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Cooperation with LIMS Table of Contents

To facilitate the orientation in the Cooperation with LIMS manual and Clarity chromatography
station, different fonts are used throughout the manual. Meanings of these fonts are:

Open File (italics) describes the commands and names of fields in Clarity, parameters that

can be entered info them or a window or dialog name.

WORKI1 (capitals) indicates the name of the file and/or directory.

ACTIVE (capital italics) marks the state of the station or its part.

Chromatogram (blue underlined) marks clickable links referring to related chapters.
The bold text is sometimes also used for important parts of the text and the name of the Clarity
station. Moreover, some sections are written in format other than normal text. These sections are
formatted as follows:

Note: Notifies the reader of relevant information.

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

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



Cooperation with LIMS 1 Whatis LIMS?

1 What is LIMS?

A Laboratory Information Management System (LIMS) is a software platform used for
organizing, tracking, and storing laboratory data, including sample information,
analytical results, and documentation. Clarity can cooperate with any LIMS by
exchanging data through simple import and export functions. This allows laboratories
to integrate chromatographic analysis into their broader data-management workflow
without requiring any special connectors or extensions.

1.1 Cooperation between Clarity and LIMS
Clarity and LIMS exchange data in both directions:

e From LIMS to Clarity: The LIMS generates a text file containing sample
information, such as Sample Name or ID. This file is imported into Clarity and the
information is used for measurements.

« From Clarity to LIMS: After the analysis is completed and the results are
reviewed, Clarity generates a file (most commonly .TXT) with the measured and
calculated results. This file is exported from Clarity and then imported into the
LIMS for further storage or processing.
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2 Workflows in Clarity supporting
cooperation with LIMS

Clarity provides several standard workflows that facilitate smooth data exchange with
a LIMS. These workflows cover all steps from importing sample information, through
reviewing measured data, to exporting results back to the LIMS. They can be
combined or automated depending on the needs of the laboratory.

2.1 Setting up custom export and import directories
By default, Clarity exports data to the folder where the original chromatograms are
stored, and imported files are browsed within the current project directory. If you
routinely use specific locations, such as shared folders on a network drive, you can
define custom default directories in Settings - User Options..., under the Directories
tab accessible from the Instrument window.
Once a custom Export Directory is set, all exported files will be saved to that location,
regardless of where the chromatograms are stored. Similarly, setting a custom Import
Directory ensures that the import dialog opens in the predefined location.

Note: These settings are saved in the desktop file (.DSK). If multiple users need to work
with the same directories, they must either share the same desktop file or
configure their settings individually.

User Options [Administrator - Clarity) ? X

General Graph Axes Appearance  Signals & Curves  Gradient & Auxiliary Signals  Directories

Print to PDF Directory:

Default

Export Directory:

U:\ExportFromClarity\ Default

Import Directory:

Default

Hint: Leave directories empty for exporting files to the same directories as chromatograms.

sl | honly vep

Fig. 1: Setting of the export and import directories

2.2 Import sample information to sequence

The recommended way to transfer sample information from a LIMS into Clarity is by
importing a text-based file.

Clarity supports several file formats for this purpose, including *.txt, *.csv and *.prn.
Values have to be in delimited format and separated by an arbitrary delimiter.
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To create a sequence table from an imported file follow the steps below:

1. Open the Sequence window and select File - Import... © . This opens the Import

Sequence Step 1 dialog, which opens in the directory defined in chapter "Setting
up custom export and import directories".

i instrument 1 - Sequence Demo1

File | Edit Sequence View window Heip [ABL A4 LZ
B new Ctrl=N O i= = . & 8= .
& open.. Crl+0 Sample | ISTD1 | Sample | In
.ol File Sample Method Report o
o ol | SEPRID | SamPlE  anging | gmount | Diut | ] Neme | Type | Name Stle | PN | caib. | PNt
B saveas. Ctri=shiftes |[Halocar.. |Std_1 0,400 2,000 1,000 5,000 %Q Stan 1 Demol Calihrah:un O O O
Halocar...  |Std_2 1,000 2,000 1,000 5000 %Q Stan 2 Demot Calibration O
Send Sequence by £ Msil Halocar...  |Std_3 3,000/ 2,000 1,000 5000 %Q Stan 3 Demot Caliratian O O g
Halocar...  Std_4 5000 2,000 1,000 5000 %Q Stan 4 Demat Calibration O O
Import... ) Jhelocar...  sample 5000 2,000 1,000 5000 %QVal_.. Unkn Demol Analysis O O
Export... 0o o o
Report Setup... Crl=Alt=P
@ Print Preview.. Cril=Shift=P
5 Print To PDF...
4 Send Printed PDF by E-Mail..
Print... ctri=p
1Demol
Close Window
Single Analysis: Disabled - No configured detector Viak 1/Inj. 1 File Name:

2. Select the file to be imported @ .
3. Select the character used as delimiter ® (possible options are <TAB>,
<SPACE>, <COMMA?> or <SEMICOLON>) and decimal delimiter © (possible

options are <Windows Locale>, <COMMA>, <DOT> or <SEMICOLON>).
4. |If the text file to be imported contains column headers in the first row, use First

Row Is Header @ checkbox. This row is used for matching in the Import

Sequence Step 2 dialog.
5. Preview of the first five rows of the imported sequence table is displayed in the

bottom part of the dialog © .
6. Click Nextto continue @ .

Import Sequence Step 1 o x
File Name CA\Clarity\DataFiles\DEMOT\Sequence2 txt @ ]
Delimter <TAB> ()~ Decimal Delmter <DOT> (O
Preview B Firt Row s Header

e
1 Run/SVEV/I/V| SampleID | Sample Sample Amount = ISTD1 Amount Sample [
2 111 1 blank 0 0.200
3 12| 2 1 stdl 0.4 0.000 0.200
4 1,7, 7 1 0442 0.000 0.200
5 18/ 8 1 0445 0.000 0.200
< Back Next > Cancel Frish

7. Set the Column Matching @ to match the imported columns with the ones
present in Clarity Sequence table. Start vial number and File Name are required
columns and are therefore shown in bold.

-3-


../../../lims/020-setting-export-directory/020-000-setting-export-directory.htm
../../../lims/020-setting-export-directory/020-000-setting-export-directory.htm

2 Workflows in Clarity supporting

Cooperation with LIMS cooperation with LIMS

If the imported file contains column headers (the First Row is Header option was
selected in Step 1), Clarity will try to match the columns automatically based on
their names. Any manual changes will overwrite this automatic matching. Clarity
will remember the final matching for future imports.

8. Select whether you want to save imported sequence as a new file or just append
it to currently opened one ® .

9. You can also use three additional checkboxes @ to adjust the import behaviour:

« Save Sequence and Delete Import File - invokes Save as dialog to save
the imported sequence and deletes the imported file.

« Save Import Settings - stores current settings so they will be used
automatically for future imports.

« Show Sequence Options — opens the Sequence Options dialog
immediately after the import finishes, allowing you to adjust additional
parameters before the sequence is created.

10. Press the Finish button to complete the import and close the dialog @ .

Import Sequence Step 2 o x
Column Matching: (G} Sequence
Sequence Column ~ Imported Column O Create New by

Inj.Vol. ] Inj.Vol. ]
AnalysisUserVar 1
AnalysisUserVar2

() Append to Existing

AnalysisUserVar3 o () Save Sequence and Delete Import File
File Name File Name
fj,mD‘E Tiee fj,mD‘E Tvee 8 Save Import Settings
Method Name Method Name
Report Style Report Style 8 Show Sequence Options
Open Open
Open Calb. Open Calb.
Print Print
Print to PDF
Funort Nata Funort Nata
< Back Next > Cancel Fiish (1)

Clarity also provides command-line parameters that can be used to automate the
import process (full list of all available command-line parameters together with their
detailed description can be found in Reference Guide):
seq_import
Imports the specified *.TXT file as a sequence and replaces the currently opened
sequence. The command is ignored when a sequence is already running. The
imported sequence is loaded under the default name Noname, therefore the seq_
save_as command must be used to save it before starting a run.

o Example: Clarity.exe i=1 seq_

import="C:\CLARITY\DataFiles\<PROJECT>\seq.txt"

seq_save_as

Saves the active sequence under the specified name. The command is ignored when
the sequence is running.


110.020-command-line-parameters.htm
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o Example: Clarity.exe i=1 seq_save_
as="C:\CLARITY\DataFiles\<sPROJECT>\results.seq"

seq_import_append
Imports the specified file and appends its content to the currently open sequence. It
uses the same settings as when the import is performed manually.
o Example: Clarity.exe i=1 seq_import_
append="C:\CLARITY\DataFiles\<sPROJECT>\seq.txt"

2.2.1 Editing the template for new sequences
Clarity allows you to customize the template from which all new sequences are
created. By modifying this template, every newly created sequence will automatically
contain predefined parameters, calibration standards, control samples, or any other
recurring lines needed for your workflow.

How to edit sequence template:

1. Select File - Open...from the Sequence window to display the Open Sequence
dialog.

2. Navigate to the COMMON directory (located in C:\CLARITY\DATAFILES by
default) and open the file TEMPLATE.SEQ. (Special templates are available for
EA and GPC Extensions)

3. Edit the sequence as needed - including Sequence Options, default
parameters, calibration standards, control samples, or other recurring rows.

4. Save the template.

Any new sequence created using File - New will now use the updated template and
automatically include all predefined settings and lines.

The TEMPLATE.SEQ file in the COMMON directory is shared by the entire Clarity
station, so any changes apply to all instruments using this directory. It is however
possible to set custom locations of the Project directories for each Instrument with it
own COMMON directory and therefore separate sequence template files. For more
information, please refer to User Guide, chapter Setting up project directories.

Caution:  When importing a sequence file, the TEMPLATE.SEQ settings are ignored. The
sequence is created strictly according to the import settings, regardless of any
template configuration.

2.3 Communication with LIMS during measurement

During measurement, Clarity can also pass real-time information to a LIMS. These
notifications allow the LIMS to track the progress of individual samples by receiving a
message when a measurement starts or when it finishes. There are multiple ways to
obtain such notifications.

Exporting through Event Table

The Event Table allows Clarity to trigger actions automatically at specific points during
acquisition. The Event Table can set in Method Setup dialog with the following events:

-5-
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Method Setup DemoT - 26; 25/11/2025 12:07:2% o X
= o= A
EE A W R & | o
New Open.. Save Saveas. Report sefup...  Auditral.. | Sendmethodby | Help
email
Common for all detectors
Name Input OQutput
Type Source | Input | Value | Units  Output Type Output Parameter Store
1 |Start |AcgBegin — — —|—  RunProgram C:\Clarity\DataFiles\DEMO1\LIMS.bat %Qq%Q (]
2 End |AcgEnd — — —|—  RunProgram [C:\Clarity\DataFiles\DEMO 11 IM5.hat F| q%Q O
3 |
EventTable Measurement Acquisition Integration Calculation Advanced
H o Cancel o3 5end Method

* Acq Begin: triggered at the start of acquisition. Suitable for sending a message
such as “Sample XYZ has started measuring.”

* Acq End: triggered at the end of acquisition .Suitable for sending a message
such as “Sample XYZ has finished measuring.”

Both events use Run Program as the Output Type, because the notification is
implemented by calling an external script. The Output field contains the path to the
external script, and the Parameter field defines which Clarity variables (e.g., %Q for
Sample Name) are passed to the script.

Export in Sequence table

In addition to the Event Table, Clarity can also send parameters to the LIMS using
special columns available in the Sequence Table. This method links the notification
directly to a specific sequence line and does not rely on acquisition events and
effectively mirrors an Acq End Event Table action.
To enable this, three special columns must be displayed in the Sequence Table by
using left-click Setup Columns....

e Run Program - a checkbox that determines whether the action should be

executed for this sequence line after the run finishes.
o Program To Run - defines the external program or script to execute.
o Parameters - contains the parameters passed to the program.



2 Workflows in Clarity supporting

Cooperation with LIMS cooperation with LIMS

2.4 Reviewing measured chromatograms

Clarity provides two complementary ways to compare results from several
chromatograms:
o Overlay mode, which displays multiple chromatograms simultaneously in a
single graph.
o Browse Through Chromatograms, which allows reviewing them one by one in
sequence.

Both approaches can be used to evaluate differences between chromatograms, verify
results, and prepare data for reporting or further processing.

2.4.1 Comparing chromatograms using Overlay mode
The default maximum number of chromatograms that can be open in Overlay mode is
20. If your workflow requires comparing a larger number of chromatograms (for
example, when producing a summary report), this limit can be changed in the User
Options dialog, accessible from the Instrument window by using Setting - User
Options....
User Options (Administrater - Clarity) 7 *

General Graph Axes Appearance  Signals &.Curves Gradient & Auxiliary Signals Directories

@ 5how windows on the taskbar, Zoom Button
B Flay sounds assigned to selected events., OLert
18 Send reports about unsuccessfully finished sessions. Cricht
1B Request confirmation when opening old file formats.
18 Warn when maximum zoom reached. oo ECER S
{8 Warn before running already measured sequence. O unzoom
{8 Ak whether create new subdirectory after single run O set signal to Agtive
{8 Warn when reusing a Standard Chromatogram in Calibration (O show Properties Dizlog
Recent Files Counter (%n) Chramatogram Cursors
5 = (] Reset When )
N Instrument Opening (2 Oy Vertical Line
Mouse Wheel Step O Arrows
{in Graphs) Startat: 0
. © Animated Arrows
B 5
Limits Table Fonts Sequence Table - On Enter
=] Chromatograms
2 % inoveray 8 Use Default Font © Move Right
() Move Down

= Injecti
1000 AT Default Font...

~| inSequence

concel | sy vep

To view chromatograms in Overlay mode, follow these steps:

1. Open the chromatograms using File - Open Chromatogram....

2. In Open Chromatogram dialog select desired chromatograms and click Open in
Overlay.

3. Click on the Summary tab in the lower part of the window to display the
Summary Table. In the rows you can see chromatograms and signals with
measured values and in the columns there are identified peaks from all
calibrated chromatograms.

Caution: Summary Table is based on calibration, meaning only calibrated peaks
will be presentin it.
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File Edit Display Chromatogram Method Results SST Vview Window Help [AEL |2 E @3 m@

HOE AGS IR Y= > |[E]m - -
P
A
[mv]
Hh — Data\PERS01
EA — DatalPERS02

<«

Voltage

o
;
119
L17s
255 4
P 06 T-BUTANOL &

T T T T T T
0 1 2 3 4 5 &
[min]

Summary Table

SPEPERPRRREFIEEEeIBRPLP

ETHANOL
Sample
Sample 1D Sample Amount | Reten.Tme o Amount | Amount®% |
] = lo/ka] 1]
DataPERSOL Signal 1 Mr. X.Y. DEMO Example - eth 4,000 2302 33.048 0.647 6.2/ 0
DatalPERS02 signal 1 Mr. X.X. DEMO Example - eth 0.000 2.305 157640 3.233 100.0| 0
1y

B Reuts AllSignals Results | Summary | Performance  Integration  Measurement Conditions  SST Results =

4% For help press Fl. Overlay

4. Right click on the Summary Tableto access options for adjusting its layout or
content, including the Inverted view, which switches the table from a horizontal
format to a vertical one for easier inspection of individual results.

5. To see all signals, select the Show All Signals checkbox in the Summary Table
Options dialog accessible from the pop-up menu of the Summary Table. By
default, only signals containing calibrated peaks are visible in the Summary

Table.
Summary Table Options X

[ Table Inverted Chromatogram Header
© Chromatogram / Signal

89 show Al signals () signal / Chromatogram

Report in Summary Table Parameter Header

(O All Identified Peaks © Compound / Parameter

© all Peaks in Calibration (O Parameter / Compound

Cancel Hen
Note: It is also possible to compare parameters from different chromatograms and

check if they fall within set limits by using the SST Extension.

2.4.2 Comparing chromatograms by browsing them sequentially
In addition to Overlay mode, Clarity also allows reviewing multiple chromatograms one
after another using the Browse Through Chromatograms function. This method is
useful when you want to visually inspect each chromatogram individually, especially
when working with large batches.


http://dataapex.com/products.php?dokument=93&search=sst%20extension
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To use this feature, the Overlay mode must be disabled.
To browse chromatograms, follow these steps:
1. You can browse the chromatogram by using File - Browse Through
Chromatograms or by using the navigation controls in the toolbar. By default,
Clarity browses the folder of the currently open chromatogram.

M Instrument 1 - Chromatogram "

File | Edit Display Chromatogram Method Results SST View Window Hep [AEL *E A @ @

/o Overlay Mode OFf ;,IE" M dHEE v@ IE‘. O o
[ Open Chromatogram... Ctrl=0
\ Browse Through Chromatograms M| First Ctrl=F7 — Data\PERS01
Open Chromatograms From Sequence... 4 Previous F7
@ Close Ctrl=W | b Next F8
Close All Ctri=Shift=W | B/ Last Ctri=F8
Save ctri=s or
F7 saveas.. Ctrl=Shift+5

Send Chromatagram by E-Mail

Import Chromatogram...

Export »
sign..
Verify... 1
4= T T T T T
Report Setup... Ctri+Att+P [T I I : :
G Print Preview.. Ctrl+Shift=P Time [min]
T Print To PDF... e (ISTD - Data\PERS01)
4 Send Printed FDF by E-Mail.. = oo Calbration File (Peak Table
- e Peak Type Compound Name Ethano!
Print... Ctri=p anol
,000 0,0 [[) Open with stored calibr
@, Perform Postrun... ,000 0,0
648 16,2 Ordrr (by IST ETHANOL Set...
1 Data\PERS01 ,000 0,0 ——
STD ISTD | ISTD1  T-BUTANOL e
L Gessiindow) Performance  Integration  Measurement Conditions ST Results -
4% For help press Fl. Overlay,

2. In the Open Chromatogram dialog, select the chromatograms you want to
review. You can also filter the list by typing simple wildcard patterns (*, ?).

Caution: Using %variables when creating chromatogram file names is strongly
recommended, as it ensures that useful information, such as sample
name, injection number, or date, is included automatically. This makes it
much easier to search, sort, or filter chromatograms when browsing
through them.

3. When you have the desired files selected, you can open them by using Browse
Selected Chromatograms.
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Open Chrematogram - CAClarity\DataFiles\DEMO 1\Data X
| Look In: Data MUY Ak iAol ¢ ]
Name & Size Type Created Last Change
ik Sample_Vial_6-1.prm 953kB  PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
Ak Sample_Vial_6-2.prm 262kB  PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
ik Sample_Vial_7-1.prm 962kB PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
ik Sample Vial_7-2.prm 964kB PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
Ak Sample_Vial_&-1.prm 961kB PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
ik Sample Vial 8-2.prm 93kB PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
Ak Sample_Vial 9-1.prm 263kB PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
ik Sample_Vial 9-2.prm 961kB PRM Chromatography... 26.05.2023 22:13 26.05.2023 22:13
File Name Sample_Vial_6-1.prm; Sample Vial 6-2.prm; Sample Vial 7-Lprm; ¢ 9913t Open in Overlay |-
File Type Chromatogram fles (=,prm) - =;|;:'§n?ls | Open in Overlay
Version aecent =:§g:}§ Replace Opened Chramatogram(s)
- e Browse Selected Chromatograms
Details for:
Created By: <varies> Created: From to 23.08.2007
Modified By: <varies Modified: From to 26.05.2023
Sample ID: <varies> Description: <varies:
Sample: <varies> Time: From 0,00 min to 11,80 min
Signature: <varies Has PDA Data: No
GLP Mode: off Has MS Data: No

A

M

M

When reviewing chromatograms—either one by one or in Overlay—you can export
the currently displayed chromatograms using the Perform Post-run Actions...
command, as described in Export of Results chapter.

2.5 Batch processing
Reprocessing whole sequence allows recalculation of results for all chromatograms in
a sequence after changes to integration, calibration, or calculation parameters. This
ensures that all results are consistent and reflect the current evaluation settings before
further processing, reporting, or export to external systems such as LIMS.
Reprocessing does not modify raw chromatographic data. Only calculated results and
derived outputs are updated.

The steps below describe a process, where Integration is reviewed and if necessary,
updated manually in each chromatogram, or sequence is already measured using a
method with optimized integration parameters.
1. Open the Batch dialog by using Analysis - Batch in the Instrument window.
2. Set File Type to Sequence Files @ .
3. Select the Sequence you want to reprocess.
4. Check the Complete Processing ® checkbox.

-10 -
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5. Under Complete Processing, adjust the processing behavior as required:
e Select Preserve © in the Integration to keep manually adjusted
integration.
e Select Update @ in the Calibration to perform recalibration using
updated integration.
6. Click Proceed © to start with the batch processing.

The sequence is processed row by row. All selected recalculations and post-run
actions defined in the sequence are performed.

Batch pd
Options
Demol =
anal in bloo: File Type: (@ {8 Complete Processing
Ethanol in blood
Sequence Files ~ Integration
© Preserve @ (O update
Select Al Calbration
(O Preserve © update @ () Clone New
Unselect All
[T Reprocess by Method Demal
Sortby: Integration
O Name Preserve Update
O Madification Tme Calbration
Preserve Update
Order:
Post-run Options
© Ascending
() Descending Post-run options s setin the reprocessed sequence.

Caution:  The operations during Batch reprocessing are done row after row, injection after
injection. In some situations it is necessary to perform the Complete Processing in
two steps - first just the recalibrations, second the post-run actions (either using
the Complete Processing again with the Integration a Calibration settings set to
Preserve, or through running the post-process on selected chromatograms only
through procedure described in Performing Post-run Options from Batch section).
For example, if the sequence is using calibration bracketing the unknowns are
measured before second standards set and if the unknowns were reported during
the recalibration step, the responses from the second standard set would be
missing in the report.

2.6 Export of results

Before exporting data to a LIMS, it is recommended to review the chromatograms in
Clarity to ensure that all results and calculated values are correct (see chapter_

-11-
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Reviewing measured chromatograms).
Once the results have been verified, Clarity offers several ways to perform the export,
depending on the workflow and user preference.

2.6.1 Setting up the Export Format
First, it is necessary to set the format of exported data. To do that, follow these steps:
1. Open Export Data dialog by using Settings - Export Data from the Instrument
window.

Fd Instrument 1

Instrument  Method An

o m 2

Method Setup ~ Single Analysis ~ Sequence  Device Monitor Data Acquisiti.. Chromatogram  Calibration

@ Ready >

Setting export data parameters

2. In the Export Content section @ , select which data you want to include in the
exported files. It is recommended to export the Result Table with In Fixed
Format. This will ensure that the data will be exported always in the same format
regardless of the setting on the screen. However, Fixed Format can only be used
if the predefined set of exported columns meets your needs—if you require
custom or user-defined columns, leave this option unchecked.

Export Data X

Export Content @ Chromatogram Text Format @
B Result Table AlData Field Separator

Displayed Data (O Fixed Width
(] All Signals Resuits Table 1O Delimited by:
[ Special Results X Axis AR -
18 summary Table Time Step:
O Column 7 - Decimal Separator
[CJMoments <Window's Locale » o
D) Calculation Parameters Character Encoding: Text Qualifier
(D chromatagram ANSI - <None> -
) Chromatogram Header

NGA Amounts

NGA Summary Expart to

DHA Resuits () clipboard

DHA Group Restlts B rextric @)
Format 0.t O v
18 Table Headers Ol
B Fomst () Excel Workbook (*.xisx)

Excel §7-2003 Workbook (*.xis)
() dBase File
(Result table only)
[@zp=nc]

TText and dBase Files only)
File Name: C:\Clarity Exported dataltest.txt (&)
Cr\Clarity\Exported data\test

3. Select Full Format ® option. This will add the file name, date and time before
each Result Table row to allow for easy sorting, which is particularly useful when

-12-
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using the Append option.

4. Select the desired file formatting in Text Format © section.

5. Select Export to - Text File @ and choose preferred suffix. In the File Name ©
field, specify the directory where the export files should be created. If the field is
left empty, Clarity automatically uses the chromatogram name as the file name
and saves the exported file either to the chromatogram directory or to the
directory defined in the User Options — Directories tab (for more details, see
chapter "Setting up custom export and import directories" ).

6. Check Append to export all results to a single file.

Note: The settings defined in the Export Data dialog are stored in the active desktop file
(.DSK). If multiple users need to export data in the same format, they must either
share the same desktop file or configure their settings individually..

2.6.2 Ways to Export Results

Depending on the workflow and user preference, Clarity provides several ways to
execute the export:

Export for individual lines in a sequence

In the Sequence window, select checkbox in the Export Data column for row(s) to be
exported. Note that the export is performed immediately after the run is finished,
without any possibility of manual review of the results.

Columns defining export in the Sequence table are hidden by default; you can display
them using the Setup Columns... command and use them to define the export format
for each sequence line.

@ Instrument 1 - Sequence Ethanol in blood

File Edit Sequence View Window Hep [ Bk

E e

EE | HEE. 9 XEH == »wp & B HE
Samp|ISTD Samp|Inj.v Fle  Sample Method Report Open Printto Export Export |Export | Export | Export
Stabs (Run | SV | BV IV |Sample ID| Sample | e | 1 [l o ame ype | Style calb, P |poF | Da  AIA | TXT EZChrom Multidetector

1 11 1blenk L Blan Ethanol .., | Analysis O oo o o 90 g d
2 2/ 2 1stdl 04 0,00 0,20 2,00 %q_%R... |stan 1 Ethaneli... | Analysis O oo O o @ - d O
3 3 3 1std2 0.8 0,00 0,20 1,00 2,00 %q_%R... |Stan 2 Ethanol i Analysis ] |ImEIn} ] O O O O
4 4 4 1std3 14 0,00 0,20 1,00 2,00 %q_%R... |Stan 3 Ethanol i Analysis ]l |Inln} ]l O [H} O [H}
5 5| 5 14 19 0,000,20 1,00 2,00 %q_%R... |Stan 4 Ethanoli... | Analysis O OooO O 0o o gd O
6 6 6 1stds 2.4 0,00/0,20 1,00 2,00 %Q_%R... Stan 5 Ethanali... | Analysis L N 0 R O
7 6 6 1stds 2.6 0,00 0,20 1,00 2,00 %q_%R... |Stan & Ethanol i Analysis ] |ImEIn} ] O O O O
8 77 10442 0,00 0,20 1,00 2,00 %q_%R... Unkn Ethanol i. Analysis ] O O O
El 8 8 1045 0,00 0,20 1,00 2,00 %q_%R... Unkn Ethanol i. Analysis ]l O [H} O
10 [m] O oo o o o 0 O

For help press F1. Single Analysis: Ready - Ready to start run Vial: 1 /Inj.: 1 File Name: Ac

Export on demand for selected chromatograms
This can be done using the Analysis - Batch after the results have been reviewed.
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Cooperation with LIMS

Fi Instrument 1

2 Workflows in Clarity supporting
cooperation with LIMS

Instrument  Method = Analysis Evaluation Setting Window Help ‘)‘

.-'-.-"
’

Method Setup ~ Sing|

fi single..

M sequence
Batch...

Data Acquisition
@ Device Monitor

© Ready

View batch dialog

ice Monitor Data Acquisiti...

Chromatogram Calibration

> »

1. Select File Type @ and files to be exported from the list on the left.
2. Select what action to perform from Post Run Options @ .

Batch

2506MULTT

File Type: @

Chromatograms

Select All
Unselect All

Sortby:

O Name

() Modification Time
Order:

© Ascending

(O Descending

Options
Complete Processing
Integration

Preserve Update
Calibration
Clone New

Preserve Update

(] Reprocess by Method
Integration

Demo1
Preserve Update
Calibration

Preserve Update

Post-run Options!
{8 Open in Chromatogram Window
(@ Frint Results
(8 Frint Results to PDF
@ Export Data
) show Alerts
("] Open in Calibration Window

Chromatogram

Indude in SST Unchanged ~

Open with calibration Unchanged ~

(] Export Chromatogram in ATA Format
{8 Export Chromatogram in TXT Format
(] Export Chromatogram in EZChrom Ascii Format
{8 Export Chromatogram in Multidetector Format

Program to Run @

Parameters

@ et

Cancel Help

3. The Program to Run ® option can start an external application and pass the
exported file name to it, allowing the LIMS to import the data automatically.

4. Click Proceed @ .

Export directly from the Chromatogram window

This option lets you export data from the chromatogram you are currently reviewing by
selecting File - Perform Post-run Actions..., which opens the Post-run Options (From
Chromatogram Window) dialog and performs the export according to the defined

settings.
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2 Workflows in Clarity supporting

Cooperation with LIMS cooperation with LIMS

Post-run Optiens (From Chromategram Window) X

([C) Open in Calibration Window
@ Print Results

([ Print Results To PDF

@ Export Data

{8 Export Chromatogram in AIA Format
() Export Chromatogram in TXT Format.
() Export Chromatogram in EZChrom Ascii Farmat
(] Export Chromatogram in Multidetector Format

Program to Run

Parameters

Osign

If this action is used on a regular basis, it is convenient to add the command directly to
the toolbar. A toolbar button executes the action immediately using the configured
settings, without opening the dialog. If you need to modify these settings, you must
access the command through the menu (File - Perform Post-run Actions...).

To add the command to a toolbar, right-click any toolbar and select Customize.... In
the Commands tab, find the Perform Post-run Actions... command in the File category
and drag it to the desired position.

The toolbar configuration is stored in the active .DSK file.

2.7 Synchronization with other programs

Clarity allows communication with other programs using the DDE (Dynamic Data
Exchange). DDE is a technique the Windows system uses for transferring data
between individual applications running under Windows.

More details can be found in the D070 datasheet available on our website.
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https://www.dataapex.com/downloads/26251/view
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