete Block command, 104
How to delete unused blocks, 104

How to rename blocks, 105

How to find text strings, 106

How to copy a block, 106
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How to move a block, 107

How to import, general information, 108
How to import, 108

Base instructions, descriptions, 149
Block length, 151

Method Editor
Modes, 26
Text instructions display panes, 27
The Flow Scheme pane, 27
The Text pane, 28
The Instruction box, 28
Icon descriptions, 94

Method files
How to open in the UNICORN Manager, 67
How to connect a method to a system, 76

Method instructions
Instruction markings, 111
How to add an instruction, 112
Pause, Hold and Hold_until instructions, 113
How to delete instructions, 114
Undo delete, 114
How to change, 115
Difference in function between Change and Replace command, 115
Move an instruction within the same breakpoint, 117
Move an instruction to another breakpoint, 117
Instructions at the same breakpoints, 150

Method runs
Start from the UNICORN Manager, 174
Start from System Control, 174
How to define methods as menu commands, 174
How to start an Instant Run, 175
How to use the Start Protocol, 175
How to start a method run when the system is busy, 175
Run Data pane, description, 180
Curves pane in System Control module, 182
Flow Scheme pane, description, 187
Logbook pane, description, 188
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Synthesis Data, description, 190
How to perform a MethodQueue run, 199
If network communication fails, 201

Method templates
How to create a method, 79
Template information, 80
Save a new method, 81
How to create a template from a method, 162
How to delete a template, 162

Method variables
breakpoints or gradient lengths, 119

MethodQueue

How to create a new, 167

How to use several systems in a queue, 169
Unattended execution, 169

Temporary hold when system is busy, 169
Folder handling, 171

File handling, 171

How to edit a MethodQueue, 171

How to perform a MethodQueue run, 199
Unattended operation, 199

Start when the system is busy, 199

How to display and edit pending and running MethodQueues, 200

Methods

How to sign, 91

Different method editing operations, 96
Method variables, general description, 118
Hold instruction, description, 154
Pause instruction, description, 154
Hold_until instruction, description, 154
Linear flow rates, 155

How to print, 163

How to export, 165

How to export, 285

Monitor signal limits, 348

Morphological algorithm
Description, 297

® pix



Index

How to set, 297

Structure width, 298

Incorrect structure width, 299

Noise window, 299

Minimum distance between points, 300
Definition, 377

P

Peak integration
How to perform, 291
Differences between to filter peaks and to reject peaks, 294
How to display peak labels, 295
How to select part of a curve for peak integration, 320

Peak skim
Compared to drop-lines, 322
How to select a ratio, 322

Peak table

How to rename, 260
How to export, 285
How to select contents, 326

Peaks
How to filter from view, 294
Labels, 295
How to display peak labels, 295
How to open the peak table, 312
How to delete a peak, 314
How to add a fill color and pattern, 315
Drop-lines, description, 316
How to split a peak, 316
How to join peaks, 317
How to add peak names, 317
How to exclude before integration, 321
Include negative peaks in integration, 321
How to select a skim ratio, 322
Edit integration for part of a curve, 323
Peak parameters, 382
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How to change the peak resolution algorithm, 385
How to change the Assymetry Ratio value, 387

Problem reports

How to use the Generate Report Wizard from the UNICORN Manager, 354
How to use the Generate Report Wizard from the System Control, 357

Procedure instructions

Curve operations, 389
Integration, 391

File operations, 393

Export functions, 394
Chromatogram functions, 401
Miscellaneous, 402

Test instructions, 403

Procedures

Q

How to record, 337

Global procedures, 338

How to build a procedure with instructions, 338
How to edit, 340

How to add instructions, 341

How to run a single procedure, 342

How to batch run, 342

How to rename, 345

How to delete, 345

Quick View

R

How to preview result files, 68

Reference curves

In Run Setup, 137

Rename files and folders, 76
Reports

How to create a blank customized report, 233

Index
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Edit mode toolbar buttons, 234

How to add or delete pages, 235
How to change the page setup, 235
How to add objects to a report, 236
How to add free text, 237

How to add picture objects, 238

How to include chromatograms, 239
How to include a peak table, 239
How to include a pool table, 239

How to include Method objects, 240
How to add documentation, 241
How to add the Evaluation log, 241
How to add the Sequence Data, 242
Toolbar icons in Report Edit Mode, 243
How to print, 244

How to save the report in PDF format, 245
How to save the report format, 246
How to create a Standard report, 247
How to print a standard report, 248
How to edit a standard report, 250
How to edit a customized report, 251

Result file name
Name options, 140
Serial numbers, 141
Unique identifier, 141

Result files
How to open in the UNICORN Manager, 67
How to open in the File Navigator, 67
Automated printing of, 133
Specify folder for storing, 141
How to open in UNICORN Manager, 203
How to open in the Evaluation module, 203
Electronic signature, 286
How to save, 287

Run Data pane
Description, 180
How to change the appearance, 180
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How to change text color or background, 181
How to view and edit manual instructions, 181

Run Setup
Description, 26
Tabs, description, 123
Variable tab view options, 125
How to change variable values, 125
Blue variable values, 125
How to delete variables, 126
How to rename variables, 126
How to change a variable into a detail variable, 126
How to change a detail variable into a regular variable, 127
Questions tab, description, 128
Question status, alternatives, 128
Mandatory questions, 128
Authorized questions, 128
Chromatogram questions, 128
Questions, answer types, 128
How to insert a question, 129
How to edit questions, 131
Notes, description, 132
How to write method notes, 132
How to search for text in the method notes, 132
Evaluation Procedures tab, 133
How to import evaluation procedures in the method, 134
How to edit method procedures, 135
Reference curves, 137
How to add reference curves, 137
Method Information tab, description, 139
Result Name tab, description, 140
Result file serial numbers, 141
Result file unique identifier, 141
Batch ID, 141
Start Protocol contents, 142
How to create a sequence, 144
How to save a sequence, 144
How to delete a sequence, 144
How to edit sequence cross references, 145
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How to create a method, 146
How to export values, 147

S

Searches

General functions, 35

Security
Backup, 77

Sequence Data
How to add to reports, 242

Sequence Editor
How to open the editor, 82
How to create a new sequence, 83
How to create a method from a new sequence, 83
Available base combinations, 84
How to edit cross references, 85
How to open a saved sequence, 143
How to create a sequence, 144
How to save a sequence, 144
How to delete a sequence, 144
How to edit cross references, 145
Optional method steps, 146

Sequence Options

Enable or disable sequence check, 86
Enable or disable copy and paste in the Sequence tab, 86
Enable or disable sequence verification messages and pause before method runs, 86

Set_Mark
Usage, 152
How to issue, 153
Slope values
Usage, 329
How to measure, 330

SMART Manager
How to import data, 280
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Smoothing algorithms
Moving average, 374
Autoregressive, 374
Median, 375
Savitzky-Golay, 376

Snapshots

How to view, 39
How to add a text instruction, 90

Start Protocol

How to use, 175

Strategy
How to display the strategy instructions, 89

Synthesis Data
How to display, 179
Description, 190
How to display, 190
How to display information in the Evaluation module, 212

System Control module
Description, 30
Overview, 178
How to select the displayed panes, 178
How to customize the panes, 179
Toolbar buttons, 192
Manual instructions during a method run, 196
Manual instructions, 196
How to save manual results, 197
Alarms and warnings, 198

System Control status bar
Description, 194
Watch status, 195

System Control Toolbar
Manual command buttons, availability, 192
Manual command buttons, functions, 192
Windows buttons, 193
System Access buttons, 194

System operation
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Automated workstation lock or logoff, 48
Unlock the system, 48

Unlock system locked by other users, 49
How to connect to a system, 59
Connection modes, 60

How to leave control of the system, 61
How to disconnect a system, 61

System settings
System summary, 62

How to change default settings, 347
How to assign a new value, 348

T

Temporary chromotog ram
Description, 209

Text instructions
Message instruction, 152
Set_Mark instruction, 153
Hold instructions, 154
Pause instruction, 154
Hold_until instruction, 154
Linear flow rates, 155
Watch instructions, 156
How to insert a Watch instruction, 156
Watch parameter options, 157
Text Instructions Editor
When to use, 87
How to edit instructions, 87
Save a new method, 88
How to select panes, 95
Toolbar icons

In the System Control module, 31

Troubleshooting
Logon problems, 362
Strategy file error, 363
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Access problems, 364
Connection problems, 364
Method problems, 367

Incorrect time and date, 372
Evaluation procedure aborts, 372

U

Unconditional call
Description, 99
Unconditional method instructions

Base instruction, 149

UNICORN Manager

Limited access to, 25

v

Variables
General description, 118
Identification in text instructions, 118
How to change method variable values, 119
How to define new method variables, 119
Variable names, 120
How to rename a method variable, 120
How to remove a method variable, 121

W

Warnings
Description, 349

Watch instructions
Description, 99
Standard Watch conditions, 156
How to insert an instruction, 156
Parameter options, 157
Air sensors, 158

Index
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Permanent settings, 158
Temporary settings, 158
Delta_Peak settings, 159
Delta_Base settings, 160
Watch Stable_baseline, 161

Y
Y-axis

How to choose the Y-axis scale, 212
Y4

Zero baseline
Definition, 290

Zoom function

How to enlarge parts of a curve, 226
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