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To facilitate the orientation in the GPC Extension 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

GPC Extension 1 GPC - Gel Permeation Chromatography

1 GPC - Gel Permeation
Chromatography

The Clarity GPC is an optional Extension for the Clarity

Chromatography Station (from version 2.3). The Clarity

Chromatography Station can acquire data from any GPC system with
standard analog output. Any Clarity Instrument can use GPC mode.

GPC Extension provides interactive and automated GPC analysis
including recalibration and GPC reporting, thus simplifying the retrieval of
GPC data. It also allows flow rate and multi-detector delay corrections and
includes Narrow, Broad and Broad on Narrow calibrations.

GPC Extension is also compatible with Clarity Offline software.
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2 Specification

The GPC Extension is an optional, fully integrated part of Clarity
software. It can be ordered as a part of new datastation or as an extension
to existing datastation (p/n A28).
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3 Installation

The GPC Extension is enabled by appropriate user code entered during
installation or later by using the Help - User Code command from the
Clarity main window.

To switch an Instrument to GPC mode, choose the GPC or GPC-PDA
option in the Instrument Type field in the System Configuration dialog. The
given Instrument may be later switched between the GPC mode and
standard chromatography mode by using the Sefting - GPC mode menu
command in the Instrument window.

A Instrument 1 ]n nstrument 2 | 5 Instrument 3 |

Instrument Type

Name  Inst

g

a

Il .

GC
LC
EA
e |
LC -PDA
CE
NGA
DHA
CE -PDA
IGC PDA

From

Fig 1: Switching to GPC mode
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4 Key Features

The GPC Extension brings the following features to the Clarity station:

e Evaluation - the same chromatograms can be evaluated both in standard
and GPC mode.

e GPC Integration - separate integration tables for GPC and standard
evaluation are used. There are extensive possibilities for modifying
chromatograms. The chromatogram can be changed by entering global
parameters or interactively, through the direct graphical modification of the
baseline.

e Overlay - simultaneous display of a virtually unlimited number of
chromatograms. Molecular weight and cumulative molecular weight
distributions can be easily compared.

e GPC Calibration - Narrow or Broad standard calibration methods (for
more details see the chapter Basic principles and terms on pg 5).
combined with flow rate correction and Universal calibration. Multiple
broad standards can be used.

e GPC Results Table - display of molecular weight averages together with
peak details for active signal. Multiple peaks can be evaluated from one
chromatogram.

e GPC Summary result tables - display and print of selected results from
all simultaneously displayed chromatograms.

The following standard Clarity features will also help the user to make the
best of the GPC analysis in Clarity:

e Measuring - simultaneous data acquisition from up to four sixteen-
detector chromatographs (4x16 configuration).

e User calculations - the user can define custom calculations in the Result
Table and Summary Table. With the use of the integrated editor you can
create your own columns from the original ones and use individual
mathematical functions.

e Reports - user selectable report sections, WYSIWYG formatting of Graphs
and Tables.

e Batch - automatic batch processing, display, export or print of any number
of chromatograms.

e Automated measurement support - sequence tables for any set of
samples with or without an autosampler.

e Postrun - automatic display, print, export and start of other programs after
completing the measurement.

e Fraction Collectors - GPC offers support for fraction collectors controlled
by Collect/Waste and Next signals.
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4.1 Basic principles and terms

Gel Permeation Chromatography (GPC) or Size Exclusion
Chromatography (SEC) is a specialized chromatography technique for
determination of molecular weight distribution in polymers. Sample of
polymer solution, containing mixture of molecules differing in size, is
separated on column. Under conditions used for this chromatography
mode, the molecules are separated according to size, the larger
molecules emerging first and the smaller later. With appropriate polymer
standards with known molecular weights, calibration curve describing the
dependence between the molecular weight and elution volume can be
constructed.

Narrow standard calibration is the most commonly used, when polymer
standards with narrow molecular weight distribution are available.
Calibration curve is constructed from detected peak maximum retention
times and known Mp values. Alternatively, (Mw.Mn)"1/2 values can be
used, if Mp values are not declared.

Broad standard calibration is used, when only polymer standards with
broad molecular weight distribution are available. Clarity GPC Extension
uses three types of Broad standard calibration:

e Broad linear - assuming linear calibration curve for broad peak
concerned. Linear calibration equation is calculated from the standard
peak elution profile and declared Mn and Mw values. Multiple Broad
Standards can be used to construct a resulting calibration curve.

e Broad integral - a calibration curve is constructed from the standard
peak elution profile and a table of declared cumulative molecular
weight distribution values. Multiple Broad Standards can be used to
construct a calibration curve.

e Broad on narrow - appropriate K and Alpha values are sought for
polymer standard with declared Mn and Mw values, to fit the standard
peak elution profile to existing narrow standard calibration curve.

Flow rate correction - the elution volumes are calculated from retention
time and flow rate. Small variations in flow rate have tremendous effect on
the correctness of calculated molecular weights. A low molecular weight
compound (flow rate marker) can be added to the standards and samples,
the retention times in different chromatograms can than be normalized to
common base. Flow rate correction can be used with every calibration
type.

Universal calibration - the separation of polymer molecules on column is
governed by molecular size, not molecular weight. The polymer molecule
size is besides its weight dependent on the molecule structure (linear,
branched, starlike) and conformation (given by solvent and temperature).
A dependence (Mark-Houwink equation) can be used to calculate
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molecular weights for molecules of the same size, provided the constants
Kand Alpha of the Mark-Houwink equation are known for both polymers.
Universal calibration can be used with every calibration type, except
Broad on narrow.
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5 GPC Extension description

After installation, new functions of the GPC Extension will be available.
Only features changed or added to the Clarity standard mode are listed
and described here.

5.1 Instrument window

In the Instrument window the new Setting - GPC Mode menu command
enables the switching between Standard and GPC Mode on the selected
Instrument. The GPC Mode is indicated by the “GPC:” inscription
preceding the Instrument and Method names in the Instrument window

title bar.
Note: When opening an Instrument set as the GPC in the System Configuration
dialog, itis opened in the GPC Mode.
( fll GPC: Instrument 1 - Method narrow_dual [
H File Mopitor Analysis Method | Setting View Window Help |m
= - ¥ GPC Mode
&) File Name| 59_59
Sample: Export Data...
= Sample X Postrun...
=] Method: —
Mode: Single Run
5]
5 g,
&
ﬁ
B
-] Waiting
7ChangeslnstrumentmodetoStandardandGPC DEMO_GPC

Fig 2: GPC Instrument window



5 GPC Extension description

5.2 Single Analysis dialog

Clarity Extensions

The new fields named K and Alpha and a new Load K & Alpha button
emerge in the Single Analysis dialog. The K and Alpha fields enable to
enter the Mark-Houwink parameters used for universal calibrations. The
default values 74.17 and 0.7 are valid for linear polystyrene in
tetrahydrofurane at 25 °C. The Load K & Alpha button enables entering
those values from user editable table in the K & Alpha dialog.

If you import chromatograms using the File - Import Chromatogram...
menu in the Chromatogram window, values entered in the K and Alpha
fields will be saved in the imported chromatograms.

Single Analysis - (MyMethod) ==
Analyss
Sample D
Sample
Amount 0 1STD Amount 0
Diution 1 Inj. Volume ml] 0
K [dLa"10"5] 14,1 Apha 0,7
Load K & Alpha. .
Elcabration siandard
Level: [1
Control
Run Stop Abort Spapshot
Chromatogram Fie Name (My GC-3.7.2012 12_11_21)
~=
[7] Enable File Overwrit= Counter | 2 Data Recovery...

o ][ cand | [ hel

Fig 3: Single Analysis
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5.2.1 K & Alpha

5 GPC Extension description

The K & Alpha dialog can be opened using the Load K & Alpha button in
the Single Analysis dialog or using the Sequence - Select K Alpha...

command (Va icon) from the Sequence window when the given Clarity
Instrument is switched to the GPC mode. To load the values into the
Single Analysis dialog or Sequence window, click the row number
besides the compound whose parameters you want to load and then use

the OK button.

K & Alpha: CA\Clarity\Common'\KAlpha.txt (oo
List of K & Alpha coefficients
Polymer Solvent [ Temperature [°C] [dL/g*10~5]| Alpha Remark ( oK ]
1 Polystyrene THF 25 14,100 0,710 : LS. 50-1000 kDa
2 Polystyrene THF 25 16,000 0,706 : linear Cancel
3 Polyvinylchloride | THF 25 16,300 0,786
3 Polymethyimetha | THF 25 7,500 0,720 : High Mili Help
5 Polymethylmetha | Toluene 25 15,400 0,860
3 Polymethyimetha | THF 55 31,100 0,408 | Low Mili
7 Polyisoprene THF 25 17,700 0,735
8 Polycarbonate " THF 25 49,000 0,670 Open...
9 Dextran water 20 14,800 0,480
10 Save

T

Fig 4: K & Alpha
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5.3 Sequence window

In the Sequence window in the GPC mode new columns for entering K
and Alpha values are available. The values can also be entered from

editable table using the Select K Alpha... command (l'& icon) available in
local or Sequence menu. GPC Std Type and GPC Std No columns serve
for automatic recalibration of GPC calibration during sequence runs. The
columns that should be displayed or hidden can be, same as in the
standard Sequence window, set by using the Hide Column(s) and Show
Hidden Column(s) commands from local menu (right mouse click in table
area).

AT Instrument 3 - Sequence GPC =
' ! <
File Edit Sequence View Window Help |m | ||m§¢'i I B e ‘
FEYIErE [~c~rmajged]|[ssooer7e|s | deks:]
Inj.Val. GPCK GPC File GPC Std | GPC Std Method Report =
e || 3| m| smeEl | smEs Ml | [fg*1075) | Alpha Name Type | MNo Name Stle ([
F 11 1 %% samplean 50,000 14,10 . 0,70 %e %D_%n - Narrow 1 narrow_dual .
M 2 e sampleen 50,000 14,107 0,70 %e %D %n  :MNarrow 2 inarrow_dual
33 v 14,10 0,70 %e %D_%n  :Narrow 1 i narrow_dual
ETETT e 14,107 0,70 %he %D %n i Narrow 2 T harrow_dual
M 55 L v 14,100 0,70 %e %D %n - Narrow 1 narrow dusl  GRC_result
v 6 6 1 %y 14,100 0,70 %e %D_%n  Narrow 2 narow_dual | GPC_result i
For Help, press F1 Single Run: Waiting Viak1/Inj: 1 File Name: Active Al

Note:

Fig 5: Sequence window

Only relevant parts of report for the actual mode selected (Standard or
GPC) will be printed from the Report Style selected in Sequence.
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5.4 Method Setup dialog

New GPC Integration, GPC Calculation, GPC Advanced and GPC Ranges
tabs appear in the Method Setup dialog. Different parameters for
Standard and GPC mode can be set for automatic chromatogram
integration and calculations after acquisition. However, the evaluation and
display of results for measured chromatograms is possible only according
to the mode (GPC or Standard) selected.

Caution: ~ Performing Reprocess by Instrument Method or Complete Reprocessing
in the Batch dialog will always reprocess both the Standard and GPC part
of the method.

5.4.1 GPC Integration

The Method Setup - GPC Integration dialog is similar to the Method Setup
- Integration dialog, with the exception of three differences:

e The Solvent Peak operation excludes selected integrated peaks from the
evaluation. This is useful for low molecular weight impurities, which need
to be integrated to get the correct baseline, however their results are not
desired. GPC mode identifies the solvent peaks differently than the
Standard mode - peaks are marked as solvent if they are found in the
selected intervals.

e The Flow Marker Peak designates a peak to be used for flow rate
corrected calculations. Only one peak in the whole chromatogram can be
used as a flow marker, the last occurrence of this operation in the
Integration Table will be used.

Note: The Use Flow Rate Correction check box must be checked in the used
calibration in addition to the selected Flow Marker , otherwise the
correction will not be performed.

e The Group operation is not available in GPC mode. To get averaged
values for multimodal MW distribution polymer, integrate the peaks as a
single one using the Baseline Lock and Add Positive functions.

It is possible to set different settings in both dialogs to have the
chromatogram evaluated both in the Standard mode and in the GPC
mode.
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5.4.2 GPC Calculation

The Method Setup - GPC Calculation dialog is analogical to the Method
Setup - Calculation dialog. The Parameters and Report in Result Table
sections are disabled in GPC Calculation dialog.

It is possible to set different settings in both dialogs to have the
chromatogram evaluated as both Standard mode and in GPC mode.

5.4.3 GPC Advanced

The Method Setup - GPC Advanced dialog is identical to the Method
Setup - Advanced dialog.

It is possible to set different settings in both dialogs to have the
chromatogram evaluated as both Standard mode and in GPC mode.

5.4.4 GPC Ranges

GPC Ranges tab serves for the calculation of peak area percentage for
defined ranges of molecular weights or average molecular weight for
selected area percentage ranges. The type of the ranges (either Percent
or MW) can be selected using the Ranges Type field. The column headers
in the table then correspond to the Ranges Type selected.

Method Setup GPC_Test ==
Common for all detectors
Ranges Type Percent +] &PC Ranges Table
Low Percent i I |
GPC Calaulation | GPC Advanced | GPC Ranges |
EventTable | Measurement | Acguisition Integraton | Calaaton | Advanced | GPClIntegraton |
SerdMethod | [ Report | [ Audit Trail.. J[ he |

Fig 6: Method Setup - GPC Ranges

Low Percent
Sets the fraction startin % of the peak area from the peak start. Displayed
when Percent Ranges Type is set.
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High Percent

Sets the fraction end in % of the peak area from the peak start. Displayed
when Percent Ranges Type is set.

High MW
Sets the MW range start for the given fraction. Displayed when MW
Ranges Type is set.

Low MW

Sets the MW range end for the given fraction. Displayed when MW
Ranges Type is set.
Note: For example, for the last 10% of the peak area enter set the Ranges Type
to Percent and the values in the range 90 to 7100.

Multiple ranges of the same type can be set. The resulting average molar
weightis calculated by the following algorithm:

v < Elresponse xAr?)
: S(response x M )

-13-
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5.5 Chromatogram window

The Chromatogram window is the central window (opened by clicking the
AL icon) for displaying, modifying and evaluating chromatograms. In the
Graph pane, alternatively a Chromatogram, MW Distribution or
Cumulative MW Distribution tab can be displayed using the appropriate
tabs.

4 GPC: MyGC - Chromategram SAMPLE_BROAD_NARROW_D1 (MODIFIED) =le =

File Edit Display Chromatogram Method Results SST View Window Help \ﬂ il ‘m nEF e ‘

QEXF[BaS [t mA[~~[anq|[sla]||y "onaoooooona$EasE [« s |

[mv]

154 — Uriversal - Signal 1
\ SAMPLE_BROAD_NARROW_D1

(u)oo|

15 20 25

x| -2 LFOPBEEEER| D EFELABEE| | Eh

Time in.]
Chromatogram £ W Disirbution J,_Comutative W Distrbution [
Resull Table (Universal - Narrow Universal Flow Rate COIT. - SAMPLE_BROAD_NARROW D1} Comman for Al Signals -
34 06863 ik
Correlation Factor: 0,8881781 E el FaE=TES)
Universal
Max.RT | StartRT | EndRT 3 n Mw 3 Mz1 My o Heght
' ] ] open with stored calbration
1 18,48 1327 2198 23309 82211 296007  60R632 1039579 255708 3,4799 33
30 st ] [otee ) [ovem |
K[djg*10~s]  3,500167
Apha 0,7339%6 L4
Load K 8 Apha... e
< i ] KN m ] ¢
GPC Results f_GPC Summary ), GPClntegration | Measurement Condiions _J,_GPC Sice Table J, GPC Ranges
For Help, press F1 Overlay

Fig 7: Chromatogram

In the Tables pane, any of the GPC Results, GPC Summary, GPC
Integration, Measurement Conditions, GPC Slice Table and GPC Ranges
tabs can be displayed using the appropriate tabs or commands from the
Method and Results menus.

5.5.1 Chromatogram

The chromatogram or chromatograms are displayed in the Graph pane of
the Chromatogram window on the Chromatogram tab. The window
properties including the Overlay and Graph Properties are essentially the
same as in Standard mode and are described in the Clarity User and
Clarity Reference Guides. The Peak Name and Group peak tags are not
available in GPC mode.

The GPC calibration curve overlaid above the chromatogram curve in the
Chromatogram tab for active signal orits points can be switched off in the
Graph Properties - GPC Options dialog (available from local menu). The
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Log M axis of the curve is fixed regardless of the zoom in the
Chromatogram window.

5.5.1.1 Graph Properties - GPC Options

The GPC Options tab of the Graph Properties dialog is used to customize
the appearance of the curves displayed on the Chromatogram tab of the
Chromatogram window.

( Graph Properties [

| Graph | Axes Appearance [ Time Axis [ Signal Ads | Signals | Awdiary Signals | GPC Options

Logarthmic Molecular Weights
[#] Show Caibration Curve

[] Show Caibration Poirts

MW Averages

] Show Mn

[] Show Mw

[] Show Mz

] Show Mz1

] Show Mv

Fig 8: Graph Properties - GPC Options

Logarithmic Molecular Weights
Sets the format of the molecular weight axis (right Y-axis) showing the
units for the overlayed GPC calibration curve. If checked, shows the units
as the logarithm of the MW, while unchecked displays the non-linear axis
in MW.

Show Calibration Curve
Switches the display of the GPC calibration curve overlayed over the
signal graph on the Chromatogram tab of the Chromatogram window on
and off.

Show Calibration Points
Switches the display of the calibration points for the GPC calibration
curve overlayed over the signal graph on the Chromatogram tab of the
Chromatogram window on and off.

MW Averages
Switches the display of the particular points in the active signal graph
displayed on the Chromatogram tab of the Chromatogram window. More
information on these points can be get in the chapter "GPC Results" on
pg 18.
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5.5.2 MW Distribution

The MW Distribution tab in the Graph pane of the Chromatogram window
shows the molecular weight distribution of the active peaks from the
(possibly overlaid) signals or chromatograms. In signals with multiple
evaluated peaks, the peak is set active by clicking on its row in the Result
Table for the respective signal. The retention time of the active peak is
indicated at the end of its legend in the Graph pane.

A& GPC: My GC - Chromatogram SAMPLE_BROAD_NARROW_D1 15.8.2012 11:45:16 Recent (Linked Cali, o= o [

File Edit Display Chromatogram Method Results SST View Window Help |m Il ||g; NEY e ‘

AHXE BRI DA~ 268 | 0 [n/"mwooOog

MPLE_BROAD_NARROW_D1 RT=16,4867
E DUAL_A -RIRT=14,6
DUAL_A -UVRT=14,3%

T T T
35 4,0 4,5 50 55 6,0 6,5 7,0

log(M)
Cl h MW Distribution £ Cumulative W Distri Vi
Result Table (Broad on narrow - Broad on Narrow Flow Rate Corr. - SAMPLE_BROAD_NARROW_D1)
Equation: Y = - 0,34568°X + 11,06663
Correlation Factor: 0,9891791

Mp Mn Muw Mz Mzl My PD

1 233058 82211 286006 608631

GPC Results 4 GPC Summary ) GPCintegration j  Measurement Condtions }, GPC Slice Table } GPC Ranges /
For Help, press F1 Overlay

e x|EErfcabe [y

Fig 9: Chromatogram - MW Distribution
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5.5.3 Cumulative MW Distribution

Note:

The Cumulative MW Distribution tab in the Graph pane of the

Chromatogram window shows the cumulative molecular weight
distribution (in %) of the active peaks from the (possibly overlaid) signals
or chromatograms. In signals with multiple evaluated peaks, the peak is

set active by clicking on its row in the Result Table for the respective
signal.

A4 GPC: Instrument 1 - Chromatogram SAMPLE DUAL C - RI 27.11.2012 22:35:41 Re.. = =) [

File Edit Display Chromatogram Method Results SST View Window Help
Bl B dEe
QEX B8RAS|) WA~ |G4E G20 |[n | =war

[%]

80+

60

4,0

c am j, MW Ac ive MV Distribution /
[ GRC Resuts /. GPC Summary }, GPC Integration } Measurement Conditions  }, GPC Slice Table
For Help, press F1

Exx||EErf<aerr] [t

Overlay

Fig 10: Chromatogram - Cumulative MW Distribution

By integrating multiple peaks as single one it is possible to get a single
molecular weight distribution curve for multi-modal polymer samples.

-17 -



5 GPC Extension description Clarity Extensions

5.5.4 GPC Results

The results for the active chromatogram (signal) can be found in the
Result Table on the GPC Results tab.

On the right side of the tab the used calibration file and Mark-Houwink
parameters can be set or changed.

The following columns can be displayed in tables:

Tab 1: List of columns available in the GPC extension

Column name Description
Max. RT Retention time of peak maximum
Start RT Retention time of peak integration start
End RT Retention time of peak integration end
Mp Molecular Weight at peak maximum
Mn Molecular Weight number average
Mw Molecular Weight weight average
Mz Molecular Weight Z average
Mz1 Molecular Weight Z+1 average
Mv Molecular Weight viscosity average
PD Polydispersity (Mw/Mn)
Flow Rate Correction | Flow rate correction factor
Height [mV] Peak height
% Height Percentage of total height of evaluated peaks
Area [mV.s] Peak area
% Area Percentage of total area of evaluated peaks

Additional columns can be displayed or calculated using the Setup
Columns... and User Columns - Add... commands from the local menu.

5.5.5 GPC Summary

Using the GPC Summary tab, a Summary Result Table for all displayed
signals is accessible. Its appearance can be customized using the Setup
Columns... and Summary Options... commands from the local menu.

Summary Table
Pezk 1

Area

[mv.s]

RI 14,60 512708 266583 2,6919 2649,06
uv 14,39 561917 337130 2,1441 717,02
RI 15,68 199045 67033 3,2165 1790,57
uv 15,57 202728 70988 3,0288 529,37
RI 14,05 862015 221952 4,5400 941,76
uv 13,98 820218 278823 3,5142 4264,02

GPC Resulls ) GPC Summary #_GPC integration },  Measurement Conditions 3, GPC Siice Table }y

Fig 11: GPC Summary

Manx, RT Mp Mn PD

SAMPLE_DUAL_A

SAMPLE_DUAL_B

SAMPLE_DUAL_C
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5.5.6 GPC Integration

In the Integration Table on the GPC Integration tab all operations used for
the GPC peak integration are displayed and editable. The operations can
be entered directly into the table or interactively effected on the
chromatogram in the Graph pane using the Peak, Baseline and
Integration toolbars.

i1, GPC: MyGC - Chromatogram SAMPLE_BROAD_ NARROW_D1 (MODIFIED) [ i

File Edit Display Chromatogram Method Results SST View Window Help
[ i TR O -
QHX Y B82S @A -~ |aaare |/ "aoEacEog

=7

15 ' | — Universal -Signal 1
: :_BROAD_NARROW_D1

(7))

Time [min.]
Chromatogram /£, MW Distribuion ,  Cumulative MW Distribution  /

Integration Table (SAMPLE_BROAD_NARROW_D1)

Chromatogram Time A Time B
— &P fmin] [min] e
Global Peak Width 0,100 min
Global Threshold 10,0200 my
|| int=aration Interval 5,000 30,000
Peak - Solvent ~ 21,887 30,005
|| Peak - Flow Marker 24,773 3,437 10,00 %

GPC Results ), GPC Summary }, GPC Integration 4 Measurement Condtions }, GPC Slice Table  GPC Ranges /
For Help, press FL Overlay

e FECEERER (FEFFLSaBLP| (23]

Fig 12: Chromatogram - GPC Integration

Most operations are common for Standard and GPC mode and are
described in the Clarity User and Clarity Reference Guides. See See
"GPC Integration" on page 11 for the list of differences.

5.5.7 Measurement Conditions

The Measurement Conditions tab is common both for Standard and GPC
mode.
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5.5.8 GPC Slice Table

The GPC Slice Table tab displays the Cumulative Molecular Weight
Distribution Table for the active peak. In signals with multiple evaluated
peaks, the peak is set active by clicking on its row in the Result Table on
the GPC Results tab for the respective signal. The table appearance can
be modified using the Sefup Columns... command from the local menu.

Average Num Slice Table (Universal - Narrow Universal Flow Rate Corr. - SAMPLE_BROAD_NARROW D1 «
RT=16,4867) a
RT Response | MNorm.Ht% | Cum.Ht% M logM dW/diogh v
1 13,282 10,0028 0,0008 0,0003 2588083 56,4754 10,0007
2 13,315 0,0092 0,0025 0,0020 2909845 6,639 0,0022
3 13,348 10,0145 6,0040 6,053 3833656 68,4533 0,0035
4 13,382 00222 0,0061 0,0108 2759462 6,408 0,0053
5 13,415 0,0353 6,008 1 6,0178 3687310 6,4393 0,0070
[ 13,48 0,0363 0,0103 0,0270 2616850 64178 0,0083
7 13,482 10,0448 6,0125 6,0385 3548333 64063 0,0108
3 13,515 0,0596 0,0152 0,0524 2381608 6,3947 0,0132
E] 13,548 10,0636 6,0178 6,0681 3418833 68,3837 0,0154 i
= PR pps == S s SRR -
GPCResults ), GPCSummary ) GPClntegration ) Measurement Condtions j, GPC Slice Table A4 GPC Ranges /

Fig 13: Chromatogram - GPC Slice Table

The number of slices depends on the peak length and Peak Width value
used in the Integration Table on the GPC Integration tab. The slices can
be averaged by entering a number in the range <7, 700> to the Average
Num. field in the table title area. For the integrated peak, following values
are available for the specified time intervals (slices):

RT
Retention time of the slice (averaged).

Response
Slice peak height (averaged).

Norm. Ht
Normalized slice height (summed).

Norm. Ht %
Percentage of the slice height from total of all slices height (summed to
give total 100%).

Cum. Ht
Cumulative slice height (averaged).

Cum. Ht % Graph
Cumulative percentage of the slice height from the total of all slice heights
in the inverse order (increasing with increasing M) (averaged).

Cum. Ht %
Cumulative percentage of the slice height from the total of all slices
heights (averaged).

M
The molecular weight corresponding to the slice retention time
(averaged).
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Log M
The logarithm of the molecular weight corresponding to the slice retention
time (averaged).
dW/dlog M
Normalized distribution of slice molecular weights used for the graph in
the MW Distribution tab.
w
Normalized slice height used for molecular weight distribution calculation.
Outside Calib
Flag marking whether the slice is inside or outside of the used calibration

retention time range. Outside of the range gives value 1, while inside the
range gives value 0.

5.5.9 GPC Ranges

This tab presents the same parameters as on the Method Setup - GPC
Ranges tab (for more details see also chapter GPC Ranges on pg 12)
along with the computed results. For MW mode, Result Percent field is
calculated, while for Percent mode, Result MW is shown.

Result MW
Displays the average of MW values for the percent range set.

Result Percent
Displays the peak area percentage for the MW range set.

Note: The GPC Ranges Table settings are stored in the chromatogram. You
can change them on the GPC Ranges tab for the current chromatogram.
Alternatively you can change them in the template method and batch
reprocess the respective chromatograms with this method.

Note: Multiple ranges of the same type can be set. For MW ranges not
containing any peak points no value is calculated.

Note: For chromatograms with multiple peaks the table is shown for the active
peak (as selected in the Result Table on the GPC Results tab). Its
retention time is indicated in table header.

-21 -



5 GPC Extension description Clarity Extensions

5.6 GPC Calibration window

The GPC Calibration window (opened by clicking the 1™ icon which

replaces the l# icon when in the GPC mode) is used for creating,
modifying and displaying calibration curves.

1 GPC:Instrument1- Broad on namow <~ Broad on Narrow Flow Rate Corr, (MODIFIED) e
Hg\e Edit Display Calibration View Window Help ‘ﬂ il \Ag ¥y
DaE|ax [saa|tpa|~q|ana||serpre]Ham
Chromatogram: STD_BROAD_D, Liked Calbraton: <Nene>
154 — Broad onnarrow - signal 1 [
— Calib\STD_BROAD_D
s
10
g
El
5| N 4
N 3
! I
o T
o s n i » = E}
[min.]
Calbration Table (Broad on Narrow Flow Rate Corr. - Broad on narrow - Sgnal 1) Common for Al Sgnas
quation: Y = -0,34624'X + 1,07693
Correlation Faclor: 09991791 Broad Pesk Standard STD_EROAD D
St | peeg| w | o |mexer| . |mrcomectsd| sowe | o | evaton]| | 130835 K Apha Status
No. | Use Adjusted | [wn] | Comecton|  [min] | Chromatogram | [Lg=1075] | AP"2 | ok
T0%00] % 025 0% S0 SIGEL 10 0T L | 00664
355000 ¥ 43 ST SNGIEL 0TS
18100 ,0233 ,02 STD_SINGLEL 5 T x K[dL/g®1075] SRR
470 055 0,69 | STD_SINGLEL 7
8400 X K 88 5T ERGIES ST ; s Qe
5130 1105 5,00 1§ SINGLEE B
3 : : x 40 G, . o1
7 0 nr aps 40 ST EMiGIES 107,70, v ]
M Search Window 01 )
Number of Searches 0
For Help, press F1 c STD_BROADD _ Act Peak RT=16,4867 [mi

Fig 14: GPC Calibration

In the Graph pane of the GPC Calibration window the standard
chromatogram with the calibration curve is displayed, same as in the
standard Calibration window. Its appearance can be modified using the
Graph Properties dialog accessible through the Properties... command
from the local menu.

The Calibration Summary Table is displayed in the Table pane of the
Calibration window. Its appearance depends on the selected Calibration

Type.
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5.6.1 GPC Calibration Options

When creating a new calibration, the GPC Calibration Options dialog
enabling to set the new Calibration Type will be displayed first.

Caution: ~ Be aware that the Calibration Type can not be changed later.

GPC Calibration Options (narrow_dual) R
GPC Calibration Options
Caliration Type
Namow Calbbration Number of Signals
Caliration Description:
Namow standard calbration
[ Use Flow Riate Conrection
Use Universal Calibration
7] Use Simpified Computations of M Averages
Signal poe mzjﬂ = Curve Fit Type =
Signal T 24,250 Cubic
Signal 3 0,500 ubic 1
Linear 3
Linear
Linear
Recalibration Search Window 0 Bl KEUg1ots) 141
Peak Height 2 [ Mpha 07
[ok | cancel | [ Heb

Fig 15: GPC Calibration Options

The following calibration types can be selected:

Narrow Calibration

Multiple Broad Integral Calibration
Multiple Broad Linear Fit Calibration
Broad On Narrow Calibration

The type of calibration used is indicated in the Calibration Table title line
as well as in the chromatogram Result Table title line.

Use Flow Rate Correction
Using this checkbox will amend the calibration curve and calculations

respectively, if the Flow Marker Peak was identified for standards and
sample. The use is indicated in the Calibration Table title line as well as
in the chromatogram Result Table title line by the Flow Rate Corr.
inscription. In such case the calibration curve is constructed for each
chromatogram separately.
Use Universal Calibration

This checkbox will amend the calibration curve and calculations
according to the Mark-Houwink parameters entered for standards and
sample. The use is indicated in the Calibration Table title line as well as
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in the chromatogram Result Table title line by the inscription Universal. In

such case the calibration curve is constructed for each chromatogram
separately.

Note:

The Alpha value is used for calculation of Mv (viscosity M), regardless of
state of this checkbox (see formula below)

Use Simplified Computations of M Averages

Checking this checkbox will cause the M averages being computed in the

simplified manner rather then the standard manner. The differences in the
equations are shown below:

Note: The differences in the M average computation results using simplified or
standard calculations will only be present with non-linear calibrations.

Simplified calculations of the M averages
i=1H;

n Hi
=177,

M, =

n
i=1 H; * M;

M. =
v 7iQ=1Hi

XL Hix M

M

n 3
i=1 Hi = M;

Mz‘l = n H Mz
j=1 i * M;

where i is the number of the peak slice, n total number of peak slices, HI. is
the normalized height of the peak slice, M. molecular weight of the peak
slice based on the calibration curve and a is the Mark-Houwink constant.
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Standard calculations of M averages

M. = Lizq Hi * D;
" gn Hi*D;
=17 M,
M. = i=1 Hi * M; % D;
v i=1 H; = D;
M. = i=q Hi x M;® * D;
2T yn g s M, % D;
i=1 L L [
M. = i Hi = M® = D
2Ty Hox M2+ D,
i=1 L L [
, =

n
i=1 H; = D;

where i is the number of the peak slice, n total number of peak slices, H.is
the normalized height of the peak slice, MI. molecular weight of the peak
slice based on the calibration curve, a is the Mark-Houwink constant and
DI. stands for the derivation of the calibration's inverse function at the

retention time of the peak slice (TI.):
& Tj

§logM;

P =

Note: Checking the Use Simplified Computations of M Averages checkbox will
also influence the calculation of the calibration curve for the Multiple Broad
Linear and Broad on Narrow calculation methods as both of them use
some of the M averages values for the calculation.

Number of Signals
The value in this field determines for how many signals the calibration
curves are constructed and displayed. The value is increased
automatically according to the number of signals in chromatograms used
for calibration.
Flow Marker RT [min]
The fields in this column are filled with values from the first standard
chromatogram and are used as a base for all subsequent standards and

samples. The field can be edited and the value is then applied as a base
for all chromatograms (including the first one).
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Curve Fit Type
This column is used to set the curve fit type for the particular signal. The
Curve Fit Type can be selected from polynomial regression with n value
between 7 and 5.

Recalibration Search Window
Sets the maximum deviation (in %) of the Standard Peak retention time
from the stored value to perform the recalibration.

Peak Height
The value (set in %) determines the position of points used for the
construction of calibration curve in case multiple broad standards with
Hamielec linear fit are used.

K
This field sets one of the Mark-Houwink equation parameters used for
universal calibration. Default values are used to display the calibration
curve if no chromatogram is opened (otherwise the K and Alpha from the
actual chromatogram are used).

Alpha
This field sets one of the Mark-Houwink equation parameters used for
universal calibration. Default values are used to display the calibration
curve if no chromatogram is opened (otherwise the K and Alpha from the
actual chromatogram are used).

Caution: ~ Change in this value will have effect only after the recalibrating by the Set
Broad Peak command.

Note: Some fields may be unavailable or not editable depending on the
calibration type selected.

Note: The Kand Alpha fields can be edited and then the calibration curve in the
Calibration window will be displayed according to the modified values
(independently to the display in the Chromatogram window).
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5.6.2 Narrow Calibration

Narrow calibration can be used if narrow molecular weight distribution
standards (polydispersity < 1.2) are available for given polymer.
Calibration curve is constructed from detected peak maximum retention
times and known Mp values. Alternatively, (Mw.Mn)#1/2 values can be
used, if Mp values are not declared.

1% GPC:MyGC - narrow_dual < Narrow =lE
File Edit Display Calibration View Window Help ‘ﬂ Il |A_,§ ¥ @
Dad|ax 883 [t ma|sn~|aaa P

Chromatogram: STD_BROAD_A, Linked Calibration: <None:>
7
5 ; 4 narrow_dual - Signal 1
i Calib\STD_BROAD_A |6
H H
e Pz
e
=
2| ls =
H ks
IR S S
F2
: ; . . r .
0 5 10 15 20 25
min.]
Calibration Table (Narrow - narrow_dual- Signal 1)
Equation: ¥ = - 0,00219°X*3 + 0 11674"X"2 - 2,4 1177"X + 22 83942
Correlation Factor: 0,9998513
Std.| Use M logM | MaxRT FR RT Corrected| Source K Alph Deviation|
Ne.| d Adjusted| [min] |Correction|  [min] | Chromatogram | [dL/g*10-~5]| APM ]
1 1w 89400 49513 ; 16,73 1,0000 16,73 : STD_DUAL2 4,58
2 1w 9130 3,9605 : 19,67 " 0 19,67 : STD DUAL2 5,01
3 1w 830 29191 22,21 22,21 : STD_DUAL2 0,67
4 1:[v 105000 60212 : 13,87 13,87 :STD DUAL1 1,58
5 1:|w 295000 5,4698 | 15,17 15,17 : STD DUAL1 4,36
6 1iw 18100 4,2577 | 18,69 18,69 | STD_DUAL1 -3,52
7 1i[v 4700 367211 20,33 20,33 {STD DUAL1 4,41
For Help, press FL

Fig 16: GPC Calibration (Narrow)

After selecting the calibration type, a standard chromatogram can be

opened. The Add All Narrow Peaks %‘ icon will transfer all integrated
peaks data to the Calibration Summary Table, setting a new standard
number for each standard chromatogram opened and creating a new line

for each peak in the standard. The Add Narrow Peak %‘ icon will perform
this operation peak by peak.

For multi-signal standards the Set RT To All Narrow Peaks %‘ icon is used
for transferring the RT on subsequent signals to calibration for peaks
where RTis not used. Operation is performed only for peaks with Std. No.
value equal to current Std. No. indicated on the Window toolbar of the
Calibration window. This command can also be used for recalibration by
selected standard. In this case RT of standard peak must match Std. No.
values as described and also match Recalibration Search Window of
peak being recalibrated (for more details see the chapter GPC Calibration

Options on pg 23). The Set RT To Narrow Peak %‘ icon performs this
operation peak by peak.
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5.6.3 Mu

Itiple Broad Linear Calibration

This method utilizes Broad Standards with solely known Mn and Mw
values. The Hamielec method assumes that the calibration can be
approximated by straightline in the area of Broad Peak being calibrated.
The software uses numeric Newton method for calculating A and B
parameters of linear calibration curve of the given peak. Accuracy of Mn
and Mw values calculated is about 1 e-5 in comparison to Mn and Mw
values documented for the standard. Multiple Broad Peaks can be used
subsequently to extend the area of calibration reliability.

Three points for each peak are used to construct a resulting calibration
curve. One pointis peak Max RT, the others are computed by Peak Height
value entered in the GPC Calibration Options dialog.

1% GPC:MyGC - broad_linear <-- Multiple Broad Linear Universal Flow Rate Corr. [E=EESE
File Edit Display Calibration View Window Help | | ‘ ME M
SFEIEEEE ] |t ma|en|ase|2rEse
Chromatogram: STD_BROAD_A, Linked Calibration: <None>
< : : — broad_linear - Signal 1
— Calib\5TD_BROAD_A
+
3 =
B
=
2
4]
|
; .
0 5 10
Calibration Table (Muttiple Broad Linear Universal Flow Rate Corr. - broad_linear - Signal 1)
Equation: * = - 0,35125%K + 10,35958
Correlation Factor: 0,9376174
Std. Max RT| FR RT2 Corrected| logM2 K Deviation2|
N, |Used| M| | "o Equation L. i Achsied | Source Chromatogram | 1y 4 0ol alphal <70
1 1w 0: 0:1426:Y 1,0000 14,26 5,8221 : Data\SAMPLE_SINGLE_A 14,10 : 0,7C 5,39
2 1iw 0: 0; 1498 0,9934 14,93 5,5813 ; Data\SAMPLE_SINGLE B 14,10 7,18
3 1i[W D D0:i1648 0,9800 16,15 5,2548 { Data\SAMPLE_SINGLE D 14,10 17,30
For Help, press F1 Chromatogt

Note:

Fig 17: GPC Calibration (Broad Linear)

After selecting the calibration type, a standard chromatogram can be

opened. The Add Broad Peak < icon will transfer the integrated peak
data to the Calibration Summary Table, setting a new standard number
and creating a new line for each peak.

For multi-signal standards the Set Broad Peak '%J icon is used for
transferring the peak data on subsequent signals to calibration. Operation
is performed only for peaks with Std. No. value equal to current Std. No.
indicated on the Window toolbar of the Calibration window.

The last Broad Peak is temporarily remembered and used in subsequent
recalculations. Current Broad Peak is indicated in right lower corner of
the Calibration window.
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5.6.4 Multiple Broad Integral calibration

The standard to be used will have a table detailing the % Cumulative
Weight Fraction (Percent [%]in Clarity) and Molecular Weight (M) values
supplied by the manufacturer of the standard. Multiple Broad Peaks can
be used subsequently to extend the area of calibration reliability.

1% GPC:MyGC - broad_integral <-- Multiple Broad Integral Universal Flow Rate Corr. [E=EESE 5

File Edit Display Calibration View Window Help ‘m i ‘M M

Q40 Ax|8a3 [t ma|enlaaal|lrersss

Chromatogram: STD_BROAD_A, Linked Calibration: <None
5] — broad_integral - Signal 1
— Calib\STD_BROAD_A 7
+
&

3 =
B
=

2| re =

b 4

7 S
3
; ; : ; ; :
0 5 10 15 20 25
fmin.]
Calibration Table (Multiple Broad Integral Universal Flow Rate Corr. - broad_integral - Signal 1} A
Equation: ¥ = - 0,35025%X + 10,8388 =
Correlation Factor: 0,9975730 |j
Std. | Use | Percent M LogM | MaxRT FR RT Corrected 5 Chi K Deviation
Mo. | d | [3] Adjusted| [min] | Correction [min] ource Chromatogram| 1y 4o=1g.45) 3 o]

1 1 W 0,00 6 11,88 1,0000 14,10 { 0,7C 3,26

2 i 0,00 12,18 1,0000 14,10 § C -0,04

3 1i 0,00 | 2 12,50 1,0000 14,10 § C -2,19

4 i 0,00 12,82 14,10 § C -3,78

5| i 000 13,15 14,10 ¢ 5,02

6 i 0,00 123031 13,48 14,10 § C -6,13

7| 1 oo 93251 13,81 14,10 ¢ 41

8 i 0,00 | 706799 14,13 14,13 { 5TD_BROAD_A 14,10 § C 8,67 ¥

For Help, press FL

Fig 18: GPC Calibration (Broad Integral)

After selecting the calibration type the Percent [%]and M parameters must
be entered manually. Standard chromatogram should be opened next.
The Set Broad Peak '%J icon will recalculate the RT values according to
the data entered into the % Cumulative Weight Fraction field using the
peak being calibrated. Operation is performed only for rows with Std. No.
value equal to current Std. No. indicated in the Window toolbar of the

Calibration window.

The % Cumulative Weight Fraction and Molecular Weight values are
common for all signals. If this type of calibration is to be used for multi
signal chromatograms, the Detector Delay im function should be used to
put the signals on a common time base.

Note: The last Broad Peak is temporarily remembered and used in subsequent
recalculations. Current Broad Peak is indicated in right lower corner of
the Calibration window.
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5.6.5 Broad on Narrow calibration

This method first requires the calibration of the column with a series of
Narrow Standards and then a calibration with a Broad Standard with
known Mn and Mw. It relies on a principle that Narrow Standards are
used to characterize the shape of the calibration curve, while the Broad
Standard is then run to compute suitable K and Alpha using numeric
Newton method. Accuracy of Mn and Mw values calculated is about 1 e-5
compared to Mn and Mw values documented for the standard.

(1 GPC:Instrument 1 - Broad o narrow <-- Broad on Narrow Flow Rate Corr, (MODIFIED) e
Hg\e Edit Display Calibration View Window Help ‘ﬂ il \Ag ¥y
DaE|ax [saa|tpa|~q|ana||serpre]Ham [

Chromatogram: STD_BROAD_D, Linked Calbration: <None>

— eroad on narrow - Signal 1
— Calib\STD_BROAD_D

2788 55

o 5 10 15 » 25 0
[min.]

Caliration Table (Broad on Narrow Flow Rate Corr. - Broad on narrow - Signal 1) Common for Al Signals
quation: Y = - 0,34624X + 11,07693
Correlation Factor: 0,9991781 Broad Pesk Standard STD_BROAD_D

al o M| MaxrT RT Comected | Source pevition | | 130885 K Alpha Status
)

R 3 .

fmin] | Correcton|  [min] | Chromatogram | [dL/a=1075] | P2 | "o oK
4,05 | STD SINGLEL 5 7 0L | tw 300664

47 |50 SINGIET 0TS
,02 STD_SINGLEL 5 T x K[dL/g®1075] SRR
63 | STD SINGLEL 110 O 3

55 T ET0 SHGIES 5 7t ¥ s
00 ST EiGIE 000,70
60| STD SiNGIES 00

SULT e
795000

0,737211

Mn 0,1 [%]

Muw Search Window 01 [%]

Number of Searches 0

For Help, press F1 [< STD BROAD_D _ Act.Peak RT=16,4867 [mit

Fig 19: GPC Calibration (Broad on Narrow)

After selecting the calibration type, a narrow standard chromatogram can

be opened. The Add All Narrow Peaks %‘ icon will transfer all integrated
peaks data to the Calibration Summary Table, setting a new standard
number for each standard chromatogram opened and creating a new line

for each peak in the standard. The Add Narrow Peak %‘ icon will perform
this operation peak by peak.

For multi-signal standards the Set RT To All Narrow Peaks%I icon is used
for transferring the RT on subsequent signals to calibration for peaks
where RTis not used. Operation is performed only for peaks with Std. No.
value equal to current Std. No. indicated on the Window toolbar of the
Calibration window. This command can also be used for recalibration by
selected standard. In this case RT of standard peak must match Std. No.
values as described and also match Recalibration Search Window of
peak being recalibrated (for more details see the chapter GPC Calibration
Options on pg 23). The Set RT To Narrow Peak %‘ performs this
operation peak by peak.
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Broad Standard chromatogram can be opened next and Mn and Mw

values should be entered. The Set Broad Peak '%J icon will compute
desired K and Alpha values and display them in appropriate input boxes.
The KAlpha Status are informs if K and Alpha values are recalculated
properly after last operation in the GPC Calibration. If the Broad Peak was
set and the recalculation was performed without an error, the status is
marked as OK. Otherwise a description is displayed in case the Broad
Peak was not set or the computation of narrow calibration failed.
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5.6.6 GPC Calibration Audit Trail

As the GPC Calibration window is not the same as the normal Calibration
window, the events that should be saved into the audit trail log might also
differ. On the Clarity instrument marked as GPC instrument, a new tab in
the Audit Trail Settings dialog appears:

Audit Trail Settings B
oK
Session Daily Audit Trail Calibration
Calbration Components
Parameters of Calibration
Prints

Messages |Chromatogram | Calibration | GPC Calibration Sequence |Method | Other |

Fig 20: GPC Calibration tab

The options to be enabled or disabled on this tab are the same as the
options available on the Calibration tab of the Audit Trail Settings dialog,
but relate only to the GPC Calibration operations.

5.6.7 Keep in mind that:

The calibration curve and equation will not be displayed, if the equation
could not be constructed using all the points marked as used. Please
check that you have entered retention times and molecular weights for all
points to be used in the calibration.

Calibration curve is cut off on nearest local extreme outside the Minimum
RT and Maximum RT to assure it is monotonous on definition interval.
Definition interval is checked during all computations.

If local extreme occurs between the Minimum RT and Maximum RT,
Invalid points to construct curve error will be reported. Check the
correctness of your data (typing mistake in Mp value is a typical problem)
or decrease the polynomial fit degree.

The last Broad Peak is temporarily remembered and used in subsequent
recalculations. Current Broad Peak is indicated in lower-right corner of
the Calibration window.

The Universal Calibration cannot be used for Broad On Narrow because
computed K and Alpha values will be overwritten by K and Alpha of the
unknown sample. If you know K and Alpha of the unknown sample, use
Narrow Universal Calibration.

When Broad On Narrow calibration type is used, the Kand Alpha values
fields in the Chromatogram - GPC Results tab are inactive, because these
values are loaded from the calibration results.
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5.7 Export

To transfer data from Clarity to other programs, the simplest way is
through the Windows clipboard, i.e. using the Copy (Ctrl +|C) and Paste
(Ctrl + V) commands on the selected table area.

The Export Chromatogram options are the same as in Standard mode,
(for more details see also chapter Export Chromatogram)see the Clarity
Reference Guide chapter Export Chromatogram.

5.7.1 Export of graphs

The Chromatogram (including overlaid calibration curve), MW Distribution
or Cumulative MW Distribution graphs can be transferred to other
programs using the Export, Save As Picture to Clipboard or Save As
Picture to File commands. The actually displayed graph pane will be
copied to clipboard or saved into a file in an *.EMF vector graphic format
and can be pasted or inserted to any MS Office document. It is advisable
to apply all desired formatting to the picture (fonts, sides ratio, etc.)
completely in Clarity prior to performing the export command.

5.7.2 Export of data

The Export Data dialog accessible using the Sefting - Export Data
command from the Instrument window will change to Export GPC Data in
GPC mode. The same dialog also opens using the File - Export - Export
Data command in the Chromatogram window. Settings made in the Export
GPC Data dialog will be used during automated processing if the Export
Data checkbox is checked in the PostRun Setting and Batch dialogs.

Export GPC Data =]

Export Cantent Chromatogram Text Format

Result Table (@ Fixed Width

@ Al Data
In Fixed Format ©) Displayed Data (© Delimited by:

el m , <COMMA>

Summary Table LGRS

Slice Table Time Step: Decimal Separator

Ranges Table f mn. | <Window's Locale> -
Calculation Parameters

Chromatogram = Export to

= Append
Chromatogram Header Clipbgard
Character Encoding: [CTextEie
i Sy
Ful Format [C]dgase File
(Result table only)
File Name
EXPORT1 =]
oot | E ok || cancd | [ hep |

Fig 21: Export GPC Data

Caution: ~ Only commands different from the standard Export Data dialog will be
described here.
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Result Table
Exports all the columns available for Result Table, each peak on separate
line.

Slice Table
Exports all the columns available for Slice Table, continuously for all
peaks. (Peak No. will be exported as one of the columns).

Ranges Table
Exports the Ranges Table.

Chromatogram
Exports the time/signal values according to the settings in the
Chromatogram area.

Chromatogram Header
Exports the chromatogram information including the calibration file details.
All other options behave in the same way as in standard mode, (for more

details see also chapter Export Data)see the Clarity Reference Guide
chapter Export Data.

5.7.3 Export Summary Table

The summary table is exported as a *.TXT file from the Chromatogram
window using the File - Export - Export Summary Table command. The
export is performed according to the actual setup used for the Summary
Table. The setup can be changed using the Sefup Columns... and
Summary Options... commands from the table local menu.
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5.8 Report Setup

While in the GPC mode, the Report Setup command still opens the Report
Setup dialog, though with some changes on particular tabs. Only the
Method, Chromatogram, Calibration and Results tabs are different from
standard mode and will be described here.

5.8.1 Report Setup - Method

Report Setup Instrument

fe]
=

VRRY

Page Sstup [VIErint Info Header

¥ Lzb. Header [Elon New Page Instrument Parameters Cogee)
" Report Header Signals Acquisiton Parameters Help
v Method @ al [F16LP Info

" Calibration (@ Active Chromatogram [CJgvent Table

¥~ Chromatogram (©) Only Active Signal [F] Injection Contral

# Results it

[] nstrument Control

¥ Sequence [[Jintegration Table

v SST
¥ Audt & Signatures

Save As...
[ GPC Integration Table
Calculation Parameters

[ 6PC Calculation Parameters
[ PDA Method

Preyiew...
Print...

Print To PDE...

Send PDF

Fig 22: Report Setup - Method (GPC)

The added GPC Integration Table and GPC Calculation Parameters
checkboxes enable the display of corresponding GPC Integration and
GPC Calculation tabs in the Method Setup dialog.
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5.8.2 Report Setup - Calibration
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Fig 23: Report Setup - Calibration (GPC)

Calibration Curve
Prints the calibration curve displayed in the Calibration window.

Fixed Height
If the Fixed Height checkbox is checked, the chromatogram will be printed
with a fixed heightinstead of the fixed ratio 2:3. The permitted lower height
range is 30 mm, the upper height range is not set - the graph will be
scaled to the page heightif larger than the page itself.

Calibration Table
Prints the Calibration Summary Table. This checkbox is equivalent to the
Summary checkbox on the standard Report Setup - Calibration tab.
Other options are the same as in standard mode (for more details see also
chapter Calibration).
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5.8.3 Report Setup - Chromatogram
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Fig 24: Report Setup - Chromatogram (GPC)

The printing of Chromatogram, MW Distribution or Cumulative MW
Distribution can be individually selected by the appropriate checkboxes.
All graphs are printed using the common Orientation settings.

The Peaks area will only be active if the Tiled by - Signals option has
been selected. It will then print the MW Distribution and Cumulative MW
Distribution graphs for all or only for active peak in each signal.

Other options are the same as in standard mode (for more details see also
chapter Chromatogram).
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5.8.4 Report Setup - Results
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Fig 25: Report Setup - GPC Results

The printing of Result Table, Slice Table, Ranges Table or Summary
Table can be individually selected by the appropriate checkboxes. The
Slice Table and Ranges Table can be printed for the active peak or for all
peaks from the given signal, as set (commonly for both tables) in the
Peaks area.

Note: The peak is set active by clicking on its row in the Result Table. During
automatic printing (from Postrun, Sequence or Batch), the first peak is
considered as active.

The tables are printed as configured on the display (with the exception of
fonts). The setup can be changed using the Setup Columns... command
from the table local menu, eventually by the Summary Options... command
for the Summary Table.
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