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Table of Contents Clarity (Lite)

To facilitate the orientation in the 3.0 vs 2.8 manual and Clarity chromatography station, different
fonts are used throughout the manual. Meanings of these fonts are:
Instrument (blue text) marks the name of the window, to which the text refers.
Open File (italics) describes the commands and names of fields in Clarity, parameters that can
be entered into them or a window ordialog name (when you already are in the topic describing

the window).

WORKT (capitals) indicates the name of the file and/or directory.

ACTIVE (capital italics) marks the state of the station orits part.
The bold text is sometimes also used for important parts of the text and the name of the Clarity
station. Moreover, there are text sections written in format otherthan normaltext. These sections are

formatted as follows:

Note: Notifies the reader of possibly interesting information.

Caution: ~ Warns the user of possibly dangerous or very important
information.

| Marks the problem statement or trouble question.
Description:  Presents any closer information on the problem, describes its causes etc.
Solution: Marks the response to the question, presents a procedure how to remove it.


ms-its:Clarity.chm::/Help/020-instrument/020.000-instrument/020-instrument.htm

3.0vs2.8 1 Preamble

1 Preamble

Clarity version 3.0 is focused on the frequently asked improvements and
options. More then one hundred new features were made in the User
Interface options, Calibration, Sequence, Reports, Import/Export and
Event Table . Also the list of Control Modules is extended and some
improvements are implemented in Extensions like exporting pictures of
graph in PDA extension, etc.
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2 General

2.1 User Accounts

User Accounts

User List

Administrator

Delete

User Details for:Caroline
User

User Name | Caroline

Desktop File | Caroline

Description |

Other Users Can
+ Read & Write
" Read
" No Access

User Access Rights

I~ Open User Accounts
I~ Open Configuration
¥ Edit Method

¥ Edit Chromatogram
¥ Edit Calbration

¥ Projects

¥ Import Chromatogram

Access To

W Instrument .
W Instrument 2.
¥ Instrument 3
M Instrument 4.

IV Edit Sequence

¥ Edit Report Styls

¥ Select Method

¥ open Audt Trail Settings
¥ § ore:

¥ Post Run Settings

3

Password Restrictions - Common for All

IV pin, Length [ [Chars.]
W LfeTime a0 [Days]

¥ Expiration Warning | 5 [Days]

]

¥ PasswordRewse [0 =] [Days]
Fnummck@) w = [nl
User Infa

Password: Blank

Password Changed:

Change Password

Last Login:

Certificate

Select Certificate

Clear Cortficate |

Certificate For Exporting To PDF

Co\MyCertimycert.pfx (:;
ok Cancel | Help |

Fig. 1: User Accounts dialog

AutoLock @

2 General

The Instrument will be locked after a time of computer operator inactivity.
Only the current user or Clarity user with the Open User Accounts
privilege could unlock it by entering his/her password. Operation is
recorded in Audit Trail.

Electronic signature for PDF reports @
A PKCS#12 private key certificate file can be defined for the user. PDF
documents created from Clarity will be then signed automatically with this
certificate. As password entry is required for each print, this is not suitable
for automated prints from PostRun.
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2.2 Configuration

Instrument Method Sending options

Instrument Method Sending, &‘

After Each Msthad Changs :

" 5end Method to Instrument
(* Prompt for Confirmation

" Do Mot Send Methad to Instrument

The method is changed each time after:

- opening the Instrument window

- using the File-Open Method command

- confirming modification in the Method Setup dialog

Instrument Method Units

Flow Rate Units il fmin -

) ALjmin

Temperature Linits

ok G | Help |

Fig. 2: Instrument Method Sending dialog

L/min has been added to options for Flow Rate Units in LC Gradient.

Thermostat
Device type Thermostat is now allowed on GC Instrument type.

2.3 Instrument

Project Selection

Login Dialog &‘
Chonse User Mame and Enter Password

[adin ~|
\

Select Project:

|pemo _poa |

I all Possible Instruments

oK Cancel | e |

Fig. 3: Login Dialog
The project could now be selected in the Login Dialog. Last used project
is offered.

Instrument
The New (Method, Sequence, Calibration) commands now open the Save
As dialog to force the user to name the new file before using it.
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S5

1l Instrument 1 - Method CHN

File Monjtor Analysis Method Setting View Window Help | [N
j )?/ File Name:  Instrument 1 ... 2010 14_49 43
|3 o
=] Sample ID:
Method: CHH
@ Mode: Single Run
= =l AV
o CiEE N == ol
" ERsES [l
i ——
=

a1 wem [0

Far Help, press F1 DEMO_EA@ admin

Fig. 4: Instrument window

The Project Setup dialog could now be also invoked by clicking the
Project Name in the status bar @.

2.4 User Options

General tab

User Options (Admin - Admin) &‘

General | Graph | Aves Appearance | Signals & Curves | Gradient & Ausliary | Directories |

¥ Show windows on the taskbar

¥ Play sounds assigned to selected events

¥ Riequest confimation when opening old file formats.
W wlarm when maximum zoom reached.

[~ \wam belore running alieady measured sequence.

¥ Send reports about unsuccesfully finished sessions.

Zoom Bution
& Left

 Fight

Left Button Doubleclick Means
* Unzoom

" Set Signal to Active

" Show Propstties Dislag

Recent Files Counter [%n)
- - ReselWhen Chiomatogram Cursors

= r

Instrument Opening 7 Only Vertical Ling
V\Eﬂlfmmutm Start at o  Arnows
el g  Animated Arows
G| Table Fants Time Fomeat
(o

Mouse Wheel Step Jw Use Default Font Sfcnnds
fin Graphs) @ Dttt  Minutes
. - sfault Font S

=

oK. Cancel | | Hee |

Fig. 5: Mouse Wheel Step option in the User Options dialog

Mouse Wheel Step (in Graphs) @

Sets the mouse wheel sensitivity on zooming the graphs.
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Graph tab
User Options (Admin - Admin) E\
General Graph | Aves Appeaance | Signals & Curves | Gradient & Ausliary | Directories |

Peak Tags Background Colars
¥ Freview Graph @IV Simplified Preak Tags hat
¥ Show Workplace Labels ¥ Retention Time =
[~ Show Gid ¥ Name ¥ windows Default
¥ Show Legend [ Peak Number
¥ Show Balloon Help ¥ Growp D L
W Show Events @

Border

Bseline (R ¥ “winconss Dol
I Line Font Color

I s ctive Signal -
¥ Marks Paak Arsa Coloring

¥ Set by Calibration
Coke Peak(s) Selected
I~ A Active Signal W the Table

Select Paak(s) Selectsd
oo u e ey

oK Caced | fpb | He |
Fig. 6: New options in the Graph tab of the User Options dialog

Peak(s) Selected in the Graph @
Clicking inside the peak area or selecting several peaks will fill them with
the signal color and also mark them in the corresponding Result Table
lines.
Peak Tags
The peaks could now be labeled with practically all parameters available
in the Result Table:
Simplified Peaks Tags @
Enables or disables checkboxes concerning simplified peaks tags.
Enhanced Format... &
Displays the Peak Tags Format dialog which allows to set custom
format of peak tags. Available only if the Simplified Peaks Tag
checkbox is unchecked.
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Peak Taps Format &

Available ltems Selected Items
Reten. Time Compound
Start Tinne Amount

End Time Select Resclution
Start Valus Symmetry/T ailing
EndValue

#iea

Height

fiea [%] Unselect
Height []

Area

Height Unselect Al
fea [%]

Height [%] |
W5

|

= =

Fesponse
RB

L |

Amount %]
Peak Purity
Peak

Fieten, Index
Name Match

Dot b =t Bl

v

oK. Cancel | Help ‘

Fig. 7: Peak Tags Format dialog

Those settings are active only if the Use User Options option is selected in
the respective graph (Chromatogram or Calibration) properties.

Directories tab

User Options (Admin - Admin) E\
General | Graph | Aves Appeatance | Sianals & Curves | Gradient & Ausiary  Diectoris |

Print to PDF Dirsctory

[ .| oetau

Export Direstory

.| oetau

Import Directory

.| oetau

Hint: 5 pecify empty directories to output files to the same directory as chromatograms.

oK. Cancel ‘ Apply | Help ‘

Fig. 8: Directories in the User Options dialog

Sets the directories that will be used for the automatically created *.PDF
files and exported files and where Clarity will look for files to import. If the
fields are left empty, Clarity will use the subdirectory where the exported
chromatogram is saved and the Analysis subdirectory (DATA by default)
of the current project for imports.
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2.5 File Name variables

New variables are available in Sample, Sample ID and File Name fields
in Sequence table.

%P Name of the project
%dJ Name of the method ( without .MET suffix)
%s Name of the sequence (without .SEQ suffix)

Those variables could be used in the Method Setup, Calculation and
Calibration cloning, the %P and %J are available also in the Single
Analysis window. Sample. The Sample ID and File Name fields in
Sequence table.

2.6 Fill Series in tables

Using the command Fill Series... in the popup menu of the Sequence,
Calibration and Gradienttable itis possible to fill values in selected range
with defined step. This command is also available in the Edit menu of
Sequence and Calibration windows.

% Fill using increment z 5'

" Replace by value from the first row

Example: test-1
test-3

Fig. 9: Fill Series dialog

As you can see in the Fig. 9 on pg 7., by using this function itis possible to
fill the selected range of cells with values test-1, test-3, test-5, etc. The
number at the end of the first selected cell is automatically detected and
incremented when the Fill using increment option is selected. For more
information about this function, see the Reference Guide.
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2.7 PostRun and Batch Options

2 General

New options are available in the PostRun Setting, Analysis Batch dialogs
and Sequence table.

PostRun Setting (For Single Analysis Only) E‘

F 0pen Calbration Window

I~ Print Results

I rint Results To PDF

I™ Export Data

¥ Include chromatogram in S5T

I~ ©pen chromatogram with stored callbration

I~ Export Chromatogram in AIA Format
I~ Export Chromatogram in TXT Format
I~ Export Chromatogram in EZChrom Ascli Format
I™ Expart Chromatogram in Multidetectar Format

ProgramtoRun [ Only with Export

Parameters

I il
oK Cancel | Help |

Fig. 10: PostRun Setting dialog

Batch

_3000166a
test_3000173
test_3000197
test_3001200
test_3001205
test_3001213
test_3001213a

File Type:

£

Options
¥ Reprocsss by Instrument Method

Sequence Files -

Select All
Unselect All

Sort by:
% Name * Normal
 Time  Backward | OPEn with eslibration

¥ Gpen Chromatogram Window
IV Preserve [ntegration

I~ open Calbration Window

I Print Results

I~ Print Results to PDE

I~ Export Data

Inelude in 55T g Unchanged

Unchanged

I™ Export Chromatogram in ALA Format
I™ Export Chromatogram in TST Format
I™ Export Chromatogram in EZChrom Asci Farmat
I™ Expart Chromatogram in Mltidetector Format

Frogram ko Run I Only with Export

| |

Paramsters
[ =]

I~ Sign

Proceed Cancel e |

Fig. 11: Batch dialog

Include chromatogram in SST
Selects whether the batch-processed chromatograms will be included in
SST @ calculations. In the Batch dialog, the option is called Include in SST
and available options are Exclude, Include and Unchanged @.

Open chromatogram with stored calibration

Selects the type of calibration connected to the chromatogram after the
reprocess @. In the Batch dialog, this option is called Open with

-8-
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Calibration and available options are Linked, Stored or Unchanged @.

Those attributes are set by Sequence table and stored within the
chromatogram, thus the Unchanged option uses the value stored in
Chromatogram, while the others will change them also in the
Chromatogram.

Preserve integration
New option Preserve Integration & is available for Reprocess by
Instrument Method or Complete Processing options. When active, the
integration table in chromatogram will not be updated from the method
used for reprocess, so the original integration will be preserved including
the hand made modifications in the Chromatogram. This option is
available only in the Batch dialog.

2.8 Export Data

Export Data &‘
Expork: Content Chromatogram Text Format
¥ Result Table & lDat " Fixed width
g \ata
- * Delmited By:

o " Displayed Data CUGERIE
I Sperial Results [aees =
¥ Summary Table W 3 s
’E ;D\umnt — Decimal Separator:

Moments <window's Locale> ¥
[~ Calculation Parameters 0 (i
ol Eieriamam Automatic Export To
[ Chromatogram Header r [ Clipbgard
r Character Encoding: [ TextEile
r NS o *EX(E“CQ

I~ dBase File
[V Table Headers (Result kable only)
I Full Format
File Name:
Export ‘ Ok Cancel | Help ‘

Fig. 12: Excel option in the Export Data dialog

Export in MS Excel format
The data could be now exported to formatted MS Excel file @. The
headers are automatically included for the tables. Each selected item in
Export contentis on separate sheetin the Excel file. In case the
Chromatogram option is checked @, graph is created from the exported
data (no baseline, integration marks and peak tags).
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2.9 Registration

E| Clarity Registration

Eile Help

ElES

REGISTRATION

* Company

* street | |

*city [ |

* Country. [{other countries) k3|

ames [

* Your e-mail

prone [
T

e ——

e —

\ want to receive email notification about software updates

Lo [l cuce |

Fig. 13: Clarity Registration

New web based registration form is used. In case the computer is not
connected to the Internet, the form could be filled, printed and sent by post
or fax.

By registering Clarity you get access to direct updates for your
chromatography station and also the e-mail supportis faster.

-10 -



3.0vs2.8 3 Method Setup
3.1 Event Table tab
Method Setup test3 E‘
Common for all detectors
| Input | Output [
Name
| Type [ sowce [ input | value [Units|  Output Type Cutput Parameter | Store |
p Run Time = 1,000 mn__Mene I
I Tire Idie > 5,000 min  Command Start Acq ~
EME Dig. Input Run 53210/532 Il Up - NebPAD Digitsl Output 1 @ Puise ~
s Dig. Input Idle szzipjszz S up - merpaD Digital Output 1 Pulse i
5 s Injection Run Program Filclarity_3_0_O\UTILS\CopyFiles.exe r
& o Close Instrument Met-PAD Digital OutpuE & Low r
7] Run Time > r
InpRel Tdie >
Event Table |A5 | LC Gradient | LC Measurement | Acquisition | PDA | Integration | PDA Methed | Calcuation | Advanced |
oK Cancel | | Repot | pudtmral | Help

Cau

Fig. 14: New options in the Type, Input and Output columns in the Event Table

The event table is now active also outside the acquisition during the idle
time. The input events are distinguished by the RUN and IDLE
nominations . In case the event should be invoked both in RUN and
IDLE stage, it must be entered twice (for each stage separately).

Please check the Help or Reference Guide for detailed description.

The Input @ and Output @ columns are now displayed with assigned
names (instead of numbers).

The Method Setup dialog is now resizable to allow displaying of longer
texts and all columns.

tion:  As a consequence, methods from previous versions may show invalid
Time Table — itis necessary to reassign the corresponding inputs and
outputs.

11 -



3 Method Setup Clarity (Lite)

3.2 Calculation tab

Method Setup 19160 (MODIFIED) X
Common For il detectors
Callbration Parameters
(Peak Table) | =" View
I”" Use Scale Factor
Set... ‘ Mes, ‘ Clone... | hone |
Scale Factor
Calculations  |ESTD A Units After Scaling
. ‘
Author ESTD Uncal. Base Area -
1STD 9
Description |NORM Uncal. Response | @ [Am{Rsp]
STDADD
Calibration Cloning In Sequence (1)
Created Modfied
21.4.2010 17:40:05 21.4.2010 17:40:05 s ol »
Report in Result Table
r Al Pasks
&l Identified Peaks
" &l Peaks in Calibration
Event Table | Messurement | Integration  ¢ajculation | Advanced |
oK Concel | sendmethod | Report | audit T Help

Fig. 15: Calculation tab of the Method Setup

Calibration Cloning in Sequence
Sets the name for cloned calibration files @ used in the Standard Addition
calibration method and during the Safe Calibration usage and
Calibration Bracketing. The field enables the use of any text, however it
is essential to use %variables (added using the button) appropriate to the
calibration method.
Itis advantageous to use the Sample ID (%q) as a part of the variable for
the Standard Addition measurements, where all lines belonging to one
sample (Unknown, possible Blank, all Standards on other levels of the
same sample) share the same Sample ID in the Sequence window.
For the Calibration Bracketing, the use of the Date and Time (in any
format) or Line number as a part of the Calibration Cloning In Sequence
field may be advantageous.
For safe calibration usage (option Clone on first recalibration in the
Sequence Options dialog), the use of Date (%D) variable as a part of the
cloned calibration name is advantageous.

New calculation modes available @

STDADD - Standard Addition.
NORM - Normalized calculation

See the Reference Guide for detailed description.

-12-
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3.3 Advanced tab

Subtraction
Subtraction chromatogram data are now stored in the *.PRM file (it is no
more simply linked to it). The changes occurring with the subtraction
chromatogram thus do not influence the measured chromatogram from
which the background is subtracted. The subtraction, however, does not
hold its history - only last subtracted chromatogram's data is saved when it
is changed, previous subtraction chromatogram is discarded.

-13-
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4 Chromatogram
4.1 Result Table

User Columns

Compound in Special Values
A new item Compound is available within the Special Values list @.

Add User. Column D_?‘
Titls RRT Units ‘ OK
I~ Calrulats Tobal Cancel

| [Reten. Time]/[Peak 2, 15¢Reten. Time]

Functs: Columns: Yariables:

Sample Amount
Sample Dilution
Injection Volume
15TD Amounk
Chromatogram £ sum
Uniretained Peak

= Column Length | era0s

= figise Std. Deviation
= 5TH i Minium

: ESigmahoise | simum

’ Drif

First.
Last

Symmetry/Taiing 2

Previous

Fig. 16: Adding Special Value to User Column

Clicking the Special Values button and selecting the Compound
command will invoke the dialog window showing list of compounds in
the current chromatogram.

Select Compound El
Chlaride
hitrate-i
Sulphats

Tk Cancel | Help |

Fig. 17: Select Compound

The respective value could then be used in compound specific
calculations like is the Relative Retention Time or Amount Ratios to a
specific compound.

-14 -



4 Chromatogram

Peak Type column

Clarity (Lite)

Additional information is shown in the Peak Type column.

Instrument 1 - Chromatogram, BENZINE1 (MODIFIED)

File Edit Display Chromatogram Method Results S5T View Window Help m oW & W o
ARXY sd9 n &l |[x "OoEEEE oF
Rt
-
3 100+ B — BENZINEL
5 o
o = <
804 B & R
Ay ol - S 8
4= b R o
$ a4 3 e @
Lt &l o
ol 2 =
O e e e L s .
A
T T T T T T T
N 0 z 4 6 8 10 12
o T frin]
s Result Table (ISTD - BENZINEL)
Reten. Time & Amount Amount Feak (1) Compound
[min] EEREI=E [ulf] [%] Type Name
&l 3,510 533,728 15D 1STD 15D 157D
Py 7,280 171,485 5219 18,2 Grdnr 1-xylen
Group_A 1377,258 27,184 100,0 Grp_A xyleny
i) Total 27,184 100,0
Fiig
£y |[\Results A Summary J_Intsgration Measurement Condltions 55T Results
| For Help, press F1 Gverlay

Fig. 18: Peak Type column in Chromatogram window

Tab 1: Additional information is shown in the Peak Type column:

Value

Description

Error
Error (Curve Check)
<LOD or <LOQ

Ordnr/ Ref/ ISTD | RISTD | GRP = Peak type.

Value could not be calculated.
Calibration curve does not met preset criteria.
Value lower then set limits.

(Forced) Identification forced by integration table.
(by name) Another compound calibration data used.
(CF) Correction factor in calibration applied .

-15-
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4.2 Integration

Force Peak Name

laball - Chromatogram F:iclarity_3_0_O0MEMO1\Datak2506MULTI - UV (MODIFIED)

File Edit Display Chromatogram Method Results 55T View Window Help m 'R & &

AR XY @a ) e8| |&e||n " EOO00 0808
o mw 8,53 min. 38,0 m
A 90+ . — Ficlarty_3x0_0'DEMO1\Data\2506MULTI - UY

80— E = o Set name For peak between

Als 7o 8 £ 5 cursor lines.

L o = H

= & 2 : =

£ N = =
o I % AR g
7 50~ 5 - 5 o 2

o
w
A ol LY B AN
u| T F I
oo T ‘ T : :
" 4 6 8 10
A Time min.]
VN Integration Table (Fiter Off - F\Clarkty_3_0_DDEMOT Data S0EMULTI - Uv)
B
piy Chromatagram & Time & Time B ]
Operation i [min] e
|| EiobeTPeak widh 0,100 min
Global Threshald 0,1000 mY
# []Inkeqration Interval 4,000 17,000
oy [JForee Pesk ame 5,983 0,033 lacic
Fiig
i
/s Results j_Summary } Performance j, Integration £ Measurement Coneions 557 Results 3
N
Set Peak Mame to enable peak names without calibration or to link to calibration via name

Fig. 19: Force Peak Name function

New command Force Peak Name... is available in the Chromatogram
window by clicking on the Chromatogram - Peak menu or the
corresponding icon on the Peak toolbar. After selecting the peak in
chromatogram, window offering selection of existing peaks in the
chromatogram appears. A new name could be filled in or selected. If you
selecta peak from the list instead of manual filling, the peak will change
its name and also the corresponding integration will be used.

-16 -
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Force Peak Name

acetic
ritric
ethanol
Fructose

glucose

Elécam\

malic
rethanol
oxalic
succinic
tartaric

oK Cancel ‘ Help ‘

Fig. 20: Force Peak Name dialog

The purpose of this function is:

Clarity (Lite)

1. To name peaks in Chromatogram without the necessity to create Calibration
file. Such named peaks could be used in the user column calculations —
typically for purity determination, where the RRT and %Area relative to the
main component need to be calculated.

2. Correct peak identification in some exceptional chromatograms (typically in
aminoacid analysis even the peak order may change within series of
samples) without the necessity to amend the expected retention times and
identification windows in the calibration file.

-17 -
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4.3 Import chromatogram

New options enable simplified import of multiple files in the same format.
Import AIA files

Import AlA File El

(1)7 Do nat show this dialog for remaining files

AlAFie [

+- Dimensions
+| Attributes
- Wariables

Chromatogram | Friclarity_3_0_0\¥L9180\Datal04122041-PDA - 230nm.PRM
ok Skip | Cancel ‘ Help

Fig. 21: Import of AlA files

For AIA files, the Do not show this dialog for remaining files @ will
suppress it for simultaneously imported files.

-18 -
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Import text files

Import Text File E|
Prasst @EZ_Chmm EE
Apply Settings to " Current File Al 8 Files

IV Prefer Detected Settings

Current Text File [ Preview @

Import From Line 8 Import To Ling
Separator [} <sEmicOLon> | Decimal Separator [wot> =]
Analyst ‘ Admin]
Sample 1D \
Sample: ‘
Sample Date [rizzons «|
Arount [0
Dilution [1
15TD Amount [0
Injection Yolume ‘ 0
Imported Data @smnal + Signal, ., ~|
hurnber of Detectors 1 -
Sa'"'fljz?ate Signal Units | Autoscale | Sigral Mame: | Time Units ‘ ¥ Multiplier | Data Size |

B m ¥ AU min 0,001 13683

Save as Chromatogram | Ficlarity_3 0_0\YL9160\Data\04122044.PRM Load Defaults
oK s | cancdl | o |

Fig. 22: Importing text files

Preset ™
When the same type of files are imported frequently, it can be useful to
save import settings for further use. In drop-down box a user can select
from previously saved presets, by clicking | button right to list the presets
management menu will open. The menu contains commands for saving
current setting (Create from the Current Settings), Rename or Remove
presets. Presets are stored as part of Clarity Desktop settings.

Preview @
This button will open the current file in simple text viewer. This can help
user to identify exact meaning of particular columns when it's not clear
from the file suffix.

Imported data @
Time + Signal + Time + Signal - Every chromatographic curve is saved in
a pair of columns, in which the first one represents a time and the second
one a signal.
Signal + Time + Signal + Time - Every chromatographic curve is saved in
a pair of columns, in which the first one represents a signal and the
second one a time.

-19-



3.0vs2.8 4 Chromatogram

Signal only - Every chromatographic curve is saved in one column, where
the values represent the signal only. The time basis is obtained from the
Sample Rate field.

Time + Signal + Signal - Time base is contained in first column, every next
column represents a signal of one detector.

Import CSV files
File type *.CSV are supported in Import Chromatogram and Import
Sequence functions.

4.4 Mathematical Operations

Invert
New function to invert polarity of already measured chromatogram @.
Mathematical Operations gl
Operand A Operation Gperand B
I The Whole Chromatogram I~
" Copy
SOLYENT ~
- g
" Differentiate
C A+EB
1 T A-B
Resul:
I~ save As Chromatogram
ok Cancel | Help ‘

Fig. 23: Invert function in the Mathematical Operations dialog

4.5 Miscellaneous

e Open Chromatogram Sequentially command is active also in Overlay

Mode.

e CTRL + Arrows keys will move the chromatogram in the graph (when
zoomed in).

e The Audit Trail (cleared in previous versions during Save As) is
preserved.

e File Open dialog includes Overlay Mode checkbox to toggle the Overlay
mode on/off directly from this dialog.

e Graph Properties: Show Data Points checkbox to indicate data points in
Chromatogram.

e Possibility to make chromatogram active by double clicking the respective
row in Summary or SST table.
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4 Chromatogram Clarity (Lite)

e Possibility to highlight peaks and corresponding row in tables by clicking
inside the peak area in the chromatogram.
e Lastsubtraction chromatogram will be stored in chromatogram history.
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3.0vs2.8 5 Calibration

5 Calibration

New columns in the Compounds table. To display them use the Setup
columns... command in the pop-up menu of the table.

Instrument 1 - Calibration 250XBHR1 <-- ESTD
File Edit Display Calbration Wew window Hein | [N M | Af & o)
- W= e ) - 1

Hm

Calibration SUmmary Table (ESTD - Z50X6HR1 - Signal 1)

| Josg| Compound | Reten. | Search | Left Right Peak | Peak | Peak | Reten. ‘
Man Time | Window | Window | Window | Selection | Type | Color | Index
[1 | oxalic 4,561 Abs 0,100 min - 0,100 min Nepwst ord 0,000
[ 2 | ciric 5,203 Ab: 0,100 min- 0,100 min Neaést  ord 0,000
[ 3 | W tartaric 5,423 Abs 0,100 min - 0,100 min Nearest  Ord 0,000
[ 4 | [ glucose 6,053 Abs 0,100 min- 0,100 min Nearest - Ord 0,000
[5 |V maic 6,303 Abs 0,100 min - 0,100 min Nearest  Ord 0,000
6 | [ Fructose 6,577 Abs 0,100 min- 0,100 min Nearest - Ord 0,000
[ 7 | W suceinic 8,177 Abs 0,100 min - 0,100 min Nearest Ord 0,000
[ 8 | W lactic 8,550 Abs 0,100 min | 0,100 min Nearest Ord 0,000
[ 5 | [ alveerd 8,900 Abs 0,100 min | 0,060 min Nearest Ord 0,000
[10 | W acetic 10,337 Abs 0,100 min | 0,100 min Nearest  Ord 0,000
[ 11 | P methanal 12,710 Abs 0,100 min | 0,100 min Nearest Ord 0,000
1z | [ ethanol 14,833 Abs 0,100 min | 0,100 min Nearest  Ord 0,000
r

I‘\| ‘

| >

[T\ compounds £ oxalic A ditric A tartaric } glucose A malic A fructose A succinic A\ lacl
For Help, press F1

Fig. 24: Search Window and Peak Selection columns in the Compounds table

New columns Search Window and Peak Selection enable more flexibility
in compounds identification.

Search Window @
Defines whether the Left Window and Right Window content will be
inserted in Abs (absolute - setin minutes) or Rel (relative - setin percents
of the Reten. Time) values.

Peak selection @
Defines the way the correct peak is matched with the Retention time when
several peaks are present in the same identification window. The options
available are Nearest (closest possible to the selected retention time -
default for standard peaks), First, Last and Biggest (default for Reference
peaks).
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5 Calibration Clarity (Lite)

Instrument 1 - Calibration, 250XBHR1 <-- ESTD (MODIFIED)

File Edit Display Calibration Wisw ‘Window Help m M MEFE for]
JaE & = A ak EE o
b EH
Calibration Smmary Table (ESTD - Z50X6HR1 - Signal 1)
oo | me | Bese.  [Comection| cCalnuate | Level 1

Factor | Factor BY | Response | Amount |Resp. Fact.] Recho. |

T 0,000 A 0,0000  Lpago 36130 0,101. 00280 0
2 0,000 A 00000 1, 36,2510 0,210 0,0058 i
3 0,000 A 0,0000 1,000 sthanol 95,5410 0441 00045 d
4 0,000 A 0,0000 11,0000 0,0000 0,600 0,0000 i
B 0,000 A 0,0000 1,0000 217,4545 1,003 0,004 d
3 0,000 A 0,0000  1,0000 10,0000 0,600 0,000 d
7 0,000 A 0,0000 11,0000 31,5600 0,239 0,007 i
8 0,000 A 0,0000  1,0000 51,3650 0,600 0,017 d
E] 0,000 A 0,0000 11,0000 0,0000 1,223 0,000 i
10 0,000 A 0,0000  1,0000 24,9850 0,202 0,001 d
11 0,000 A 0,0000 11,0000 0,0000 0,104 0,000 g
12 0,000 A 0,0000  1,0000 0,0000 10,847 o000 )
< 8
[ 47T\ compounds £ oxalic A citric A tartaric } glucose b malic A Fructose A succinic A lact

For Help, press F1

Fig. 25: Correction Factor and Calculated By columns in the Compounds Table

New columns Correction Factor and Calculate By enable to use another
compound response or calibration curve for quantification

Correction Factor ®
Allows for the correction of amount due to the lower recovery, etc. The
Amountvalue is multiplied by the Correction Factor to calculate the final
Amount. The use is indicated in the Peak Type column in the Resulttable
in the Chromatogram window, see the Reference Guide.

Calculate By @
Clicking the field of this column on a given row opens the Calculate By
dialog, which allows to seta compound whose Response will be used for
the Amount calculation for a given compound. Use is indicated in the
Peak Type column in the Result table in the Chromatogram window, see
the Reference Guide.

Those Calibration Curve parameters are now available directly from the
Compounds - Calibration table as columns (display them by using the
Setup Columns... in the pop-up menu of the table).

Curve Fit Type
Origin

Ending Point
Weighting Method
Linearisation X
Linearization Y
Lin Response

Lin Amount
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3.0vs2.8 5 Calibration

5.1 Calibration Options

Calibration Options (Wine)

Calbrstion Options | Defauts |

Cailbration Description Display Mode
1E% H form, 5 mh H2504, 0,5 ml/min [esTD0 ]
Recalibration
Number of Sigrals | 2 =
& Replace
Calibration Mode £ Average
C fuematic | O Lalibrate Mo, of Feints
& Manual * Recalibrats
Units Curve Check £ Weight
™ Devialion (2| Weighting Factor
Compound: ,_
9l B
 Corelation Search Criteria
e -
[¥ Enable Response Yalus Chargs
[ Update Rictention Time
I Default Injected Volume .
b
Iv Retention Indexes with Unretained Peak
I Fiespanse Factor as Frespanse / Amount

oK. Cancel ‘ Help |

Fig. 26: Calibration Options

Display Mode
New items NORM and STDADD. For more details see the chapter
Standard Addition Calculation on pg 29. and the chapter "Normalization
Calculation" on pg 30.
Curve Check
The parameters of calibration curve could be checked against the set
limits.
Deviation
In % as displayed in the Deviation column in the Calibration and
Compound table.
Correlation
The correlation factor displayed under the calibration curve equation
with values between 0 and 1.
Failure to comply is indicated in the Result Table - Peak Type column by
Error (Curve Check).
Response Factor as Response/Amount
Option to display the Response Factor as Response/Amount (inverted
value to the default Amount/Response).
In calculations the Amount/Response value is used in both cases, the
checkbox only influences the display of the Response Factor in the
Calibration or Result Table. Useful in case the Response Factor is a small
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5 Calibration Clarity (Lite)

number and the valid digits could not be properly displayed due to the
decimals limitation.
The used option is indicated in the column header tooltip.

Miscellaneous

e Open Standard as Chromatogram command will open the standard in the
Chromatogram window.

e Link Calibration to Standard command in the File menu. Links currently
opened chromatogram of standard to calibration file in which this
standard is used. This will enable showing the names of peaks, as they
were coined in the calibration file.

e Bubble hintin the graph of calibration standard for Add Peak function.

5.2 Calibration Options - Defaults

Identification Windows.

Calibration Options (PAH_EPA) Zx

Calbration Options  Defauls |

Fiespanss Base rea -

Origin Curve passes thiough Origin+~~_
Curve Fit Type Linear -

wisighting Method [More ]

Linearization None -

Linearization r None -
Identification windaws

Search Wwindow @ & Abs " Rel

Left Windo 0,200 min (10,000 z
Right Window 0,200 min |10.000 %

Peak Selection Nearest -

St Al How For Current Signal |

oK. Canced | Hep |

Fig. 27: Identification windows in the Calibration Options dialog

A user can select between absolute (Abs) and relative (Rel) values and
set values for both of them independently. @.
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3.0vs2.8 5 Calibration

Curve Fit Type

Calibration Options (PAH_EPA)

Calbration Options  Defauls |

Fesponse Bass rea -
Diigin Curve passes thiough Orign~_+
Curve Fit Type Linear -

Wieighting Method

Free Calibration 2
Paint to Point

Linearization »<

Linearization

|dentification Windows

Search Window
Leit Window Half Siamoi -
Right Window 0200 min [l0000 %
Peak Selection [Newest — «|

St Al How For Current Signal |

oK. Canced | Hep |

Fig. 28: Curve Fit Type in the Calibration Options dialog
New Curve Fit types @:

In

log10

exp

pow10
Hyperbola
Half Sigmoid

For more details see chapter Calibration in Reference Guide.
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5 Calibration Clarity (Lite)

Linearization X & Linearization Y

Calibration Options (test)

Calbration Options  Defauls |

Responss Bass [oes—— +]
Drigin [Curve passes tiough Dign-~ =]
Curve Fit Type In -

Weighting Method [Nere <]
Linarization [Were 4]

Linearization

dentification windaws — || /Fesponse

InfFespanse]
Search Window saqrtfFesponse]
1 fsatFespanse)
[ » v
Left window Hesponse™2 e
Riight Windaw 0,200 min 10000 %
Peak Selection [Newest =]

St Al How For Current Signal |

oK. Canced | Hep |

Fig. 29: Linearization X and Linearization Y in the Calibration Options dialog

Sets the axis linearization for the calibration curve calculation @. The
function and its possible options are described in the chapter Calibration
in the Reference Guide.

5.3 Graph Properties

Graph Praperties El
I~ Use User Options Calibration Curve fces Backaround Colors
[~ show Grid Line Width Lire: Wicth Chart

I™ Logarithmic Amaunt 1 5‘ 1 5' ¥ Windaws Default

I~ Logarithmic Response —
W shaw Recalibration Paints Color Title Font...

¥ Asthe Active Signal

Border
WValue Font...
I Windows Defaul

Units Font, .. | Select... | —

ok Cancel | Help ‘

Fig. 30: Graph Properties dialog

The checkbox Show Linearized Values @ toggles the display of original
and linearized values in the calibration curve graph. The choice is
indicated in the Axis description.

-7 -



3.0vs2.8 5 Calibration

sykam - Calibration \Calib\Demo1 < NORM
File Edt Display Calibration view wWindow telp | [N Ml Ai B | 7f ia
O& oo o Jeumomate -] [calioration [k 2 W o
Response | Amount | Resp. Deviation | RSTDH ) Chlaraform - 3,717 min, Signal 1
més] | [ul | Factor [REEMEfUsed Tro | oy | esponse [HN AMOUNt
1 | 28,5632 04000  0,0040 1. 41955 - 332l 10,9163 [mAU.s] S0 EH s
2 | 57,2935 10000 0017 LV AT 40471 0,0000 1
3 | 1551249 30000 0,009 1.V oS0zl - 50442 1,0986 el
4 | 2476095 50000 0070z LV care - 55119 1,6094 +
5 0,0000  0,0000 0,000 [~ - - 0,0000  0,0000
6 | 00000 00000 00000 [LE - 0,0000 0,000
7 0,0000  0,0000 0,000 [~ - - 0,0000  0,0000
B nonan Aanann oo n = - - nonon noanan o
200
Response Base  |4rea -
Compound Type  [ordnr ~
Curve Fit Type Linear hd o 1504
2
Grigin Ignare origin ~ g
i
Weighting Method [one E <
Uinearization ¥ [In{Amaunt) ~| ol
Linearization ¥ In{Response) ~
Equation: ¥ = 0,3602%% + 4, 10352
504
Correlation Factor: 0,9996186
Residuum: 3,41738 0 . . . . .
0 1 z 3 4 5
Amount [l
[ 4TI Compoundsh Chloroform A Trichloroethan Tetr. Tri Peak6.48 i Bromodi I1STD j_Tetra Dibrom dopar}
For Help, press F1
Fig. 31: Calibration window without linearized values
sykam - Calibrati ACalib\Demo1 < NORM
Fle Edt Display Calibration view window telp | [N Ml | Af & | 7f wa
04 223 [$RA| ouomatc  <|[calbraton - L G2 0 | ) o
Response | Amount | Resp. Deviation | RSTDH in o} chloroform - 3,717 min, Signal 1
mens] | [ul | Factor [REMEfUsed Trosy T pery | esponse [LN Ameunt
T | 2sgeaz 0,000 0,000 T v 4Es - 3,320 -0,9163
2 | 57,2335 10000 0,017% 1.V eiras - 40471 0,0000 »
5 | issi240 30000 00igk 1 oEme - 50442 1,008
+ | 247,6095° 50000  00e02 1.V 273 - 55119 1,6094 &
5 | 0,0000 0000 0000 (i - 0,0000 0,000
B 0,0000 0,0000 0,000 0V - - 0,0000  0,0000
7 | 0,0000 0000 000 (o - 0,0000 0,000
A 1 nnonn nonon oo nw - nnnnnnnnn o e
ResponseBase  |4rea ~
Compound Type  [ordnr - % 4
CurveFic Type  [Linear ~ g
Crigin Tanare Origin ~) B
wWeighting Methad [None ~ 5 H
z
Uinearization ¥ [In(Amaunt) ~ 5
Linearization V In{Response) - 2
Equation; Y =0,8602% + 4,10352
1]
Correlation Factor: 0,9996186
Residuum; 3,41738 0 . . . . .
-1,0 -0,5 00 05 1,0 1,5
Linearized Amount
[ 4TI, Compounds_ Chloroform A Trichiorosthane Tetrachlormethane Trichlorasthylene A, Peak fu4& }\  Bromadid 150 A Tetract Dibromod]
For Help, press F1

Fig. 32: Calibration window with linearized values

The linearized values are displayed in the Lin Response and Lin Amount
columns on the compound tab.
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5 Calibration

5.4 Standard Addition Calculation

Clarity (Lite)

New Standard Addition calculations has been added. The following
order of measurements is used: Blank (optional), Unknown, Unknown
with Standard Addition1, Unknown with Standard Addition2, etc.

First calibration level in Calibration Table is used for Unknown, the other
levels are shifted accordingly. Calibration curve is constructed using the
Standard Additions concentrations (assuming Unknown concentration =
0) and the Unknown concentration is determined as an intercept of this

curve with the zero response line.

In case a Blank is used, its response will shift the zero line used for

determination of the intercept.

laball - Calibration stdaddd 6 20.4.2010.17_41_18 <-- STDADD

File Edit Display Calibration Yiew Window Help n # j\j\? )
A4 =) [t ]Hammate  ~|[calbration REy=: |
Response | Amount | Resp. Deviation & -0,087 min, Signal 1
Tmals] | [mg] | Factor |FefMed|Used] e
-0,46 mg 2754,4 mAL.
[Ur | 2102,335 . Unkoown: 0,000 1% - [mall.s] ma At
[1 | 2402680 04000 0,002 1 P 121197
[2_| 2803125 ©0,8000 10,0003 1 L
[5 | 3203570 1,2000 0,000+ 1 ivesr
& | 00000 0,0000° 0,000 0V -
V=] ‘ooooo o000 0,000 0V
[6 | ‘00000 00000 0,000 0V
[7 | 00000 00000 00000 0w 3000+
[& | ‘00000 00000 0,000 0V
[5 | ‘oo000 00000 0,000 0V
[10] 00000 0,0000 0,000 0V
[11] ‘00000 00000 0,000 [~
[1z| ‘00000 0,000 0,000 0
[13] ‘00000 0,000 0,000 o 2500-|
[14] ‘00000 0,000 0,000 0V
[15] ‘00000 0,000 0,000 0V
[16] ‘0,000  0,0000 0,000 0V
[17 | ‘00000 0,000 0,000 oV
(15| 00000 0,0000 0,000 0V
19| 00000 0,0000 0,000 0V 2000
IE 200,2124 Elsnk:  0,0000 1~
%
€
Response Base Area hdl %
g
Compound Type  [ordnr = =
Curve Fit Type  Linear 1500
Unknown Compute with Unknown
Weighting Mathod [Mone hd
Linearization & Mone
10004
Linearization ¥~ Mone
Equation: ¥ = 926,03725%X + 2072,30573
5004
Correlation Factor: 0,9992274
Residuum: 22,9358 [mAl.5]
Curvs Check: ok
o T T T T T T T
2,0 1,5 -1,0 0,8 0,0 0,5 o
Amount [mal
[“TF T Compounds b a A8 AC
For Help, press F1

Fig. 33: Standard Addition
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Unknown
Specifies the method for including the unknown sample into the
calibration curve calculation in the Standard Addition mode. This value is
individual for each signal.

Without Unknown Sample
The Unknown sample is not used in calibration curve calculation.

Compute with Unknown
Considers the Unknown sample to be one of the calibration points with
Amount=0.

Curve passes through Unknown
Always passes the calibration curve through the Unknown sample for
Amount=0.

Blank
In standard addition calculation the response for blank (Calibration Level
21 is used to shift the zero response level used to calculate the Unknown
concentration.

5.5 Normalization Calculation

New NORM calculation has been added. This calculation type performs
the calculations identically to the ESTD calculations according to the
actual calibrations settings. The desired Norm% results are displayed in
the Amount% column, the calculation checks the condition that all
identified peaks are calibrated and all peaks in calibration were identified
in the chromatogram. No results and warning message in Result Table
header are given in opposite case. It means that Peak Type would be
ERROR and Amount% zero.
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5 Calibration Clarity (Lite)

5.6 Calibration Curve Export

Instrument 1 - Calibration, Wine <-- ESTD

Ble Edt Display Calbration wew window Helo [ i | AL & & o]
44 & d ::IManua\
% 2 .
Response | Amaunt | Resp e osealic - 1,061 min, Signal 1
Tmv.s] | [afl | Factor [Rete|dsed —
[T | 126130 001z 00080 T v [m¥.5]
2 | zss121 02160 00075 1V
3 | 1166687 08316 00071 1w 120+
ResponseBase  [Area -
100
Compound T¥pe | Ordnr -
CurveFit Type  [Linear hd
a0
Origin Curve passes through Or =
u " 1
weightrgMethod [one 7] : Export as Picturs ta Fils...
a
Linearization % |None - g o Use User Options
Properties...
Linearization v [None -
Equation: ¥ = 139,64955%% iy
204
Correlation Factor: 0,9999535
Residuum: 1,05177 [m.] 0 . . . .
0,0 02 04 06 08
fmount [a/l
[“T» M, Compounds ) oxalic A citric A tartaric A glucose A, malic A Fructose A, succinic A, lactic fy_alycerol
Save the graph as picture bo the clipboard

Fig. 34: Exporting the calibration curve

Using the menu File - Export or popup menu of the calibration curve area
@ itis possible to perform new export functions.

Export as Picture to Clipboard
This command will copy the calibration curve to Windows clipboard. It
allows user to quickly utilize picture in another program using the Paste
command.

Export Calibration Curve as Picture...
This command will open the Save As... dialog, which will save the
calibration standard curve into Enhanced Metafile format supported by
Microsoft Windows and Microsoft Office.
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6 Sequence

# laball - Sequence postrun

Fie Edt Sequence View window tep | [ §l AL L

a8 oA &G dEe PE=R-2 €

Sample | I15TD | Sample | Inj.vol. File Method Report Cpen include | Stored
SampleID | Sample | g | Amount | D | [l Name sl || Name: style open | o, | PP st | calib, [F052 Al
0,000 0,000 1,000 0,000 % %R_.. Unkn 3160 Instmerk 2 T W [
0,000 0,000 1,000 0,000 %qg_%R_.. Unkn 9160 Instrument ~ r r ~ r r
0,000 0,000 1,000 0,000 %q %R_.. Unkn 8160 Instrumert b 0 Mo ]
| I I | WA

For Help, press F1 Single Fun: Disabled Vial: 777 / Inj.: 777 File Name: Acive  luto

Fig. 35: Sequence window

Sample ID
This field is now limited to 64 characters (was limited to 20).

File name variables
New variables are available in Sample, Sample ID and FileName
columns.

%P Name of the project
%dJ Name of the method ( without path and .MET suffix)
e %s Name of the sequence (without .path and .SEQ suffix)

Std
Specifies/Sets the type of the sample being measured instead if the
previously used YES/NO. The possible options are:

Unknown
Denotes an unknown sample.

Standard
Specifies the calibration standard. Samples marked as Standard must
have the calibration level filled in the Lv/ column. Chromatograms
created on the sequence rows marked as calibration standards will be
stored in the calibration subdirectory (CALIB by default) instead of the
analysis subdirectory (DATA by default).

Bypass

This Std type allows for performing an analysis in the ACTIVE
sequence with controlled autosampler without actually injecting a
sample. This may be useful for system clean-up, etc.

Blank
In fact a calibration standard with no amount of added sample. The
Blank is thus one point of a calibration curve (with the Amount of 0,
used on calibration Level 21).
Post run columns
New PostRun columns has been added. To display them, use the Setup
Columns... in the pop-up menu of the Sequence table.
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#* laball - Sequence postrun
File Edit Sequence Yisw Window Help m oA
aJ4 (= S R R Y [SE=| - =
ss st || et |t | o | | e o] ol |
1 Unkn yI9160 Instrument. @ [l [l 3 r r
B Linkn yiglan Instrument v r r |7 r -
3 Unkn via160 Instrument [V r r ¥ r [
4 r r. . r . r . r r
< Ji%
For Help, prass F1 Single Run: Disabled Wial: 777 [ Inj.: 777 [File Mame:
Fig. 36: New PostRun columns
Include in SST

Clarity (Lite)

This checkbox allows user to set whether the particular chromatogram will
be included in the SST calculations or not.

Close All

This checkbox allows user to close all currently opened chromatograms.
Those options enable to create a specific summary reports during
sequence run. Opening of the chromatogram measured in the same line
of sequence is not influenced by this setting, it follows setting of Open
checkbox only.
Stored Calib.
This checkbox causes the chromatogram will be opened with the stored
version of the calibration file, as opposed to the linked calibration when
not checked. As the use of linked calibration is preferable, should be used
exceptionally.
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6.1 Sequence Options

Sequence Options E|
W Active Sequence
I 1dle Time before First Injection
Idle Time a [min.]
Run Lines
[13
Counter (%n) Format
Start i} & Automatically
1 " Manually
Resetwhen: % Run Sequence S——
£ Open Tnstrument iy SEE Ul
" Mever
&L

Current Yalue |6 " ml

Calbration and Sequsnce Lisage

" Calibration used as specified by user

" Clone on first recalibration (safe calibration usage)
" Standard Addition Measurement

" Calibration Bracksting

Description:

oK Cancel ‘ Help

Fig. 37: Sequence Options

Calibration and Sequence Usage
Selects the mode of the calibration and sequence usage. With exception
of the first option, suitable calibration file Cloning in Method Setup -
Calculation should be set, see pg 12.

Calibration used as specified by user
Sets the sequence and calibration to the standard Clarity use (the
only way available to version 2.8). The calibration set in the Method
Setup - Calculation dialog is used for calibration and recalibration, no
calibration cloning is performed.

Clone on first recalibration (safe calibration usage)
Sets the sequence and calibration to the safe calibration usage mode.
The calibration will be cloned at each start of the sequence and at
each start of a new sequence. Setting this options ON prevents from
situations when new measured standards with different responses
may devaluate already measured standards because all
chromatograms are linked to the created calibration.

Standard Addition Measurement
Sets the sequence and calibration to the Standard Addition mode use.
As each unknown sample will use one calibration file, calibration will
be cloned from the original calibration file whenever an unknown
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6 Sequence Clarity (Lite)

sample or blank follows the calibration standard. All responses are
cleared from a newly cloned calibration. For more information, see the
Reference Guide.

Calibration Bracketing

Sets the sequence and calibration to the Calibration Bracketing mode
use. As every unknown sample series is demarcated by calibration
standards and as such uses a single calibration file, calibration will be
cloned from the previous calibration clone whenever an unknown
sample or blank follows the calibration standard. The unknown
samples are calculated against the standards immediately preceding
and following them. All responses are cleared from a newly cloned
calibration and preserves just the last recalibration responses.
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7 Report

Order of the report sections could be modified in the Report Setup dialog.

Report Setup Instrument El

¥ Me
¥ Cz
¥ Ch
¥ Re
¥ S
# 55T

Page Setup
# Lab. Header
# Report Header

Mowe to the Top
Mowe Up

Mowe Down

Mowe to the Bottom

Reset Default Order

# Audit & Signatures

¥ Print

Signals

I~ on New Page

5 Chromatagram
Active Signal

¥ Info Header

[¥ Instrument Parameters

IV Acquisiton Parameters

™ &P Info
I Event Table

I~ Injection Control

I Instrument Cantrol

I™ Integration Table

v Calculation Parameters

[~ PDA Method

Cancel
Help

Mew

Open...
Save As. .

Printer...
Preview
Print. ..

Print To PDF

Send PDF

m
Ly

The report is printed in order respective to tabs order on the left. By right
click on the tab you can move the tab up or down. The order of Page
Setup and Audit & Signatures can't be changed since they don't represent

Fig. 38: Popup menu of tabs in the Report Setup

the print section.

Electronic signature for PDF

Electronic signature for PDF reports (used for GLP). For more details see

the chapter General on pg 2.
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8 Control Modules wm=

8.1LC

8 Control Modules

New Control Modules has been added.
Agilent 1200

Testing.

Only the G1315D Diode Array Detector is currently supported. It has to
be controlled by one separate LAN communication line using the 1200
Control Module and the rest of the 1100/1200 system by other LAN or GP-
IB communication line using the 1100 Control Module on the same
Clarity Instrument .

Agilent 7890
Testing.

Sedere ELSD LT80/LT85
Testing.

Esa Coulochem I
Testing.

Currently not supported:

Scan Mode.
RS 232 (only the USB communication is supported).
Not possible to control more than one detector at once.
Rate and Range are shared in DC and Pulse Mode due to restriction in
Clarity SDK.
Time Table is not yetimplemented.
Control

Method Setup - LC Gradient: new option Initial - Standby in the Idle State
group enables to set different flows at sending the method and after
finishing the analysis. Grayed out for modules not supporting this option.
Method Setup - Valves new Set Home position on Close instrument
checkbox.

8.2 FC Control

The Fraction Collector (FC GP driver)

New checkbox Collect All in the Method Setup - FC - Vial Numbers dialog
for FC without diverter value.
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e New option Delay Volume 2 in the Method Setup - FC - Fraction Table
dialog enables to compensate for volume between valve and collection
point.
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9 Extensions we=
9.1 GPC

e Calibration broad on narrow - changes of K and Alpha values will be
recorded in the Chromatogram Audit Trail.

9.2 PDA

Export Picture

:* Instrument 1 - PDA Chromatogram PAH
Ele Edit Display Library Chromatogram Spectrum Wew window telp | [ i A L 7}

AU 2 a3 B HOO4 H AW |
Isoplot View (Al Spectral iew
500 — Current Spectrum at 15,63 min.
8 00
5
3 300
R 2o
4 1004
T T T T
200 250 300 350 400
[min.] wavelength [nm]
3D View
] Chromatogram view
— | Current Chromatogram at 232 nm | {MAU] v zm:r: MGD“E :’:IDQ Mode
_ ot Graph Hode
PAH 500
o0 Zoom Graph Mods
400 Restore Default iew
400 300 Isoplot View
. o = st 200 Chromatogram view
E © Spectral Vi
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Fig. 39: Export picture in PDA Window
Copy to Clipboard
Available from context menu in the Graph Panes in PDA View window @.

Save as Picture...
Available from context menu in the Graph Panes in PDA View window .

Spectral Library

Add All Identified Peaks
Using the menu Spectrum - Add All Identified Peaks 2 will add spectra of
all identified peaks in chromatogram to a Spectral Library.
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Confirmation window will appear:
Clarity &

Add spectra of these peaks ko library 'Ct\Clarity_30\DEMO_PDA\CaIbIPAHT?

\_‘5) 4,62 min Naphtalzne

6,29 min Acenaphtalene

8,28 min Acenaphtens

9,05 min Fluorene:

10,34 min Phenantrens

11,55 min Antracene

12,80 min Fluoranthens

13,52 min Pyrene:

16,71 min Benzo(a)anthracens
17,27 min Chrysene

19,59 min Benzo(b)flucranthene
20,75 min Benzo{kfluoranthene
21,57 min Benzo{a)pyrene

23,62 min Dibenz(a,nanthracene
23,95 min Benzo{ghi)perylene
24,80 min Tndeno( 1,2, 3-cdjpyrens

corce

Fig. 40: Question before all identified peaks are added to the library

Spectrum Overwriting
Warning Window will appear upon attempt to add duplicate spectrum
name in library.

Spectrum Naphtalene' already exists in the library (at 4,62 min)
1\ Dvermriter

Cancel

Fig. 41: Warning before duplicate spectrum is added to the spectrum library
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10 Other

CopyFiles
Standalone utility "CopyFiles" to copy selected file types to specified
directory (available in the UTILS subdirectory of Clarity installation
folder).
By using this utility in the PostRun Setting dialog it is possible, for
example, to additionally copy files such as PDF documents to another
network destination. If the network directory is not currently accessible, the
Clarity will still works without any exception.
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