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Analysis Screen Overview

You can use the Analysis screen to view electropherograms and tabulated results for your injections. If any
post-run analysis is needed, you can do it here too. To get to this screen, glickythie screen tab:

Batch 'EI]_|| Run Surmmary LEE Analysis

Analysis Screen Panes
The Analysis screen has four panes:

€ Experiment - Lists the injection number, sample IDs, sample locations and methods for each injec-
tion in the run and lets you get a quick view of method parameters.

€ Graph - Displays the electropherograms for sample proteins or pl markers.
€ Peaks- Shows the tabulated results for sample proteins and pl markers.

€ Injections - Displays a list of the sample proteins Compass for iCE names automatically using the
user-defined peak name analysis parameters.

) 2016-01-21_09-46-39_man1]_Prepa0160121 GXI0) - Compass foe i(CE = &
[Foe Edit View Istument Window Help
Markers [ Sampies | () £ ZH tatch (L Rum Sumenary
| B Eperiment = O] Graph Te E[—__|‘:
Injection Sample Location Me| Inge-cson: 3
1 Systemn Suitabi.. Al 3| 36.000 Mir 408 Peakl  Peaks Mir 599
a i @ P i,
3 mib 1] Ref. 5t A3 mi A2 000 Peaka | Peaks
w4 mAh 1l Prep . A4 mal 30000 .
5 manllPrep . A4 mal 28000 et ko B
8 mibll Prep2. A4 mal 26000
7 mab 1l Ref. St A3 mi 24000 {
B mab 1l Blank A2 may 22000
fam .
E 18.000
§ 16.000 i
@ 14,000 I
12.000- £
| 10.000- |
80 J i
6,000 |II
4,000 |I \\ k
2000
. R At 2 J =
2,000 RN
0 15 40 45 50 55 (1] {11 7w 75 80 111 L1 {17 100 105 |
P |
3l Peaks . T]j Inpections 0 |
Injecticn Sample  Peak  Hame  Posibon pl Hesght ara  %Totl %A Wt Easeline  Reschution
S mmumes. 5 vew|  us e e msel  me ws ams ses 0%
3 ‘mAb 11 Ref, S2... [ Peaks un 6968 BN 66225 26 FT1 Q1011 4207 048
3 ‘mAb 11 Ref, §t... 7 189 7068 31052 438156 na ns 01103 4286 043
mab 11 Rel. ... L] Peall 1241 129 15635 312 17 17 01103 8282 045
H mah 11 Fef. S 10 Merase 154 9990 109960 130:m o 8223 Sm
;

User Guide for Maurice, Maurice C. and Maurice S.



Analysis Screen Overview page 287

Software Menus Active in the Analysis Screen

These main menu items are active in the Analysis Screen:

File

Edit

View

Instrument (when Compass for iCE is connected to Maurice, Maurice C. or Maurice S.)
Window

Help

a o M d o M

File Menu

These File menu options are active:

Edit View Instrument

Open Run 3
Add Run 3

Close

Close All

Save

Save As...

Export Tables...
Export Spectra 4

Injection Report...

Exit

Open Run- Opens a run file.

Add Run- Lets you open and view other run files besides the one thates already open.
Close- Closes the run file currently being viewed.

Close All- Closes all open run files.

a dh dh b dh

Save/Save As If you made changes in the Analysis screen before you went to the Run Summary
screen, this saves your changes to the run file.

ah

Export Tables- Exports the results for all injections in the run in .txt format.

€ Export Spectra- Exports the raw and analyzed data traces and background for each injection in the
run in .txt or .cdf format.

€ Injection Report- Exports the raw and analyzed data, IV plot, peaks table, sample and system info for
individual injections as PDF files. You can also export the run history with all analysis events.
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€

Exit - Closes Compass for iCE.

Edit Menu

These Edit menu options are active:

View Instrument Windo
Cut Ctrl+X

Copy Ctrl+C
Paste Ctrl+V

Analysis...

Preferences

Copy - Copies the information in the History pane so you can paste it into other documents.

Analysis- Displays the analysis settings used to analyze the run data and lets you change them as
needed. See +Analysis Settings OverviewZ on page 334 for more information.

Preferences- Lets you set and save your preferences for data export, graph colors, grouped data and
Twitter settings. See Chapter<Btting Your Preferenfasmore information.

View Menu

These View menu options are active:

a o o o dh d

Instrument  Window
@ | Selected
All

Markers
@ Samples

Grouping

View Region...

Show Hidden

Single View- Displays the data for only the injections selected.

Multiple View - Displays data for all injections so you can scroll through them.
Markers - Lets you view data just for the pl markers in your injections.
Samples- Lets you view data just for sample proteins in your injections.
Grouping- Displays data for injection groups.

View Region- Lets you change the x-axis range of the data displayed.

Show Hidden Shows injections that are hidden from the data view.
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You can open one run file or multiple files at the same time to compare information between runs.

Opening One Run File

1. SelecFile in the main menu and clickpen Run

1151120284-KF1007-BP-RERUMN-2015-12-04_12-48-18_20150ec3_QC_plateAl_Maurice cIEF

Edit View Instrument Window Help
Open Run 3 2016-01-21_09-46-39_mAbll_Prep20160121_QC(0)
Add Run 3 2015-12-06_15-13-01_Maurice cIEF_Mabll_TechRep
Close MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS
Close Al MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5D52
3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-5DS
E2s 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5DS
S 3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-5DS
Export Tables... 2016-01-14_09-53-54_Maurice clEF Ab dilution
Export Spectra » 1151120281 -KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice cIEF
Injection Report...
- Browse...
= 1nnnn] A

2. Alist of the last 10 runs opened will display. Select one of these runsBovwkeko open the Runs

folder and select a different file.

Opening Multiple Run Files

1151120284-KF1007-BP-RERUMN-2015-12-04_12-48-18_20150ec3_QC_plateAl_Maurice cIEF

1. To open the first run file, seleit in the main menu and clickpen Run
Edit View Instrument Window Help
Open Run 3 2016-01-21_09-46-39_mAb11_Prep20160121_QC(0)
Add Run 3 2015-12-06_15-13-01_Maurice cIEF_Mabll_TechRep
Close MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS
Close Al MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5D52
3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-5D5
et 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5D5
SatElE 3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-5D5
Export Tables... 2016-01-14_09-53-54_Maurice cIEF Ab dilution
Export Spectra » 1151120281-KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice clEF
Injection Report...
- Browse...
S 1annnl A

2. Alist of the last 10 runs opened will display. Select one of these runfBovwkeko open the Runs

folder and select a different file.
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3. To open another run file, selgit in the main menu and cligkdd Run

Edit View Instrument Window Help

Open Run 4 T

Add Run 3 2016-01-21_09-46-39_mAbl1_Prep20160121_QC(0)

Close 1151120281 -KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice cIEF

Close Al 1151120284-KF1007-BP-RERUM-2015-12-04 12-48-18_2015Dec3_QC_plateAl_Maurice cIEF
Save Browse...

Save As...

Export Tables... -

Export Spectra 4

Injection Report...

Exit

TEBELELES

cence

4. Alist of clEF runs will display. Select one of these runskoglikto open the Runs folder and select
a different file.

When a run is added, its data appends to the open run file gpleydi as a second set of injections in all
screen panes. The second run file name also appears in the title bar:

fler 2015-12-06_15-13-01_Maurice clEF_Mab11_TechRep, 2016-01-21_09-46-39_mAb11_Prep20160121_QC(0) - Compass for iCE

|Fi|e Edit View Instrument Window Help

5. Repeat the last two steps to add additional runs.
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How Run Data is Displayed

Data in the run file is organized for easy review.

Experiment Pane: Batch Injection Information

The Experiment pane lists all the injections performed in the run, which samples were used for each, the
sample location in the 96-well plate or 48-vial tray and the method used.

[ Experiment =0
Injection Sample Location Method
1 Systemn Suitab.. Al Systern Suitablity

V2 mAb11 Blank A2 mAb Method
v3 mAb 11 Ref. 5. A3 mAb Method
V4 mAb 11 Prep.. A4 mAb Method
V5 mAb 11 Prep.. A4 mAb Method
o mAb 11 Prep.. A4 mAb Method
V7 mAb 11 Ref. 5. A3 mAb Method
V8 mAb11 Blank A2 mAb Method

€ To view all columns- Use the scroll bar or clidieximize in the upper right corner.

€ To resize columns Roll the mouse over a column border until the sizing arrow appears, then click
and drag to resize.

€ To view method parameters- Hover the mouse over a method name.

[ Experiment = B[ Graph
Injection Sample Location Method
1 System Suitab... Al System Suitablity 36.000
V2 mAb11 Blank A2 mAb Methad 34,000
V3 mAb 11 Ref. S... A3 mAb Met| mAb Method ]
sa mAb11Prep... Ad mAh Metl ;eeg::itéir::slé?(prglst:.e‘jfﬂ Volts, 6.0 min 3000 Volts
V5 mAb 11 Prep.. A4 mAb Metl sample Load (s): 90
V6 mAb1l Prep.. Ad mab Metl pl Markers: 4.05, 9.99

NOTE: Data notification icons will display in the Injection column if Compass for iCE detects a potential
analysis issue or data was manually modified by the user. For more information see <Data Notifications
and WarningsZ on page 304.

Graph Pane: Electropherogram Data

The Graph pane displays the electropherogram(s) for sample proteins or pl markers depending on the view
options youeve selected.
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You can get more info on graph view options in *Changing the Electropherogram ViewZ on page 316.

ng{agl\ IE‘EQVEE

36,000 Wkr 3.38 pl5.85
34,000
32,000
30,000
28,000 System Suifability
26,000 n
24,000
22,000
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8.000

6.000

4,000

2.000
o1

-2,000

pl 999
pl 614 Mir 10 17

Fluorescence

Peaks Pane: Calculated Results

The Peaks pane shows the tiabed results for your sample proteins or pl markers. Each row in the table has
the individual results for each peak degelcin an injection. Results shown will either be for one injection or
multiple injections, samples or pl markers depending on the view options youere using. Check out *Viewing
Run DataZ on page 295 for more info.

Z5peaks T Injections| - b
Injection Sample Peak Name Position pl Height Area % Total % Area Width Baseline Resolution &
mAb 11 Ref. 5t... 1 Mhkrd05 542 4.050 8650.6 129147 0.2297 -868.1

3 mAb 11 Ref. St... 3 Peak2 1107 6.650 10365 29505 19 19 0.1470 -836.0 046 s
3 mAb 11 Ref. 5t... 4 Peak3 1139 6.797 6706.6 135702 86 86 01378 -8326 0.53
3 mAb 11 Ref. St... 6 Peaks urmr 6.968 281249 466225 26 296 01011 -829.7 048
3 mAb 11 Ref. 5t... 7 Peakh 1199 7.068 31705.2 438156 218 278 01103 -828.6 049

[ BT AR 7 NN A T8 Y s

Peaks that Compass for iCE names automatically with user-defined peak name settings are color-coded.

When the Markers view is selected, the information in the Peaks table includes only injection, sample,
peak, position and height. pl markers the software has identified are maifided with an

€ To view all rows- Use the scroll bar or clidkximize in the upper right corner.
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€ To resize columns Roll the mouse over a column border until the sizing arrow appears, then click
and drag to resize.

The following results and info are listed in the Peaks table:
€ Injection - Injection number.

€ Sample- If sample names were entered in the batch, those names will display here. Otherwise, Sample
(default name) will display.

€ Peak- Peaks are numbered in order of detection.

€ Name - Displays peaks Compass for iCE namednatically using the user-defined peak name anal-
ysis parameters. These cells are blank if the software wasnet able to name the peak or if you didnst
enter naming parameters.

Position - Peak location in pixels.
pl - Displays the calculated peak pl based on the migration time of the peak to the pl markers.
Height - The calculated peak height.

a dh

Area - Displays the time-corrected peak area. This includes corrections for big and/or slow moving
peaks which can be artificially large when uncorrected.

€ % Total- Displays the peak area ratio compared to the sum of all peak areas. This value results from
dividing the individual peak area by the sum of all peak areas for the injection and multiplying by 100.

€ % Area- Displays the calculated percent area for the named peak compared to all named peaks. This
value results from dividing the individual peak area by the sum of all named peak areas for the injec-
tion and multiplying by 100 (shown for named peak sample data only).

€ Width - Displays the calculated peak width (sample data only).
€ Baseline- Displays the raw baseline signal of each peak.

€ Resolution - Displays resolution of the peak compared to neighboring peaks. Two peaks that are
baseline resolved will have a resolution value of 1.5. Smaller values means the peaks are not com-
pletely resolved, larger values mean the peaks are fully resolved.

Injections Pane: User-Specified Peak Names

The Injections pane shows tabulated results for sample proteins Compass for iCE labels automatically using
user-defined peak name settings. Eaoh in the table shows the individual results for the named peaks
detected in each injection.
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5 Peales [ Inieciion -

% Total %Area ¥

Injection  Sample pl338 pI58S pI6.14 p19.99 pl10.47 Peakl Peak2 Peakd Peakd Peaks Peakt; Peak? PeakB
3 mAb 11 Ref. St. o e 29505 125702 [ESEEAG) 466225 a3z156 [IETERE 26312

Peaks that Compass for iCE names automatically with user-defined peak name settings are color-coded.

When the Markers view is selected, the information in the Injections table includes only injection, sample
and the positions of the pl marker (Mkr) peaks.

€ To view all rows- Use the scroll bar or clidkaximize in the upper right corner.

€ To resize columns Roll the mouse over a column border until the sizing arrow appears, then click
and drag to resize.

The following results and info are listed in the Injections table:
€ Injection - Injection number.

€ Sample- If sample names were entered in the batch, those names will display here. Otherwise, Sample
(default name) will display.

€ Peak Name Columns An individual column per peak name will display for every peak identified by
name or as a pl marker peak in the run data. Cells for injections in these columns will be blank if Com-
pass for iCE didnst find peaks automatically using the user-defined peak name analysis and maker
parameters (or none were entered).

€ To view peak area in the peak name columns (defauk)Selectireain the upper right corner
of the pane. This displays calculated peak area for the individual peak only.

€ To view % total in the peak name columns This displays the calculated percent area for the
named peak compared to all named peaks. This value results from dividing the individual peak
area by the sum of all named peak areas for the injection and multiplying by 100.

NOTE: The sum of the named peak percentages can be less than 100% if some peaks arenst named.
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aks |11 Injections -
Area Area ~
Injection  Sample pl338 pI585 pl6:14 p19.99 pl10.47 Peakl Peak2 Peakd Peskd Peaks Peakt Pesk? PeakB
3 mAb 11 Ref. St. = 19 6 [INEEE 26 275 RS 17

€ To view % area in the peak name columnsThis displays the peak area ratio compared to the
sum of all named peak areas. This value results from dividing the individual peak area by the sum
of all peak areas for the injection and multiplying by 100.

“ Injections =8

% Total Area =

Injection  Sample pl3.38 pI58S pI6.14 p19.99 pl10.17 Peakl Peak? Peald Peakd Peaks Peakh Peak? Peakd

3 mAb 11 Ref. St... 19 e [NiEE 25 27 IS 17

Viewing Run Data

The Analysis screen lets you view data for just one injection, specific injections or all injections in the run.
Each run file has data for the sample proteins and thanikers detected iaach injection.

Switching Between Samples and Markers Data Views
Herees how you switch between viewing datayour samples and pl markers:

€ To view sample data- Clicksamplesin the View bar or selé¢tew in the main menu and click
Samples

File Edit View Instrument Window

= Mares (ESomie)| = ()

€ Data in this view is for sample proteins only.

€ The graph displays electropherograms with a y-axis of either Absorbance units (mAU) or Fluores-
cence units and an x-axis of pl. Go to Detection SettingsZ on page 343 for more info on how to
change the detection method to view either absorbance or native fluorescence data.
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€ Results for each protein are shown in the Peaks and Injections panes.

0 2016-01-21_05-46-39_mab11_Prep201601.21 QCI) - Comnpass for iCE

[ |

File Edit View Instrument Window Help

Mutkers [ Sempies] (5) 2

B
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]
z
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it 11 Blank
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mab 11 Prep 2.
mal 11 Ref. 5.
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mib 11 Prep 2...

mib 11 Preg ...
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b 11 Prep 2.
mab 1l

Inpection: 4
K1 Pegks
Peakt
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Peakd Peaxd

Mir 405 Peal
P

Do By on s ()

ITE[=[g° -0

Mis 899

mAb 11 Prep 20160121

Peak Hame Position pl Height Area % Total % Area Wadth

1 Mirdds 7 4050 85373 129670 02435
v wes]  esu [ oAl oAl

3 Pel2 L1265 6us  4na 13 13 0

4 Peld UM 67 104681 73 73 e
Cos ] men] mel| s [ 1] o)
6 Pels 1R 69 M4 403 A6 AA  Gn@

7 pems  um3 703 mMse  meon  ze 48 ou@

Baseline
3020

Heschation

For information on checking and identifying sang@aks, see *Checking Your DataZ on page 105.

€ To view pl marker data- Clickviarkersin the View bar or sele¢tew in the main menu and click

Markers.

€ Data in this view is for analyzing pl markers only. These are the pl markers you add to your sam-

ples during prep.

€ The graph displays electropherograms with a y-axis of either Absorbance units (mAU) or Fluores-
cence units and an x-axis of pixels. Go to sDetection SettingsZ on page 343 for more info on how

File Edit View Instrument Window

= Sampls | (52

to change the detection method to view either absorbance or native fluorescence data.
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€ pl markers are identified in the Peaks pane withaard as Mkr in the Injections pane.

0 2016-01-71_09-46-39_min]]_Peepl0160121_0CI0) - Compass for iCE =8
Fde Edt Vew lnstument Window Help
= Markens ] = Sampies | (5] S [ 8etch (T, Fun Suenmary [TEF Amatysi |
Ml o Een e =" -5
Injection  Sample Location  Me| IngecBion: 4
1 Systern Suitabi. AL sef| 3000
2 mAb Ll Bunk A2 m 2000
3 mib 1l Ref. St A3 i e
4 mab Ll Prep 2. A4 ma 28,000
] manilPrep 2. Ad ma 26.000 m&llﬁmmlsnlgi
[ mih1lPrepl. AL ma) 24000 4
7 mib11 Ref. St A3 B | e
8 mAbllBuck A2 LY [y
2 18000
g 16,000
i@ 14000

12000

Mo s
Wi & 0%
10,000
8000
6000
4000
2,000
0 \\""

L] w 00 a0 L) 00 Lo ™ 00 %0 1000 1700 1200 1200 1400 1500 1600 1700 100 1500 2000

Piugl
(i e[ epectioms| <5
Injection Sample  Peak  Pesmion Height
M4 mib 11 Prep 2. 1 S5 51145
Méd mib 1l Prep2... 2 183 118383

For information on checking and identifying the pl marker peaks, see «Checking Your DataZ on page 105.
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Selecting and Displaying Injection Data
You can view data from one, multiple, or all injections at once.

€ To look at data for one injection- Click an injection row in the Experiment pane. Data for just that
injection displays in the graph and tables.

) 2016-01-21_09-46-39_ mAb11_Prep20160121 GX10) - Compass for iCE o lE
File Edit View Instrument Window Help
= Markers [ZE Sampies || (B S TR Botch ({l Run Suemeary [ZEE Anslysi |
B bpoiment = 0| Grgh I E(=) -0
Injection  Sample Location  Me| Inge-ction: 4
1 System Suitabi.. AL Sye] 3.000 Mkr 405 Peakl _Peaks Mk 3,99
i mAb 1L Bk A2 m 34,000 T
o3 il 11 Ref. S A3 i) 12000 Peakd Pl
4 mab 1l Prep 2. A4 mi, 30,000
5 manll Prep 2. A4 mal 28000 mab 11 Fren 20160121
& mibllPrepl. AL L 26,000 g
7 mab 1] Ref. 5. A3 mid 24.000
B b 11 Blank A2 M ‘ZZOW
Emm
£ oo
£ 16.000
2 w00
12000
10,000
8000
6000
4000
2000
D e—— ¥
2000
0 15 40 45 50 55 50 &5 70 75 0n 85 0 s 160 105
[
0 peaks T Igections| =0)
Injecticn Sample  Peak  Mame  Position pl Height area % Towd % Aea Width Baseline  Reschuticn
mAb 11 Prep 2... 1 Mirdos 547 ADs)  ESIT3 120670 02435 8020
4 muPel. 3 PeR U 6 s 4 1§ e s o 1
4 i:mnﬁ' 2. 4 Pead 14 679 GG 10MEL 73 13 oM M3 052
4 mANPep. 6 fels  NR 6% s GO 6 a6 ouw  ams o
L 4 manllPrepl. T Peals 1203 TDE3  mMSA 30T 218 28 0uez T3 048
' ] ’ _—* R e I R R z
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€ To look at data for specific injections Hold theCtrl key and select just the injection rows you want
to view in the Experiment pane. Data for only the tiojes selected display in the graph and tables.

) 2016-01-21_069-86-39_manll_Prepd0160121 QCI0) - Comnpass for iCE =B
Fle Edit Vew lnstument Window Help
= Makers [ samples | (5] £ laa«n limm
= bpuiment Ol TEE-"
Injection  Sample Location M| Injection: 1,3, 5
1 System Suitabi. AL Syl i EE
v mAb il Bunk A2 m 238 slEu P
3 mAb 1l Ref. 5t A3 mil 20000 v pises 1
4 A1l Prep 2. A4 mal
~5 manll Prep 2. A4 ma 10.000
v mAb 11 Prep 2. A ma . _
“7 mAD 11 Ref, % A3 ma
8 mAb 1L Blnk A2 ma 000 fugs
H o 11 Rl 2
20.000 || Peak? 3
18205 peatd |1 Metm
Lo ! redosd ek A
Lk
o L
Peh
o Hy s 11 Prp 20160131
20,000 L s "
Mr 408 rud |'|r¢?‘ 535
10000 i Y |Pps I
o J\ 11 (3 )\ ]
an 5 40 45 50 55 (1] ES5 m 75 L] L1} an L1 00 05
]
'--rﬂtd: i htﬂ-um : EI
Peak  Mame  Positon STol %A Baseline  Reschution =
. m m— 13 ‘ -
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€ To look at data for sequential injections- Select the first injection row in the Experiment pane that
you want to view, then hold thehift key and select the last. This selects all rows between the two

injections. Data for only the injections selected display in the graph and tables.

£ 2016-00-71_09-46- 39 mab1]_Prepd0160121_CCI0) - Compass for iCE =B
Fle Edit View lnstrument Window Help
= Markers [Z= sampies || [ 2 @M(n Iims«m\uy
: =E TEE_"
Injection  Sample Location  Me] Injection: 4, 5, 5
1 System Suitabi. AL el ks 405 Peakl Peakd Poakd Mia 5,59
i mib Il Bank A2 mi AR e Al 11 Pren 20160121
3 b1l Ref. 5t A3 mal 20.000 "
w4 mab 1l Prep 2. A4 ma
~5 manll Prep 2. A4 ma 10.000
78 mib1lPrepl. Ad mal ‘i fl\ )I =
~7 mib 11 Ref. St A3 mi
8 mib 1l Black A2 m
s mAb 11 Frep 20160121
20000 5
10000
[
e § 1 A 11 P 20160131
20000 ||| .
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\ \ I
o F s |+ ]
EL) kL 40 45 50 55 L] ES5 m 75 L1 L1 a L] we 05
o
(i s [T begections * 0]
Injectica Sample  Peak  MName  Posibon pl Height ares %Total W Area Width amw Resehuticn =
4 mih 11 Prep 2... 1 Mird s 547 4050 85373 1206M 02435 !l
" IR B : : i b L+
nﬂbﬂﬁf—cl ii' iiF ‘ -'M | mll :.u'-i. lﬁ.l -m!l :_m!
1 : ) | ou
R e 3 a9 w3 048
7 = v R LT — T — 1) a
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€ To look at data for all injections- Just click/iew Allin the View bar. Data for all injections displays in
the graph and tables.

File Edit View Instrument Window

= ks (5| = (5]

Switching Between Single and Multiple Views of Injections

You can switch between displaying run data in a sipgidnjection format or a multi-injection format.

€ To view data per in a per-injection format- ClickSingle Viewin the View bar or selectew in the
main menu and clickingle View

File Edit View Instrument Window

= Markers | E] =

Data for the injection row(s) selected in the Experiment pane:

€ Displays with electropherograms either overlaid or stacked in the Graph pane depending on the
option youeve got chosen.
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€ Shows only results for the selected row(s) in the Peaks and Injections panes.

) 2016-01-21_09-46-39_ mAb11_Prep0160121 GX10) - Compass for iCE [ o ] |
Fie Edit View lnctrument Window Help
= Makers (22 Sampies | [Z] 2 T Bateh (s Run Summary [ Anetyss |
Bepwmey, )i TE[=0S -5
Injection  Samphe Location  Me Infection: 3, 5, 6
1 System Suitsbi.. AL S| 36,000 Mis 405 Peakl Peakd Peaitd Mia 5,89
2 mibll Bk A2 mi 34000 T L ol
3 mab1l Rel. S A3 mal 12000 Poas
4 mab 1l Prep 2. A4 ma! 30000
5 mabll Prep 2. A4 ma; 28,000
76 mAb 1l Prep2. A mA 2000 i 1 Prep 20160
7 mab 1l Ref. %t A3 mis 24000
V8 mAb Ll Bk A2 mal| 22000
¥ 20000
2 1o
£ 16000
i 14,000
12000
10.000
LE
6000
400
2,000 \
] - )
10 35 40 45 50 55 (1] E5 7 75 1] 85 (1] 55 10.0 105
o
T Peaks T Iepections o
Injectien Sample  Pesk  Mame  Position Pl Height ares  %Totd %A Wt Baseline  Heschution
5 mih 11 Prep 2... 10 Mirdss 1842 5990 16873 12907 02020 7517 875
[ mih 11 Prep 2... 1 Mirdis 511 4050 E5196 120665 02544 7974
[} il 11 Prep 2., 3 Peakl 1064 6655 Lol 6841 32 32 am T655 045
& w11 2. 4 Peakd ms 697 A paritd 39 35 o0 ) 063 |
8 mab 11 Prep 2. 6 Peals M 6567 250848 482882 ns ns 1m0 T LEd
L] LA |- ik 11 Bran 3. T Pealh NK M EELY WA w7 WT Atan RS nas

€ To view data in a multi-injection format- Click/iew Allin the View bar or selegtew in the main
menu and click/lultiple View:

File Edit View Instrument Window

= Markers | = E]

!

Data for the injection row(s) selected in the Experiment pane:

€ Displays with the electropherograms of the selected injections highlighted in the Graph pane.
€ Shows the results for the selected injections highlighted in the Peaks and Injections panes.
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£ 2016-01-71_059-56-39_mab1]_Prep0160121_QC) - Coenpass for iCE =8
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7 mik 11 Ref. S A3 mi o
8 mib 1l Blnk A2 sl "

-]
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L
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]
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3 | ’:‘zr 7 959
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Hiding Injection Data
You can hide injection data from the view if needed.

€ To hide injections - Select the injection rows you want to hide in the Experiment pane, then right
click one and seleétide.

w M i =08
Injection Sample Location Method
1 Systemn Suitability Al System Suitabl.
V2 mAkb 11 Blank A2 mAb Method
(v3 mAb 11 Ref, Std. A3 mAb Method
V4 mAb 11 Prep 20160121 A4 mAb Method
V5 mAb 11 Prep 20160121 A4 mAb Method
Sl mAb 11 Prep 20160121 A4 mAb Method
|7 mAb 11 Ref. L mAb Method
V8 mAb 11 Blan Clear... mAb Method

Data for the injections will be hidden in all data views and results tables.
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€ To view hidden injections - Selectiew in the main menu and cli¢khow Hidden Hidden rows
will become visible again in all panes, and are marked with an X in the Experiment pane.

EE Experiment =0
Injection Sample Location Method
1 Systemn Suitability Al System Suitabl.
V2 méb 11 Blank A2 méb Method
X3 mAb 11 Ref. Std. A3 mab Method
V4 mAb 11 Prep 20160121 A4 méb Method
v'5 mAb 11 Prep 20160121 A4 méb Method
V6 mAb 11 Prep 20160121 A4 méb Method
X7 méb 11 Ref. Std. A3 méb Method
V'8 méb 11 Blank A2 méb Method

€ To unhide injections- Select the hidden row(s). Right click on one andlatickle.

Data Notifications and Warnings

If Compass for iCE detects a potedtidh issue, a notification or warning icon will display next to the injec-
tion row in the Experiment pane.

++ Manual correction of sample data notification- This means the sample data was manually
changed by a user, for example to add or remove a sample peak. Roll your mouse over the icon
to display the type of modification that was made.

e e ey - R

V2 mAb 11 Blank A2 mAb Method
V'3 mAb 11 Ref. Std. A3 mAb Method

vy mAb 11 Prep 20160121 A4 mAb Method
' 5 |Peak Fit Manual |rep 20160121 44 mAb Method

(@ Markers warning -This means one or more of the pl markers may not be identified properly.
You can fix this by manually identifying the pl marker using the steps in *Step 2: Check Your pl
MarkersZ on page 16l your mouse over the icon to display warning details.

D10 mAb 25 A3
D1 mAB 250 A2
) mAkb A3
@ 14 58 A1
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+ Manual correction of markers data notification- This means a user changed the pl marker
data manually. Roll your mouse over the icon to display the type of modification that was
made.

dw  Peak fit warning -Means that a peak canst be fit properly. This can sometimes be caused
when a broad peak is fitted as multiple narroalse Changing the peak width can help in this
case. The warning is also caused by very small peaks around main peaks, or small peaks that are
close to the end of the separation range. You can often fix this by removing the peak(s) using
the steps in *Step 3: Checking Sample Peaksage 108. Roll your mouse over the icon to
display warning details.

-

Injection Sample Location Method

W1 mAbll Samplel Al Methodl
le2 A2 Methodl

2 et =7
3 Markers Manual ble 3 A3 Methodl

(46 mAb 25 A3
/i AD IS0 AT
1 Peak Fit Warning: Too many iterations

9 mAB 230 A2
n mih 75 43

Checking Your Results

If you see a data warning in the Experiment pane, these steps will also help you identify and correct any
issues. Compass for iCE detects your sample protein and pl marker peaks and reports results automatically.
But, we always recommend you revigaur data using the steps in thistsen as a good general practice

to make sure your results are accurate. Please see the step by step procedure in *Checking Your DataZ on
page 105 to do this.If you see a data warning in the Experiment pane, these steps will also help you identify
and correct any issues.

Group Statistics

You can use the Grouping view to have Compass for iCE do a statistical analysis of named proteins in your
injections (see *Peak Names SettingsZ on pager 3bdréoinfo on setting named peaks up). Statistics for
each protein are also plotted for easy comparison.
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Using Groups

1. Groups are automatically created for injections that use the same sample name and method, so to use
this feature, you need to make sure yousve got sample names entered.

a. Go to thé3atch screen.

b. Click thésample IDcells in the Injection pane and type a name for any samples you want to calcu-
late statistics for.

7 Injections . L H\;tﬂrﬂ T Noteq [ Add ||| Replicate | Remove & F = Ell
SampleID Location Method Motes
1 Sample 1 Al Methodl
2 Sample 2 A2 Methodl
3 Sample3 A3 Methodl
4 Sampled Ad Methodl

2. Go back to thénalysisscreen. Clickiew in the main menu and seleGtouping.

Instrument  Window
Selected
@ Al

Markers
@ Samples

Grouping

View Region...

Show Hidden

NOTE: To turn Grouping off, séecin the main menu and desetectuping

Viewing Sample Injection Groups

Compass for iCE automatically groups all injections using the same sample name together in the Injection
Groups pane.

[ Injection Groups = =0 |
Sample Method
Systemn Suitability Systemn Suitablity
o mAb 11 Blank (2) mAb Method
o mAb 11 Prep 20160121 (3)  mAb Method
o mAb 11 Ref. 5td. (2) mAb Method

€ To expand a group- Click the arrow next to a group to see the individual injections in the group and
reported data for each
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[ Injection Groups =R
Sample Method
Systemn Suitability Systemn Suitablity
mAb 11 Blank (2) mAb Method

4 mAb 11 Prep 20160121 (3) mAb Method
+ mAb11 Prep 20160121 mAb Method
+ mAb11 Prep 20160121 mAb Method
+ mAb11 Prep 20160121 mAb Method
mAb 11 Ref. Std. (2) mAb Method

€ To expand all groups- Clickexpand All (+)in the upper right corner of the pane.
€ To collapse all groups- ClickCollapse All (-)in the upper right corner of the pane.

Viewing Statistics

Peak and Method Groups

The Peak Groups pane reports statistics for each named protein in every group. Each group shows the statis-
tics for named proteins which includes average area, standard deviation, %CV and SEM (standard error mea-
surement). The number in parenthesis after the sample name is the number of injections in the group.

EEEE Peak Gmups-\'\:-éé Method Groups;l_ Group Plot\! = % Total %Area =l

Sample Method Name Area Std.Dev. % CV SEM =
> mAb 11 Prep 20160121 (3) mAb Method Mkr 4.05 129174 854.3 0.7 493.2

> mib 11 Prep 20160121 (3) mAb Method Mkr 9.99 130952 3074 23 17715

> mib 11 Prep 20160121 (3) mAb Method |
> mib 11 Prep 20160121 (3) mAb Method Peak2 46448 8419 13 4861 |5 ‘
> méAb 1l Prep 20160121 (3) mAb Method Peak3 88775 27331 308 15780 T
> mAb 11 Prep 20160121 (3) mAb Method [ Peak I EEEaH

> mib 11 Prep 20160121 (3) mAb Method Peak5 451154 12150 27 7015

> mib 11 Prep 20160121 (3) mAb Method Peakt 395166 3913 10 2259 -

€ To display results using area ClickArea in the upper right corner of the pane.

€ To display results using % total Clicko Totalin the upper right corner of the pane to display the
calculated percent area for the named peak compared to the total area measured in the injection.
This value results from dividing the individual peak area by the sum of all peak areas for the injection
and multiplying by 100.

€ To display results using % area Clicko% Areain the upper right corner of the pane to display the
calculated percent area for the named peak compared to all named peaks. This value results from
dividing the individual peak area by the sum of all named peak areas for the injection and multiplying
by 100 (shown for named peak sample data only).

€ To expand a group- Click the arrow next to a group to see the individual injections in the group and
reported data for each
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ethod GroupqLLGroupPloq % Total %Area = {m]
Sample Method Name Area StdDev.  %(CV SEM B
> mAb 11 Prep 20160121 (3) mAb Method Mkr 4,05 129174 8543 0.7 4932
> mAb 11 Prep 20160121 (3) mAb Method Mkr 9.99 130952 3074 2.3 1775
4 mAB 11 Prep 20160121 3) it Metho | 75751 N7 G751 st
mAb 11 Prep 20160121 At Metho [N 57 N [ E|
mAb 11 Prep 20160121 ity Methoc NS ] N [
mAb 11 Prep 20160121 At Metho [ 7] [
> mAb 11 Prep 20160121 (3) mAb Method Peak2 46448 8419 18 4861
> mAb 11 Prep 20160121 (3) mAb Method Peal3 88775 27331 308 15780 El

€ To expand all groups- Clickexpand All (+)in the upper right corner of the pane.
€ To collapse all groups- ClickCollapse All (-)in the upper right corner of the pane.

The Method Groups pane pivots the Peak Groups pane results to show statistics for named protein peaks in
individual columns.

HE Peak Groups [ Lu1_ Group Plot| % Total [Area % Area = O
Sample Method pl3.38:Area Std.Dev. %CV SEM pl5.85:Area Std.Dev. FCV SEM pl6.14:Area
| System Suitability System Suitablity 315488 243987 394318
> mAb 11 Blank (2) mAb Method 0 0.0000 00 0.0000 0 0.0000 00 0.0000 0
> mAb 11 Prep 20160121 (3) mAb Method 0 0.0000 00 0.0000 0 0.0000 00 0.0000 0
> mAb 11 Ref. Std. (2) mAb Method 0 0.0000 00 0.0000 0 0.0000 00 0.0000 0
4 n ] 3
“HE Peak Groups | “E Lt Group Plot| % Total [Area |5 frea = O
Peakl:Area Std.Dev. FCV SEM Peak2:Area Std.Dev. 6V SEM Peak3:Area Std.Dev. %CV SEM Peakd:Area Ste
@ mu ms um ™ mer 1w e W uw s v I
. m3 1w ms e wus  wis 13 sl w5 oz ws 1s7eo NS
a0 wms o5 s ws  1mm m1 ams Lo G 124 toooo NS
4 n 3

Group Plots

The mean values for named peaks using the same method in each injection group are plotted in bar graphs
with error bars showing the standard deviation in the Group Plots pane. Youell also get plots that compare
samples using the same method in the run.
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ZE Peak Groups

£ Method Graups w_
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Hiding or Removing Injections in Group Analysis

Hidden injections are not included in injection groups. But, hiding injections gives you an easy way to reject
individual injections from the statisticabiysis. See *Hiding Injection DataZ on page 303 for details on how

to do this.
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Copying Results Tables and Graphs

You can copy and paste data and results tables into other documents, or save the electropherogram as a
graphic file.

Copying Results Tables

1. Click in the Peaks or Injections pane.

2. Select one or multiple rows.

3. SelecEdit in the main menu and clickopy, or right click on row(s) you selected and Cligky.
4

Open a document (Microsoft® Word®, Excel®, PowerPoint®, etc.). Right click in the document and select
Paste Data for the rows selected will be pasted into the document.

Copying the Graph

1. Select the Graph pane.

2. SelecEdit in the main menu and clickopy, or right click in the Graph pane and sel&qty.
3. Select an image option (EMF, PNG or PDF) in the pop-up window, tfemglick

Copy Graph @

Graph title: 11

@ Metafile (EMF)
() Bitmap (PNG)
() Portable Document Format (PDF)

4. Open a document (Microsoft® Word®, Excel®, PowerPoint®, etc.). Right click in the document and select
Paste A graphic of the copied electropherogram will be pasted into the document.

Saving the Graph as an Image File

1. Select the Graph pane.
2. SelecEdit in the main menu and clickopy, or right click in the Graph pane and selagqty.
3. Select an image option (EMF, PNG or PDF) in the pop-up window, tr&mvelick
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Copy Graph l&]

Graph title: 11,12

() Metafile (EMF)
() Bitmap (PNG)
@ Portable Document Format (PDF)

4. Select a directory to save the file to, enter a file name, thebkclick

Exporting Run Files

Results tables and raw plot data can be exported for use in other applications.

Exporting Results Tables
To export the information in the Peaks and Injections tables:
1. Clickile in the main menu and cliékport Tables

2. Select a directory to save the files to and@kclata will be exported in .txt format.

NOTE: To exclude export of standards (pl markers) data or export results table data in .csv format, see *Set-
ting Data Export OptionsZ on page 379.

Exporting Raw Sample Electropherogram Data

To export raw sample plot and background data:

1. Clicksile in the main menu and clickxport Spectra
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Edit View Instrument Window Help
Open Run 3 E] =
Add Run 3 =
B ||| Graph

Closze X

Location Me
Close All

Al Me| 14
Save A2 Me| 12
Save As... A3 Me 12

Bl Me
Export Tables... B2 Me 1A
Export Spectra 3 Text Format...
R T Andi Format...

B3 Ve Z
Exit A2 mef| E

. .- L

€ To export data in .txt format - Selectext Format Data will be exported in one file for all injec-
tions.

€ To export data in .cdf format- SelectAndi Format. Data will be exported in one file per injec-
tion.

2. Select a directory to save the files to and@lcloata will be exported in the selected format.

Changing Sample Protein Identification

Compass for iCE lets you customize what sample proteins are reported in the results tables by making man-
ual adjustments in the electropherogram or Peaks table.

Adding or Removing Sample Data

1. Clickshow Samplesin the View bar.
2. Clicksingle Viewin the View bar.

3. Click on the row in the experiment pane that has the injection you want to correct, then Giclpthe
tab.

€ Toremove a peak from the data Right click the peak in the electropherogram or Peaks table
and selecRemove peak The software will no longer identify it as a sample peak in the elec-
tropherogram, and the peak data will be removed in the results tables.
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[ Gapi IHI=E° -0
12
220
535 597
200 o
1017
v
180 523 Samplej
v 12
180 agd
5 140
Ed
=
= 120
=
=
21
S
A
2 80
60
40
2 27 U
0 "] Zoom OQut
o Remove Peak
20 25 | X Hide 55 60 65 70 75 80 85 80 2k 10.0 105 140
Add Peak pl
Add Baseline Point =
22 Peaks 22 Iruectmns] -
Remove Baseline Point
Injection Sample T Height Area % Total % Area Width Baseline Resolution
2 Sample 1 35 41 03 0.0538 6.7
2 Sample 1 Copy.. ChrleC 199.1 2253 00521 54 742

A check mark will appear next to the injection in the Experiment pane to indicate a manual correc-
tion was made.

-

[ Experiment =8
Injection Sample Location Method
| v1 Samplel Al Methodl
2 Samplel Al Methodl
3 Samplel Al Methodl
4 Samplel Al Methodl
5 Samplel Al Methodl

€ To add an unidentified peak to the data Right click the peak in the electropherogram or
peaks table and seleétid Peak The software will calculate and display the results for the
peak in the results tables and identify the peak in the electropherogram.

A check mark will appear next to the injection in the Experiment pane to indicate a manual cor-
rection was made.

NOTE: To remove sample peak assignments that were made manually and go back to the original peak
data, right-click the peak in the electropherogram andlsetéot the current injectiorCozar All
for all injections in the batch.
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Hiding Sample Data

You can hide the results for a sample protein in the results tables without completely removing it from the
reported results.

1. Clickshow Samplesin the View bar.
2. Clicksingle Viewin the View bar.

3. Click on the row in the experiment pane that contains the injection you want to correct, then click the
Graph tab.

4. Right click the peak in the electropherogram or Peaks table andisgtec@ompass for iCE will hide
the peak data in the results tables.

L Graph - =

36,000
34,000
32,000
30,000
28,000
26,000
24,000
22,000
20,000
18.000
16,000
14.000
12.000
10,000 Mkr'-l.ﬂfn
8.000
6.000
4,000
2.000

g Remove Peak
-2,000

mAb 11 Ref. Std
7

Fluorescence

Mkr 9.99
v

Zoom Qut

30 35 40 45 50 55 60 65 0|l Lk 95 we 105
| Mame 3
pl
Add Peak

= =
ction:| Add Baseline Point E
Injection Sample Peak Mame Position pl Height Area % Total Remove Baseline Point olution i

T mAb 11 Ref. 5t... 3 Peak2 1078 6.641 9711 52074 3.2 Clear... 033
T mAb 11 Ref. 5t... 4 Peak3 1112 6.796 6622.7 113884 70 0.58 ‘_‘

£ Pesks
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5. To view hidden peak data, clickw in the main menu and clicékhow Hidden Hidden peak data will
display in the results table and be marked with an X.
[lé&. Graph I§|EQVEE
7
36,000
34,000
32,000
30,000
28,000 méb 11 Ref. Std.
26,000 v
24,000
., 2000
2 20,000
5
2 18,000
H
§ 16.000
& 14,000 Mkr 9.99
12,000 b
10,000 s 405
8000
6000
4,000
2000
0
2,000
30 35 40 45 50 55 60 65 70 75 20 85 90 95 100 105
pl
EEEE Iruectmns] |
Injection Sample Peak Name Position pl Height Area % Total % Area Width Baseline Resolution =
7 mAb 11 Ref. St... 4 Peald 1112 6796 66227 113884 70 70 0.0913 8143 0.58
| [ 51 peska| [ mima [ emm [ asenos]| amam|| | asa|[aalopess)|ems| 0 oae)
iz mAb 11 Ref, St.. 6 PeakS 1151 6960 282604 513663 18 18 0.1095 8093 045
7 mAb 11 Ref. St... 7 Pesl 173 7060 312503 432320 268 638 0.1005 8076 0.48
[ peaid || w5 zaml[ aaasas||azmom|[mollaiol[odns][ -sees] 3
X7 mAb 11 Ref, St.. 9 Peakd 1216 7265 16531 25742 16 16 0.1004 807.2 049
7 mAb 11 Ref. St... 10 Mkr9.99 1813 9990 117869 136110 0.2009 5174 9.05

6. To unhide a peak, right click on the peak in the electropherogram or peaks table ahthiselect

Changing Peak Names for Sample Data

If Compass for iCE did not automatically name a sample protein peak, you can do it manually.

1.
2.

Clickshow Samplesin the View bar.
Clicksingle Viewin the View bar.

Click on the row in the experiment pane that has the sample you want to correct, then €liekithe
pane.

User Guide for Maurice, Maurice C. and Maurice S.



page 316

Chapter 12:clEF Data Analysis

4. Right click the peak in the electropherogram or Peaks table aridbcliekthen select a name from

the list. Compass for iCE will change the peak name in the electropherogram and results tables, and

adjust peak names for other sample proteins accordingly.

G Grapim\_

Il =~ "C
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Remove Peak

Hide

Mame 3
Add Peak
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Remaove Baseline Point

Clear...

Copy... Ctrl+C
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Peald
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Peakd
Peak?
Peakd
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NOTE: For details on how to specify peak name settings, see «Peak Names SettingsZ on page 354.

Changing the Electropherogram View

Options in the Graph pane let you zoom and rescale electropherograms, overlay or stack plots and change

the peak and plot info displayed.

The Graph pane toolbar has these options:

Auto Scale

B Graph Options
E] Stack the Plots

E] Overlay the Plots
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Autoscaling the Electropherogram

Click theAuto Scalebutton to scale the y-axis to the largest peak in the electropherogram.

g Ee =g "o
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Click theAuto Scalebutton again to return to default scaling.
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Customizing the Data Display

You can customize electropherogram peak labels, plot labels and display options. To do this, just select the
Graph Optionsbutton.
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Tes
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Peak Labels

You can customize the labels used to identify peaks in the electropherogram with these options:

[[] =T Matching Peak Names
[7] * Peak Names
[ * Peak Values

€ Matching Peak Names Checking this box will draw vertical littesugh each named peak. Using

this option with Stack the Plots or Overlay the Plots features is helpful for
named peaks across multiple injections.
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Fluorescence
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€ Peak Names Checking this box displays peak name labels on all named peaks in the electrophero-
gram.

NOTE: If more than one peak label option is selected, peak name labels will always be used for named
peaks.
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€ Peak Values Checking this box will display the molecular weight labels on all peaks in the electro-
pherogram.
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NOTE: If more than one peak label option is selected, peak name labels will always be used for named
peaks.
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Baseline and Grid Options

You can view the calculated baseline fit, peak integration and show grid lines with these options.

[] 4k Fitted Peaks
[T] /v Baseline Fit
[T i Grid Lines

€ Fitted peaks- Checking this box displays how the peaks were fit by the software. For clEF runs, the
software uses Dropped Lines by default.

NOTE: This option is only available for sample data.
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€ Baseline Fit- Checking this box displays the calculated baseline for the peaks. Baseline points will

also display for regions of the electropherogram considered to be at baseline.

NOTE: This option is only available for sample data.
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€ Grid Lines- Checking this box adds grid lines in the graph.
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Plot Labels

You can customize the plot labels displayed on the electropherogram with these options.

Plot Label
Sample
[] Method
Injection
[] Exposure

Plot labels are shown in the upper right side of the graph.

€ Sample- Checking this box displays the sample name used for the injection. If sample names were

entered with the batch, those names will display here. If not, Sample (default name) displays.

€ Method - Checking this box displays the method used for the injection.
€ Exposure- Checking this box display the exposure time(s) used for the data.

€ Injection - Checking this box displays the injection number. For example, |14 for injection 4 in the run.

Heress an example of an electropherogram with all plot labels selected:
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Stacking Multiple Electropherograms

You can stack electropherograms for multiple injections vertically in the Graph pane for comparison.
1. Clicksingle View

2. Select multiple injection rows in the Experiment pane.

3. Click théstack the Plotsbutton. The individual electropherograms for each injection you selected will
stack in the Graph pane.
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You can also customize the colors used for the stacked plot display. To do that go to *Selecting Custom Plot
Colors for Graph OverlayZ on page 380.

Overlaying Multiple Electropherograms

You can overlay electropherograms for multiple injections on top of each other for comparison in the Graph
pane.

1. Clicksingle View
2. Select multiple injection rows in the Experiment pane.

3. Click th®verlay the Plotsbutton. The individual electropherograms for each injection you selected
will overlay in the Graph pane.
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You can also customize the colors used for the overlay plot display. To do that go to *Selecting Custom Plot
Colors for Graph OverlayZ on page 380.
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Zooming

To zoom in on a specific area of the electropherogram, hold the mouse button down and draw a box around

the area with your mouse:
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To return to default scaling, right click in the electropherogram and atick Out.
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Selecting Data Viewing Options

The graph view menu gives you multiple options for changing what type of electropherogram data is dis-
played. Just click the down arrow next to the graph pane toolbar to view the menu:

l
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14 Sample Raw
36,000 Sample Background

Sample

v Sample Baseline Corrected

i 11 Prep 20160121 Baseline Fit
m#b Method Baseline Points
Exposure: 20.0s rit

14
Fit Baseline Corrected
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Mir 4.05

30 35 40 45 50 55 60 65 70 75 80 85 30 95 100 105

A check mark next to the menu option indicates ites currently selected, and you can select multiple options
at once.

NOTE: Unless noted otherwise, graph view menu options are available for sample data only.

€ Sample Raw Clicking this option displays the basic detector values used to calculate peak absor-
bance.

User Guide for Maurice, Maurice C. and Maurice S.



Changing the Electropherogram View page 327

i-.i-i ii Iml@_v:ﬁ

36.000
34,000
32,000
30,000
28,000 mAb 11 Prep 20160121
200 S
24,000 14
22,000
20,000
18,000
16,000
14,000
12,000
10,000
8,000
6,000
4,000
2,000

Fluorescence

2,000

30 35 40 45 50 55 60 6.5 70 75 80 85 90 31 100 105
pl

€ Sample Background- Clicking this option displays the basic detector values used to calculate base-
line absorbance.
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€ Sample- Clicking this option displays raw, uncorrected sample data.
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€ Sample Baseline Corrected Clicking this option displays sample data with the baseline subtracted
(zeroed). This is the default view. In this next example, both Sample and Sample Baseline Corrected
are selected.
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€ Baseline Fit- Clicking this option displays the calculated baseline for the raw sample data. In this
next example, both Baseline Fit and Sample are selected.
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NOTE: This option is selected automatically when Baseline Fit is selected in graph options.

ﬂ..: E TgIE-~=0

36,000
34,000
32,000
30,000
28,000 mAb 11 Frep 20160121
z0m0 Sqonre- 200
24,000 14
22,000
20,000
18,000
16,000
14,000
12,000
10,000
8,000
6,000
4,000
2,000

Fluorescence

2000 i
20 35 Y 45 50 55 50 65 70 75 20 25 50 95 100 105

€ Baseline Points- Clicking this option displays regions of the electropherogram considered to be at
baseline. In this example, both Baseline Points and Sample are selected.

NOTE: This option is selected automatically when Baseline Fit is selected in graph options.
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€ Fit- Clicking this option displays the bounding envelope of the fitted peaks as calculated by the soft-
ware for the raw sample data. In this example, both Fit and Sample Baseline Corrected are selected.

€ Fit Baseline Corrected Clicking this option displays the fitted peaks as calculated by the software
for the sample baseline corrected data. In this example, both Fit Baseline Corrected and Sample Raw
are selected, the fit plot is on the bottom.
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Adding and Removing Baseline Points

Points in the baseline can be added or removed as needed.
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Enabling Access Control
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Cartridge Handling and Care

Compatibility with Sample Components

Cleaning the Outside of the Cartridge
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Troubleshooting




Problem

Problem

Solution

Solution



Troubleshooting

Error Message: Detected current below minimum threshold

Spikes, Poor Resolution

Late Peak Arrival, Poor Resolution




Troubleshooting

Current Drifts to 0, No Signal, Saturation Sensor is Red

Low Signal

Rising Baseline
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Safety Guidelines

clEF Application on Maurice and Maurice C.

CE-SDS Application on Maurice and Maurice S.
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