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1 Using This Guide

Introduction

This User’s Guide provides a basic operating overview and
Tutorial for the Agilent EZChrom Elite data system

Who Should Read This Guide?

This document is designed for new users who will be doing
acquisition of data and processing of results.
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2 Basics of Operation

This section describes the basic operation of EZChrom Elite,
its file structure, features of the application windows and
chromatogram windows.

3 Instrument Wizard

Each time you start an instrument application (by double-
clicking the instrument icon from the Main window), an
Instrument Wizard will appear. This wizard is designed to
direct you to the basic functions of the instrument window.

Instrument Wizard - Generic ) ﬂ

&
-

Create or modify a method T |

Create a sequence

152

dli |7

Fun one zample

Fun a seguence of samples

¥ Show at instrument startup

Create or modify a method

This button starts the Method Wizard that will enable
you to step through creating or modifying a method.
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Create a sequence

This button starts the Sequence Wizard that steps
you through creation of an acquisition or
reprocessing sequence.

Run one sample

This button opens a dialog where you can use a
stored method to run a single sample.

Run sequence of samples

This button opens the Run Sequence dialog where you
can start data acquisition using a stored sequence.

Show at instrument startup

If this box is selected, the Instrument Wizard will
appear each time this instrument is started.

Offline Instrument Wizard

If you are using an instrument offline, the Instrument Wizard
will display the following buttons, for creating methods,
sequences, or processing a stored sequence.

Instrument Wizard - Agilent 1200 {Offling x|

0K, I
Create or madify a methaod Help |

Create a zsequence

Procezz a FEUENCE

) |F

¥ Show at instiument startup
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4 Client/Server Operation

When operating in a Client/Server mode, you will have one or
more Client Workstations along with one or more Agilent
Instrument Controllers, configured on a network. All
instruments are physically attached to the Agilent Instrument
Controllers (AICs), and the Agilent Instrument Controllers
are the machines where the actual data acquisition and
control of instruments occur. The client workstations,
running the Client/Server software, are where the users of
the systems develop methods and sequences, and perform all
operations of the system, including submitting data
acquisition runs and sequences to the Agilent Instrument
Controllers.

b About the Navigation Pane

User’'s Guide

By default, a Navigation pane is displayed at the left side of
the instrument window. This view enables you to quickly
switch between the major functions of the instrument
window. A functional area can also be accessed by clicking
on one of the function bars located at the bottom of the
navigation pane.

"
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= % Method
Eﬂ Instrument Setup
Integration Events
Peaks/iGroups
1] Review Calibration
e Advanced
& Peport
Properties
= [ Data

ﬂ Manual Integration Fixes
B % Tiled Display

= Inkteqgration Event

d Peaks/Groups Table

il Manual Integration
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To turn the Navigation pane on

1. Select View followed by the Navigation pane
command.

To turn the Navigation pane off
1. Click the x button at the top of the Navigation pane.

You can also "park" the Navigation pane at the left of the
Instrument window, which provides additional work space.
Once the Navigation pane is parked, you can view it again by
simply moving your mouse over the Navigation tab that
appears at the left. The pane will disappear when you move
your mouse back into the work space.

To "park" the Navigation pane

1. Click the push-pin button at the top of the Navigation
pane.

6 Navigate the Instrument Window

The navigation pane of the instrument window gives you
single-click access to method, sequence, report, control, and
viewing options. The navigation buttons at the bottom of the
navigation pane open command trees that give you access to
commands that are also available from the menu bar of the
instrument window.

Navigation button Displays

Method Method commands, Data manual integration

fixes, and Tiled Display to display current data
tiled with selected Integration or Calibration
(Peak Table) information.

Sequence Edit
Reports Reports, Report template properties
Control Instrument Setup, Run Queue, Instrument

Status

User’'s Guide
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Views Data Display options, Manual Integration Fixes,
Baseline Check Status

71 Data Acquisition Using Agilent Instrument
Controllers

When you start a run or a sequence from a client workstation,
you are actually submitting that run or sequence to the
Agilent Instrument Controller (AIC) or EZServer where the
instrument is attached. Once you have submitted a run or
sequence, the AIC assumes control over the acquisition and
control functions. All methods and sequences are copied to
the AIC when a run queue item is submitted to the server. If
the network goes down, the Agilent Instrument Controller
will continue to run with the files it has on its hard disk.

User access to runs in progress

As the user who submitted the run or sequence, you will have
access to the Stop Run, Extend Run, or Stop Sequence
functions. If you are not the user who submitted the run or
sequence, you can view the run (if you have instrument
rights), but you cannot stop a run or sequence that has been
started by another user. Users with System Administration
or Instrument Administration rights have full access to the
run and sequence functions.

Once you have submitted a run or sequence to an AIC from a
client workstation, you can modify the method. You must save
the file (File>Method>Save) in order for the changes to be
used for subsequent sequence runs that use this method. If
more than one client changes and saves the method, the last
client’s changes are saved and all others are lost. If the
method is not saved before the start of the next sequence run
using this method, the changes on a client will be lost when
the next sequence run starts.

The user who submitted a sequence to the AIC may add or
remove runs from the submitted sequence from a client
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workstation (if the user has appropriate privilege
assignment). In order for sequence changes to take effect, the
sequence must be saved (File>Sequence>Save). When the
sequence is saved, all other clients will be notified of the
change, and the next run of the sequence will be executed
from the modified sequence.

Closing a Server Instrument

Once an instrument application is started on an Agilent
Instrument Controller, it will remain open after all runs are
completed. Occasionally, it may be necessary to close a server
instrument (for example, to re-configure). Users with
Instrument Administration privileges can close a server
instrument by doing a right-hand mouse click on the
instrument icon in the CS Main window, then selecting the
Close Server... command. You will be prompted to confirm
your choice.

If you select Yes, the command will force the server
instrument to close after it finishes the runs and all clients
have been disconnected.

8 Program Architecture and Data Structure

User’'s Guide

About Method Files

A method is used whenever you acquire and/or reprocess a
data file. It contains instructions for data acquisition (run
time, sampling rate, etc.), integration, calibration and peak
information, and reports, as well as optional functions such
as data export and user programs. Each method is capable of
acquiring multiple independent channels of data from a single
chromatograph. Each channel can have its own complete
independent parameters, including sampling rate, run time,
integration events, external events, calibration, and reporting.

Although the method file is a separate file, the information
contained in the method is saved in the raw data file at time
of acquisition. This way, the original method can be
reproduced, even if the method file was subsequently
modified.

15
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About Data File Structure

A data file is created on the designated drive whenever you
acquire a sample, or when you save a data file using the Save
As 32-bit... command. The file contains the following
information:

File Information Header. This contains information such as
the date and time of acquisition.

Complete method parameters used to acquire and process
the data (this is the "original" method saved only when the
data is acquired). Because you can acquire multiple channels
of data simultaneously on a given chromatograph, the method
section may contain complete parameters for more than one
channel.

Raw data points for the run saved. Multiple chromatograms
may be present in a single data file, each of which represents
a detector channel acquired for the run. The raw data points
are saved in binary format.

Results. The original integration results are saved in the file
and can be recalled later when the file is opened. In addition,
the most recent analysis results and method are also saved in
the data file and updated whenever you analyze. The Sample
ID for the results is also saved, as are manual integration
fixes.

File Description. If you entered a description for the file, this
text information is stored with the file, and can be viewed
under the Data File Properties or from the Open Data File
dialog.

Instrument Configuration. The configuration of the
instrument used to acquire the data file is saved.

Data File Audit Trail. An audit trail log is always saved in
the data file that tracks analysis of the data.

Data files are saved using the file name and extension you
specify when you initiate the data acquisition. The limit on
file name length is 255 characters, including path.

Data File Checksum. If Extended Security is enabled, a
checksum is calculated for the entire file whenever the data
file is closed. When the file is opened, its checksum is verified
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first. If the check fails, the file cannot be opened and an error
message will appear in the instrument activity log. Checksum
verification, when enabled, is enterprise-wide. The checksum
feature is enabled from the Enterprise Options dialog in the
Main menu, and is labeled Extended Security. GLP and
Extended Security

Turn on Extended Security

In order to adhere to good laboratory practices, the software
does not let you over-write a data file. If you try to over-write
an existing data file name, the system will either give you an
error message, or trigger a failure action if encountered
during a Sequence operation.

If, for some reason, you wish to ignore GLP and have access
to over-writing of data files, your files must be located in a
directory whose path contains the term "public". For example,
if your data files are saved in a folder entitled "\Public\Data",
the software files saved in this folder can be overwritten.

Extended Security

To turn ON Extended Security,

1. From the Main Menu, click Tools followed by
Options... and then select the General tab.

2. Click Extended Security if the box is not selected
already.

This selection is ON by default. When this option is selected,
causes a checksum to be calculated whenever a data file is
closed. When the file is subsequently opened, its checksum is
verified first. If the check fails (the calculated checksum for
the file does not match the one previously calculated for the
file) the file cannot be opened, and an error is posted in the
instrument activity log. Checksum verification is enterprise-
wide.

View the Method Audit Trail

Each Method file can have an Audit Trail enabled. When this
is enabled, changes to the method will be logged in the file
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and cannot be removed or overwritten. To view the changes
logged in the Audit Trail for a method,

1. From the File menu, select Method followed by Audit
Trail... This will display the Audit Trail listing for the
current method. If the audit trail option is turned on
for the current method, this box will display the
logged changes to the method.

= Method Audit Trail | (O] x|

zer Logged Source Activity Heazon

System 4/3/97 101726 &0 Integration Events...  Added [Enabled: Yes. Type: Width, ... Width ...
System 4/3/97 101726 A Mamed Peaks - P...  Calibration Weight changed from O to...  Awerang...
System 4/3/97 101726 M Mamed Peaks - P...  Calibration Flag changed from Repla...  Aweraq...
System 4/3/97 101726 M Mamed Peaks - P...  Calibration Weight changed from O to...  Awerag...
System 4/3/97 101726 M Mamed Peaks - P...  Calbration Flag changed from Repla...  Awerag...
System 44397101726 M Mamed Peaks - P...  Calbration'weight changed from Oto...  Awerag...
System 4/3/97 101726 M Mamed Peaks - P...  Calibration Flag changed from Repla...  Awerag...
System 4/3/97 1017268 Mamed Peaks - P...  Ewxpected Retention Time changed fr...  Awerag...
System 4/3/97 101726 M Mamed Peaks - P...  Calibration Weight changed from O to...  Awerag...
System 4/3/97 101726 M Mamed Peaks - P...  Calibration Flag changed from Repla...  Awerag...

User The user who was logged into the system at time

of the change.

Logged The time the change was logged into the

system.

Source The method location of the change - i.e. peak

table.

Activity The change that was made.

Reason The reason for the change, if changes were

logged.

2. To view the details of a given entry, click on the entry

to highlight it, then click the right-hand mouse button.

Select the Show Detail command. Details of the

highlighted entry will appear.
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= Method Audit Trail M=] B

Shiows Dietail.

b W eight changed from Ot Averag. .
i Flag changed from Repla...  Awverag .
oranon Weight changed from O to.. Awverag..
Calibration Flag changed from Repla...  Awerag...
Calibration weight changed from Oto...  Awerag...
Calibration Flag changed from Repla...  Awerag...
Expected Retention Time changed fr..  Awerag...
Calibration Weight changed from Oto...  Awerag...
Calibration Flag changed from Repla..  Awerag...

4/3/97 101726 AM - Mamed Prirt Al

Spstern 4397101726 AM Named Erint Selecton
System 4/3/97 1017:26 &M Named FEars—F—
System 4/3/97 101726 A Mamed Peals -
System 4/3/97 101726 A Mamed Peals -
System 4/3/97 101726 A Mamed Peals -
System 4/3/97 101726 A Mamed Peals -
System 4/3/97 101726 A Mamed Peals -
System 4/3/97 101726 A Mamed Peals -

LR

9 Opening and Saving Files

Open Data Files

Whenever you open a file using the data system, you will be
presented with a dialog box that allows you to not only open
the file, but specify parameters for searching, as well as

previewing file contents. The Open File button E on the
command ribbon gives you access to the Open File menu.

When you select one of the types of files to open, a dialog will
appear where you can select the file from those on your hard
disk.

The Open Data File dialog contains the most options for how
you want to open and search for files. The list of files of the
type selected (Files of type) are shown. As with most
Windows applications, you can view these as a list, and show
details by clicking the appropriate button at the upper right
corner of the window. In addition, you can see a preview of
the chromatogram in the data file by pressing the Preview
Chromatogram button, or view the file description by
clicking the Description button. You can also use the *
"wildcard" character to view a list of certain file types. The
dialog appearance and behavior will be slightly different for
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systems with advanced file security enabled. Users will be
limited to storing files within the current project folder and
the Enterprise Common folder. A folder bar will be included
in the dialog to facilitate navigation.

Open data file ) e |
Laoak in: I@ Data j - i ) | ’ﬁ Channel & I
kle.dat muI 010 Open |
multi calibration level 1.dat pds '
miul calibration level 2.dat pdz Cancel |
multi calibration level 3.dat pds é 0.05 4
rnulti calibration lesel 4.dat pidz
multi calibration lewvel 5.dat pdz 0.00 Help |

oo 2.‘5 5.IEI ?.IG
I [ E Min
File: namme: Imulti calibration level B.dat
Files of type: I.t’-‘n.ll Files [*7] j
Find files that match these criteria:
Sample |D: I j Created Ian_l,J time j Firnd Mo |
Aralyst | x| Modiied: | any time | [ s |
Options
td ethiod: IDriginaI £ Acquisition ﬂ
Results:  [System [5/6/2002 11:10:13 AM) L]

|Search resulks

B

Open Data File Options

The Options box allows you to save time by loading additional
information at the time the data file is opened.

Method

If you select Current, the current method will not
change when you open the data file. When one of the
other Method options is selected, the method selected
will be loaded at the time the data file is opened.
From Results Loads the method used to create the
selected results. Original/Acquisition loads the
method used for the original acquisition of the data
file. This method will replace your current active
method.
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Results

When one of the Results options is selected, the data
file will be opened along with the selected results.
When a data file is opened with results, the
integration and baselines that generated those results
will be displayed automatically when the
chromatogram is drawn on the screen. If Most Recent
is selected, the data file will be opened with the
results from the last time the chromatogram was
analyzed. If the Save all analysis results option is
turned on (Enterprise Options/General tab), a list of
all analysis results will be available for you to open
with the file.

Open with Pretreatment

When this box is selected, the pretreatment file (if
applicable) used at the time the data was acquired
will be opened when the data file is opened.

Searching for Data Files

If you are interested in specific data files, there are
options that allow display of only the files of interest.
Using the area titled "Find files that match these
criteria", you can search for files that contain specific
information. You can specify all or part of a Sample
ID. You can search for files acquired by a designated
Analyst. You can find files that were acquired during
a specific time frame such as Yesterday, Last 7 Days,
Today. You can also search for files that were
modified during a specific time frame. These criteria
can be used one at a time or combined.

You can also include wildcards as part of the file
name to search. To do the search, fill in the field of
interest for files you want to search, then click Find
Now. For example, if you enter Tester* in the Sample
ID field and click Find Now, all the files where the
Sample ID is "Tester" followed by anything will be
displayed. Click the New Search button if you want to
clear the search settings and use new criteria for
searching.
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Note:

When using the Search feature, make sure the Windows Hide
File Extensions for Known File Types option is turned OFF. To
turn this off, from My Computer, click Tools followed by Folder
Options... and then click the View tab.

Open Method and Sequence Files

To open a method or sequence file,

1.

From the File menu, select Method or Sequence
followed by Open.

The Open dialog boxes for Method and Sequence files
are identical. The dialog appearance and behavior
will be slightly different for systems with advanced
file security enabled. Users will be limited to storing
files within the current project folder and the
Enterprise Common folder. A folder bar will be
included in the dialog to facilitate navigation.

Open Method File EE

Look in: i =3 Methods
multilevel calibration. met Open I
QC.met - :
Test.met EUIEE |
VOC.met

Help |
File name: IE!E.met

Files of type: | Method files [*met)

Find files that match these crtena:

[

Text in Desc: IDrganics j Created: I_l,lesten:la_l,l j Eind Mo I
Analyst: ISmitH ﬂ Modified: Iany time ﬂ Mew Search |
{ Search results

22
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Searching for Method and Sequence Files

The criteria you can use to search for specific method
and sequence files include selection of specific text
found in the file description (Text in Desc.), Analyst
name, and date Created or last Modified.

Note: ~ When using the Search feature, make sure the Windows Hide
File Extensions for Known File Types option is turned OFF. To
turn this off, from My Computer, click Tools followed by Folder
Options... and then click the View tab.

Save Data Files

To save a data file,

1. From the File menu, select Data followed by Save as
32-bit...

2. A dialog opens where you can browse to a location
and type the filename to be used to save the file.

This command will save the current data file along with the
current method in a single file. This command is only enabled
when the current data file is not in 32-bit Elite data format
(such as 16-bit or converted files). In order to comply with
good laboratory practices, you will not be allowed to Save As
32-bit... using the same name as an existing data file, unless
the file is located in a "Public" directory. A Public folder is a
folder where the path contains the term "public". Data files in
all other data system folders are protected from being over-
written. The dialog appearance and behavior will be slightly
different for systems with advanced file security enabled.
Users will be limited to storing files within the current project
folder and the Enterprise Common folder. A folder bar will be
included in the dialog to facilitate navigation.
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Save data hile as |

Save in: |E~‘JData j gl E.-.-
Aminadl.dat Aminod3a.dat AminoZZa.da Save I
aminod1a.dat Aminold. dat Amino33. dat C |
Amino02.dat Aminal5. dat Amino33a.da &I
Amino02a. dat amino 1.dat Aminodd. dat Help |
Aminod2b. dat aminolla.dat Aminodda.da
Amino03. dat Amino22. dat Amino55. dat
4] | |
File name: ||
Save az type: IData files [*.dat] j [T Compress Data
— Deszcription

Kl L|_I

24

To save the current data in a new data file, type the name of
the new data file in the File name field, then click Save. Use
the buttons at the upper right of the dialog box to view details
of a highlighted file, or to view the description of a
highlighted file. An entry "Saved from <FILENAME>" will be
logged into the saved file as the first entry.

If the Compress Data box is selected, the file will be saved in
a compressed format. Once saved in compressed format, it
will automatically be "decompressed" whenever the file is
opened. However, once a file is saved in compressed format,
you must do a "save as" command to save it in decompressed
format again.
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10 Reading CDF Files

When opening a CDF file, the software looks for one of the
following Y-axis labels:

"microvolts", "uvolts", "uv",
"mau

uau} or "millivolts", "mvolts", "mv",

If one of these labels is not found, the software will try to
read it from an ATA.ini file, which is used to get multipliers
for non-standard file types. If there is no AIA.ini file
available, the software will try to make an estimate based on
the range of values.

If the CDF file being read is non-standard, you need to make
an ATA.ini file and put it in the data system program folder.
The file should contain the y-axis label and multiplier.

11 The Instrument Window

User’'s Guide

Start an Instrument

To access the Instrument Window where you can develop
methods and sequences, create custom reports, and acquire
data, double-click on the instrument icon you wish to start in
the main menu. You may be required to log-in before you can
access the instrument window functions. See Instrument
Login for details.

Instrument Login

Whenever the instrument login and project management is
enabled, you will be required to log-in whenever you attempt
to start an instrument application.
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Uzer hame: Imacardusa

% PaSSWDrd' Ixxxxxxxxx
=l

Cramain; I

Project: I Drefault j

| [Login I Cancel | Help |

Enter the information as prompted, and then click the Login
button.

User name:

Enter the user name which has been assigned to you
on the network.

Password:

Enter your assigned network password.

Save Password:

If the "save password" option is enabled by your
system administrator, a Save password checkbox will
appear.

on________

L)

Uzer name: Imacardnsa

FPazzward: I""’“‘"*“**i
;i [ Save pazsword
Cramain: I j

Praoject: I Drefault j

| [Loait I Cancel | Help |
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If you select this box, the password you type at login
will be saved when you click the Login button. Once
the password has been saved, whenever you login to
the instrument, the saved password will be used.

Note:  The password will be saved when the Login button is clicked,
whether or not the login is successful.

Domain:

Select the domain you have privileges on from the
drop-down list, or type in the correct domain. (Not
shown unless you are using a domain controller.)

Project:

Select a project to log into. This project will become
the default project path for methods, data, and
sequences in the instrument. You can, however,
create and save files in other locations even though
you have logged into a designated project.

Once you have logged into an instrument and selected
a project, that project’s paths for methods, data,
sequences, and templates will be used unless you
designate a new project. To change the selected
project, use the File/Select Project... command.

View the Instrument Activity Log

As you use a method to acquire data, a log of activity from the
current instrument is kept. To view this log, from the File
menu, click Instrument Activity Log and then click Display
Log. A window with the Instrument Activity Log appears. The
window displays the User who used the instrument, the time
the activity was logged into the Instrument Activity Log, and
a description of the activity.
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= Instrument Activity Log =] B

3 1 Abd LAE1 Single Run - NEZCHROM ELITEDAT AT est 100 dat
3724098 9:49:50 AM LAB Run Queue - Start Single Run - CAEZCHROM ELITEDATATest 10
3724798 9:49:49 A L A&E Fun Queue - Add Single Run - CEZCHROM ELITE'DATANTest 10
3/24/98 9:48:55 AM LAB1 Cannot analyze: no data file is loaded

3724798 9:41:47 AM LB Instrument Printer Setup changed

1] | i

To view details of any line in the instrument activity log, click
on the line to highlight it, then do a right mouse click within
the spreadsheet. From this pop-up menu you can view details
of the highlighted line, print it, or print the entire activity log.
In addition, you can export, archive, or purge the activity log
from this menu.

= Instrument Activity Log

3024198 9:49:50 AM
324095 4949 AM A Run Queue - Add Single Run - C'E panual Entry. . st 10
32498 9:48:55 AM LAEH Cannot analvze no data fileiz loac ——
32419894147 AM | AR Instrument Prirter Setup changed  EXport...
Archive...
Purge...
< | TR i
Prink Selection

Note:  Over time, the instrument activity log file may become large,
so periodically you should archive the file to a floppy or
another location and then purge it.

About the Instrument Window

When you open an instrument, the Instrument Window will
appear. From this window, all aspects of using the
instrument are performed, including

e Method Development
e (alibration

e Sequence development
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e Instrument control and data acquisition
e Analysis and review of data

e Reporting

e Data export

You can customize the appearance of the application window
if you choose, adding or removing the Toolbars and Status
information. However, these features are designed to make
the system easier to use, and most users will prefer to have
these turned ON.

M= Generic  Method: VOC502. MET  Data: VacS02 dal  Project: Default

| 0 | FReaTme [ Window | Rebip® | iSTO.IDH | 8 | Unas | -

[ 1_[# Vi Chende 1 756687 007, 0 0 ] T |
fierow Caltraton 2 {af]1.1 €2 there 188917 [ o o [ Cat
X et [3 ot a1 202 0then I 18525 g [ [ [} o
— 4 |#cn 1200 ethere | 23108 0231 0 0 [] Cols
oS 8 {of1.1 €2 Popene w2017 (3E] [ [ 0/ppb 73
R 6 | serene fE [iEy [} [ 0losb =)
¥ (13 Ethers | A3 0143 o o 0 ppb Calb
E{L““’“"“"“""“‘"’ 8 |¥ 1.3 0 Propen B o [l [ 0lpsb ot
A — 9 |¥ Touene I558ET7 0173 0 0 0/ ppbr Caiby
Pe. Table ‘|ﬂ |2f ans 1,300 Prope ®1917 o 0 a 0| ppb Caldy

Maruaal Inkegration

Change View Preferences
To change the appearance of the instrument window,

1. From the View menu, click Preferences.

2. Click General to change the general view preferences
for the instrument window.
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Preferences - General

This tab is used to set up general preferences in the
instrument window.

Toolbar options

For each area of the window listed, you can turn on
or off the Toolbar and Tooltips if available. Click on
the toolbar area, then check the Show toolbar and

Tooltips boxes to enable your choices for that area.

Preferences | x| |

General | Files |

— Toalbar optionz
W Show toolbar

Sequence Pause V¥ Toolips
File Browszer
b ethod

— Statuz bar options
v Show status bar

— Time units
" Seconds & Minutes

0k I Cancel Help

Status bar options

Select the checkbox to turn on the status bar. The
status bar provides brief information at the bottom of
the instrument window, if enabled.

Time units

Select the time units for display of chromatographic
information.

Change File View Preferences
To change the appearance of the instrument window,

1. From the View menu, click Preferences.
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2. Click Files to change the file view preferences for the
instrument window.

3. Select the file type, then enter the number of files you
wish to display in the Max files box. This determines
the number of recent files displayed in the File menu.

4. Click Clear Files to clear the current recent files list
for the selected file type.

5. Click Clear All Files to clear the recent files for all
the file types.

Preferences E3 I

General Files I

Recent filez

b & files: |5

Recent Sequence Files ol |
EleandlliEles |

(0] 4 I Cancel Help

Locking your screen

To lock the window from unauthorized use, from the Window
menu choose Lock. When you choose this command, all
menu items will be "Locked" except for the Window and Help
menu. Locked commands will not be accessible until you
unlock them again. This command is useful for multiple user
labs, where you may want to lock your current work while
you are temporarily away from the computer.

To unlock the screen, click the Lock Command again. You will
be required to log in your user name and password (if
instrument login and project management is enabled) to
unlock the screen.
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Unlock Window )

% |lzer name: Imacardusa

Pazzword: I““““ﬂ

nlock I Cancel Help

12 The Chromatogram Window

32

About The Chromatogram Window

Whenever there is data to be viewed, it is shown in a
chromatogram window. Normally, one chromatogram will
appear in each window, and multiple channel data files will
display multiple chromatogram windows - one for each
channel. However, it is possible to add multiple traces to a
single chromatogram window and perform comparison and
mathematical operations on them. To access specialized
commands for the chromatogram window, click the right-
hand mouse button somewhere within the chromatogram
window area. These commands allow you to add graphs or
chromatograms to the window, change the appearance,
annotations, and axes, perform mathematical operations on

chromatograms, and view or change the properties of existing

traces in the window.
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As data is being acquired, it is also displayed in a
chromatogram window. At the end of a run the data becomes
the "current data". You can change the appearance of the
chromatogram and select annotations, fonts, and labeling.
Utilities are available to print the current window view, copy
it to a clipboard, or save it in a file.

View Tiled or Overlay Data

When viewing data from multiple channel methods, you can
choose to view each channel in a separate window
(View>Tile Data), or you can overlay all channels in a single
window (View/Overlay Data). When all channels are overlaid
in a single window, you can still zoom, and change the
individual channel appearances, as described below.

When in Tiled mode, you can arrange how the windows are
tiled on your screen by using the Window>Cascade,
Window>Tile Horizontally, or Window>Tile Vertically
command.
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Zooming

You may want to examine a chromatogram in more detail, or
zoom in on a portion of the chromatogram. To do this, drag a
box around the area of interest by holding down the left
mouse button and dragging the box until it highlights the
section of interest. Then release the mouse button. To move
quickly to the previous level of zoom, double-click on the
chromatogram. To zoom to the full chromatogram again after
multiple zooming operations, click the right-hand mouse
button anywhere in the chromatogram window, then select
Full Unzoom from the menu displayed. You can also execute
a full unzoom of your chromatogram with Ctrl-Z or shift-
double click in the chromatogram window. Once the
chromatogram is in a "zoomed" view, you can scroll it. See
Scrolling the chromatogram.

At the top of the chromatogram window is a display of Time
and Amplitude. These values change as you move the cursor
and reflect the time and amplitude of the trace where the
cursor is located. If you have more than one trace, you can
change the display to another trace by clicking on the
chromatogram trace with the mouse. If the traces are
displayed in different colors, the color of the Time and
Amplitude display will reflect the color of the trace displayed.

Scroll the chromatogram

Once you have zoomed in on a chromatogram, you can scroll
the chromatogram to the right or left without losing the zoom.
This is done by pressing the CTRL SHIFT keys down and
moving the mouse until the cursor changes to a "hand" and
dragging it to the left or right.

You can also scroll the X- or Y- axis to view features which
may be out of the range. To do this, press the CRTL SHIFT
keys down while the mouse cursor is outside the graph area,
yet near the axis of interest. The cursor will change to an
up/down arrow near the Y-axis, or a left/right arrow near the
X-axis. Moving the mouse in this mode will scroll the graph
up/down or left/right on the axis.

To restore the original view, in the chromatogram window,
click the right mouse button and then click Full Unzoom.
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Add a Trace (Viewing Multiple Chromatograms)

The chromatogram window is used to view data, either
current data (real-time) in the instrument window, or data
recalled from the disk. You can view multiple chromatograms
in a single chromatogram window if you wish. This is
convenient if, for example, you want to compare a past run
with your current data or overlay an oven or pump profile.

To add a new trace to the chromatogram window,

1. Click the right mouse anywhere in the chromatogram
window. A menu will appear.

Add Trace...
Add Multiple Traces..

Apiz Setup...
Annatations. ..
Appearance...

Eull Unzoom
Clear Overlays

Operations r
Utilities 3
Graphical Programming  ®

Properties

2. Select the Add Trace... command. When you select
this command, a dialog box will appear.
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Mew Trace Properties | x| |

Mew Trace | Annotation I Appearance I

Data source: IC:Wdatawstem \dataistandard0l dat

Trace: Il:hannel &

Scale to: I Trace 1
T mir; I—
' mas: I—
Units: I"-.ﬁ:ults—
# offzet; IEI—
# scale: |1—
' offzet; IEI—
T zcale; |1—

k. | Cancel | Apply | Help

3. Select the New Trace tab. Fill in the fields to add a
trace to the chromatogram window and set its
properties. These properties apply only to the trace
selected and are not saved as part of the method.
When a new trace is opened, the properties will be
set to default values. Added traces are normalized by
default.

Data Source

Enter the name of the file from which to get the trace.
You can also click the File button adjacent to the field
and select a data source.
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Current Data

This selection allows you to select a trace from the
current chromatography data.

Current Method

This selection enables you to select a trace from your
current method (if available). For example, you could
load an oven temperature program from an HP5890
instrument method.

Open Data

This allows you to select a stored data file from which
you can select a trace for display.

Trace

Select the trace to be displayed. Click the button to
display available traces.

Scale to
Select one of the scaling options.

Trace x Scales to
another trace in
the window.

Autoscale to largest peak Scales such that
the largest peak
is on scale.

Autoscale to 2" largest peak  Scales such that
the 2" largest
peak is on scale.

Autoscale to 3" largest peak  Scales such that
the 3" largest
peak is on scale.

User Defined Allows you to
enter a value for
Y max and min.

Normalized Allows you to
normalize one
trace to fit on
the graph.
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Y min

If you have selected a User Defined scale, enter a
minimum value for the Y-axis.

Y max

If you have selected a User Defined scale, enter a
maximum value for the Y-axis.

Units
Select the units for display.

X Offset

Enter a value in units for offset of the X-axis.

Y Offset

Enter a value in units for offset of the Y-axis.

Y Scale

If desired, enter a multiplier that will be applied to
the entire trace here.

Add Multiple Traces to a Chromatogram Window

If you want to quickly add more than one chromatogram to
your view,

1.

In the chromatogram window click the right hand
mouse button, followed by Add Multiple Traces...
The Open File dialog box will appear where you can
select the traces to be displayed by selecting them
from the file list.

To add a file, either click on the file name, then click
the Add button, or simply double-click on the
filename from the list.
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Sample ID: | =] created [anptime =] Findow |
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Data Files Trace il | Add I
1 centerprizeiprojectsefaultvistahamino02 . dat (Channel & -- FL
2 :\enterprize'projects\detauliidat avamina03. dat | Channel & — FL Delets |
3
=
|Search resulks él

3. Once you have added a data file to the list, you can
select the channel by clicking on the Trace field, then
click the down-arrow button. If multiple channels for
that file are available, select the desired channel by
clicking on it with the mouse.

4. To delete a trace from the display list, click on its
name or on its number, then click the Delete button.
5. When you are ready to open the multiple traces, click

Open. The selected files/channels will appear in your
chromatogram window.
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Annotate a Chromatogram
To change the annotations on the chromatogram,

1. From the chromatogram window, do a right mouse
click and then select Annotations.

2. Click the Annotation tab in the Properties box. This
brings forward a dialog where you can designate how
you want the trace you are adding to be annotated.
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Trace Annotation Properties |

Annotation I

—I Feaks "l

Available Annotations:

Retention Time:

Area

Area Percent

Height

Height Percent
ESTD concentration
ISTD concentration
MORM concentration
Witk

Show the following annotations:

Pl #
MHame

Decimals: |2

— Other

¥ Easeline
™ ISP width

|

[T RT window

F

¥ Show undstected named peaks

T

0k I Cancel Apply

| tppiTosn | Hep |

Select the trace from the drop-down list. Then select
what features you wish to annotate. Normal choice is
Peaks. However, if you have the SEC option installed,
you can select SEC to annotate specific SEC features
on your chromatogram.

For the selected trace, click Peaks or Groups to
select what kind of annotation to use.

Click on an Available Annotation. When an
annotation is highlighted, you can add it to the
annotations to be shown by clicking the Green arrow
key (pointing to the right). This can also be done by
double-clicking the selection.

For certain annotations, you can also designate the
number of places to be displayed to the right of the
decimal point. Enter this value in the Decimals box
for the highlighted item.
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7. Click the check box(s) to display Baseline, USP
Width, or Retention Time Windows, Show
undetected named peaks, and Group ranges on the
trace. With the SEC option installed, you will have
access to additional SEC annotation features.

Note:  The Reference Peak window annotation displays the window
set in the Peak Table. This window is not adjusted for relative
retention time.

8. Continue to select as many annotations as you wish
for this trace. When you have finished, click OK.

9. You can select or change annotation for an existing
trace by doing a right-mouse click in the
chromatogram window, then select the Annotation
command. The selections you make will apply to all
traces you open for this channel or until you change
them (the OK or Apply button). If you want to apply
the annotation changes to all open channels, click the
Apply to All button. Annotations are not saved as
part of the method and are considered a function of
the instrument application. If you close a method and
re-open it, the current settings will apply.

Change the Chromatogram Appearance

You can change the appearance of the trace (line type, color,
etc.) from the Appearance tab in the Properties box. Click on
this tab to display the Appearance tab dialog.

To change the appearance of a chromatogram or trace,

1. In the Chromatogram Window, do a right mouse click
and select Properties.

2. Click the Appearance tab.
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Data Graph Properties I x|

Trace Setupl Ayiz Setup  Appearance I

Scheme:

Iterm;

1: [Curent Data] - Channel & I Trace i |

Line Style: Size: Calor:

j Save Az | [elete |

Subitem:

[ Solid

Font:

=l [ =] |

Sizes Calar: Lirigle:

52 [ 2 (R ™Y g [

] I Cancel Apply Help

Scheme

If you have previously saved an appearance scheme
on disk, you can select it from this box. The Save As...
button allows you to save the existing appearance
scheme on disk by giving it a name. The Delete button
allows you to delete a scheme and start again.

Item

This drop-down list lets you select which part of the
chromatogram window for which you wish to change
the appearance. The choices will include the graph
itself (including background and legends), and the
available traces.

Sub-item

Select the sub-item you wish to modify. The choices
for this will change based on the item you have
selected. For example, if the Item selected is the
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Graph, you will have access to setting up appearances
of sub-items including the background, axes and
labels for the graph. If the item selected is a
chromatogram data channel, you will have access to
setting appearances of sub-items such as baselines,
start and stop tic marks, and annotation. If the item
selected is text, you will have access to the Font
formatting commands as well.

When a sub-item is selected, you will have access to
fields appropriate to that item. For example, if you
have chosen the baseline sub-item, you can choose
the color and line type. If you have chosen the
annotation sub-item, you can choose the font
appearance and color.
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You can change the appearance of any trace without adding a
new trace, by doing a right-mouse click in the chromatogram
window, then selecting the Appearance... command. When
you select this command, you will see an identical dialog to
that shown above for the Appearance Tab.
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Sub-items available in the Appearance tab are as follows.

Item Sub-Item Description

Graph Background Select the color of the graph background. Default is
black.

Graph Title Select a color and font for the Title of the graph.
There must be a Graph Title defined in the Axis
Setup tab in order for it to appear in the window.

Graph Left Y-Axis Select a color for the left Y-Axis of the graph.

Graph Left Y-Axis Major Ticks |[Select a color for display of major unit marks on
the Left Y-Axis.

Graph Left Y-Axis Minor Ticks [Select a color for display of minor unit marks on
the Left Y-Axis.

Graph Left Y-Axis On/Off Turns On or Off the Left Y-Axis

Graph Right Y-Axis Select a color for display of a right hand Y-Axis.

Graph Right Y-Axis Major Ticks |[Select a color for display of right Y-Axis major
ticks.

Graph Right Y-Axis Minor Ticks [Select a color for display of right Y-Axis minor
ticks.

Graph Right Y-Axis On/Off Turns On or Off the right Y-Axis.

Graph X-Axis Select a color for the X-Axis display.

Graph X-Axis Major Ticks Select a color for display of major unit marks on
the X-Axis.

Graph X-Axis Minor Ticks Select a color for display of minor unit marks on
the X-Axis.

Graph X-Axis On/Off Turns On or Off the X-Axis.

User’'s Guide
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Graph

Legend

Select a color and/or font for display of the graph
legend. The legend indicates what traces are
currently displayed in the window. The Legend is
turned On or Off from the Axis Setup tab.

Graph

Grid

Select a color for display of the grid lines. Grid
lines are turned On and Off from the Axis Setup
tab.

Data

Trace

Select a color and/or line type for display of the
selected trace.

Data

Annotation

Select a color and font for display of the trace
Annotation(s). The items to be annotated for a
trace are selected in the Annotations tab.

Data

Baseline

Select a color and/or line type for display of the
baseline.

Data

Baseline Start Tick

Select a color and/or line type for display of
baseline start ticks.

Data

Baseline Stop Tick

Select a color and/or line type for display of
baseline stop ticks.

Data

USP Width

Select a color and/or line type for display of the
USP Width, if calculated.

Data

RT Window

Select a color and/or line type for display of
expected retention time windows for named peaks.

Data

RT Window (undet.)

Select a color for display of RT Window for
expected peaks that were not detected.
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Change the Axis Properties

The Axis Setup tab allows you to configure the appearance of
the axis on your chromatogram. These settings apply to active
traces. To change the Axis properties,

1. In the Chromatogram Window, do a right mouse click
and then select Axis Setup.

Axiz Properties

Auiz Setup |

Graph hitle: ||

—|><-.-'l'-.:-:is - I

i Autozcale

™ Use this range:

Min: IU M ax: |4U Mirutes

Get Current Axiz Limits |

— Marginz
Top: |1'3' % Bottom: |1|:| 4
~ General Options Orientation

¥ Show legend - & Paortrait ¢ Landscape

¥ Include zample 1D in legend j
™ Include data file name in lege... _I
-

¥ Sl arid
] I Cancel | Sppl | Help

Graph Title

Enter a title for the graph, if desired. This appears at
the top of the graph.
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Axis
Using the drop-down list, select the axis of interest:

Left Y-Axis, Right Y-Axis, or X-Axis. Then for your
selection, you can choose the limits for the axis.

For Y-Axis selections, you may choose Use limits of
trace to get the limits from one of the traces in the
window, or you can select the Manually set trace's
limits to box and set the Y-Axis limits to your desired
range. If you choose None, no Y-Axis values will be
displayed.

For the X-Axis, you may either choose to Autoscale,
where the X-Axis is set to the longest trace. Or, you
may set an absolute range for the X-Axis by clicking
the Use This Range button, then enter a minimum
and maximum X-Axis value for the trace. Click the
Get Limits button to retrieve the X-Axis range from
the current trace.

Margins

Enter a value for the trace margins, in percent, for
top and bottom of the graph.

General Options

Select the check boxes to turn these graph
annotations on and off. If the legend box is selected,
the legend for a trace can be turned on or off from the
Trace Properties spreadsheet.
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Chromatogram Window with no Legend or Grid displayed
Orientation
Select portrait or landscape orientation for your
graph by clicking the appropriate button.
Change Data Graph Properties
Whenever a chromatogram or trace is displayed in the
Chromatogram Window, it uses the display settings contained
49
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in the Data Graph Properties. To change the Data Graph
Properties,
1. In the Chromatogram Window, do a right mouse click
and select Properties.

2. Select the tab for the properties you wish to view or
change, as shown below

Properties tab Used to

Trace Setup Add or remove traces, set legends, set scaling.

Axis Setup Add a graph title, change data range, set
margins and orientation, turn on and off
legends.

Appearance Set color schemes, line styles, and fonts.

Set up a trace

This tab gives you access to adding/removing traces, and
setting scaling options for the traces. Each row in the
spreadsheet represents one of the traces currently in the
chromatogram window. The details of the highlighted trace
appear in the trace properties boxes in the bottom of the
dialog box where you can view or change them.
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Data Graph Properties

Data Source Trace

[Current Data)] § Channel &

< | L

— Trace 1
D'ata source: I[Eurrent Diata) EI
Trace: I Channel & j
Sgale ta: I Marmalized j

T min: IU— Y max: ID—

Uritz I"v"u:ults—

# offzet: IEI— # zcale: I'I—

' offzet; IEI— Y zcale; |1— Annotations |

Hide Detailz | Beszet Scaling |

]|

] I Cancel | Al | Help

Show

Click this box to show the trace in the chromatogram
window. De-select this box to remove the trace from
the display (but leaving it open). This is a convenient
way to temporarily remove a trace from the viewing
window.

Lgnd

Click this box to show the legend for the trace. The
legend appears in the upper right corner of the
window and displays the name of the trace. De-select
this box to remove the legend for this trace from the
chromatogram window. Setup for the appearance of
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the legend (color, etc.) is done in the Appearance tab
for the Graph item. Note: If you have not turned on
the Legend in the Axis Setup dialog, this box will
have no effect.

Data Source

Enter the name of the file from which to get the trace.
You can also click the File button adjacent to the field
and select a data source. The data source can be a
chromatogram or it can be a stored profile such as
temperature or flow program.

Current Data

This selection allows you to select a trace from the
current chromatography data.

Open Data

This allows you to select a stored data file from which
you can select a trace for display.

Current Method

This allows you to select a trace from the current
method (if available). Examples of traces from a
method include temperature profiles for instrument
control, for example.

Trace

Select the channel to be displayed.

Scale to
Select one of the scaling options.

Trace x Scales to another
trace in the window.

Autoscale to largest peak Scales such that the
largest peak is on
scale.

Autoscale to 2" largest peak  Scales such that the
2 Jargest peak is
on scale.
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Autoscale to 3" largest peak  Scales such that the
3" largest peak is on

scale.

User Defined Allows you to enter
a value for Y max
and min.

Normalized Allows you to

normalize one trace
to fit on the graph.

Y min

If you have selected a User Defined scale, enter a
minimum value for the Y-axis.

Y max

If you have selected a User Defined scale, enter a
maximum value for the Y-axis.

Units
Select the units for display.

X Offset

Enter a value in units for offset of the X-axis.

Y Offset

Enter a value in units for offset of the Y-axis.

Y Scale

If desired, enter a multiplier that will be applied to
the entire trace here.

Note:

You can set the X-axis range from the Rt-mouse click/Axis
Setup menu selection.

Annotations

Click this button to display the trace annotations
dialog.
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Hide Details

Click this button to hide the current trace details and
display only the spreadsheet.

Reset Scaling

Click this button to reset the scaling values to their
original values.

Remove a Trace

If you have multiple traces in your chromatogram window,
and you want to remove one or more of them from the
chromatogram window, click the right-hand mouse button
anywhere within the window, and select the Properties...
command. A spreadsheet will appear where the currently
displayed traces are listed.

To completely remove a trace from the chromatogram
window, select the row by clicking on the # number, then
press the Delete key on your keyboard, or select the
Edit/Delete command. To temporarily remove the trace from
the window, de-select the checkbox in the Show column.
Click OK to return to the chromatogram window.

Set Limits for X-Axis and Y-Axis

Occasionally, you may want to set an absolute range for either
the X-Axis or Y-Axis, or both. To set limits for the X- and Y-
axis,

1. From the chromatogram window, do a right mouse
click and then select Properties.

2. Click the Trace Setup tab to set Y-Axis minimum and
maximum values for the trace. To set an absolute
voltage range for all chromatograms, use the User-
Defined option for the Scale To field. You must then
enter a Y-Min (minimum Y-Axis value) and Y-Max
(maximum Y-Axis value) for each chromatogram. If
you want all chromatograms to be displayed using
this same voltage scale, enter the same values for all
chromatograms.
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Data Graph Properties

Trace Setup | Az Setup I Appearance I

' min: |5— T ma: I'l—

Uritz IW

* offzet: IEI— # scale: |1—

Y offzet: IEI— ' zcale: I'I— Annatations |

# Scale To T Min T Max

1 |Mormalized 0 [1Valts

2 |User Defined [ 5 1

3
4] | *
—Trace &

C'ata zource: |[Eurrent Diata) E.”l

Trace: | Channel & =]

Scale to: ILlser Defined j

Hide Detailz | Heszet Scaling |

] I Cancel | Apply | Help

Click the Axis Setup tab to set absolute ranges for the
trace. Select X-Axis, to set the range for the X-Axis.
Click Autoscale to set the X-Axis range automatically
to the range of the longest chromatogram (the default
selection), or click Use this range to enter an absolute
range in minutes. The Get Current Limits button
brings in the X-Axis range from the current
chromatogram window. This is useful because it
allows you to use the zoom function to identify the
desired region of the chromatogram and
automatically enter the range values.

Once you have set an absolute range for one or both
of these axes, the designated chromatogram(s) will

55




56

always be displayed in the chromatogram window
using these ranges until you change or reset them.

5. To reset the scaling of all chromatograms to default

values, click the Reset Scaling button.

Data Graph Properties |
Trace Setup  Axis Setup | Appearance I
Graph title: I
—|><-.-’-'-.:-:is "I
" Autozcale
& Lse this range:
Mir: IU M ax: |9.9991? Mirutes
i Get Curent Axiz Limits |
—Margins
Top: |1D % Bottom: |1|:| %
— eneral Optionz Orientation
¥ Show legend 7 % Portrait © Landscape
¥ Include zample 1D in legend
[ Include data file name in lege...
¥ Sl arid ;I
] I Cancel | Apply | Help
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13 Chromatogram Operations
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About Chromatogram Operations

There are a number of chromatogram comparison and
mathematical operations that are available from the
chromatogram window. These are accessed by doing a right
mouse click in the chromatogram window and then selecting
Operations.

Add Trace...
Add Multiple Traces..

Auiz Setup...
Annotations. ..
Appearance...

Full Unzoom

Clear Overlayz

Dperationg Move Trace
Utilities ¥ Stack Traces...
Graphical Programming  # g
Align
Properties Stretch
MHormalize
Smooth

1zt Derivative
2nd Derivative

Add
Subtract
b ultiply
Divide
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Operation

Action

Move Trace

Lets you "grab" and move a trace within the
chromatogram window.

Stack Traces

Positions multiple traces with an offset.

Align Adjusts a second chromatogram such that a
peak (or point) on one chromatogram will be
aligned with a peak (or point) on the first
chromatogram.

Stretch Performs a two-point contraction or expansion
of chromatogram relative to another.

Nomalize Normalizes one or more chromatograms to the
first chromatogram, adjusting the heights such
that the apex height of a selected peak
matches that of the peak selected on the first
trace.

Smooth Performs a 9-point Savitsky-Golay smoothing

operation on a selected trace.

1st Derivative

Calculates and displays a 1st derivative of a
selected trace.

2nd Derivative

Calculates and displays a 2nd derivative of a
selected trace.

Add Adds two traces and displays the result.

Subtract Subtracts two traces and displays the result.

Multiply Multiplies one trace by another and displays
the result.

Divide Divides one trace by another and displays the

result.
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Move a Trace
To "grab" a trace and move it with your mouse

1. In the chromatogram window, do a right mouse click
and select Operations followed by Move Trace.

2. Move your cursor over a trace until the cursor
changes to a "move" icon.

3. "Grab" the trace by clicking the left mouse button and
dragging the trace to a new location. When you
release the mouse button, the trace will be placed
where your cursor was located when you released the
button.

4. "Move Trace" will appear at the upper right corner of
the window. You can continue to move traces. When
finished, do a right mouse click and select Operations
followed by the Move Trace command again to turn
off the move trace operation.

Stack Traces
To quickly change the X-axis and Y-Axis offset for a trace

1. In the chromatogram window, do a right mouse click
and then select Operations followed by Stack
Traces...

2. Enter a new X-axis and y-axis offset, and click OK.
The offset will be applied to additional traces
displayed in the chromatogram window.
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Chromatograms after stacking
To remove these offsets,

1. In the chromatogram window, click the right mouse
button and then select Properties.

2. Click the Trace Setup tab, then scroll to the right to
the X-axis and Y-axis offset columns where you can
delete or change these settings.

3. Click the Reset Scaling button to restore ALL settings
to their original values. Or, you can use the Stack
command again, entering "0" for both stack
parameters.
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Align two traces

To Align one chromatogram to another,

1.

In the chromatogram window, do a right mouse click,
and then select Operations followed by Align. Click
first on the point of the first chromatogram to which
you wish to align, then click on the peak (or point) of
the second chromatogram which you wish to align to
the first point. The second chromatogram will be
adjusted such that the peak (or point) you clicked
second will be aligned with the first point you clicked.

To remove the alignment, use the right-hand mouse
button/ Properties command to view the trace
spreadsheet. Click the Trace Setup tab, then scroll to
the right to the X-axis and Y-axis offset columns
where you can delete or change these settings. Click
the Reset Scaling button to restore ALL settings to
their original values.
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Chromatograms before alignment.
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Stretch a chromatogram

The stretch function allows you to perform a two-point
contraction or expansion of chromatograms relative to
another. To stretch a chromatogram,

1. In the chromatogram window, do a right mouse click
and then select Operations followed by Stretch.

2. Select points (or peaks) on the first chromatogram to
which the second will be stretched (or contracted).

3. Select two points on the second chromatogram. The
chromatogram between these two points will be
stretched or contracted to fit the two points specified
on the original chromatogram.

To un-do the stretch,

1. In the chromatogram window, do a right mouse click
and then select Properties. Click the Trace Setup
tab, then scroll to the right to the X-axis and Y-axis
offset columns where you can delete or change these
settings. Click the Reset Scaling button to restore
ALL settings to their original values.

62 User’'s Guide



B Channel A -- Untitled M=l E3

Time: ©.2808 Minutes - Amplitede: 0023171

&
2
1 EI 1 ? 1 ’ 8 ’ 1 g 1
Chromatograms before stretching.
[ Channel A -- Untitled Mi=] &3
Time: Q.87 Mnutes - Amplitude: -0.00104
-
2

User’'s Guide

Bottom chromatogram stretched relative to top
chromatogram.

Normalize Traces

This function allows you to normalize one or more
chromatograms to the first chromatogram, adjusting the
heights such that the apex height of a selected peak matches
that of the peak selected on the first trace. Once you have
selected this command, you will be prompted to select the
start and then the apex of a peak in the first trace. Then you
will be prompted to click on the start and apex of a peak in
the second trace for normalization.
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To un-do the normalization, use the right-hand mouse button/
Properties command to view the trace spreadsheet. Click the

Trace Setup tab, then scroll to the right to the X-axis and Y-
axis offset columns where you can delete or change these
settings. Click the Reset Scaling button to restore ALL
settings to their original values.
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Perform Mathematical Operations on Traces

Performing mathematical operations on traces can be done
from within the chromatogram window. To perform a
mathematical operation on a trace,

1. In the Chromatogram Window, do a right mouse click
and select Operations, then select the operation you
wish to perform.

2. Follow the instructions displayed to perform the
operation. The result of the operation will appear in
the window.

For a list of available operations, see Chromatogram
Operations.

Smoothing

To perform a 9-point Savitsky-Golay smoothing operation on
a selected data file,

1. In the chromatogram window, do a right mouse click
and then select Operations followed by Smooth. A
prompt will appear in the window instructing you to
Click on trace.

2. Click on the chromatogram to be smoothed. The
result trace will appear in the window.
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Calculate Derivatives

To calculate and display the 1st or 2nd derivative of a
chromatogram,

1. Do a right mouse click on the chromatogram, and
then select Operations followed by 1st Derivative or
2nd Derivative. A prompt will appear in the window
Click on trace.

2. Click on the chromatogram for which you wish to
perform the operation. The result trace will appear in
the window.
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Add two traces
To add two traces to a chromatogram window,
1. In the chromatogram window, do a right mouse click,
and select Operations followed by Add.
2. Click on 1st trace to select the first file by clicking the
mouse on the chromatogram.

3. Click on the 2" trace to select the trace to be added to
the first by clicking on the trace with the mouse. The
result trace will appear in the window. Note that in
order for this operation to be valid, both traces must
have the same sampling frequency.

Subtract two chromatograms
To subtract two traces,

1. In the chromatogram window, do a right mouse click
and then select Operations followed by Subtract.

2. At the prompt, click on the 1st trace. Select the first
trace by clicking the mouse on the chromatogram.

3. Select the trace to be subtracted from the first by
clicking on the trace with the mouse. The result trace
will appear in the window.
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Note:  In order for this operation to be valid, both traces must have
the same sampling frequency.

Multiply Traces
To multiply two traces,

1. In the Chromatogram Window, do a right mouse click
and select Operations followed by Multiply.

2. Select the first trace by clicking the mouse on the
chromatogram or trace.

3. Select the trace to be multiplied by the first by
clicking on the 2nd trace with the mouse. The result
trace will appear in the window. For the multiply
operation, the units of the resulting trace are <trace 1
units> x <trace 2 units>.

Divide chromatograms or traces
To divide two traces,

1. In the Chromatogram Window, do a right mouse click
and then select Operations followed by Divide.

2. A prompt will appear in the window Click on 1st
trace. Select the first trace by clicking the mouse on
the chromatogram.

3. A second prompt Click on 2" trace will appear.
Select the trace to be divided into the first by clicking
on the trace with the mouse. The result trace will
appear in the window. The equation used to calculate
the result trace is as follows.

»l .
b= —ﬁ T e
Y1 T,
Where

p = the calculated point for the result trace at time t
y1l = a point from the first trace at time t

y2 = a point from the second trace at time t

User’'s Guide 69



70

ymult = the y multiplier for the trace that converts it from
microvolts to the trace's displayed units

Utilities

About Chromatogram Utilities

The Utilities menu in the chromatogram window gives you
access to commands for saving, copying, or printing the
current chromatogram window. To access the Utilities, in the

Chromatogram Window do
Utilities.

Add Trace...

Add Multiple Traces..

a right mouse click and then select

Axiz Setup...
Annotations...
Appearance. ..

Full Unzoom
Clear Overlays

Operations

Utilitie:z

Erirt

Graphical Programming *  Copy to Clipboard

Propertiez

Save Trace...

Utility

Action

Print

Sends the current chromatogram view to the
printer.

Copy to Clipboard

Copies the contents of the chromatogram
window to the clipboard.

Save Trace...

Prompts you to click on a trace then opens the
save data file dialog.
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Print a trace

This command sends the current chromatogram window view
to the printer.

Copy to clipboard
To copy the contents of the window to the clipboard,

1. From the chromatogram window, do a right mouse
click and select Utilities followed by Copy to
clipboard.

This command copies the current chromatogram window to
the clipboard as a metafile. From here, you can paste the view
into a word processing document or other application that
supports the clipboard. Note: To paste into Microsoft Word,
you need to use the Edit/Paste Special/Picture command.

Save a trace

Use this utility to save a trace as a data file.
1. From the Utilities menu, select Save Trace.
2. Click on the trace you wish to save.

3. In the Save Data File As dialog, browse to the location
for saving the file and type the name for the file.

14 Graphical Programming

User’'s Guide

About Graphical Method Programming

The Graphical Programming menu enables you to add timed
events and set up other method parameters graphically by
clicking on the displayed chromatogram. These commands are
also available from the Graphical Programming Toolbar,
which is displayed by default at the bottom of the Instrument
Window. To turn on the Graphical Programming Toolbar,

1. From the menu, select View followed by Preferences.

2. Select Int Events and then select Toolbar.
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Parameters that can be set using graphical programming

include:

Command Action

Width Inserts a Width event at the point on the
chromatogram.

Threshold Inserts a Threshold event at the point on the

chromatogram.

Shoulder Sensitivity

Inserts a Shoulder Sensitivity event at the point
on the chromatogram.

Integration Off

Turns off integration at the point on the
chromatogram.

Valley to Valley

Turns on valley to valley baseline detection.

Horizontal Baseline

Forces a horizontal baseline from the point on
the chromatogram.

Backward Horizontal Baseline

Forces a backward horizontal baseline from the
point on the chromatogram.

Lowest Point Horizontal Baseline

Forces a horizontal baseline at the next lowest
point.

Tangent Skim

Forces a tangent skim.

Front Tangent Skim

Forces a front tangent skim.

Minimum Area

Set a minimum area for peak detection.

Negative Peak

Turn on negative peak detection.

Disable Peak End Detection

Disables the end of peak detection.

Reassign Peak

Designates a different peak as the calibrated
peak.

Manual Baseline

Manually define a baseline.

Manual Peak Manually define the beginning and end of a
peak.
Split Peak Force a perpendicular to split a peak.

Force Peak Start

Force the start of a peak.
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Force Peak Stop

Force the end of a peak.

Move Baseline

Manually move a baseline.

Reset Baseline

Force a baseline to the point.

Reset Baseline at Valley

Reset the baseline to the next valley.

Adjust Retention Time Window

Adjusts the retention time window.

Adjust Group Range

Adjust the group range.

Define Single Peak

Define a single peak and add it to the peak
calibration table.

Define Peaks

Define multiple peaks and add them to the peak
calibration table.

Define Groups

Define groups and add them to the group
calibration table.

Suggest Sampling Frequency

Suggest a sampling frequency for the
chromatogram.

User’'s Guide
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15 Data Acquisition and Control

Data Acquisition and Control

Commands that are available from the Control menu are
related to data acquisition and control of the instrument. In
general, there are two ways to acquire data: 1) single run
acquisition, where you acquire data for a single injection and
2) sequence acquisition, where you acquire data
automatically for a series of runs using a pre-programmed
sequence that defines the number of injections, methods, file
names, and calibration. Additional control menu items will
appear depending on the features supported by the
instrument configured.

Single Run Acquisition

There are two ways you can acquire data. One way is with a
sequence (for multiple runs), and the other way is to make a
single run. To make a single data acquisition run, you need to
specify the method to be used for analysis, and a file name for
data storage.

Note: In order to use a method for data acquisition, its
Instrument Setup should have the acquisition channel turned
On, and a sampling rate and run time designated.

To make a single run, click the Single Run button b , O
select the Control>Single Run command from the menu. A
dialog will appear.
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Run Information

This section allows you to specify files for the run.

Sample ID

Enter a Sample ID for the run. This can contain text
and numbers, and is saved with the data file. You can
also click the arrow and select from a number of pre-
defined ID’s.

Method

Enter the name of the method to be used for data
acquisition and processing. Include the entire path
name if the method is not in your default method
directory. You can select the method from a list of
methods available on your disk by clicking the File
button adjacent to the field.

Data Path

Enter a path name where the data acquired for this
run will be stored. Click the File button to select a
path from a list of those on your disk.

Data File

Enter a file name to be used to save the data on disk.
You can select from one of the pre-defined name
types by clicking the arrow button adjacent to the
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field. It is not possible to use an existing file name,
unless the file exists in located in a directory whose
path contains the term "public". For example, if you
data files are saved in a directory entitled
"C:\Public\Data", the files saved in this directory can
be overwritten. The software automatically appends a
.dat file extension.

Number of runs

Enter the number of runs you wish to make. The runs
will automatically proceed without review until
completed, incrementing each file name as
designated. If the sequence of single runs is aborted,
and the user then repeats the single acquisition
without changing any parameter, the run number will
start with the next number as if the sequence not
been aborted. For example, setting 4 runs with
starting run number of 101, then abort during run
102. When restarting, the next run number will be
105. If the Sample ID is also incremented, it will
increment in parallel.

Print Method Report

When this box is checked, the method report (or
reports) will be printed at the end of the run.

Amount Values

In this section, you can enter values that affect how
the concentrations are calculated. If you are making a
single data acquisition prior to calibrating your
method, simply leave these values at the default level.

Sample Amount

The Sample Amount value is used as a divisor during
calculation of concentrations. It is intended to
compensate for differences between samples due to
weighing and when percentages of the total sample
are being calculated rather than the amount detected
in an injection.
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Internal Standard Amount

For calibration runs, the Internal Standard Amount is
taken from the method Peak Table. For unknown
runs, enter the amount of the Internal Standard in
your unknown sample.

Multiplication Factors

Enter one to three multiplication factors to be used
for this run. All quantitated peaks will be multiplied
by these factors.

Dilution factors

Enter one to three dilution factors to be used for this
run. All quantitated peaks will be divided by these
factors.

Calibrate

Select this box if the sample is to be a calibration
sample. Once this box is clicked, the following fields
and options will be available.

Calibration Level

Enter the number of the calibration level represented
by this calibration standard. If this is a single level
calibration, enter 1.

Clear all calibration

Click this box if you want to clear all existing
calibration factors from your method before running
the sample.

Clear calibration for level

Click this box if you want to clear the existing
response factors for this level only before running the
sample.

Print calibration report

Click this box if you want to print a calibration report
after running the sample.
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Clear replicates

Click this box if you want to clear all existing
replicates from the existing calibration level before
running the sample.

Average replicates

Click this box if you want to average the replicates for
this calibration level.

Baseline Check

This box will appear if you have the Baseline Check
option implemented in the instrument configuration.
When this box is checked, it will trigger a baseline
check prior to the start of the run.

Begin run

By default, run will start immediately. If you want to
schedule the start of the sequence for a later time or

date, click the @ button to open the Schedule Run
dialog where you can enter or select the time to start
the sequence.

Startup/Shutdown

For instruments that support it, boxes for Startup
and Shutdown will appear in the dialog. These boxes
enable you to designate the run as either a Startup or
Shutdown sample. When one of these boxes is
checked, it will trigger the Startup or Shutdown
routine on your instrument. For details, see the
control documentation for your instrument.

When you have completed the Single Acquisition Run dialog
box, click Start to begin the acquisition. The current data will
appear in the chromatogram window as it is acquired and
stored on disk. At the end of the run, the chromatogram will
be analyzed according to the method parameters, and a report
generated if specified. If the sample is not analyzed at the end
of the acquisition, click the Analyze button if you wish to
view the results.

User’'s Guide



User’'s Guide

Run a Sequence

Once you have created and saved a sequence, you can use it
to acquire and process data. To start a sequence acquisition,

1. From the Instrument Window, click the Sequence

Run button @ , or from the Control menu, click
Sequence Run....

2. Enter or select a sequence to use, set a run range,
mode, printing options and review options, then click
Start.

unsequence x

— Sequence information
Start |
Sequence name: IEI: \enterpriset\ProjectshDrganicshSequencehJCT est seq
Cancel |
— Run range —Mode Help
Tower: MAd - |

Lo

£ Selection Frocessing mode: INormaI VI

" Rangs I Bracketing: INone 'I
—PFrining———————— I Review

™ Prirt method reports | Besults review [pause after each i)

Calitration resiew

I Print sequence reparts [pause after, each calibration et]

— Begin run

== a— |

Sequence Information
Enter the Sequence Name to be used, or select the
sequence file from a list of available sequence files by
clicking the File button.

Run Range
Select the range of the sequence to be run.
All
Click this to execute all runs in the sequence.
Selection

If you have currently selected a series of runs in your
sequence spreadsheet by highlighting them, click this
to run only the highlighted runs.
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Mode

Enter a range of runs to be executed. For example, an
entry of 4 - 6 will execute runs 4, 5, and 6 of the
sequence. An entry of 4- designates the 4™ run
through the end of the sequence.

Select the manner by which you want to handle
autosampler dual towers (if any), processing mode,
and bracketed calibration (if used).

Tower

If your instrument is configured for Dual Tower, you
can select the tower mode to be used for the sequence
run. Selections include Dual, Front, and Rear.

Processing Mode

Select a mode for reprocessing the data. Options here
will vary depending on the instrument configured. If
the instrument does not support this feature, this
option will be grayed out. For certain instruments,
Overlap Sample Prep mode will be available. See
About Overlap Sample Prep for information and
restrictions for using this mode.

Bracketing

Select the type of bracketing you wish to perform.
(See Bracketed Calibrations for details.)

None Select this if you do not wish to bracket
calibrations.

Standard Select this if you wish to perform the
standard mode of bracketing calibrations.

Std. w/Clear Calib Select this if you wish to perform
the standard mode of bracketing calibrations, clearing
the calibration before the start of each calibration set.

Sequence Select this if you want to perform the
sequence mode of bracketing calibrations.
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Seq. w/ Back Calc Select this if you want to perform
the sequence mode of bracketing calibrations and
back-calculate calibration runs.

Review

Results Review

Click this box if you want the sequence to pause
between runs for you to review results.

Calibration Review
Click this box if you want the sequence to pause after
each calibration set, where a calibration set is defined
as one or more calibration runs that occur in a
sequence.

Printing
Print Method Reports

Click this box if you want the custom report defined
in the method to be printed for each run of the
sequence.

Print Sequence Reports

Click this box if you want sequence reports to be
printed.

Begin run

By default, run will start immediately. If you want to
schedule the start of the sequence for a later time or

date, click the @ button to open the Schedule Run
dialog where you can enter or select the time to start
the sequence.

Email Recipient(s)

Use this field to enable email notification to be sent to
a designated address (entered in the To: field).

Select the On Start box to send email notification
when the sequence starts.
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Select the On Stop or Error box to send email
notification when the sequence stops or if an error
occurs.

When you have completed the dialog box, click Start to
initiate the sequence acquisition. You may see the data
displayed in real time in the chromatogram window(s), if the
"current data" is selected for viewing.

Stop a Run in Progress
When you want to stop data acquisition during a run,

1. Click the STOP button that appears on the command
ribbon when the run is in progress, or from the
Control menu, click Stop Run.

2. Select how you want to stop the run. If you are
running an instrument connected to an Agilent
Instrument Controller, you will not be able to stop the
run or sequence unless you are the user that
submitted it.

Note: ~ When using the STOP button, make sure to hold the mouse
button down until the STOP button icon changes to the
"depressed" appearance before releasing.

Stop Run EI

% Stop cument run only

Stop current run and sequence run

Stap sequence after current run completes
Stop all run queue items you submitted
Stop all run queue items

0K ‘ Cancel ] Help

Stop current run only

SN

Select this to end the run currently in progress. If the
run is a part of a currently-queued sequence, the
sequence will continue with the next run.
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Stop current run and sequence run

This selection stops the run currently in progress, and
terminates the sequence it is a part of. Other queued
items will proceed.

Stop sequence after current run completes
This selection will abort the sequence after the
current run in progress is completed.

Stop all run queue items you submitted

This selection stops the run currently in progress, and
terminates all the items in the queue that were
submitted by you. Queue items submitted by other
users will be unaffected.

Stop all run queue items

This selection stops the run currently in progress, and
terminates all items in the run queue.

Note:

Note:

When a run is stopped, the data up to that point is saved in
the data file. However, no analysis of the data will be
performed. If you want to produce a report or view results
from a run that was stopped, you must Analyze the data file.

If you are not the user that submitted the run or sequence or
are using an instrument offline, you do not have access to the
Stop command.

Extend a Run

While a run is in progress, you can extend the data
acquisition beyond the designated run time by

1.

From the menu, click Control followed by Extend
Run.

A dialog will appear where you can enter the amount
of time by which you wish to extend the run.

Enter the number of minutes you wish to extend the
run, and then click the OK button.
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Extend Run X |
Eutend run by IE— Finutes Cancel |
Help |

Note:  If you are not the user that submitted the run or sequence or
are using an instrument offline, you do not have access to the
Stop or Extend Run command.

16 Turn Off GPIB Instruments

If you are using two instruments attached to a GPIB board, it
is important to close the instrument application (or close the
instrument window and then close the server) prior to
turning off the power to the instrument or instrument
modules, otherwise the other instrument attached to the
GPIB board may freeze.
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17 Tutorial

User’'s Guide

This section walks you through the basics of using EZChrom
Elite. Follow the steps to set up a method and acquire a data
file, then optimize the method for integration and set up
calibration. Use the Tutorial files provided with the software
to "play" with the software and become comfortable with its
use. Details on data file structure, application window
features, how to open and save files are located in Basics of
Operation.

Note:  This Tutorial assumes that EZChrom Elite is installed with all
an analog instrument using an SS420x or other supported
A/D converter installed and properly configured. If you have a
digital instrument configured, refer to the online help to
complete the instrument setup for data acquisition.

Tutorial Overview

The following list gives you a quick view of what the Tutorial
section contains. If you are just starting to use EZChrom
Elite, you should perform all steps in the Tutorial, in the
order presented.

Step 1: Create a Data Acquisition Method

e Set up acquisition run time and
sampling rate

e Save the method
e Run a preliminary sample

e Set Integration parameters
graphically

Step 2: Create a Single-Level Calibration
e Name Calibrated Peaks
e Run a a Single-Level Calibration

Step 3: Create and Run a Sample Sequence
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Step 4: Using Tutorial Files
e Review a Multi-level Calibration
e Explore a Peak Table
e Examine a Custom Report

e Change integration parameters

18 Tutorial - Acquiring and Analyzing Data

In this section of the Tutorial you will use the data system to
acquire data and optimize the integration, set up and run a
calibration standard, and create and run a sample sequence.
Details for advanced operation are located in later sections of
this manual.

Instrument and Method Wizards

To make using the system easy, you can use the built-in
Instrument and Method Wizards. These Wizards make it easy
to locate and step through the dialogs necessary to create or
modify methods. If you use the Method Wizard to create your
Tutorial methods, use the wizard buttons to move you to the
dialog associated with the Tutorial step you are on.

The Method Wizard is started from the Instrument Wizard
box by clicking the button labeled Create or modify a
method.
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Instrument Wizard - Generic | 5[

Create or modify a method

il

Help

S

i

Create a sequence

Run one zample

il

p Run a sequence of zamples

¥ Show at instrument starbup

When you click this button, the Method Wizard will appear,
allowing you to select how you want to use the wizard.

Method Wizard - Generic 1 x|

Cancel I
Create a new method R |

b odify the current methiod

([ B ' kodify a method on disk

Select the Create a new method button to start creating your
tutorial method.
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When you select this button, the Method Wizard sets up a
bank of buttons in your application window that allow you to
"step" through all dialogs of method generation. A save button

is also provided.
|| B

Create a Data Acquisition Method

The first step toward acquiring a data file is to create a data
acquisition method. At this point, you merely need to make
sure that the method will acquire the data for a long enough
run time for your last peak to elute, using the default data
acquisition sampling rate (which is adequate for most
samples except for fast capillary runs.)

Note:  You can skip this step and use data and method files provided
if you do not currently have access to an instrument.

Acquisition Setup

To set your acquisition run time and sampling rate, go to the
Instrument Setup dialog. This is the first dialog displayed if
you are using the Method Wizard. Or, click on
Method/Instrument Setup, or click the Instrument Setup
button on the command ribbon. Select the detector tab for the
detector you will be using. Be sure to click the box adjacent to
Acquisition Channel On to turn on data acquisition for this
channel.

Note:  If you are using an instrument control option, one or more
tabs will appear in Instrument Setup that provide instrument-
specific options. See the online help for that instrument for
details.
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i Instrument Setup

~ W Acquisition Channel On

Suitable for minimum peak width at baze of: 0.033 Min

Run Time: IED.EIEI bin
Acquizition Delay: IIZI bin

w External Events 113 Detector |}q.- TfiEIEIETI

10 | Hz

" Period I F]  |mSec =

=1 E3

User’'s Guide

The default Sampling Frequency should be adequate for most
types of chromatography. For Frequency data sampling, the
data rate is selected in Hz (samples per second). For Period
sampling, you can select the number of seconds (or
milliseconds) between data points. The default is Frequency
and this is how most chromatography applications are set up.

Make sure that the Run Time is long enough for your last
expected peak to elute. If you do not know how long it will
take to elute, set the run time to a high number, such as 100
minutes. (You can stop the run manually after the last peak
has eluted.) After your first run you can then adjust the run
time to a more appropriate number.

Click the Trigger tab and select the Trigger Type for the type
of remote start (if any) you have installed for the instrument
you will be using. (If no trigger is configured, this tab will not
appear.) The trigger for each instrument is set up during
configuration.
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B Instrument Setup H=] E3

w E:-:ternalEventsI ity Detector 1 }v Trigger |

Type:
Mone:
M anual: Operator has to press Enter to start the run. Sequence acquizsitions pause for confirmes
Esternal: If the data sampling iz started from an esternal trigger. select this option. The type of b

when the instrument iz configured.
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None Sampling of data starts immediately when Start
is clicked.

Manual User must start the data sampling.

External Data sampling starts when externally triggered.

When you have completed the acquisition setup information,
click the X box in the upper right hand corner of the tab
window to exit the dialog.

Save Your Method

Once you have set the acquisition parameters, save your
method using a name you will recognize. Click on
File>Method/Save As... A dialog box will appear.
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Save Method File As

Save in: IE) Data j += [
Amino,mek Save I
amino_1.met C | |
amino_1a.met ==
arnino_2.met Help |
File name: Itest. ey j

Save as bype: I Method files [*. met) j

— Description

4

Select the folder in which you want to save your file. In the
Filename field, type Test.met as the filename for saving the

method.

Run a Preliminary Sample

You will now use the data acquisition method you just saved
to make your first data acquisition run. To aid in later steps
of the Tutorial, it is best to run a standard sample for your
first acquisition run.
1. To start the run, select Control>Single Run or
click the Single Run button.

User’'s Guide
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Single Run Acquisition

x|

v Calibrate e
Calibration level: 2 |;I

r~ Run information
Sample 1D |<D> ﬂ
tethod: |E:\entarplisa\F’roiects\Drganics\Data\Amino.me #l [~ Clear all calibration Cancel |
Data path: |C:\entarplisa\Proiects\Drganics\Data -”l I Clear calibration for level Help |
Diata file: |<D> ﬂ I Print calibration report
5 [ Clear replicates
Mumber of reps: |1 ™ Print method repart E
[ Average replicates

r— Amount valu
Sample amount:

Multiplication factars:

Dilution factors:

Intemal standard amaount: I

I Baseline Check

Begin iun
’]Immed\ate\y QI

- Autozampler

™ Use program: |
Wik

Injection wolume:

Description.. |

At this point, enter Test in the Sample ID field.

In the Method field, either type your method
name, along with its path, or select the Test.met
file from a file list on your disk by clicking on the
open file button adjacent to the field.

Enter a path for storage of data files in the Data
Path field, or select a path from a list presented
by clicking the open file button adjacent to the
field.

Enter Test.dat as the name for storing your data
in the Data File field. You must enter a unique
file name in this field. Therefore, if you have
performed this tutorial before, you must first
delete this file from your disk, or move it to a
different directory before proceeding.

Since you are not doing calibration at this point,
simply click Start and inject your standard
sample. You will see the data as it is acquired in
the chromatogram window on your screen.

Set Integration Parameters Graphically

EZChrom Elite uses default integration parameters that are

appropriate

for most simple chromatography. However, you

may have certain peaks that require special integration
treatment. Such special integration treatments are entered
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into your method as Integration Timed Events. These events
can be placed at the beginning of the run to apply to all peaks,
or they can be inserted at a certain place in the
chromatogram such that only some peaks are affected. Follow
the steps below to add the timed event to turn off integration
to your method.

Note:  You can perform this step using one of the multi calibration
level.dat files provided with the software.

1. At this point, your recently acquired
chromatogram should be displayed in your
chromatogram window. If it is not, click the Open
File button, select Open Data, and then select
your data file from the list displayed.
Alternatively, you can select one of the files
supplied with Elite.

2. Click the Analyze button to integrate the
chromatogram and display the baselines.

Note:  If you dont know what a button’s function is, simply move
the cursor over the button (don’t click) and a Tooltip box will
appear showing the button’s name or function.

3. To add the Integration Off timed event, click the
Int Off button on the Toolbar. As instructed in the
status bar at the bottom of the window, click your
mouse once prior to a part of the chromatogram
where you want to turn integration off. (Select a
section of chromatogram where one or more
peaks elute.) Then click the mouse again at the
point on the chromatogram where you want to
turn integration on again. A dialog will appear.
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Integration OFf I
Start Tirne: Minutesz Add to Table
Stop Time: Mintes Cancel |
W alue: Help I

¥ |nzert into Integration E vents table

£ |nzert into Manual Integration Fikes table

Analyze Mow

The points where you clicked your mouse are shown as
Start Time and Stop Time. The integration will be turned
off between these points on your chromatogram. The
Value is set at zero, as no numeric value is required for
this event. Click Analyze Now to add the event to the
method and re-integrate the chromatogram. (Add to
Table will simply add the event to the integration timed
events table without re-integration.)

Select the button next to Insert into Integration Events
table and the event will be added to the Integration
Events Table of your method (where it will be used on all
chromatograms analyzed using this method). Select the
button next to Insert into Manual Integration Fixes
table and the event will be added to the Manual
Integration Fixes Table of the present chromatogram
(where it will be applied only to this chromatogram).

Your chromatogram will be re-drawn using the new
integration event. Notice that the area you selected has no
baselines drawn because the integration has been turned
off for these peaks.

4. The integration event is put into the Integration
Timed Events table. To view this table, click the
Integration Events button on the command ribbon.
Your integration timed events table will appear.
Notice the Integration Off timed event has been added
to the table.

5. To remove the Integration Off event from your
method, click on the Integration Off event name or
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the row number, then press the Delete key on your
keyboard. You can also delete the event using the
Edit/Cut command. Using this command, you could
re-insert the event using the Edit/Paste command if
you wished. To temporarily view the effect of
removing an event without actually removing it from
the table, click the check box adjacent to the event to
de-select it. To re-select the event, click the check box
once again.

6. When you are finished with the Integration Events
table, click the X box to close it and return to your
chromatogram.

Create a Calibration

If you are interested in peak quantitation (calculation of
results based on the running of standards, you must set up
your method for calibration. Further details on how to set up
multiple level calibrations are given in the Method
Development section of this manual. For this tutorial,
however, you will set up a single level of calibration.

Setting up any type of calibration involves the following steps.

o Identify the Calibrated Peaks and enter standard
amounts in the method

e Run the standard sample(s)
e Review the calibration curve

The easiest way to enter calibration peak data is to actually
run the standard sample first, then use the stored data file to
graphically define your calibration peaks. If you have been
following the Tutorial, you should already have a standard
sample saved on your disk. If you do not, you can either run a
standard sample using the steps shown above in the Run a
Preliminary Sample section of this Tutorial, or you may
select one of the data files provided with the data system.

1. Open your stored data file by clicking the Open File
button and select Open Data... Select your standard
data file from the list, or select one of the data files.
Once the file is displayed in your current data
chromatogram window, click the Analyze button to
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integration the chromatogram and show the

baselines.

2. Click the Define Single Peak button on the Toolbar.
A dialog box will appear for the first detected peak in
the chromatogram.

Dehne Single Peak

Retertion Time :

.36 Minutes

Feak MHame : ian::etn:nne

Uitz :
ISTD 1D # -

Ref. |0 # :

pRm

Conc. Level i_ I

- Retention Time YWindaw

. .-ﬁ-.l:usculute

1+

W W

0.009

4

timutes

< Bachk

Mest »»

]|

Help

Current Peak: 1
Total Peaks: 19

The retention time of the first detected peak will
appear. If you want to add this peak to the peak table,
complete the dialog for this peak. If you do not wish
to add this peak to the peak table, click the Next
button. If you want to move to a specific peak in the
chromatogram, click on that peak with your mouse.
The retention time shown in the dialog will change to
reflect the selected peak.

Peak Name

Enter the name of the compound in this field.

Conc Level

Concentration Level 1 is shown. Enter the amount of
this compound for this concentration level. (Note: For
setting up more than one level for this compound, you
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would enter Concentration Level 2 and the amount
for that level. Continue to enter level concentrations
until you have completed the number of calibration
levels desired.)

Units
Enter the units to be used for display of results.
ISTD ID #

If you are doing internal standard calibration, enter
the ID # for the internal standard peak for this
compound. This is the peak ID number from the peak
table. If you don’t know it, you can add it in the peak
table later.

Ref ID #

Enter a retention time reference peak ID # to be used
for this peak. This is the peak ID number from the
peak table. If you don’t know it, you can add it later
in the peak table. Reference peaks are used to locate
calibrated peaks when chromatographic conditions
change such that retention times shift.

Retention Time Window

Select how you want to enter the retention time
window for this peak. The window is used for peak
identification in case of slight deviations from the
expected retention time.

Relative

Click this if you want the system to calculate the
retention time window based on a % of the expected
retention time of the peak. Enter the % you want to
use for calculation of the window.

Absolute

Click this if you want to enter an absolute window for
the peak. Enter the value you want to use for the
retention time window, in minutes.

Click Next to move to the next detected peak. Click
Back to move to the previous detected peak in the
chromatogram. The current peak and total peaks in



the chromatogram is displayed on the right of the
dialog box. When you are finished adding peaks to
your peak table, click Done. Each peak you defined
will become a row in your peak table. Note that if you
already had peaks in your peak table, the peaks you
just defined will be added to those already present.
To view the peak table, click the Peak/Group Tables
button from the command ribbon.

4. Once you have defined your peaks, click the Peak
Table button and the calibration peak table will
appear. Make sure the Named Peaks tab is selected.
Each peak you defined will appear as a row in the
Peak Table spreadsheet, along with its retention time
and other parameters you entered.

= Peak / Group Tables -- Detector A Mi=] &3
Mamed Peaks | Groups |
i Name I | RetTime [ window [ Ref 1D #] ISTD.ID # [  Unit
1  JAcetone 16729 0114 1] 0/ ppm
2 | Carbon Tetrachlonde 2 B.568 013 1] 0| ppm
3 |Bromoethane 38273 0.165 0 0 ppm
4 113TCE 4854 017 1] 0 ppm
5
4| | 3

Information in the spreadsheet can be edited or
changed by scrolling through the rows and columns.
Details on contents of the Peak Table are described in
the calibration section of this manual.

5. Do not enter information in the other columns at this
time. Close the Peak Table by clicking the X box in
the upper right corner of the spreadsheet window.

Your method is now ready to be calibrated. Before you
proceed, save the method on your disk. To do this, click the
Save button followed by Save Method, or select
File/Method/Save from the menu. (If you wish to save the
method using a different name, use the File/Method/Save As
command.)
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Calibrate Using a Stored Data File

In order for the software to calculate amounts for unknown
samples, your method must contain the areas generated for
each component in your standard sample. In order to get
these areas into your method, you can either run the standard
sample again, designated as a calibration run, or you can
calibrate the method using the stored run from before, using
the Analysis>Single Level Calibration command. To use the
stored data file to calibrate the method, follow the steps
outlined below.

1. Select Analysis>Analysis Single Level Calibration
from the menu bar. A dialog box will appear where
you must designate file information for your

calibration.
Analysis / Single Level Calibration A x|
r~ Analysiz information —Jv Calibrate 3
tark
S le 1D test |—I
. I Calibration level 1 Cancsl
Method: IE'\enterpnse\Prn|ects\Drganlcs\D atahAming. met Dn‘l LI
Datapath:  [CertempiiseProjects\DefaultiDats Ei-"" ] @yl et Help |
= ™ Clear calibration for level
Dt file: i calibration level 5.dat | S
seie Imu ! calbration (eve! o aa = [~ Print calibration report

I Priet method report

i~ Amount value:

[ Clear replicates
[~ Awerage replicates

Sample amount: I

Intemal standard amount: I

Multiplication factars: I

1
Dilution factars: I 1

2. Enter the sample identification in the first field. If
you are following the tutorial exactly, this will be
Test.

3. Enter the name of the method you want to calibrate,
including full path name. If you aren’t sure of the
method name, select it from a list by clicking the
Open File button adjacent to the field. The Tutorial
method is Test.met.

4. Enter the data path name, or select it from the list
using the open file button.

5. Enter the name of the calibration data file in the Data
File field. The open file button lets you select the file
name from the disk. The name used in the Tutorial is
Test.dat.
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6. Leave the Amount Values set to "1". For details on
how these values are used, see Method
Development.

7. Click on the Calibration checkbox, then enter a "1"
for Calibration Level. Since this method is currently
uncalibrated, it is unnecessary to select any of the
boxes dealing with calibrations or replicates.
However, if you are unsure of the method contents,
click the Clear all calibration box before starting.

8. When you have completed the dialog, click Start.
When the analysis is complete, the chromatogram will
be integrated, and the areas for the peaks identified
as calibration compounds will be entered into the
method. The calibration curves will be generated
using these areas. At this point, the method is
calibrated for a single level, and it can now be used to
run and analyze samples with the calibration
compounds in unknown amounts.

Create and Run a Sample Sequence

If you are using an autosampler to inject samples, you must
define the samples to be injected and how they are to be
acquired and analyzed. This is done using a sample
Sequence. A sample Sequence can be used to acquire both
calibration and unknown samples. It can also be used to
automatically re-analyze stored data files. Details on creating
and using a Sequence are located in the Sequence section. In
this part of the Tutorial you will create and use a simple
sequence to acquire a calibration sample and two or three
unknown samples.

1. To create a new sequence, click the
File>Sequence>Sequence Wizard command. A
Sequence Wizard dialog box will appear.
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Sequence Wizard - Method

L

i bt |
L
f &
..'“..1 7

T

£

Method : I:\M ethadshT est.met

— Data File Type
¢ For acquisition

" From existing data files

—Amount values

Sample amount ;

Internal etandard amount :

Multiplication factars : |1 |1 |1
Drilution factors: I'I I'I I'I

Cancel Eitarety

< Hack I MHest = I
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Type the method to be used for the acquisition, or
select the name from a list of available methods by
clicking the File Open button.

For Method, enter the method name (including path)
for the method you have been using for this Tutorial.
If you don’t know the entire path name, you can
select it by clicking the file button next to the field,
and selecting your method name from the list
displayed. If you are following the Tutorial, enter
Test.met as your method name. Leave the Amount
values at their default values.

Click the For Acquisition button. This will cause the
Sequence Wizard to prompt you for information
required for data acquisition. Then click Next.
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Sequence Wizard - Unknownsz

Sample D I<D>

Diata file : f<ID>

Mumber aof unknaown rung in sequence I1
Fepetitionz per rn : I'I

™ Cieate a separate row in the sequence for sach repetition

2
[rata path I YProjectshDefaultsD ata EI

@l Cancel < Back | Mest = | Finizh

The Sample ID field is for an identification for the
samples. Click the blue right arrow and select the
Line number and Method name. This will cause each
sample to be identified with the sequence line number
and current method name.

In the Data Path field, enter the path where you want
the data to be stored, or select an existing path by
clicking the File Open button.

For Data File, click the blue right arrow, and select
Sample ID. This will cause the data files to be named
by the sample ID you selected above. Using a
numbered identification ensures the data file name
for each run is a unique name, preventing errors that
will occur if you try to acquire data using an existing
data file name.

For number of unknown runs in sequence, enter 3.
Leave the other fields at default values.

Click Next to continue.
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Sequence Wizard - Calibration

Calibration D : ﬂ
Calibration path : IE:'\EZEhrDm ElitehD ata ﬁl
Calibration file : IEaI_<|D>.DAT ﬂ

Mumber of calibration levels : IEI
Fepetiionz per level - I'I

[ Clear all calibration at start of sequence

[ Cieate a separate row in the sequence far each repetition

tulbiple calbration zets

Humber b unknown rins Getween sete s I'I

{% ' | ntersperse calibration vials with Unknown vials

{7 | Beuse calioration «ials fom first calibration et

Cancel < Back I MHest = I Finizh

10. In this dialog,

the calibration ID and calibration file

names are automatically set to the identifications
from the previous dialog. Set the number of
calibration levels to "1", and leave the calibration
repetitions per level at "1" also. Leave all other boxes
unchecked, then click Next.

User’'s Guide
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Sequence Wizard - Reportz

— Summary

¥ Include unknown runs in summary report,

¥ iinclude calibration rns in surmmary report

— Spztenn Suitabiliby

™ Run calibration as system suitabiliy

{% | First calibration setanly £ Al calibration sete

— BQC Check Standard
[ RunGC check standard after every |1 ] unknowns

@l Cancel < Back | Hest s | Finizh

11. Select the check boxes to cause the samples to be
included in a summary report and calibration
summary report. Do not select the other boxes.

12. Click Finish. A sequence spreadsheet will appear,
with the file and method names you specified shown.

HlSequence: untitled.seq =101 x|
Fun # Status Fun Type Level Conc Overide Custom Parameters | Reps | Vial | Wolume [uL]
1 CAL SHB » 1 #] Unconfigured > 1 0
2 Summary Fun 0[n/a Unconfigured 1 1 0
E Summary Run iz Uncorfigured 1 2 0
4 Summary End iz Uncorfigured 1 3 [i
g
KN i3]

13. At this point, the sequence is set up to run 1
calibration sample and 3 unknown runs. Notice the
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14.

Sample ID’s and Data File names are numbered
automatically to prevent duplication. In order to run
a calibration standard as the first run, you must
designate that run to be a calibration run. This has
been done automatically by the Sequence Wizard.
Unknown runs always have a Level of "0". The
information in the Run Type field may be abbreviated
if there is more than one run type designation. To
view the possible Run Types, click the arrow next to
the run type. For details on each of these run types,
see the Sequence section. Since the method we have
been creating in this Tutorial is a single level
calibration, only one calibration standard run is
necessary.

To save the sample sequence file, click the Save\Save
Sequence button to go to the Save Sequence dialog
box, or use the File/Sequence/Save As command
from the menu bar. Select the
C:\datasystem\Sequence folder (where datasystem
is your program installation folder), then enter the
name Test or Test.seq for your sequence file name.

Note:

By default, sequence files are saved with the .seq extension.

Run a Sequence

To acquire data using the sequence file you just created, click
the Sequence Run button on the command ribbon, or do a
right-hand mouse click in the sequence spreadsheet, and
select Run Sequence. A dialog box will appear.
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— Sequence information
Start |
Sequence name: IEI: \enterpriset\ProjectshDrganicshSequencehJCT est seq
Cancel |
— Run range —Mode Help |
o Al Tower: A8 s

£ Selection Frocessing mode: INormaI VI

" Rangs I Bracketing: INone 'I
—PFrining———————— I Review

™ Prirt method reports | Besults review [pause after each i)

Calitration resiew

I Print sequence reparts [pause after, each calibration et]

— Begin run

== a— |

Enter the name of your sequence file by typing the name,
along with path, in the Sequence Name field. You can also
select it from a list of sequence files on your disk by clicking
the file button next to the field. Leave the other parameters as
their defaults.

Prepare your autosampler to inject your standard sample,
followed by 3 unknown samples. When you are ready to inject
your first sample, click Start. When the sequence is
completed, you will have acquired and saved the data files for
one standard and three unknown runs, and generated a
simple result report for each unknown sample and a
summary report for the sequence.

Because you have not yet defined a sequence summary
report, do not check the Print sequence reports box.

19 Using the Tutorial Files
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In this section of the Tutorial, you will use the tutorial files
provided to become familiar with additional features of the
Data System.

Review Multi-level Calibration Curves

Once you have fully calibrated a method, the calibration
curves and associated data can be viewed using the Review
Calibration function. In order to see a fully calibrated multi-
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level calibration, use the multilevel calibration.met file
provided with the data system.

1. Open the multilevel calibration.met method file by
clicking the Open button followed by Open Method.
Select the multilevel calibration.met file from your
disk. It will be located in the \datasystem\Methods
folder. (Where datasystem = your installation
program folder.)

2.  Once you have opened the multilevel calibration.met
method, click the Review Calibration button, or
select the Method/Review Calibration command.
The following window will appear.

He B Yow tibod Do e
DB B8 uows
Nevigation ax

Tothisa Fesihia Fep5i0e]

N
I171]

a0
o0

Ty rard e

& LN AN A e DA A N A T TR TRk 1
ForHolp,press 1 L] A

The calibrated peaks in the method are listed in the
peak list at the top right corner of the window. The
calibration curve shown is for the peak that is
highlighted. You can view the other curves by
highlighting their peak name. At the top of the screen
is a spreadsheet that displays all the calibration
information, including areas used to create the
current calibration curve.

3. The calibration curve fit type by default is Point-to-
Point. To overlay a different fit type, click the right
mouse button anywhere in the calibration curve box.
Select Fit Type and then select Linear. Notice the
new linear calibration curve is overlaid on the Point-
to-Point curve. In the box at the right, the equations
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for the different fit types displayed are shown, along
with the goodness of fit calculation, r?, which is not
calculated for the Point-to-Point curve since it is by
definition a perfect fit to the data.

For additional details on using Review Calibration, see
Method Development. To close the window, click the X box
at the upper right corner of the Review Calibration window.

Explore a Peak Table

The Peak Table is where method calibration information is
located. In this section, you will use a method provided with
the software to examine a Peak Table and become familiar
with what a completed peak table looks like.

1. Open the multilevel calibration.met method which is
located in the c:\datasystem\Methods folder (where
datasystem is your program folder), by clicking the
File button, followed by Method, then selecting the
c:\datasystem\Methods\multilevel calibration.met
method from the list of methods on your disk.
2.  Once the multilevel calibration.met method is open,
view the Peak Table by clicking the Peak Table button
on the command ribbon. A peak table will appear.
[ Peak / Group Tables -- Detector A =] E
Mamed Peaks | Groups |
# Name ID | RetTime | Window [ RefiD#t] ISTD.ID# ]| Unt
1 JPeakl 15729 0114 0 0
2 |Peak2 2 6.568 0131 0 0z
J  |Peaki 38273 0165 1] 0%
4 |Peakd 4 854 0171 1] 0%
5
1| | 3
3. On the Named Peaks tab, you will find a table

108

containing all of the calibration information for the
calibrated peaks in this method. If you scroll to the
right, you will see many different columns, each of
which represent a parameter for the calibration,
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including the Levels, which contain the calibration
amounts for each compound at each level of
calibration. Note that it is possible to customize the
Peak Table such that only parameters needed for a
given calibration are displayed. Details on what each
column represents, along with how to customize the
Peak Table, are given in the Method Development
chapter of this manual.

Examine a Custom Report

A complete suite of report templates are provided that can be
used without modification to generate reports. To see an
example of one of these reports, use the
Reports>View>External Standard Report command from
the menu bar. (Make sure your current chromatogram has
been analyzed first.) The standard report will appear in a
window on your screen.

[ External Standard M=] B3
-1
External Standard Report Page1of
Method Name: cdatasystemmethodsiextd. met
Data: c:datasystem'data'moulticall03.dat
User: System
Acyuired: 11/26/90 8:51:56 PM
Printed: 4/8/97 12:20:18 PM
Channel A Resulis
Pk # Name Retention Time Area ESTD
14 Peakl 5729 TTdE54 49905
15 Peakl 6568 659374 8088
18 Peak3 8273 260187 25.766
19 FPeakd 2540 af0laa 41 882
Totals
2354583 126541
-
4| 1

If your method contains no defined custom report, the system
will use the standard report formats to print reports when
required.
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If you wish, you can modify the standard report templates, or
create entirely new reports using the Custom Report feature.

You can create custom method reports and / or custom

Sequence reports. These are described in detail in the Custom

Reports section.

To view the custom report in the multilevel calibration.met
file, first open the file if it is not already open. (Use the File

Open button, followed by Method, then select it from the file
list.) Click the Edit Custom Report button on the command

toolbar to access the method custom report editor. The
current method custom report will appear.

= Method Custom Beport

(O] %]
[Times New Roman [0 =] Bz || @| === Q|
"...I ..|1...|...|2...|...|:"...|...|‘°‘...|...|5...|...|ﬁ -
3 il T 1 il T 1 1 T 1 1 il 1
(IR T @ e
Ralanlian Tima E
% .05 oS %
= =
e oo
[H] 1 z b3 3 ] -] T ] =l
My oes
-
H oz
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Examine the custom report template by scrolling through it
using the scroll bars that appear on the bottom and side of
the window. Before you attempt to edit or create your own
custom report, you should thoroughly review the Custom

Report section. To return to the method, click the x box in the

upper right corner of the custom report window.
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Changing Integration Parameters

Another important aspect of using a computerized data
system is the ability to customize the integration using
Integration Timed Events. In this part of the Tutorial, you will
use the multi calibration level 3.dat data file provided to
become familiar with how to enter integration timed events
into your method, and to view the effects of some of these
events. Complete details on how each integration timed event
works are given in the Integration section.

1. Open the multi calibration level 3.dat data file by
clicking the File button, followed by Data Files, and
then select the Multical3.dat file from the \Data folder
on your disk. Select the Open with Method option to
open the multilevel calibration.met method file that
was used to acquire the data file.

2. Click the Analyze button to analyze the
chromatogram and display the baselines.

E'Ehannel.ﬁ.
Time: 3.48878 Minutes - Amplitude: -0.000447 Wilts
0.10 —— Channal &
Retention Time
[
n
w
[u}
o
m
W 0.05
|& B% BREEE @ R/ 55
12 B CRICIm (0 = P P
om — ; e i '
| w3 @
L L L L e e L
u] 2 4 a =]
Winutes

S[=] E3

Note:  The vertical line cursor moves with your mouse. The retention

time where the cursor is located is shown at the top of the
chromatogram window.
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3. Add the Valley-to-Valley timed event to integrate the
cluster of 4 large peaks with valley-to-valley baselines.
To do this, click the Valley button on the integration
toolbar. Then, click the mouse once before the first
large peak, then again just after the last peak.

Yalley to Yalley ’
Start Time: Minutes Add to Table
Stop Tine: IEI.EE Minutes Cancel |
" alue: ||:| Help |

" |nzert inta Integration Events table

= Inzert inta Manual Integration Fises table

Analyze Mow

When the dialog box appears displaying the start and stop
points for the event, click the Analyze Now button and view
the chromatogram. Notice the peaks within the region of the
event are now integrated using the valley-to-valley event, and
baselines are adjusted accordingly.

@ Channel & [_ (O]

Retertion Time

G 568

8.273

0.237
4290
7475

8.5

| 704

E=
| -394
E

1 4
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4. Click the Integration Events Table button from the
command ribbon. Note the addition of the Valley to

Valley event in the table.

@ Integration Events -- Detector A =]

==

Ewvent Start Time I Stop Tim

I

I]

I]

LN = L) —

I

Threzhaold

Shoulder Senzitivity
Width

Walley to Walley

[~

0.000
0.000
0.000
4.950

0.000
0.000
0.000
9.580

<] |
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You have now completed the Tutorial. For detailed

5. Remove the Valley to Valley event by clicking its

number with the mouse, then select Edit/Delete from

the menu bar. You can also test integration without

the event, yet leave it in the timed event table, by de-

selecting the check box next to the Valley to Valley
event and then re-integrating the chromatogram.

6. Close the Integration Events Table by clicking the x

box at the top right corner of the table.

Practice adding and deleting integration timed events
using the multi calibration level 3.dat data file until

you feel comfortable with adding and deleting

integration events.

explanations on how to create multi-level calibrations, create

custom reports, and create and use sample sequences are
given in later sections. And don’t forget to use the extensive
on-line Help as you work with the software.
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