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Run Summary Screen Overview

You can use the Run Summary screen to monitor the stats of a batch in progress, see the CE-SDS separation
or clEF Focus series for your injections or the current and voltage plots for each injection. To get to this
screen, click the Run Summary screen tab:

Batch “ Iy Run Surmmary j,EE Analysis

Run Summary Screen Panes

The Run Summary screen has five panes:

Injections - Lists the sample IDs, sample locations and methods used for each injection in the run. It
also shows the status of the current injection if a run is in progress.

Status - Displays run file information and the current status of a run if one’s in progress.

History - Running history of all run file events from when the run was first started to the most current
analysis update.

Separation Plot (CE-SDS only)- Lets you view the raw protein separation in the capillary for each
injection.

Focus Series (clEF only) - Lets you view the recorded focusing of proteins along the pH gradient in
the capillary for each injection.

IV Plot - Lets you view plots of the total current and voltage measured during the separation for each
injection.
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Fle Edit Instrument Window  Help
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Software Menus Active in the Run Summary Screen

These main menu items are active in the Run Summary screen:

«  File

- Edit

« Instrument (when the software is connected to an instrument)
« Window

« Help

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



Run Summary Screen Overview

File Menu

These File menu options are active:
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Edit Instrument Window

Open Run
Add Run

Close

Close All

Save

Save As...

Exit

Injection Report...

3

3

- Open Run - Opens a run file.

+Add Run - Lets you open and view other run files besides the one that’s already open.

- Close - Closes the run file currently being viewed.

- Close All - Closes all open run files.

- 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.

- 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.

«  Exit - Closes Compass for iCE.

Edit Menu

These Edit menu options are active:

Instrument  Window He

Cut

Copy
Paste

Preferences

Ctrl+X
Ctrl+C
Ctrl+V

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

- Preferences - Lets you set and save your preferences for data export, graph colors, grouped data and
Twitter settings. See Chapter 13, “Setting Your Preferences” for more information.
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Opening Run Files

Chapter 9: Run Status

You can open one run file or multiple files at the same time to compare information between runs.

Opening One Run File

1. Select File in the main menu and click Open Run.

MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS

1151120281 -KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-RERUMN-2015-12-04_12-48-18_20150ec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-2015-12-04_11-21-51_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-2015-12-04_12-16-51_2015Dec3_QC_plateAl_Maurice cIEF

Edit View Instrument Window Help
Open Run 3
Add Run » 2016-01-14_09-53-54_Maurice clEF Ab dilution
Close 3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-SDS
Close Al 3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-SDS
3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-SDS
Save
Save As...
Export Tables...
Export Spectra 4
Injection Report.. KF1007_C1151214314 1% 2015-12-29 14-15-45_cIEF_VialAl_Maurice cIEF
- Browse...
ALl L

2. Alist of the last 10 runs opened will display. Select one of these runs or click Browse to open the Runs

folder and select a different file.

Opening Multiple Run Files

1. To open the first run file, select File in the main menu and click Open Run.

MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS

1151120281 -KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-RERUMN-2015-12-04_12-48-18_20150ec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-2015-12-04_11-21-51_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-2015-12-04_12-16-51_2015Dec3_QC_plateAl_Maurice cIEF

Edit View Instrument Window Help
Open Run 3
Add Run 3 2016-01-14_09-53-54_Maurice clEF Ab dilution
Close 3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-SDS
Close Al 3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-SDS
3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-SDS
Save
Save As...
Export Tables...
Export Spectra 4
Injection Report.. KF1007_C1151214314 1% 2015-12-29 14-15-45_cIEF_VialAl_Maurice cIEF
- Browse...
ALl L

2. Alist of the last 10 runs opened will display. Select one of these runs or click Browse to open the Runs

folder and select a different file.
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3. To open another run file, select File in the main menu and click Add Run.

Edit View Instrument Window Help
Open Run 4 T
Add Run » 3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-SDS
Close 3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-SDS
Close Al 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-SDS
Save Browse...
Save As... A3 Me g 10
BL Me 25
Export Tables... B2 Me E [i} ) .
Export Spectra » B3 Me| = 0
Injection Report... B Me
E5 Me
Bt o | I

4. Alist of runs will display. You can only open a run that uses the same application as the run that's already
open (clEF or CE-SDS), so the run files displayed are only for that application. Select one of these runs or
click Browse to open the Runs folder and select a different file.

5. Repeat the last two steps to open additional runs.

Batch Injection Information

The Injections pane lists the system protocols (Setup and Cleanup) and injections performed during the run.

Wy Injections Wy Injections
Sample ID Location  Method Status o SampleID Location  Method Status
Setup Completed Setup Completed
(1 IgG System Control Al Methodl Completed Calibration Completed
2 Control Ladder ¥l Method2 Completed 1 System Suitability A System Suitabl... Completed
3 Test Ladder A3 Method2 Completed 2 mAb 11 Blank n mAb Method  Completed
4 IS - Alpha Bl Methodl Completed 3 mAb 11 Ref. Std. a3 mAb Method  Completed
5 IS - Frozen P3 B2 Methodl Completed 4 mAb1l Prep 20160121 Ad méb Method ~ Completed
6 I5-TLP3 B3 Methodl Completed 5 mAb 11 Prep 20160121 Ad maAb Method ~ Completed
7 I5-T2P3 B4 Methodl Completed 3 mAb11 Prep 20160121 Ad mAbMethod ~ Completed
8 5-T3P3 Bs Methodl Completed 7 mAb 11 Ref. Std. J.x! méb Method  Completed
E Control Ladder a2 Method2 Completed g mAb 11 Blank n mAb Method  Completed
10 Test Ladder A3 Method2 Completed Cleanup Completed
1 15 - Alpha Bl Methodl Completed
12 IS - Frozen P3 B2 Methodl Completed E
Condition Completed
13 5-TLP3 B Methodl Completed
14 5-T203 B4 Methodl Completed
15 I5-T3P3 Bs Methodl Completed
16 Control Ladder I+ Method2 Completed
17 Test Ladder a3 Method2 Completed
18 15 - Alpha Bl Methodl Completed
19 IS - Frozen P3 B2 Methodl Completed
2 5-TLP3 B Methodl Completed
2 5-T203 B4 Methodl Completed
2 5-T3P3 Bs Methodl Completed
23 Control Ladder I+ Method2 Completed
24 Test Ladder a3 Method2 Completed W
Condition Completed
25 IS - Alpha Bl Methodl Completed
% IS - Frozen P3 B2 Methodl Completed
27 5-TLP3 B3 Methodl Completed -
< m | » < n 3
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- Clicking on an injection displays its data in the Focus Series (clEF) or Separation (CE-SDS) and IV Plot
panes.

+ Hovering over a method name displays the method parameters:

||m Injections ¢V Status L History
Sample ID Location Method Status s
Setup Completed | ‘ p
stem Co... etho =
1 IgG Sy: C Al Methodl ”"h(;il e !
Metho
2 Control Ladder A2 Method2 Sample Load: 20 sec 4600 Volts
3 Test Ladder A3 Method2  |Separation: 0.1 min 1150 Velts, 0.1 min 3450 Velts, 25.0 min 5750 Volts|
\ly Injections
Sample ID Location Method Status s
Setup Completed
Calibration Completed
1 mAbll Samplel Al Methodl Completed
2 mAbll Sample 2 A2 Methodl L
3 mAb11 Sample 3 A2 ;eei:la:.tion:ﬁlé?( min 1500 Volts, 6.0 min 3000 Volts]
ection: 6 Exposures
4 rAbll Sample 4 A Sample Load: 90 seconds
5 mAb11 Sample 5 A5 pl Markers: 4.05, 9.99

For runs in progress, the Status column displays:
«Running for Setup, Conditioning (CE-SDS only) and Cleanup protocols that are in progress

- Loading or Separating for injections in progress. Once the separation starts, a status bar displays
next to the injection so you know when the separation will be done. Hovering your mouse over the
progress bar tells you the time left for the injection.

« Completed for Setup, Conditioning and Cleanup protocols and injections that are done.

Sample ID Locat.. Method Status %
Setup Completed
d: MW Ladder Al MW Markers Separating ==
2 IgG-R A8 Reduced IgG 3 mins remaining|

Injection Flags

If Compass for iCE detects a potential injection issue, a flag icon will display next to the injection row in the
Injections pane.

Past cartridge injection limit notification - This means the injection is over the guaranteed
number of injections for the cartridge. Roll your mouse over the icon to display details.

&y
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4 TBST A4
& 5 SB Al
4 |Past cartridge injection Iimitl
&7 0.5% Tween A3

5 Reinjection notification (CE-SDS only) - This means the current during the separation
dropped below the minimum value, so the separation was stopped and the sample was rein-
jected. The second injection always runs to completion even if the current drops again. Roll
your mouse over the icon to display details.

9 1 [l A
“““{a ) Sample re-injecte

pe ey o 4 Lt

Run Status Information

The Status pane shows info specific to each run file:
+ Run file name and path (directory location)

- Batch name and type

- Instrument and serial number

- Type of sample tray used

+  Run start/complete date and time

- Type of cartridge

- Cartridge serial number
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Cartridge batch injection limit, injections/batches remaining and expiration date

Chapter 9: Run Status

ML;; History |

run
path

batch
batch type

instrument
samples
started

completed

cartridge

serial number

batch injection limit
injections remaining

expires

78664 P3 15 2015-11-30_16-49-49_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS

Chllsers\lUsetDocumentsiCompass for iICE\RUns

MW Ladder Sol Test IS final QC 110 ms Maurice CE-S5DS

CE-SDS

Maurice 5. : KF0008 - KF0008
48 vials

Mon 4:50 PM Nov 30, 2015 CST
Tue 10:04 AM Dec 1, 2015 CST

CE-SDS
3151010185
25

3

Oct 2016

m

ML;; History |

run
path

batch
batch type

instrument
samples
started

completed

cartridge

serial number

batch injection limit
injections remaining
batches remaining
expires

2015-12-06_15-13-01_Maurice clEF_Mab11_TechRep
Chllsers\lUsetDocumentsiCompass for iICE\RUns
Maurice clEF

clEF

Maurice : kf1001 - kf1001

48 vials

Sun 5:13 PM Dec 6, 2015 CST
Mon 1:29 PM Dec 7, 2015 CST

clEF
1151124298
25

0

2

Nov 2016

To go to the run file directory location - Double click the path hyperlink, or right-click and select

Open Directory.

To copy the path - Right-click on the path hyperlink and click Copy. The path can then be copied
into documents. The path can also be copied into the Windows Explorer address bar to launch Com-
pass for iCE and open the run file automatically.
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Viewing the Focus Series (clEF Only)

You can view your proteins focusing along the pH gradient in the capillary for each injection in the Focus

Series pane.

page 161

NOTE: The Focus Series plot displays in absorbance only, even if the fluorescence detection mode is

selected in the Analysis settings.

1. Select an injection in the Injections pane.

2. Click the Focus Series pane. It'll display the final focusing plot:
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3. Toview the focusing as it happened, drag the slider bar under the plot to the left or right. To view it

frame by frame, click the left/right arrows.
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< ] r
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« Tozoom in on an area of the plot - Hold the mouse button down and draw a box around the area

with the mouse.

« To zoom out - Click Zoom Out in the upper right corner of the pane.

NOTE: Focus Series data for a run in progress won't be available until the injection is executing. Once it

starts, the plot displays data up to the current point in time.

Viewing the Separation (CE-SDS Only)

You can view your protein separation in the capillary for each injection in the Separation pane.
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1. Select an injection in the Injections pane.

2. Clickthe Separation pane. It'll display a plot of the raw separation data.

(eclicmaaiion, & 7]

Zoom Qut

IS - Alpha

=]

Absaorbance
] £

~1

©

p——— e — T
0 100 200 300 400 500 600 700 800 900 1000 1,100 1200 1300 1400 1,500
Time (Seconds)

- Tozoom in on an area of the plot - Hold the mouse button down and draw a box around the area
with the mouse.

+ To zoom out - Click Zoom Out in the upper right corner of the pane.

NOTE: Separation data for a run in progress won't be available until the injection is executing. Once it
starts, the plot displays data up to the current point in time.

Current and Voltage Plots

To view plots of the total current and voltage measured during an injection:

1. Select aninjection in the Injections pane.
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2. (lickthe IV Plot pane.

|4l Separation Plot m
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% 000 1258
' 1007
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The blue Y-axis and plot shows the run voltage in volts (V), and the red Y-axis and plot shows the run current
in microamps (LA). The X-axis displays time in seconds.

- Tozoom in on an area of the plot - Hold the mouse button down and draw a box around the area
with the mouse.

« To zoom out - Click Zoom Out in the upper right corner of the pane.

NOTE: IV Plots for a run in progress won't be available until the injection is executing. Once it starts, the plot
displays in real time.
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Run History
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The History pane shows the run file event history, starting with the date and time the run was started
through the most current analysis event. Clicking on a row in the table displays the full event details in the

box under the table.

(¥} Status | |-, History
Date User Name Message Comment
11/30/2015 4:50 PM Started run: 78664 P3 15 2015-11-30_16-49-49_M...
» 12/01/201511:19 AM Saved analysis changes
» 12/28/2015 6:25 PM Saved as MW ladder assigned_MW Ladder Sol Te...
Time 11/30/2015 4:50 PM User
Message Started run: 78664 P3 IS 2015-11-30_16-49-49_MW Ladder Sel Test IS final QC 110 ms Maurice CE-5DS Assay: MW Ladder Sol Test IS
Comment
(¥} Status | |-, History
Date User Name Message Comment
12/06/2015 3:13 PM Started run: 2015-12-06_15-13-01_Maurice cIEF_...
> 12/08/201510:43 AM Saved analysis changes
» 12/08/2015 3:21 PM Saved analysis changes
» 12/08/201512:31 PM Saved analysis changes
> 12/14/2015 2:23 PM Saved analysis changes
> 01/05/2016 4:33 PM Saved analysis changes
Time 12/06/2015 3:13 PM User
Message Started run: 2015-12-06_15-13-01_Maurice clEF_Mabll _TechRep Assay: Maurice cIEF.batch
Comment

- Date: Date and time of the run event.

« User Name: User that initiated the event. User names only display if you're using the Access Con-

trol feature to help satisfy the 21CFR Part 11 data security requirements.
« Message: Description of the event that took place.
- Comment: Comments entered by the user when the batch was saved.

Viewing Multiple Events

Items in the table with multiple analysis events have an arrow next to the date and time. You can view or

hide these details by toggling the arrow:

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



page 166 Chapter 9: Run Status

(¥} Status | |-, History =

Date User Name Message Comment
12/06/2015 3:13 PM Started run: 2015-12-06_15-13-01_Maurice clEF_Mabll_TechRep Assay: Mauric...
| 4 12/08/201510:43 AM Saved analysis changes

Changed 1 from "Exposure1 1 seconds” to "Exposure 3 20 seconds”

Changed select: type from absorption to fluorescence

Changed Peak Fit Analysis Settings Peak Fit: Range Maximum from 11.0 to 101
Changed Peak Fit Analysis Settings Peak Fit: Range Minirum from 2.0 to 4.0

» 12/08/2015 3:21 PM Saved analysis changes
» 12/08/201512:31 PM Saved analysis changes
> 12/14/2015 2:23 PM Saved analysis changes
» 01/05/2016 4:33 PM Saved analysis changes
Time 12/08/201510:43 AM User
Message Saved analysis changes
Comment

- To view details for all items with multiple analysis events in the run, click the Expand All button.

(¥} Status | |-, History E‘T

Date User Name Message Comment Expand All
12/06/2015 3:13 PM Started run: 2015-12-06_15-13-01_Maurice clEF_Mabll_TechRep Assay: Mauric...
12/08/201510:43 AM Saved analysis changes

Changed 1 from "Exposure1 1 seconds” to "Exposure 3 20 seconds”

m

Changed select: type from absorption to fluorescence

Changed Peak Fit Analysis Settings Peak Fit: Range Maximum from 11.0 to 101

Changed Peak Fit Analysis Settings Peak Fit: Range Minirum from 2.0 to 4.0

12/08/2015 3:21 PM Saved analysis changes

Added Peak Mames Apply Settings "apply Peak Mames1 to all”

Added Peak Mames Group Peak Names 1
Control Area: 10000.0
Control Reference Capillary: mAbll Samplel
Protein name: Peakl pk & Color: 32512 Range: 0.1 Control: false Show: true
Protein name: Peak2 pk: & Color: 32512 Range: 0.1 Control: false Show: true
Protein name: Peak3 pk 6 Color: 32512 Range: 0.1 Control: false Show: true
Protein name: Peakd pk & Color: 32512 Range: 0.1 Control: false Show: true
Protein name: Peak5 pk 6 Color: 32512 Range: 0.1 Control: false Show: true
Protein name: Peakb ol: 6 Color: 32512 Ranae: 0.1 Control: false Show: true
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- To hide all items with multiple analysis events, click the Collapse All button.
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£V Status h‘ ¥ M i

Date User Name Message
12/06/2015 3:13 PM

12/08/201510:43 AM
12/08/2015 3:21 PM
12/08/201512:31 PM
12/14/2015 2:23 PM
01/05/2016 4:33 PM

Started run: 2015-12-06_15-13-01_Maurice clEF_Mabll_TechRep Assay: Mauric...
Saved analysis changes
Saved analysis changes
Saved analysis changes
Saved analysis changes
Saved analysis changes

Copying History Info

You can copy the information in the History pane to use in other documents:
1. Click the History pane to make sure it's active.

2. Click Edit in the main menu and select Copy.

3. Openadocument and click Paste.

Viewing Run Errors

If an error is detected during the run it will display in the Status pane:

Collapse All

ML;; History |

run
path

batch
batch type

instrument
samples
started
completed
—> warning
cartridge

serial number

batch injection limit
injections remaining
batches remaining
expires

2015-12-06_15-13-01_Maurice clEF_Mab11_TechRep
Chllsers\lUsetDocumentsiCompass for iICE\RUns
Maurice clEF

clEF

Maurice : kf1001 - kf1001

48 vials

Sun 5:13 PM Dec 6, 2015 C5T
Mon 1:29 PM Dec 7, 2015 C5T
Detected chamber temp 35.2C, 03:13:48 PM above control range (16.0C - 28.0C)
clEF

1151124298

25

[]

2

Nov 2016
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Injection Reports

You can export PDF files of the raw and analyzed data, IV plot, peaks table, sample and system info for indi-
vidual or all injections in a run file. You can also export the run history with all analysis events.

1. Click File > Open Run and select a run file.

2. Ifyou want reports for all injections, skip to the next step. Otherwise, select the injection in the Injection
pane that you want a report for.

3. Select File from the main menu in either screen and click Injection Report.

Edit Instrument Window

Open Run 3
Add Run 3

Close

Close All

Save

Save As...

Injection Report...

Exit

4. Inthe Injection Reports window:
a. Choose either Selected injections or All injections.
b. Select the Analysis log checkbox if you want a run history report with all analysis events.

c. The report name defaults to the run file name. If you want to change it, type in the Report Name
box to make updates.

d. Click OK.

{+ Injections Report M

Run: 2015-12-06_15-13-01_Maurice cIEF_Mab11_TechRep

() Selected injections (1) Analysis log
@ All injections (96)

Report Narme:

2015-12-06_15-13-01_Maurice clEF_Mabll_TechRep

Location: C:\Users\User\Documents\Compass for iCE\Runs

0K ] ’ Cancel
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5. The Injection Report PDF(s) are exported to the Runs folder in the Compass for iCE directory. They'll be
in a folder with the report name used in the prior step. When the reports are done, the folder opens for
you automatically.

Organize v Includeinlibary v Sharewith v Bum  Newfolder

L Favorites 4 Name # Date modified Type Size
W Link ' 2015-12-06_15-13-01_Maurice cIEF_Mab11 TechRep_Analysis pof 1/17/2016842PM  Adobe Acrobat D... 2K
Bl My Docimets = 2015-12-06_15-13-01_Maurice cIEF_Makil1_TechRep_Injection_1.pdf 1/17/2016 841 PM  Adobe Acrobat D... 9% KB
di ‘Add-in Express = 2015-12-06_15-13-01_Maurice cIEF_Mab11 TechRep Injection_2.pdf 1/17/2016 841 PM  Adobe Acrobat D... 29 KB
W Adobe = 2015-12-0615-13-01_Maurice cIEF_Mab11_TechRep_Injection 3.pdf 117/2016 841 PM  Adobe Acrobat D... %9 kB
. Chor . 2015-12-06 15-13-01 Maurice cIEF Mabl1 TechRep Injection 4.pdf 117/2016 841 PM  Adobe AcrobatD... 93 KB
B Kompass forich = 2015-12-06_15-13-01_Maurice cIEF_Mah11_TechRep_Injection_5.pdf 1/17/2016 841 PM  Adobe Acrobat D... 98 KB
b Assays = 2015-12-06_15-13-01_Maurice cIEF_Makl1_TechRep_Injection_6.pdf 1/17/2016 841 PM  Adobe Acrobat D... 98 kB
S ' 2015-12-06 15-13-01_Maurice cIEF Mabi1 TechRep Injection 7.pdf 117/2016 841 PM  Adobe Acrobat D.., 92 KB
. New hsoirs = 2015-12-06 15-13-01_Maurice cIEF_Mab11_TechRep_Injection_8.pdf 1/17/2016 841 PM  Adobe Acrobat D... 98 KB
0 e Bt chies 1. 2015-12-06.15-13-01_Maurice cIEF_Mab11_TechRep_Injection 9.pdf 1/17/2016841PM  Adobe Acrobat D... 93 KB
& Runs ™' 2015-12-06_15-13-01_Maurice cIEF_Mab11_TechRep Injection_10.pdf 1/17/2016 841 PM  Adobe Acrobat D... 98 KB
2051206 3501300 Maunce lEF Mol Techt = 2015-12-06_15-13-01_Maurice cIEF_Mab11_TechRep_Injection_11.pdf 1/17/2016 841 PM  Adobe Acrobat D... 98 kB
N T2 P2 A0S NA0 A0 MW Ldes Sol = 2015-12-06_15-13-01 Maurice cIEF_Mab11_TechRep_Injection_12.pdf 1/17/2016 841 PM  Adobe Acrobat D... 98 KB
=1 2015-12-06 15-13-01 Maurice cTEF Mab11 TechRep Injection 13.pdf 117/2016 841 PM  Adobe Acrobat D... 98 KB
1 2015-12-0615-13-01_Maurice clEF_Mab11 TechRep_Injection_14.pdf 117/2016 841 PM  Adobe Acrobat D... 93 KB

Example Analysis and Injection Report: CE-SDS

Run 78664 P3 IS 2015-11-30_16-49-49_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS

Analysis Log
Date User Name Massage Comment
117302015 4:50 PM Started run: 78664 P3 15 2015-11.30_16-49.4%_MW Ladder Sol Test IS final QC 110 ms Maurice
CE-SDS Assay: MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS batch

12012015 11719 AM Saved analysis changes

| | Added Peak Names Apply Settings "apply Intemal Standard to all”_

Added Peak Names Apply Settings "apply 10G-Red to Method 1”

Added Peak Names Apply Settings "apply MW ladder to Method2”

Added Peak Names Group Intemal Standard
Protein name: IS RMT: 1.0 Codor: 32512 Range: 10.0

Added Peak Names Group 1gG3-NR
Protein name: I35 RMT: 2 25 Color: 32512 Range: 10.0
Protein nama: NG-lgG RMT: 2 18 Color; 32512 Range: 10.0
Protein nama: frag1 RMT: 2 13 Color: 32512 Range: 10.0
Protein name: frag2 RMT: 2.07 Color: 32512 Range: 10.0
Protein name: frag3 RMT: 2.0 Color: 32512 Range: 10.0
Protein name: fragd RMT- 1.95 Color: 32512 Range: 10.0
Protein name: fragh RMT- 1.92 Color: 32512 Range: 10.0
Protein name; fragh RMT: 1.77 Color: 32512 Range: 100
Protein name: frag? RMT: 1.72 Color: 32512 Range: 10.0
Profein name: frag8 RMT: 1.57 Color: 32512 Range: 10.0
Profein name: fragh RMT: 1.5 Color: 32512 Range: 10.0
Protein name: frag10 RMT: 1.22 Color: 32512 Range: 10.0

Added Peak Names Group lg3-Red
Protein name: HC RMT: 1,55 Color; 32512 Range: 10.0
Protein nama: MGHC RMT. 1.5 Color: 32512 Range: 10.0
Protein name: LC RMT: 1.2 Color: 32512 Range: 10.0

Added Peak Names Group MW ladder

Created: Thu Y16 PM Feb 25 2016  Created Dy: User "
CAUisarsil ampats for iCl Eadder aesignad MW Ladder Soi Test 1S final OC 110 ms Maurice CE-SDS mba protein
Computer. JRichards
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Injection 4: IS - Alpha

Unaligned Data Current
125
10.0 -
§ 7.5 g-
g 5.0 i E
25 i ¢
0.0 — =
V_

0 250 500 750 1,000 1250 1,500 500 1,000 1,500
Time (seconds) Time (Seconds)

Aligned Data

125
Lc

10.0
75 NGH

5.0

25 A
! 1

0.0 — V—

-2.5
00 01 02 03 04 05 06 07 08 09 10 11 12 13 14 15 16 1.7 18 18 20 21

Relative Migration Time

Absorbance (mAU)
o

Chapter 9: Run Status

Peaks

Peak Name Time RMT |MW (kDa)| Height | Raw Area | Area | %Total | %Area |Width| Baseline Resolution
1 IS 727.0 |(0.997 (10.00 35 27 2984 1000 |7.2 0.4

2 Lc B81.8 |1.209 |2461 92 762 BE3.7T|30.7 307 91 0.4 1121

3 NGHC 1096.3 |1.503 |55.39 52 458 417.7(14.9 14.9 9.3 0.4 13.72

4 HC 1130.4 |1.550 |63.27 116 1731 1530.|54.4 544 155 |04 1.61
Created: Thu 1:58 PMFeb 25,2016  Created By: User P
CilisersiUseriD ompass for iC ladder assigned_MW Ladder Sel Test IS final QC 110 ms Maurics

CE-SDS.mbz
Computer: JRichards
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Injection 4: IS - Alpha

Sample Information

Sample ID IS - Alpha
Location Plate Well B1
Batch Name 78664 P3 1S 2015-11-30_16-49-49_MW Ladder Sol Test 1S final QC 110 ms Maurice CE-
SDs
Run Started Mon 4:50 PM Nov 30, 2015 CST
Run Ci d Tue 10:04 AM Dec 1, 2015 CST
Reinjection No
Injection Conditions
Focus Period 1 1150V for 0.1 min
Focus Period 2 3450V for 0.1 min
Focus Period 3 5750V for 25.0 min
Sample Load 20 sec 4600 Volts
Tray Temperature
Maurice Settings
Model Maurice 5.
Instrument SIN KFOD08
Software Version 1.0.15, Build 1D: 0222
Firmware Version 2.0.2015.11.13.18.34.39 f6fbaald
Tray Type 48 vials
Cartridge Type CE-SDS
Carfridge S/N 3151010185
Cartridge Expiration Oct 2016
Injections Remaining 3

Created: Thu 1:56 PMFeb 25,2016  Created By: User

C:ilUsersilseriDy

CE-SDS.mbz
Computer: JRichards

ompass for iC]

User Guide for Maurice, Maurice C. and Maurice S.
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Example Analysis and Injection Report: clEF

Run 2016-01-21_09-46-39_mAb11_Prep20160121_QC

Analysis Log

Chapter 9: Run Status

Date

User Name Message

01/21/2016 .47 AM

Started run: 2016-01-21_00-46-39_mAb11_Prep20160121_QC Assay: Maurice clEF batch

01/21/2016 12:53 PM

Saved as 2016-01-21_09-46-39_mAb11_Prep20160121_QC(0)

Changed Detection: Method from @ 1o Flucrescence

0172172016 1.11 PM

Saved analysis changes

Added Peak Fit Apply Overnde "apply System 1o System ~

Added Peak Fit Apply Overnde "apply mAb 11 to mab Method®

Adided Peak Names Apply Settings “apply System Surtatulty to System Suitatity™

Added Peak Names Apply Seftings "apply mAb 11 1o mAb Method”™

Added Peak Fit Analysis Settings mab 11

Range Mini 6.0

Range i a0

Range View: Analysis

Baseline Threshold: 0.2

Baseling Window: 25 0

Baseline Stiffness 1.0

Paak Find Threshold: 20.0

Peak Find Width 10.0

Peak Find Area Calculation Dropped Lines

Added Paak Names Group System

Protein name: pl 3.38 pl. 3.4 Color: 255 Range: 0.1

Protein nama: pl 5.85 pl: 6.0 Color. 255 Range: 0.1

Protein name: pl 6.14 pl: 6.2 Color: 255 Range: 0.1

Protein nama: pl 9.99 pl: 10.0 Color. 255 Rangs: 0.1

Protein name: pl 10.17 pl. 10.2 Color: 255 Range: 0.1

Added Peak Names Group mAb 11

Protein name: Peak1 pl: 6.55 Color: 255 Range: 0.1

L=
Computer: JRichards

Croated.  Thu 202 PM Fob 25, 2016
WisersiserDocuments\Compass

Croatod By Usor

for ©CE\Runs|2016-01-21_09-46-39_mAb11_Prep20160121_CC{0) mbe

User Guide for Maurice, Maurice C. and Maurice S.
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Injection 1: System Suitability

Unaligned Data Current
35,000 - ke 10.1? 354 lI
30,000 304 -|
2 25,000 4 Mir 3,58 =25 |
E 20,000 r 3 20 1
2 j g w‘"-: \
5 15,000 1 S 15 1=y
3 3 1
10,000 | 104 A
| "y
5,000 51
N J
A 2 . = ! - PO S—— | SR R 1| S
500 1,000 1,500 2,000 0 100 200 300
Pixel Time (Seconds)
Aligned Data
35,000 oMEBE07
30,000 A
] pl&14
g 25,000 e
E 20,000 1 Pl 585
o 4
-g_ 15,000
i 10,000 4
5,000
0 o
30 35 40 45 50 55 60 65 70 75 B8O 85 90 95 100 105
pl
Peaks
Peak Name Position pl Height Area % Total %Area Width [Baseline | Resolution
1 Mkr 3.38 344 3380 |18510.8 315487 193 0.0757 |-1331.2
2 pl 5.85 877 5899 |15831.0 243987 251 149 0.0685 |-12832 |20.59
3 pl 6.14 941 6.198 [21741.0 394316 40.5 241 0.0806 |-12774 |2.36
4 pl 9.99 1744 9.998 [28505.6 334653 344 205 0.0522 |-1205.0 |33.69
5 Mkr 1017 1780 10.170 |28991.0 344543 211 0.0528 |-1201.7 |1.92

Created: Thu202 PMFeb 25,2016  CreatedBy: User
C:\UsersiUseriDocuments\Compass for iCERUNs\2016-01-21_00-48-30_mAb11_Prep20160121_QC(0) mbz

Computer: JRichards
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Injection 1: System Suitability

Sample Information

Sample ID System Suitability
Location Plate Well A1
Batch Name 2016-01-21_09-46-39_mAb11_Prep20160121_QC
Run Started Thu 9:47 AM Jan 21, 2016 CST
Run Ci d Thu 11:22 AM Jan 21, 2016 CST
Reinjection No
Injection Conditions
Focus Period 1 1500V for 1.0 min
Focus Period 2 3000V for 4.5 min
Sample Load Duration | 90.0 Seconds
pl marker 1 338
pl marker 2 1017
Tray Temperature 10°C
Maurice Settings
Model Maurice
| SN kf1010
Software Version 1.0.15, Build 1D: 0222
F Version 2.0.2016.01.19.21.50.30.dbb56bc
Tray Type 48 vials
Cartridge Type clEF
Cariridge S/IN 1160107347
Cartridge Expiration Jan 2017
e = e

Created: Thu2:02FPMFeb 25,2016 CreatedBy: User
CillsersiUserDocuments\Compass for iCERuNs\2018-01-21_00-48-38_mAb11_Prep20160121_QC(0) mbz

Comguter: JRichards

Switching Between Open Run Files

If you've got more than one run file open, you can switch between viewing the run information in each.

User Guide for Maurice, Maurice C. and Maurice S.
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1. Click the down arrow in the Run box.

File Edit Instrument Window Help

Run: ‘3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE vl

ll Tie 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5D5
1€ 3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-5D5
3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-5D5

2. Select the run you want to view from the drop down list.

Closing Run Files

If you've got more than one run file open, you can close just one file or all the open files at the same time.
- To close the run file being viewed - Select File from the main menu and click Close.

- To close all open run files - Select File from the main menu and click Close All.
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Chapter 10:

Controlling Maurice, Maurice C. and
Maurice S.

Chapter Overview
Instrument Control
Stopping a Run
Status Modes
Instrument Software (Embedded) Updates
Self Test

- Viewing and Changing System Properties
Checking Cartridge Status

- Viewing Log Files

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

The Instrument menu lets you to control Maurice, Maurice C. and Maurice S.

[ Instrument | Window Help

Start

Cartridge Cleanup
Self Test

Runs...
Properties...
Update 3

Disconnect

NOTE: Instrument menu options are only active when you've got a computer with Compass for iCE soft-
ware connected directly to your Maurice system.

Starting a Run

To start your run, click the Start button in the Batch screen. You can also start a run by selecting Instrument
in the main menu and clicking Start. For more info on creating and starting batches check out Chapter 7,
“Running clEF Applications on Maurice and Maurice C" or Chapter 8, “‘Running CE-SDS Applications on Maurice
and Maurice S

Cleaning

Cartridge Cleanup (CE-SDS Cartridges Only)

If you've still got injections left after your last run and you won't use the cartridge again within 2 hours, you'll
need to run a clean up and store it. Check out page 137 for the details on how to do that.

Cartridge Purge

You'll want to run the Cartridge Purge any time you have to stop a run manually or if the run stops because
of an error. This runs the Cleanup step that normally happens at the end of a batch. It flushes the cartridge of
any reagents and samples so it’s ready to go for the next run.

1. Inthe Batch screen, select File > Open Batch and click Browse.

User Guide for Maurice, Maurice C. and Maurice S.
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Edit I t  Window Help
MNew Batch 3
Open Batch 3 Maurice cIEF 011816
Save Maurice CE-5D5 sample batch
Save Ac.. Maurice cIEF

Maurice CE-5D52
Ll T Maurice CE-SDS Gen Meth

(B4 Browse...

2. Gotothe New Batches folder and select either Maurice clEF Cartridge Purge or Maurice CE-SDS Car-
tridge Purge, depending on what cartridge you're using.

Documents library

New Batches

Name Date modi‘Fi;d Date created Type Size

« Maurice CE-5DS Cartridge Purge.batch 1/26/2016 2:05 PM 1/13/2016 8:24 PM Maurice batch file. 2KB
= Maurice CE-5DS.batch 1/26/2016 2:05 PM 1/13/2016 8:24 PM Maurice batch file, 12 KB
« Maurice clEF Cartridge Purge.batch 1/26/2016 2:05 PM 1/13/2016 8:24 PM Maurice batch file. 2KB
« Maurice clEF.batch 1/26/2016 2:05 PM 1/13/2016 &:24 PM Maurice batch file. 8 KB

3. After the purge batch loads, just click Start. The CE-SDS Cartridge purge takes about 25 minutes, and
the clEF one takes a little over 10 minutes.

' 2016-01-22_13-57-59_ Maunce CE-S0 Cartridge Purge - Comeass for i =)
File Edit Instrument Window Help

St . [ ateh (5l Run Sumenary | g anstpis

e W -

\aﬂ Fri 1:38 PM Fri 201 FM

P 2016-01-22_13-37-59_Maurice CE-SD Cartridge Pusge

Wy Injections | €53 tatus s Histony [24 1 Piot ]

Sample 1D Location  Method St Zoom Ot
Cleanup Running =
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£ 2016-01-22.14-35-29_ Maunce clEF Cartridge Purge - Compass for K sl
Fie Edit Instrument Window Help
e T ot [Tl R Surmmany | gk natysis
\.ﬂ Fri 235 PM Fri 246 PM

Fua: 2016-01-22 14-35-29 Maurice cF Cortridge Purge

iy Inyecties ¥} Shatus
Sampie 10 Lecation  Method Seatus un 2016.01.22_14.35.29_Maurice clEF Canridge Purge

th

watch Maurice ¢lEF Canridge Purge

batch type: ¢lEF

Clearup Funning

instrument Maurice : Maurice kF0GS . k1008
samples 6well plate
startod Fri 2:35 PM Jan 22, 2016 PST

cartridge clEF
serlal number 151023252

4. Once the purge is done, if you'll be starting a new run:

- clEF Cartridges: If you've still got injections left and the cartridge will be used again within 24
hours, you don't need to do anything. Just leave the cartridge in Maurice.

- CE-SDS Cartridges: If you've still got injections left and the cartridge will be used again within 2
hours, you'll just need to put in a new Top Running Buffer vial in the cartridge insert.

If you won't be starting a new run:

- clEF Cartridges: Follow the steps in “Post-batch Procedures” on page 102.
- CE-SDS Cartridges: Follow the steps in “Post-batch Procedures” on page 135.

Stopping a Run
1. Click Stop.

B —

- _
\==

2. (lick Yes in the pop-up window.

f:: Stop Run MW

—

Do you really want to stop the run?

k. * 4

o= J
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3. When the run stops, run the “Cartridge Purge” on page 178.
4. Once the purge is done:
If you'll be starting a new run:

clEF Cartridges: If you've still got injections left and the cartridge will be used again within 24
hours, you don't need to do anything. Just leave the cartridge in Maurice.

CE-SDS Cartridges: If you've still got injections left and the cartridge will be used again within 2
hours, you don't need to do anything other than prepare the cartridge for the next batch as
described “Step 2: Prep the Cartridge” on page 120.

If you won't be starting a new run:

clEF Cartridges: Follow the steps in “Post-batch Procedures” on page 102.
CE-SDS Cartridges: Follow the steps in “Post-batch Procedures” on page 135.

Status Modes

The instrument status bar displays status, buttons and progress bars depending on what Maurice, Maurice C.
or Maurice S. are doing.

Ready/Start button - The instrument is ready and a batch is loaded. Click Start to begin a run.

Not Ready/Reset button - The instrument isn't ready and needs to reinitialize. Click Reset to start
the initialization protocol.

Running/Stop button - The instrument is running. The run name, time it started and when it will be
done show in the run progress bar. Click Stop to stop the run.

Cleaning/Stop button - The instrument is running a cleaning protocol. The time the cleaning proto-
col started and when it will be done show in the run progress bar.

Error/Reset button - There’s an error. Go to the Status pane in the Run Summary screen to view
details. When you've fixed the source of the error, click Reset.

Shutdown

Close Compass for iCE software. Maurice can stay on unless he won't be used for an extended period.

Instrument Software (Embedded) Updates

To check for embedded software updates:
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If you're on the network:

1. Select Instrument > Update, then select Network.

[ Instrument | Window Help

Start

Cartridge Cleanup
Self Test

Runs...
Properties... =[]

Update 3 Local...

Disconnect

2. The following screen displays. Click Update.

(& kf1003 Software update =

Installed Version: 2.0.2016.01.08.19.09.13.b32a05a
Latest Version:  2.0.2015.12.09.22.45.14.098692b

Update to the latest version?

If you're not on the network:
1. Call ProteinSimple Technical Support or your FAS for assistance on getting the latest update.
2. Copy the new embedded software file onto Maurice's computer.

3. Select Instrument > Update, then select Local.

[ Instrument | Window Help

Start
Cartridge Cleanup
Self Test
Properties... — =0
Update » Local...
Disconnect Network...

I it T

4. Browse to the location of the embedded software file, select it and click OK.

5. The following screen displays. Click Update.
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(& kf1003 Software update =

Installed Version: 2.0.2016.01.08.19.09.13.b32a05a
Latest Version:  2.0.2015.12.09.22.45.14.098692b

Update to the latest version?

Update | I Cancel I

Self Test

Maurice, Maurice C. and Maurice S. can run a series of self tests for you to make sure they're operating prop-
erly.

1. To start the test, select Instrument > Self Test.

2. The following screen displays. Click OK.

(& Self Test Confirmation =

@ Run the Self Test now?

[ ok [ concel

The test takes approximately 11 minutes.

File Edit Instrument Window Help
P S Batch | ik Run Sum..
Testing ] J i Analysis
== —_— Tue 12:44 PM Tue 12:55 PM S |
Run: Self Test
dilnjections - | Status & History|
sample ID Locat.. Method  Status [ run Self Test =
path
batch Self Test
kit info |
instrument Maurice C. : Maurice C. kf0003 - k0003
started Tue 12:44 PM Feb 8, 2016 PST

NOTE: We recommend running the self test before you start a run.
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To view the results when the test’s done, select Instrument > Properties and click Test Log. See “Self Test
Logs” on page 192 for more info.

Viewing and Changing System Properties
Selecting Instrument > Properties displays your system properties. They include:
- System Name
- System Location
Instrument Type
Serial number
Instrument software version (firmware)
-« Network name and address
- Date and time of the instrument clock
- Adapter block currently in use
- Number of hours on the Deuterium (UV) lamp

- Current sample chiller temperature

User Guide for Maurice, Maurice C. and Maurice S.
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for 2016-02-15_08-14-30_36X_4samples_round-radius_C3160115003_KF1009 - Compass for iCE ﬁ

Name:  Maurice kf1009

Location :
Type: Maurice MNetwork Name: 101.4.58
Serial Mumber:  kf1009 MNetwork Address: 10.1.4.58
Instrument Software: 2.0.2016.021219.48.37.5b713d0
Instrument Date and Time: 2016-02-1512:35:19 Set to PC time
Adapter Block: plate Sample Chiller: 10.6°C

D2 Lamp Run Time: 696 hours

Cartridge
Type: CE-5DS Batch Injection Limit: 48
Expires: Jan 2017 Injections Remaining : 80
Serial Number: 3160115003 Batches Remaining: 22
Batch Date Injections  *
il 18 Jan 2016 43
2 19 Jan 2016 36 |=
3 21 Jan 2016 48
4 11 Feb 2016 36 (4
5 12 Feb 2016 36
6 12 Feb 2016 cleanup
’ Error Log ] ’ Test Log ] ’Command Log] [ OK J ’ Cancel ]

- To change the system name or location: Click in the name or location boxes and enter your new
info, then click OK.

+  To sync the instrument clock with the computer: Click Set to PC time.

Checking Cartridge Status

If you've got a cartridge installed in the system, you can see its serial number, the injections and batches it
still has available, and a history of batches and injections its run to date. To view this info, select Instrument
> Properties.
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for 2016-02-15_08-14-30_36X_4samples_round-radius_C3160115003_KF1009 - Compass for iCE M

Name:  Maurice kf1009

Location :

Adapter Block: plate
D2 Lamp Run Time: 696 hours

Cartridge
Type: CE-5DS
Expires: Jan 2017
Serial Number: 3160115003

Type: Maurice
Serial Mumber:  kf1009
Instrument Software: 2.0.2016.021219.48.37.5b713d0

Instrument Date and Time: 2016-02-1512:35:19

MNetwork Name: 101.4.58
MNetwork Address: 10.1.4.58

Sample Chiller: 10.6°C

Batch Injection Limit: 48
Injections Remaining : 80

Batches Remaining: 22

Set to PC time

Batch

L R

Date

18 Jan 2016
19 Jan 2016
21 Jan 2016
11 Feb 2016
12 Feb 2016
12 Feb 2016

Injections *
48
36
48
36
36

cleanup

m

Error Log ] ’ Test Log

] ’Command Leg

[ ok ][ Cancel

Viewing Log Files

Runs Log

To see a history of all runs your system has performed, select Instrument > Runs:
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- Toopen arun file: Select a run file from the list and click Open.

{2+ kf1003 Runs
MName Date Size i
2016-01-13_10-08-00_DreamTeam_Maurice CE-5D5....  2016-01-13 16:00 1113474 |E |
C1151214313_KF1003_2016-01-12_16-33-15_testseal_b.. 2016-01-12 21:49 4648357 Kiii
Uyendreamteam_Pilot3_2016-01-12_14-06-57_Saletrai... 2016-01-1215:11 795319
2016-01-11_14-31-03_Training CE-5D5_20160111.mbz ~ 2016-01-11 22:28 1619048
2016-01-11_11-56-48_Applications Training cIEF_2016... 2016-01-1113:08 863362
2016-01-08_15-05-43_Maurice CE-SDS_vialAl_48inj_K... 2016-01-0917:54 5446827
2016-01-08_14-22-48_Maurice CE-SDS_vialAl_48inj_K... 2016-01-08 14:31 110276
1151214313 _kf1003_2016-01-07_13-44-59_embedded... 2016-01-07 17:44 3365976
(3151130102 _strippedTip_Pilot3_2016-01-07_08-27-3...  2016-01-07 11:56 583646
(3151130102 _StrippedTip_Pilot3_hSAP_2016-01-06_1... 2016-01-06 22:09 1144978
C1151124296_200Xpilot_Pilot3_2016-01-06_13-53-19_... 2016-01-06 14:47 621451
C1151124301_Pilot200X_Pilot3_2016-01-06_12-43-59_... 2016-01-06 13:37 680781
2016-01-06_11-16-23_Maurice cIEF 0106-1151214313 ... 2016-01-06 12:26 863623
(3151130104_3weeksRT_Pilot3_2016-01-05_14-48-36_... 2016-01-0518:17 1771836
(1151124297 3weeksRT_Pilot3_2016-01-05_12-50-39_... 2016-01-0514:26 1329760
(1151124304 3weeksRT_Pilot3_2016-01-05_11-12-10_... 2016-01-0512:47 1322010
(1151124299 3weeks37C_Pilot3_2016-01-05_10-47-23... 2016-01-0511:11 347173
C1151120277_3weeks37C_Pilot3_2016-01-05_09-10-35... 2016-01-05 10:46 1318208
C3151130102_2weeksRT_Pilot3_2016-01-04_16-33-22_... 2016-01-04 20:02 1771347
C3151130105_3weeks37C_Pilot3_2016-01-04_12-47-07... 2016-01-04 16:16 1772422
C3151130103_3weeks37C_Pilot3_2016-01-04_09-04-25... 2016-01-04 12:33 1772022 -
’ Open ] ’ Save... ] ’ Delete ] ’ Cancel
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- To save a run file: Select a run file from the list and click Save. This lets you save a copy of a com-
pleted run or one in progress to either a USB drive or the local computer.

- To delete a run file: Select a run file from the list and click Delete. The run file will be deleted from

the history and from the Run file in the Compass for iCE directory.

System Logs

1. Select Instrument > Properties to display your system’s properties.

2. Click Error Log. A list of system logs displays:
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(& Maurice k1008 Logs ==
MName Date Size i
embedded.log 2016-01-14 20:32 4935171
errorlog 2016-01-14 12:45 1099712
powerup.log 2016-01-14 12:45 13704
Cycle.counter 2016-01-14 11:48 4
UVLedTime.counter 2016-01-14 11:37 12
command.log 2016-01-14 09:15 40711
DeuteriumbLampTime.counter 2016-01-13 16:15 7 3
embedded.log.l 2016-01-11 12:50 8388524
embedded.log.2 2016-01-10 20:18 8388588
embedded.log.3 2016-01-10 04:13 8388551
embedded.log.4 2016-01-09 12:08 8388551
embedded.log.5 2016-01-08 20:02 8388547
stdout.log 2016-01-04 17:29 346740 —
errorlogl 2015-12-1113:24 5242291
selftest.log 2015-12-07 16:41 1224
error.log.2 2015-12-05 05:14 5242844

| temperature.log 2015-11-24 14:31 344786
temperature.log.2015-11-21 2015-11-2215:21 305068
temperature.log.2015-11-20 2015-11-21 15:20 305068
temperature.log.2015-11-19 2015-11-2015:20 626024
temperature.log.2015-11-17 2015-11-18 14:00 305068 -

[ View ] ’ Done

3. Toview alog, selectitin the list and click View.
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o+ Log file: temperature.log &J

2015-11-22 15:22:02 258 temperature: INFO SetPoint(C),26.0,Chamber(C),30.43 Ambient(C),1 42, LookupPWM(%£),0.
2015-11-221! 2,297 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87 Ambient(C),1.70, LookupPWM(35),0.
2,354 temperature: INFO SetPoint(C),26.0,Chamber(C),30.43, Ambient({C),1.42, LookupPWM(3E),0.
12,378 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87 Ambient(C),1.56, LookupPWM(3E),0.
12,454 temperature: INFO SetPoint(C),26.0,Chamber(C),30 43, Ambient(C),1.56, LookupPWM(3E),0.
2,473 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87 Ambient(C),1.56, LookupPWM(3E),0.
12,540 temperature: INFO SetPoint(C),26.0,Chamber(C),30 43, Ambient(C),1.56, LookupPWM(3E),0.
2,571 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87 Ambient(C),1.56, LookupPWM(3E),0.
2,618 temperature: INFO SetPoint(C),26.0,Chamber(C),30 43, Ambient(C),1.56, LookupPWM(35),0.
694 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87 Ambient(C),1.56,L ookupPWM(36),0.
2,714 temperature: INFO SetPoint(C),26.0,Chamber(C),30 43, Ambient(C),1.70, LookupPWM(3E),0.
12,736 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87 Ambient(C),1.42, LookupPWM(3E),0.
2015-11-22 15:34:02,759 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43 Ambient(C),1.70, LookupPWM(3£),0.
2015-11-22 15:35:02,775 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87 Ambient(C),1 42, LookupPWM(%£),0.
2015-11-22 15:36:02,792 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43 Ambient(C),1.70, LookupPWM(%£),0.
2015-11-22 15:37:02 840 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87 Ambient(C),1 42, LookupPWM(%£),0.
2015-11-22 15:38:02 905 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43 Ambient(C),1.70, LookupPWM(%£),0.
2015-11-22 15:39:02 922 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87 Ambient(C),1.27, LookupPWM(%£),0.
2015-11-22 15:40:02 942 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43, Ambient(C),1.70, LookupPWM(%%),0.
2015-11-22 15:41:03,017 temperature: INFO SetPoint(C),26.0, Chamber(C),29.58 Ambient(C),1 42, LookupPWM(%£),0.

2015-11-221! ,093 temperature: INFO SetPoint(C),26.0, Chamber(C),29.72 Ambient(C),1.70, LookupPWM(36),0.
2015-11-221! 117 temperature: INFO SetPoint({C),26.0, Chamber(C),30.43 Ambient(C),1.42 L ookupPWM(36),0.
2015-11-221! 190 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87 Ambient(C),1.70, LookupPWM(36),0.
2015-11-221! ,215 temperature: INFO SetPoint({C),26.0, Chamber(C),30.43 Ambient(C),1.42 L ookupPWM(36),0.
2015-11-221! ,233 temperature: INFO SetPoint(C),26.0, Chamber(C),28 87 Ambient(C),1.56, L ookupPWM(36),0.
2015-11-221! ,302 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43 Ambient(C),1.56,LookupPWM(35),0.
2015-11-221! ,319 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87 Ambient(C),1.56, L ookupPWM(36),0.
2015-11-221! 341 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43 Ambient(C),1.56, L ookupPWM(36),0.
2015-11-221! 4209 temperature: INFO SetPoint(C),26.0, Chamber(C),28 87 Ambient(C),1.56,LookupPWM(36),0.
2015-11-221! , 448 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43 Ambient(C),1.56, LookupPWM(36),0.

461 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87, Ambient(C),1.56,LookupPWM(3:),0.
480 temperature: INFO SetPoint{C),26.0, Chamber(C),30.43, Ambient(C),1.56,LockupPWM(3:),0.
2015-11-22 15:54:03,556 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87, Ambient(C),1 42, LookupPWM(%2),0.
2015-11-2215: 983 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43, Ambient(C),1.56,LockupPWM(3:),0.
2015-11-2215: 651 temperature: INFO SetPoint{C),26.0, Chamber(C),28.87, Ambient(C),1.42,LookupPWM(3:),0.
2015-11-22 15:57:03,675 temperature: INFO SetPoint(C),26.0,Chamber(C),30.43, Ambient(C),1.70, LookupPWM(%2),0.
2015-11-22 15:5 690 temperature: INFO SetPoint(C),26.0, Chamber(C),28.87, Ambient(C),1.42, LookupPWM(3:),0.
2015-11-2215: 704 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43, Ambient(C),1.70,LockupPWM(3:),0.
2015-11-22 16:00:03,790 temperature: INFO SetPoint(C),26.0,Chamber(C),28.87, Ambient(C),1.27, LookupPWM(%2),0.
2015-11-22 16:01:03,865 temperature: INFO SetPoint(C),26.0, Chamber(C),30.43, Ambient(C),1.70, LookupPWM(%:),0. -
4 1 | +

Save File As... ] l Cancel

4. Click Save File As to save a copy of the log file.

Error Log

1. Select Instrument > Properties to display your system'’s properties.

2. Click Error Log. A list of system logs displays:
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(& Maurice k1008 Logs ==
MName Date Size i
embedded.log 2016-01-14 20:32 4935171

| errerlog 2016-01-14 12:45 1099712
powerup.log 2016-01-14 12:45 13704
Cycle.counter 2016-01-14 11:48 4
UVLedTime.counter 2016-01-14 11:37 12
command.log 2016-01-14 09:15 40711
DeuteriumbLampTime.counter 2016-01-13 16:15 7 3
embedded.log.l 2016-01-11 12:50 8388524
embedded.log.2 2016-01-10 20:18 8388588
embedded.log.3 2016-01-10 04:13 8388551
embedded.log.4 2016-01-09 12:08 8388551
embedded.log.5 2016-01-08 20:02 8388547
stdout.log 2016-01-04 17:29 346740 —
errorlogl 2015-12-1113:24 5242291
selftest.log 2015-12-07 16:41 1224
errorlog.2 2015-12-05 05:14 5242844
temperature.log 2015-11-24 14:31 344786
temperature.log.2015-11-21 2015-11-2215:21 305068
temperature.log.2015-11-20 2015-11-21 15:20 305068
temperature.log.2015-11-19 2015-11-2015:20 626024
temperature.log.2015-11-17 2015-11-18 14:00 305068 -

’ View ] ’ Done

3. Select the error.log you're interested in from the list and click View.
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fi+ Log file: errorlog

[t

2015-12-11 13:24:30,485 - PoolThread-django-2 - cellbio.network.log_exceptions - ERROR - Node:CalibrationTooll{ =
Traceback (most recent call last): I
File "/ust/share/embedded-control/local/lib/python2.7/site-packages/django/core/handlers/base.py”, line 111, i1
response = wrapped_callback(request, *callback_args, **callback_kwargs)
File "/usr/share/embedded- control/local/lib/python2 7/site-packages/cellbio/network/console/kifer/device/calil
hrc = nodes._calibrationToollQ.manifoldVacHighRawCounts() #I DONT THIMK RAW COUNTS IS ACTUALYL WH
File "/usr/share/embedded-control/local/lib/python2.7/site-packages/cellbio/device/kifer/CalibrationToollO. py"
return self._nodeRead( ADRS_MANIFOLD_VACUUM_HIGH, "manifoldVacHighSensor”)
File "/usr/share/embedded- control/local/lib/python2 7/site-packages/cellbio/device/can/BaseMode.py”, line 240
raise NodeError(self._devMame, "Read:"+fieldMame, ERROR_NO_ACK)
MNodeError: Node:CalibrationToollO Cmd:Read:manifoldVacHighSensor, No Ack
2015-12-11 13:24:34,497 - PoolThread-django-7 - cellbio.device.can.CalibrationToollO - ERROR - Read:manifoldVa:
2015-12-11 13:24:34,500 - PoolThread-djange-7 - cellbio.network.log_exceptions - ERROR - Node:CalibrationTooll(
Traceback (most recent call last):
File "fusr/share/embedded-contral/local/lib/pythan2 7/site-packages/django/core/handlers/base.py”, line 111, it
response = wrapped_callbacki{request, *callback_args, **callback_kwargs)
File "/usr/share/embedded-contral/local/lib/pythan2 7/site-packages/cellbio/network/console/kifer/ device/calit
hrc = nodes._calibrationTooll0.manifoldVacHighRawCounts{) #1 DONT THINK RAW COUNTS IS ACTUALYL Wk
File "/usr/share/embedded- control/local/lib/python2.7/site-packages/cellbio/device/kifer/Calibration Tooll0.py"
return self._nodeRead( ADRS_MANIFOLD_VACUUM_HIGH, "manifoldVacHighSensor”)
File "fusr/share/embedded-contral/local/lib/pythan2 7/site-packages/cellbio/device/can/BaseMode.py”, line 240
raise NodeError(self._devMame, "Read:" +fieldMame, _ERROR_MNO_ACK)
NodeError: Node:CalibrationToollO Cmd:Read:manifoldVacHighSensor, No Ack
2015-12-11 13:24:38,509 - PoolThread-django-9 - cellbio.device.can.CalibrationToollO - ERROR - Read:manifoldVa
2015-12-11 13:24:38, 514 - PoolThread-djange-9 - cellbio.network.log_exceptions - ERROR - Node:CalibrationTooll(
Traceback (most recent call last):
File "fusr/share/embedded- contral/local/lib/pythen2 7/site-packages/django/core/handlers/base.py”, line 111, it
response = wrapped_callback{request, *callback_args, **callback_kwargs)
File "fusr/share/embedded-contral/local/lib/pythan2 7/site-packages/cellbio/network/console/kifer/ device/calit
hrc = nodes._calibrationTooll0.manifoldVacHighRawCounts{) #1 DONT THINK RAW COUNTS IS ACTUALYL Wk
File "fusr/share/embedded- contral/local/lib/python2.7/site-packages/cellbio/device/kifer/Calibration Tool10. py"
return self._nodeRead( ADRS_MANIFOLD_VACUUM_HIGH, "manifoldVacHighSensor”)
File "fusr/share/embedded-contral/local/lib/pythan2 7/site-packages/cellbio/device/can/BaseMode.py”, line 240
raise NodeError(self._devMame, "Read:" +fieldMame, _ERROR_MO_ACK)
NodeError: Node:CalibrationToollO Cmd:Read:manifoldVacHighSensor, No Ack
2015-12-11 13:24:42 529 - PoolThread-django-5 - cellbio.device.can.CalibrationToollO - ERROR - Read:manifoldVa
2015-12-11 13:24:42 532 - PoolThread-djange-5 - cellbio.network.log_exceptions - ERROR - Node:CalibrationTooll(
Traceback (most recent call last):
File "fusr/share/embedded-contral/local/lib/pythan2 7/site-packages/django/core/handlers/base.py”, line 111, it
response = wrapped_callbacki{request, *callback_args, **callback_kwargs) S
4| mn | +

Save File As... ] l Cancel

4. Click Save File As to save a copy of the log file.
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Self Test Logs

1. Select Instrument > Properties.

2. Click Test Log. A list of dates each self test was run displays:

. s
© Maurice kfL009 Self Tests [

Test Date Status
2016-02-19_15.58.46 PASSED
2016-02-19_15.46.40 PASSED
2016-02-19_15.3042 FAILED

View ] i Done
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3. Select a test date in the list and click View to see the individual test results:

page 193

-

(< Self test: 2016-02-19_15.58.46_PASSED.txt

Name Start Duration (s.. Result Failure Reason J&
Door Motar 15:58:40 4,017 PASSED
Sample Cooler 15:58:14 21173 PASSED
Sample Coolant Pump 15:58:13 0.004 PASSED
Chamber Heater 15:57:27 45265 PASSED
Chamber Temperature Spec 15:57:26 0.006 PASSED E
Ambient Temperature Spec 15:57:25 0.003 PASSED
Point Detector Light 15:56:37 45295 PASSED
Point Detector Dark 15:56:29 7.243 PASSED W
1 Image Quality 15:56:10 16.155 PASSED |
Filter Wheel Move 15:55:59 9.966 PASSED
Filter Wheel Home 15:55:58 0.221 PASSED
Dark Masters 15:55:57 0.004 PASSED
Camera 15:55:54 1624 PASSED
Vacuum Leak 15:54:27 84.568 PASSED
Unregulated Vac level 15:54:.02 24.053 PASSED
Temp Sensors 15:54.01 0.009 PASSED
Pressure Vent 15:53:39 21491 PASSFD Rl |
Save File As... ] i Cancel l
f Self test: 2016-02-19_15.58.46_PASSED.txt ﬂ
Name Start Duration (s.. Result Failure Reason =
Camera 15:55:54 1624 PASSED
Vacuum Leak 15:54:27 84.568 PASSED
Unregulated Vac level 15:54.02 24.053 PASSED
Temp Sensors 15:54:01 0.009 PASSED
Pressure Vent 15:53:39 21491 PASSED
Pressure Leak 15:52:11 86.997 PASSED
Low Vacuum Function 15:51:49 21.012 PASSED s
D2 Lamp On 15:51:19 28182 PASSED
High Voltage 15:51:08 10.057 PASSED
Temp Sensor Variance 15:51.07 0.053 PASSED
Tray Move 15:49:51 71486 PASSED
Tray Jog 15:49:44 6.935 PASSED =
Tray Home 15:49:42 0.775 PASSED
Tray Encoders 15:49:34 6.597 PASSED
NFC Service 15:49:31 0.000 PASSED
Disk Storage 15:49:30 0.000 PASSED

1

Save File As... | |

Cancel

4. Click Save File As to save a copy of the test log file.
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Command Log

1. Select Instrument > Properties to display your system’s properties.

2. Click Command Log. A list of system commands displays:

E— |
{:: Command Log ﬁ

Date User Name Message Comment =
01/19/2016 2:12 PM Service performUpgrade
01/19/2016 4:38 PM rd Started run: 2016-01-19_16-38-36_Maurice CE-5D...
01/20/2016 &:58 AM rd Started cleanup
01/20/201610:43 AM  rd Started run: cIEF1151219320_KF1004_seal test_co..,
01/20/2016 3:11 PM lpriya Started run: clEF1151219320_KF1004_on board mi...
01/21/2016 10:14 AM  hxu Started run: 2016-01-21_10-14-17_Maurice CE-5D...
01/22/2016 12:57 PM atu Started run: 2016-01-22_12-57-57_Maurice CE-5D...

01/25/2016 &:34 AM bpurandare Started cleanup
01/26/2016 7:44 AM bpurandare Started run: 2016-01-26_07-44-10_6%_test-cartrid...
01/26/201612:22 PM  bpurandare Started cleanup

01/26/2016 1:07 PM ikazakova Started run: C3151201218-MewCondVial-PIN_201...

01/27/2016 9:35 AM ikazakova Started cleanup

01/27/201610:19 AM  ikazakova Started run: C3151218250-NewCondVial-PIN-201...

01/27/2016 5:09 PM ikazakova Stopped run

01/27/2016 513 PM ikazakova Started run; C3151218250-0LDVial-NO_PIN-2016... |

01/28/2016 9:32 AM ikazakova Started cleanup l:
Time 01/27/2016 513 PM User ikazakova
Message Started run: C3151218250-0LDVial-NO_PIN-2016-01-27 17-12-51_24inj-A5AG-Maurice CE-5D5 Assay:
Comment
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Chapter 11:

CE-SDS Data Analysis

Chapter Overview
Analysis Screen Overview
Opening Run Files
How Run Data is Displayed
Viewing Run Data
Data Notifications and Warnings
Checking Your Results
Group Statistics
Copying Results Tables and Graphs
Exporting Run Files
Changing Sample Protein Identification
Changing the Electropherogram View
Closing Run Files
Analysis Settings Overview
Advanced Analysis Settings
Markers Analysis Settings
Peak Fit Analysis Settings
Peak Names Settings
Injection Reports

Importing and Exporting Analysis Settings
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Chapter 11: CE-SDS Data Analysis

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, click the Analysis screen tab:

Batch (m Run Surmmary

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 standards.

Peaks - Shows the tabulated results for sample proteins, internal standards and CE-SDS MW Markers.

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

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 that’s already open.
- Close - Closes the run file currently being viewed.

- Close All - Closes all open run files.

- 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.

- 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 Overview” on page 244 for more information.

- Preferences - Lets you set and save your preferences for data export, graph colors, grouped data and
Twitter settings. See Chapter 13, “Setting Your Preferences” for more information.

View Menu

These View menu options are active:

Instrument  Window
@ | Selected
All

Standards
@ 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.
- Standards - Lets you view data just for the internal standards 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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Opening Run Files

You can open one run file or multiple files at the same time to compare information between runs.

Opening One Run File
1,

2.

Opening Multiple Run Files
1.

2.

Select File in the main menu and click Open Run.

Edit View Instrument Window Help

Open Run
Add Run

Close

Close All

Save

Save As...

Export Tables...
Export Spectra

Injection Report...

Exit

3

3

MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS
2016-01-14_09-53-54_Maurice clEF Ab dilution

3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-5D5

3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-5DS

3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5DS

1151120281 -KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-RERUN-2015-12-04_12-48-18_2015Dec3_QC_plate®l Maurice cIEF
1151120284-KF1007-BP-2015-12-04 11-21-51_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-2015-12-04_12-16-51_2015Dec3_QC_plateAl_Maurice cIEF
KF1007_C1151214314 1% 2015-12-29 14-15-45_cIEF_VialAl_Maurice cIEF

Browse...

ALl L

To open the first run file, select File in the main menu and click Open Run.

Edit View Instrument Window Help

Open Run
Add Run

Close

Close All

Save

Save As...

Export Tables...
Export Spectra

Injection Report...

Exit

3

3

MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS
2016-01-14_09-53-54_Maurice clEF Ab dilution

3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-5D5

3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-5DS

3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5DS

1151120281 -KF1007-BP-2015-12-04_10-17-58_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-RERUN-2015-12-04_12-48-18_2015Dec3_QC_plate®l Maurice cIEF
1151120284-KF1007-BP-2015-12-04 11-21-51_2015Dec3_QC_plateAl_Maurice cIEF
1151120284-KF1007-BP-2015-12-04_12-16-51_2015Dec3_QC_plateAl_Maurice cIEF
KF1007_C1151214314 1% 2015-12-29 14-15-45_cIEF_VialAl_Maurice cIEF

Browse...

ALl L
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A list of the last 10 runs opened will display. Select one of these runs or click Browse to open the Runs
folder and select a different file.

A list of the last 10 runs opened will display. Select one of these runs or click Browse to open the Runs
folder and select a different file.
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3. To open another run file, select File in the main menu and click Add Run.

Edit View Instrument Window Help
Open Run 4 T
Add Run » 3160106286 KF1011 DG 2016-01-15_15-25-52_Maurice CE-SDS
Close 3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-SDS
Close Al 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-SDS
Save Browse...
Save As... A3 Me g 10
BL Me 25
Export Tables... B2 Me E [i} ) .
Export Spectra » B3 Me| = 0
Injection Report... B Me
E5 Me
Bt o | I

4. Alist of CE-SDS runs will display. Select one of these runs or click Browse to open the Runs folder and
select a different file.

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

fler 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5DS, 3160106284 KF1011 DG 2016-01-15_12-42-55_Maurice CE-5D5 - 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.

EE Experiment =0
Injection Sample Location Method
I IgG System Co... Al Methodl
2 Control Ladder A2 Method2
3 Test Ladder A3 Method2
4 1S - Alpha Bl Methodl
5 IS - Frozen P3 B2 Methodl
6 15-T1P3 B3 Methodl
7 15-T2P3 B4 Methodl
8 15-T3P3 B5 Methodl
9 Control Ladder A2 Method2
10 Test Ladder A3 Method2
11 1S - Alpha Bl Methodl
12 IS - Frozen P3 B2 Methodl
13 15-T1P3 B3 Methodl

- To view all columns - Use the scroll bar or click Maximize 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.

|E Experiment = B[ Graph
Injection  Sample Location  Method
1 IgG System Co... AL Methodl 2
2 Control Ladder A2 Mpada E.cl
Method2
3 Test Ladder A3 Sample Load: 20 sec 4600 Volts
4 IS - Alpha Bl M| Separation: 0.1 min 1150 Valts, 0.1 min 3450 Volts, 30.0 min 5750 Volts

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 Warnings” on page 214.

Graph Pane: Electropherogram Data

The Graph pane displays the electropherogram(s) for sample proteins or internal standards depending on
the view options you've selected.

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



page 202 Chapter 11: CE-SDS Data Analysis

You can get more info on graph view options in “Changing the Electropherogram View” on page 226.

ﬁ.‘ i T m‘ Egv =5
8
14 18 Lc NGHC
H
13
12
1 1S-T3P3
18
10
_ 9
2
E 8
o
=
26
5
= A
=T
4
3
2
: | L
P . ~1
1 ‘
00 01 02 03 04 05 06 07 08 05 10 11 12 13 14 15 16 17 18 i 20 21
Relative Migration Time

Peaks Pane: Calculated Results

The Peaks pane shows the tabulated results for your sample proteins or internal standards. Each row in the
table has the individual results for each peak detected in an injection. Results shown will either be for one
injection or multiple injections, samples or standards depending on the view options you're using. Check
out “Viewing Run Data” on page 205 for more info.

]njeclions} =0 |

Injection Sample Peak Time MW (kDa) Height ~ Raw Area Area % Total % Area Width Baseline Resolutior *

e T ——————————————

NOTES:

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

When the Standards view is selected, the information in the Peaks table includes only injection, sample,
peak, time and height. Internal standards the software has identified are marked with an S.

- To view all rows - Use the scroll bar or click Maximize 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 named automatically using the user-defined peak name anal-
ysis parameters. These cells are blank if the software wasn't able to name the peak or if you didn't
enter naming parameters.

Time - Peak detection time (seconds). This is the elapsed time between the start of the separation
and when the peak is detected.

RMT - Relative migration time of the peak to the Internal Standard which has an RMT of 1.0.

MW (kDa) - Displays the relative molecular weight in kDa for sample peaks. MW only displays if you've
run the CE-SDS MW Markers as one of the injections in the run and identified that injection in your
analysis parameters.

Height - The calculated peak height.
Raw Area - Displays the uncorrected peak area.

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 (excluding the Internal
Standard peak). 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.
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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. Each row in the table shows the individual results for the named peaks
detected in each injection.

=08

% Total %Area
Iruactlon Sample NGHC LC 10kDa 20kDa 33kDa 55kDa 103kDa 178kDa 240kDa =
3 CTw T TE T s e T
4 15 - Alpha
5 15 - Frozen P3
] I5-T1p3
7 15-T2P3 8

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

When the Standards view is selected, the information in the Injections table includes only injection, sam-
ple and std 1 (the migration time of the standard peak).

To view all rows - Use the scroll bar or click Maximize 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 MW Marker peak in the run data. Cells for injections in these columns will be blank if
Compass for iCE didn't 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 (default) - Select Area in 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.
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NOTE: The sum of the named peak percentages can be less than 100% if some peaks aren’t named.

=0

| % Total| Area % Area ™
Injection  Sample NGHC 10kDa 20kDa 33kDa 55kDa 103kDa 178kDa 240kDa =
TR s
4 15 - Alpha
5 15 - Frozen P3
6 I5-T1P3
7 15-T2P3 il

- To view % area in the peak name columns - This 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.

=0

% Total Area | %Area| =

Injection  Sample HC NGHC 10kDa 20kDa 33kDa 55kDa 103kDa 178kDa 240kDa H

- .TE;t Ladde, Do IR—

15 - Alpha

15 - Frozen P3

15-T1P3

15-T2P3 g

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 the Internal Standard detected in each injection.

!l-.lmu'!«lh\.u;)—‘

Switching Between Samples and Standards Data Views

Here's how you switch between viewing data for your samples and standards:

- To view sample data - Click Samples in the View bar or select View in the main menu and click
Samples.

File Edit | View | I
" s, ) D)2

- Data in this view is for sample proteins only.

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



page 206 Chapter 11: CE-SDS Data Analysis

- The graph displays electropherograms with a y-axis of Absorbance units (mAU) and an x-axis of
RMT (relative migration time).

«  Results for each protein are shown in the Peaks and Injections panes.

£ WIW Ladider assigned MW Ladder Sol Test 15 final QC 110 ms Maurice CE-505 - Compass for ICE [ 5 |
Fle Edit View bntument Window Help
= sunduds (ZSampies | (5] S 6uch (R Run Summory (EELAayis)
[E Bpuiment = O] Gragh CIE =R
Injection  Samgle Location M Ingection: 4
1 196 fystem Co AL Me] " 15 [T HEHE
2 Control Laddes A2 Me, - HE
3 TestLaddee A3 Me =
[ - Alpha 8 Me
5 5 Frorenp3 B2 M| . L
§ TP ] Me L]
7 5-T2P3 © Me, N
B 5-T3P3 B Me g’
3 ControlLaddes A2 Me]
"] Testladde A3 me E7
n 18- Alpha L] Me 6
12 BeFoebd B2 Me 5
B BN 8 M i
u E-T2P3 B Me 3
FER - 1 5] Me
® ControlLaddes A2 Me] 2
17 Telsdde A Me] 1
B I Alphe Bl Me n_,ﬁj_,
1 BeFoenbd & Me g |/v‘
»  B-ne & Me |
2 5123 ™ el 00 01 02 03 04 05 0§ 07 0f 09 10 11 12 13 14 15 16 17 18 13 20 21 22 23 24 25 2%
2 BT3P 2] Me Rtale Wigrason Time
B Controlladdes A2 Me| o= Srectiors]
A Tetlsdde A3 ue""'"" -
X5 E-Apha B Mef Time MW (kDa) WTotal  %Aws  Width  Baedne  Hesolution
% 15 - Frazen P3 B Me|
7 B-nE & Me
®  Bome [ Me
IS T 8 M
e — v

For information on checking and identifying sample peaks, see “Checking Your Data" on page 139

. To view Internal Standard data - Click Standards in the View bar or select View in the main menu
and click Standardes.

File Edit | View | I
[ St == s |

E

- Datain this view is for analyzing standards only. This is the Internal Standard you add to your sam-
ples during prep.

« The graph displays electropherograms with a y-axis of Absorbance units (mAU) and an x-axis of
time in seconds.
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- TheInternal Standard is identified in the Peaks pane with an S and as Std1 in the Injections pane.

£ WIW Ladider assigned MW Ladder Sol Test 15 final QC 110 ms Maurice CE-505 - Coempass for ICE [ 5 i |
Fde Edt View lnstuenent Window Help

[ESndards) = sammetes |[Z) S Eeutch (1l Run Sy (T Al )

[ Bpeiment = 0| Gragh D=0~ =0

” Test Ladder
1 15 - Alpha
w 15« Frozen B3

Injection  Sample aticn Ingection: §
L usptemcon "
2 Control Ladder =z
3 Tect Ladder
L] 15 - Lipha i
5 B-Fremenrs 10 i ke
L] B-TLP3 £l
7 5-T2P3 g
B 5-TIP3
3 Contrl Ladder g7
W Testbadde 6
n T Alpha 5 5
2 B 5
B B 5
u E-T2P3
pH] 5-T3F3 2
16 Contrel Ladder 1 A
o
a
2

BEEEECZGPRERIERTEERLEREAEREREY
ffFFI TR TFTTTRITEFITTEIRTIZIRFERZZ|O

x B-TLR3
a o128 W 00 W0 0 W0 0 MO M0 W0 100 L0 1X0 .00 LE0 150 1600 LM0 1800 19
2 K-T3R3 T (s4¢)
o Control Laddder (B2 Panls ™. T Che
M Tesladde B Posks ™ B Wjecions
F-3 15 - Alpha Injectica Sample  Peak Timne Height
% 15 - Frazen P3 35 15+ Frozen P3 1 s 40
n B.TIF
kS 5-T2P3
= 5. T3P
[ Pe—— 0

For information on checking and identifying the Internal Standard peak, see “Checking Your Data” on
page 139.
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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.

€ MW tadder assigned MW Ladder Sol Test IS final G 110 ms Maurice CE-SDS - Compass for ICE [ |
File Edit  View | Instrument Window Help

= sunduds (Fsompies | [ S Bt (l Run Sy (D Aty |
Epuinen = 01 Graph - IE[=E)° -0)

Injection  Sample Location  Me| Ingechion: 4

1 19G System Co. AL Mef U 5 [ NGHT

i Comollades A2 me| 4y ke

3 TedtLoddee A3 Me =

4 15- lpha 8 Me

5 5 FrorenP3 B2 M| 1, L

L] E-TP3 B3 Mej "

T 5-T2F3 B Mej 8

B 5.-T3P3 B Me| 25

3 ControlLaddes A2 Me]

"] Testladde A3 me E7

n 15.- Alphs L] Me 6

2 15« Frecen P3 B M 5

B BT ™ e, A

u E-T2P3 B Me| 3

15 15-T3IF3 B Mej

® ControlLaddes A2 Me] 2

17 Telsdde A Me] 1

B b dipha B Me ') J_,

B Befeel & We 2 W

»  B-ne & e |
a B-T208 u el 00 01 02 03 @4 05 06 07 08 0% 18 11 12 13 14 15 1§ 17 18 13 30 21 22 23 24 25 25
u K.T3P3 B3 Mej Ritlatve Migration Time [
Fi Control Ladder A2 Mej T Tjoctions =1
A Tetlsdde A3 Me Bpeus "’nﬂ |
B -Aph ™ Mol Time MW (kDa) WTotal  %Aws  Width  Baedne  Hesolution
% 15 - Frazen P3 B Me|

n B.TF [} M|

®  Bome [ Me

IS T 8 M

[ Pe— — "
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- Tolook at data for specific injections - Hold the Ctrl key and select just the injection rows you want
to view in the Experiment pane. Data for only the injections selected display in the graph and tables.

£ MW Ladder assigned MW Ladder Sal Test IS final © 110 ms Maurice CE-S0S - Compass for iCE [ & i |

= sunduee (E o) (5] 2 D sach (R ey (Aol
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- Tolook at data for sequential injections - Select the first injection row in the Experiment pane that
you want to view, then hold the Shift 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.

5 MW Lacter assigned_ MW Ladder Sal Test IS final G 110 ms Mausice CE-S0% - Compans for ICE [ & i |
= suraves (i) (5 & Do Wonsrmny ()
[Eopwmety, 7O (Eowen ITEE-_--o
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1 g6 System Co. AL Me 0 (-] v 15+ Aigha
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4 15 Alpha B Me T o v
s B-Frozents B2 e ': Nt 15 Frosen 13
& K-TLP} 3 el ; A
7 15-T2P3 ] Me] = M
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To look at data for all injections - Just click View All in the View bar. Data for all injections displays in
the graph and tables.

File Edit | View | Instrument Window

= Standards | = E]

!

Switching Between Single and Multiple Views of Injections

You can switch between displaying run data in a single, per-injection format or a multi-injection format.

To view data per in a per-injection format - Click Single View in the View bar or select View in the
main menu and click Single View.

File Edit | View | Instrument Window

‘=t Standards | 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 you've got chosen.
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+ Shows only results for the selected row(s) in the Peaks and Injections panes.
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- To view data in a multi-injection format - Click View All in the View bar or select View in the main
menu and click Multiple View:

File Edit | View | I
EP— 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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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 select Hide.

w I N i =5 E

Injection Sample Location Me
1 IgG System Co.. Al Me
2 Control Ladder A2 Me
3 Test Ladder A3 Me|
4 1S - Alpha Bl Me|
5 IS - Frozen P3 B2 Me
6 15-T1P3 B3 Me|
7 15-T2P3 B4 Me|
8 15-T3P3 B5 Me|
9 Control Ladder A2 Me
10 Test Ladder X Hide
11 1S - Alpha .
12 IS - Frozen P3

Data for the injections will be hidden in all data views and results tables.
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- To view hidden injections - Select View in the main menu and click Show 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 Me
1 IgG System Co.. Al Me

2 Control Ladder A2 Me
X3 Test Ladder A3 Me
4 1S - Alpha Bl Me|

5 IS - Frozen P3 B2 Me

6 15-T1P3 B3 Me|

7 15-T2P3 B4 Me|

8 15-T3P3 B5 Me|

9 Control Ladder A2 Me

> 10 Test Ladder A3 Me
11 1S - Alpha Bl Me|

12 IS - Frozen P3 B2 Me
13 15-T1P3 B3 Me|

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

Data Notifications and Warnings

If Compass for iCE detects a potential data 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.

3 Test Ladder A3 Me|
| v 4 IS - Alpha Bl Me

5 - Frozen P3 B2 Me|
6 |Peak Fit Manual B3 Me

© Standards warning - This means the Internal Standard may not be identified properly. You
can fix this by manually identifying the standard using the steps in “Step 1: Check Your Internal
Standard” on page 139. Roll your mouse over the icon to display warning details.
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1 1gG2B-R Bl Methodl
12 hSAP IgG-R a Methodl
913 1gG2B-NR D1 Method2
ou hSAP-TaG-NR El Method2

15 | Standards Warning: Low Confidenceldethodl

+/ Manual correction of standards data notification - This means a user changed the stan-
dards data manually. Roll your mouse over the icon to display the type of modification that was
made.

8 15-T3P3 B5 Me|
9 Control Ladder A2 Me
| & 10 Test Ladder A3 Me|
11 1S - Alpha Bl Me|
12 15 - Frozen Pe
13 15-T1P3 B3 Me|

dv  Peak fit warning - Means that a peak can't be fit properly. This can sometimes be caused
when a broad peak is fitted as multiple narrow peaks. 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 Peaks” on page 147. Roll your mouse over the icon to
display warning details.

(46 mAb 25 A3
T AD 750 a7

1 Peak Fit Warning: Too many iterations

9 mAB 230 A2
n mih 75 43

Checking Your Results

Compass for iCE detects your sample protein, CE-SDS MW Markers and Internal Standard peaks and reports
results automatically. But, we always recommend you review and check your data as a good general practice
to make sure your results are accurate. Please see the step by step procedure in “Checking Your Data” on
page 139 to do this. If you see a data warning in the Experiment pane, these steps will also help you identify
and correct any issues.
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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 Settings” on page 271 for more info on setting named peaks up). Statistics for
each protein are also plotted for easy comparison.

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 you've got sample names entered.

a. Go to the Batch screen.

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

" Injections . [, Hi;torﬂ T Noteﬂ | Add ||| Replicate |X Remove F = — O
Sample D Location Method Notes

[ 1 AL Reduced IgG

2 Sample2 A2 Reduced IgG

3 Sample 3 A3 Reduced IgG

4 Sample 4 A4 Reduced IgG

5 Sample5 AS Reduced IgG

6 Sample6 Ab Reduced IgG

7 Sample 7 AT Reduced IgG

8 Sampled AR Reduced IgG

g Sample@ Ag Reduced IgG

10 Sample10 AlD Reduced IgG

11 Sample 11 All Reduced IgG

12 Samplel2 Al2 Reduced IgG

2. Gobackto the Analysis screen. Click View in the main menu and select Grouping.

Instrument  Window
Selected
@ Al

Standards
@ Samples

Grouping

View Region...

Show Hidden

NOTE: To turn Grouping off, select View in the main menu and deselect Grouping.
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Viewing Sample Injection Groups

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

[ Injection Groups g — B8

Sample Method
s Control Ladder (3) Method2
o 15 - Alpha (4) Methodl
s 15 - Frozen P3 (4) Methodl
o I5-T1P3(4) Methodl
o 15-T2P3 (4) Methodl
o 15-T3P3(4) Methodl

IgG System Control Methodl
s Test Ladder (4) Method2

- To expand a group - Click the arrow next to a group to see the individual injections in the group and
reported data for each

EH Injection Groups = =0

Sample Method
s Control Ladder (3) Method2
> 1S - Alpha (4) Methodl
s 15 - Frozen P3 (4) Methodl
> I5-T1P3 (4) Methodl
a4 15-T2P3 (4) Methodl
15-T2P3 Methodl

15-T2P3 Methodl

15-T2P3 Methodl

15-T2P3 Methodl

> 15-T3P3(4) Methodl
IgG System Control Methodl

s Test Ladder (4) Method2

- To expand all groups - Click Expand All (+) in the upper right corner of the pane.
« To collapse all groups - Click Collapse 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.
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Method Groups | L Group Plot | % Total [Area % Area = O
Sample Method Mame Area Std.Dev. HCV SEM =
- 15 - Alpha (4) -
1 15 - Alpha (4)
- 15 - Alpha (4) @I
1 15 - Alpha (4)
> 1S - Frozen P3 (4)
> IS - Frozen P3 (4)
1> 1S - Frozen P3 (4)
[+ 1S - Frozen P3 (4) -

- Todisplay results using area - Click Area in the upper right corner of the pane.

- Todisplay results using % total - Click % Total in 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 - Click % Area in 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

Method Groups| .1 Group Plot | %Total [Area |%Area = O

Sample Method Mame Area Std.Dev. % CV SEM 7
4 IS - Alpha (4) Meethoc, [ e 6 37 S0g

S E|

IS - Alpha

IS - Alpha
> 15 - Alpha )
> 15 - Alpha )
> 15 - Alpha ) -

- To expand all groups - Click Expand All (+) in the upper right corner of the pane.
- To collapse all groups - Click Collapse 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.

ZiE peak Groups [T

Lt Group Plot | % Total [Area |%Area = O |
Sample Method Iihres  StdDev.  %CV SEM HCArea  StdDev.  5CV SEM NGHC:Arez

:
+ Contrl L ) e m s 1 3w o0 00 o,
BRI

1 15 - Alpha (4)
> 1S - Frozen P3 (4)
rI5-TLP3{4)
> I5-T2P3(4)
> I5-T3P3(4)

L 2 . a2 . 86
196 System Control Metoci, [ s [ e e

1 [

v
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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. You'll also get plots that compare
samples using the same method in the run.

“H Peak Groups | Method Groups =7

% Total % Ares
Control Ladder IS - Alpha T
1,750
(I  103KD3| 1500
. 1250
L% Tkl | miic
£ = 20kDa B
< 200 = 750 s
™ 240kDa
100 - = b mLC
33kDa 250 wiic
0 ¥ 55kDa 1
« = w
IS - Frozen P3 IS-T1P3
1.750 1.750
1.500 1500
1250 1250
2 1.000 " HC 2 1.000 " HC
< 750 mis < 70 =i
500 - mic 500 mic
250 = NGHC 250 i i ¥ NGHC
(] ] .
. .
IS-T2P3 IS-T3P3
1.500 2,000
1250 s
3 1.000 =He g mHe
= 750 s = 1.000 s
an mic 500 =c
=t B NGHC ¥ NGHC
(] ]
e .

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 statistical analysis. See "Hiding Injection Data” on page 213 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. Clickin the Peaks or Injections pane.

2. Select one or multiple rows.

3. Select Edit in the main menu and click Copy, or right click on row(s) you selected and click Copy.
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. Select Edit in the main menu and click Copy, or right click in the Graph pane and select Copy.
3. Select an image option (EMF, PNG or PDF) in the pop-up window, then click Copy.

Copy Graph ﬁ

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. Select Edit in the main menu and click Copy, or right click in the Graph pane and select Copy.
3. Select an image option (EMF, PNG or PDF) in the pop-up window, then click Save.
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Copy Graph M

Graph title: 11,12

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

4. Select a directory to save the file to, enter a file name, then click OK.

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. Click File in the main menu and click Export Tables.

2. Select a directory to save the files to and click OK. Data will be exported in .txt format.

page 221

NOTE: To exclude export of standards data or export results table data in .csv format, see “Setting Data
Export Options” on page 379.

Exporting Raw Sample Electropherogram Data

To export raw sample plot and background data:

1. Click File in the main menu and click Export Spectra.
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Open Run
Add Run

Close

Close All

Save

Save As...

Export Tables...
Export Spectra

Injection Report...

Exit

3

3

Edit View Instrument Window Help

= B[ Graph

Location Me ]
Al Me| 14
A2 Me 11
A3 Me
Bl Me| 2
B2 Me: il

Text Format...

Andi Format...
B3 Ve Z
2 Mmef| E

- .. L

- To export data in .txt format - Select Text Format. Data will be exported in one file for all injec-

tions.

- To export data in .cdf format - Select Andi Format. Data will be exported in one file per injec-

tion.

2. Select a directory to save the files to and click OK. Data 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. Click Show Samples in the View bar.
2. (lick Single View in the View bar.

3. (lickonthe row in the experiment pane that has the injection you want to correct, then click the Graph

tab.

- Toremove a peak from the data - Right click the peak in the electropherogram or Peaks table
and select Remove 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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R S8 A el
110
13
e 157
11 T
Sample 1
0 10
g 121
58 1
=
E7
@
=]
@
=
5 5
3
< 4
E 1.00
¥ 152
2 v
1 ﬂ 145 }\ 177 198
v v
0
Zoom Qut
7! Remove Peak
D1 00 0.1 02 0.3 04 05 06 07 0.8 09 10 11 12 13 14 | X Hide 21 22
Relative Migration Time Add Peak
Peaks ™~_EE Iruaction;] Add Baseline Point =8
Remove Baseline Point
Injection Sample Peak Name Time RMT Height  Raw Area Area % Total o ution
ear...
10 Sample 1 1 685.0 0997 21 83 1208
10 Sample 1 2 8335 124 79 434 5203 310 Copy... Ctrl+C 269

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

tion was made.

Injection Sample Location  Method
1 Samplel Al Methodl

2 Samplel Al Methodl

3 Samplel Al Methodl

4 Samplel Al Methodl

5 Samplel Al Methodl

4] Samplel Al Methodl

7 Samplel Al Methodl

8 Samplel Al Methodl

9 Samplel Al Methodl

L/ 10 Samplel Al Methodl
11 Samplel Al Methodl

- To add an unidentified peak to the data - Right click the peak in the electropherogram or
peaks table and select Add 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.
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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 and select Clear for the current injection or Clear All
for all injections in the batch.

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. Click Show Samples in the View bar.
2. Click Single View in the View bar.

3. Clickon 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 and select Hide. Compass for iCE will hide
the peak data in the results tables.

= S0 A el
4
15 LC NGHC
4 e
13
12
11 15 - Alpha
14
10
— 9
2
E 8
o
=
26
5
= 3
e
4
3
=
1
A Zoom Qut
01r ——
1 Remove Peak
X  Hide
00 01 02 03 04 05 06 07 08 08 Nl vy B 17 18 18 20 21 22 23 24 25 28
Add Peak
3 Peaks 7 Injections| AAdd Baseline Point =5
Enjeclmn Sample Peak Time ESSE e rea % Total % Area Width Baseline Reselution
Clear...
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5. Toview hidden peak data, click View in the main menu and click Show Hidden. Hidden peak data will
display in the results table and be marked with an X.

ﬂi i T B | = Qv =5
4
LC NGHC
4 H
13
12
11 15 - Alpha
14
10
9
5
E:
=
=
86
S
=
o= 15
s v
B
=
1
& ~
= —t
4 I/\A
a0 01 02 03 04 05 06 07 08 03 10 11 12 130 a1 16 17 18 1% 20 21 22 23 24 25 26
Relative Migration Time
]n)r:clluns] =
lnjeclmn Sample Peak Time RMT MW (kDa) Height  Raw Area Area % Total % Area Width Baseline Resclution

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

Changing Peak Names for Sample Data

If Compass for iCE did not automatically name a sample protein peak, you can do it manually.
1. Click Show Samples in the View bar.
2. Click Single View in the View bar.

3. Click on the row in the experiment pane that has the sample you want to correct, then click the Graph
pane.
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4. Right click the peak in the electropherogram or Peaks table and click Name, then 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.

|1 Graph TE=Qr- -0
14
14
13
63.28
12 v
1 IS - Alpha
10 2461 “
v
-~ 9
E
E 3
e 7
£
86 55.39)
=] Y
5 5
4 WtﬂD Zoom Out
3 Remove Peak
2 X  Hide
: Name HC
. A Add Peak NGHC
d = Add Baseline Point Lc
! Remove Baseline Point 15
00 01 02 03 04 05 06 07 08 09 10 11 12 13 14 15 Gl 77 73 7Z& 25 2§
Relative Migration Time
Copy... Crl+C
fasmn T B =

NOTE: For details on how to specify peak name settings, see “Peak Names Settings” on page 271.

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
Graph Options
Stack the Plots
Overlay the Plots

&
E
=
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Autoscaling the Electropherogram

Click the Auto Scale button to scale the y-axis to the largest peak in the electropherogram.

L Graph Be =2~ =0

2 Auto Scale
6 ==
WEkr 10 Mkr20  Mkr33 Mkr 55 Mkr 103 Mkr 178

Mkr 240

w

Absorbance (mAU)
na

0.0 0.1 02 03 04 05 06 07 [Tk} 03 10 1) 12 13 14 15 16 17 18 et 20 21 A7 23 24 25 26
Relative Migration Time

Click the Auto Scale button again to return to default scaling.

(1 Graph Ig =0~ -¢

2
o Mkr10  Mkr20  Mkr33 Wkr 55 Wkr 103 Mir 178
Wkr 240
13
12
11 ‘
2
10 i
= 9 H
2
N :
37 H
2
i i
z i
i i
= i
4 H
3 i
2 1‘ i
1 |
01r I ‘A e e
00 01 02z 03 04 05 06 D07 08 09 10 11 12 13 14 15 16 17 1B 189 20 21 22 23 24 25 26
Relative Migration Time

Customizing the Data Display

You can customize electropherogram peak labels, plot labels and display options. To do this, just select the
Graph Options button.
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l

. roph TE =0 -
M x
14
13 [] =7 Matching Peak Names
o 63‘.'28 [T ¥ Peak Names
1 ¥ Peak Values
10 2461
g i 7] 4 Fitted Pesks
2 2 [7] /v Baseline Fit
= [T =2 Grid Lines
=
55 5539 Plot Label
5 v Sample
@
5
2 . 1000 [ Method
b [#]Injection
3 = Exposure
2
: 1
0ir —~
5
0.0 0.1 02 03 04 05 06 07 08 09 10 11 12 13 14 15 16 17 18 149 20 21 22 23 24 25 26
Relative Migration Time

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 lines through each named peak. Using
this option with Stack the Plots or Overlay the Plots features is helpful for visually comparing your
named peaks across multiple injections.
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g TEE—" 0
14,111,118
= 15 LC MNGHC
Ew i IS - Alpha
P ﬂ ‘ 4
=]
=
= |
@
Ed o | — ﬂ JL |
2
En 15 - Alpha
@ 111
g
=
85
S
g . |
< 1/ —_—
2
En 15 - Alpha
@ 18
g
2
85
S
5 . I
< —
00 0.1 02 03 04 05 06 07 08 03 10 11 12 13 14 15 16 17 18 19 20 2.1 2o 23 24 25 26
Relative Migration Time

- 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.

g TEE—" 0
4
14
13
HC
12 x
11 15 - Alpha
14
0 Lo
v
= 2
2
E 8
o
=
86 NGHG
S v
=
ES
: :
3
2
1
& ~
= —t
-1 \/\A
00 0.1 02 03 04 05 06 07 08 03 10 11 12 13 14 15 16 17 18 19 20 2.1 2o 23 24 25 26
Relative Migration Time

- 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.

[ mh TEE-""5
12
14
13
12
1
12
10
9
2
£ B
=
=
S 10.00
S v
= 4
=4
4
3
2
' |
A . A
-1 ‘
00 [N 02 03 04 05 06 07 08 0.9 10 11 12 i3 1.4 15 16 1l 1.8 19 20 21 22 23 24 25 286
Relative Migration Time

Baseline and Grid Options

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

4l Fitted Peaks
b Baseline Fit
Grid Lines

- Fitted peaks - Checking this box displays how the peaks were fit by the software. For CE-SDS runs,
the software uses Gaussian fit by default.

NOTE: This option is only available for sample data.
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IT&EE-~"0
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HC laG System Cortrol
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NGH
v
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00 0.1 02 03 04 05 06 07 08
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Relative Migration Time

- 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.

s Graph IEE-""°5
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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. For CE-SDS data this
value will be 0.0 seconds.

+ Injection - Checking this box displays the injection number. For example, |4 for injection 4 in the run.
Here's 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. Click Single View.

2. Select multiple injection rows in the Experiment pane.

3. Click the Stack the Plots button. 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 Overlay” 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. Click Single View.
2. Select multiple injection rows in the Experiment pane.

3. C(lickthe Overlay the Plots button. 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 Overlay” 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 click Zoom 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:
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A check mark next to the menu option indicates it's 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. To view this you'll need to select Auto Scale in the Graph pane tool bar.
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- Sample Background - Clicking this option displays the basic detector values used to calculate base-
line absorbance. To view this you'll need to select Auto Scale in the Graph pane tool bar.
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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.
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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 option:s.
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- 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.
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- 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 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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1. Click the Graph Options button in the graph pane toolbar and check Baseline Points. This will display
baseline points for the raw sample data.

2. Use the mouse to draw a box around the area you want to correct. This will zoom in on the area.

3. Right click a baseline point and select Add Baseline Point or Remove Baseline Point.
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NOTE: To clear the manual addition or removal of baseline points and go back to the original view of the
data, right click in the electropherogram and click Clear All.

Selecting the Graph X-axis Range

The RMT (relative migration time) range used for the x-axis can be changed. Just select View in the main
menu and click View Region.

=+ View Region M

Range
() Analysis @ Full ) Custom

Lower:| 0.0 | Upper:| 26 |

[ ok |[ Concer |
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- Analysis sets the x-axis range of the electropherogram to what is selected in the Peak Fit range set-
tings. To view or change these analysis settings, go to Edit > Analysis and click Peak Fit in the left
sidebar. In this example, the lower and upper range settings are 0.9 and 2.5.
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- Full displays the entire separation in the electropherogram. This is the default setting. In this example
the lower and upper range settings are 0 and 2.6.
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- Custom lets you manually enter the lower and upper range settings to display in the electrophero-
gram. In this example the lower and upper range settings are 0.9 and 2.0.
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NOTE: You can change the default x-axis range that Compass for iCE uses. Go to "Advanced Analysis Set-

tings” on page 246 for more info.

Closing Run Files

If more than one run file is open, you can close just one file or all the open files at the same time.

«  To close one run file - In the Experiment pane, click on one of the sample rows in the file. Then click
File from the main menu and click Close.

- To close all open run files - Select File from the main menu and click Close All.
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Analysis Settings Overview

Compass for iCE has many analysis features and settings that you can change to enhance your run data.

Select Edit in the main menu and click Analysis. If more than one run file is open, select the run file you
want to view settings for from the list:

View Instrument Window Help

Cut Ctrl+X
Copy Ctrl+C
= 5k
Paste Ctrl+V % F& Graph
e =z 0
Analysis 3 MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-5DS...
Preferences 3160106283 KF1011 DG 2016-01-14_18-50-33_Maurice CE-5DS...

This opens the Analysis window:

o+ Analysis: MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS =
[ type filter text 1 Advanced Py iy w
| Advanced |

Markers Analysis Settings Analysis Settings: Advanced

Beak kit Advanced Standards

Peak Names
Peak Width 20
Allowable Drift 100

Apply Default:
’Advanced =

Apply Override:

Apply To Settings

Import... ] ’ Export... ] 0K ] ’ Cancel ] i Apply i
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To move between pages in the window, click on an option in the left sidebar.
- Advanced - Lets you customize analysis settings for the Internal Standard.

- Markers - Lets you customize the Internal Standard migration time, and the molecular weight and
RMT Compass for iCE uses to identify your CE-SDS MW Markers.

- Peak Fit - Lets you customize peak fit settings for sample data.

- Peak Names - Lets you enter custom naming settings for sample proteins and have Compass for iCE
automatically label the peaks in the run data.

On all pages in the Analysis window:

«  Click Import to import an analysis settings file. Go to “Importing Analysis Settings” on page 283 to
learn how to do this.

« Click Export to export the current analysis settings file. Go to “Exporting Analysis Settings” on
page 283 to learn how to do this.

- Click Apply to apply changes to the run file and update results in real time.
- Click OK to save changes to the run file and exit.

« Click Cancel to exit without saving changes.
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Advanced Analysis Settings

This page lets you view and change analysis settings for the Internal Standard data. Select Edit in the main
menu and click Analysis, then click Advanced in the left sidebar:

NOTE: Settings can be changed in batches before you start the run, or in run files once they're completed. If
you make analysis settings changes to an executing run, they won't be saved to the final run file.

(& Analysis: MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS b | B s
type filter text . Advanced Py iy w
|Advanced|

Markers Analysis Settings Analysis Settings: Advanced

Peak it Advanced Standards

Peak Mames
Peak Width 20
Allowable Drift 100

Apply Default:
’Adva nced =

Apply Override:

Apply To Settings

Import.. | [ Eport.. | ok || cancel |[  appy |

Internal Standard Settings

- Peak Width - The approximate width (at full width half max) used to filter out absorbance artifacts
which improves recognition of standards.

- Allowable Drift - The distance the Internal Standard is expected to move compared to the entered
number of seconds on the Markers page. This setting helps with recognition of the Internal Standard.
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Advanced Analysis Settings Groups

Advanced analysis settings are saved as a group, and you can create multiple settings groups. Specific group
settings can be applied to methods, injections, sample names or other attributes in the run data.

NOTES:

We recommend using the Compass for iCE default values for advanced analysis settings. These settings
are included in the default Advanced group.

Analysis settings are run-file specific. But, settings can be imported or exported for use with other run files.
See “Importing and Exporting Analysis Settings” on page 283 for more info.

Analysis groups are displayed in the analysis settings box:

Analysis Settings

| Advanced

Add Remove
The Advanced group shown contains the Compass for iCE default analysis settings. You can make changes

to this group and create new groups. To view settings for a group, click on the group name.

Creating a New Analysis Group

1. Select Edit > Analysis, and select Advanced in the left sidebar.

2. (Click Add under the analysis settings box. A new group will be created:

Analysis Settings

Advanced
Advanced 2

Add ] ’ Remove

3. Clickon the new group and enter a new name.
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Analysis Settings

Advanced
Product Al

[ Add || Remove |

4. Change the settings in the Standards box as needed.

Analysis Settings: Product A

Standards

Peak Width 10
Allowable Drift 50

5. To use the new group as the default analysis settings for the run data, click the arrow in the drop down

list next to Apply Default, then click the new group from the list. Analysis settings in the new group will
then be applied to the run data.

Apply Default:

| Advanced |
Advanced

Apply To Settings

6. Click OK to save changes.

Changing the Default Analysis Group
1. Select Edit > Analysis, and select Advanced in the left sidebar.

2. Click the arrow in the drop down list next to Apply Default, then click a new default group from the list.
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3.

Apply Default:
| Advanced |
Advanced

Apply To Settings

Click OK to save changes. Analysis settings in the group selected will be applied to the run data.

Modifying an Analysis Group

1.
2.

Select Edit > Analysis, and select Advanced in the left sidebar.

Click on the group in the analysis settings box you want to modify.

Analysis Settings

Advanced
Product Al

[ Add || Remove |

Change the settings in the Standards box as needed.

Analysis Settings: Product A
Standards
Peak Width 10

Allowable Drift 50

Click OK to save changes. The new analysis settings will be applied to the run data.

Deleting an Analysis Group

1.
2.

Select Edit > Analysis, and select Advanced in the left sidebar.

Click on the group in the analysis settings box you want to delete and click Remove.
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Analysis Settings

Advanced
Product Al

Add ] ’ Rermove

3. Click OK to save changes.

Applying Analysis Groups to Specific Run Data

1. Select Edit > Analysis, and select Advanced in the left sidebar.

2. Click on the group in the analysis settings box you want to apply to specific run data.

Analysis Settings

Advanced
Product Al

[ Add || Remove |

3. Application of analysis groups to specific run data is done in the override box. Click Add under the over-
ride box. A default override data set will be created from sample information found in the run file.

Apply Override:
Apply To Settings
Methodl Product A

Remove

4. Click the cell in the Apply To column, then click the down arrow.

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



Advanced Analysis Settings

Apply Override:
Apply To Settings
Methodl - Product A
Method2 B

IgG System Control
Control Ladder L
Test Ladder 5
15 - Alpha

IS - Frozen P3
15-T1P3

15-T2P3

15-T3P3

Al

a2 -

Remove
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5. Select an option from the drop down list. This applies the settings group selected to specific run data as

follows:

- Methods - All methods in the run file display in the list. Selecting a method applies the group

settings to all injections that used that method.

- Sample names - All sample names in the run file display in the list, otherwise the default name
of Sample shows. Selecting a sample name applies the group settings to all injections that used

that sample name.

- Wells or vials - All well or vial numbers used in the run display in the list. Selecting a well/vial
number applies the group settings to all injections that used that well/vial.

- Custom settings - Lets you choose specific injections to apply the group settings to. When you
select this in the list, a pop-up box displays to let you enter a specific injection number or range

of injections:

fier Custom Settings

i

Enter injection descriptor

Examples:

3,5-10

Injection 3, and inject
G6+8+10

Injections 6, 8, and 10

ions 5 through 10

OK

Cancel

6. If you need to change the analysis group used for a data set, click the cell in the Settings column and

click the down arrow. Select a group from the drop down list.
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Apply Override:
Apply To Settings
15 - Alpha Product & -
Product A
’ Add ] ’ Remove ]

7. Repeat the previous steps to apply other groups to specific run data.
8. Toremove a data set, click on its cell in the Apply To column, then click Remove.

9. C(lick OK to save changes.

Markers Analysis Settings

This page lets you select the injection for your CE-SDS MW Markers, enter a list of molecular weights and
RMTs for each marker peak, and set the expected migration time of the Internal Standard for all injections.
Select Edit in the main menu and click Analysis, then click Markers in the left sidebar.

NOTE: Settings can be changed in the batch default analysis before you start the run, or in run files once
they're completed. If you make analysis settings changes to an executing run, they won't be saved to the
final run file.
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(& MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS - Compass for iCE [E=EE™
type filter text . Markers (A= e R
Advanced
| Markers | Analysis Settings Markers
Beak kit Standards Internal Standard Time 750 Seconds
Peak Names
Markers Injection
MW RMT
10 1
Eenis 0115
a3 13
Apply Default: i 15
’S o 103 18
tandas Y s 215
Apply Override: 240 22
Apply To Settings
Import... ] ’ Export... ] 0K ] ’ Cancel ] [ Apply
Markers Settings

- Internal Standard Time - The approximate migration time (in seconds) of the Internal Standard. This
is applied to all injections.

Changing the Injection Used for the CE-SDS MW Markers

You can use known markers to calculate molecular weights of your unknown sample proteins. You can
select the injection you ran your CE-SDS MW Markers in, or opt to not use one.

NOTE: When the markers injection is set to no markers, the molecular weight for sample proteins in the
run isn't displayed.
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To change the markers injection:
1. Select Edit > Analysis, and select Markers in the left sidebar.

2. (lick the arrow in the drop down list next to Markers Injection, then select an injection number or no
markers from the list.

Markers Injection

no markers [

1
MW RMT

2
10 1 3
20 115 ;
33 13 M
5515 7
103 18 & e
178 215 2

10
240 2.2 11
12
13
14
15
16
17
18
19

E ﬁ .emove

22 -

Compass for iCE will use the data in the selected injection to calculate molecular weights for sample
proteins in the run data using the information in the table. If no markers is selected, Compass for iCE
doesn't display molecular weight for sample proteins.

Standards Analysis Settings Groups

Standards settings are saved as a group, and you can create multiple settings groups. Specific group settings
can be applied to methods, injections, sample names or other attributes in the run data.

NOTES:
We recommend using the Compass for iCE default values. These settings are included in the default Stan-
dards group.

Analysis settings are run-file specific. But, settings can be imported or exported for use with other run files.
For more information see “lmporting and Exporting Analysis Settings” on page 283.

Standards groups are displayed in the analysis settings box:
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Analysis Settings

Standards

The Standards group shown uses the Compass for iCE default settings. You can make changes to this group
and create new groups. To view settings for a group, click on the group name.

Creating a New Standards Group

1. Select Edit > Analysis, and select Markers in the left sidebar.

2. Click Add under the analysis settings box. A new group will be created:

Analysis Settings

Standards
Standards 2

[ Add ] ’ Remove

3. (lick on the new group and enter a new name.

Analysis Settings

Standards

’ Add ] ’ Remove

4. Change the Internal Standard time as needed.

Markers

Internal Standard Time 750 Seconds

5. Click the arrow in the drop down list next to Markers Injection, then click an injection number or no

markers from the list.
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Markers Injection

no markers [

1
MW RMT

2
10 1 3
20 115 ;
33 13 M
5515 7
103 18 & e
178 215 2

10
240 2.2 11
12
13
14
15
16
17
18
19

E ﬁ .emove

22 -

Compass for iCE will use the data in the selected injection to recalculate molecular weights for sample
proteins in the run data using the information in the table. If no markers is selected, Compass for iCE
doesn't display molecular weight for sample proteins.

6. If amarkers injection was selected, the default Maurice CE-SDS MW Markers molecular weights and rela-
tive migration time (RMT) values are already populated in the table. If you'd like to use these values, skip
to the next step. If you're using different markers, here’s how to change the values:

a. Clickin the first cell in the MW column in the table and enter the molecular weight (in kDa) for the
marker.

Markers Injection

MW RMT
15| 1
0 115
3 13
55 15
103 18
178 215
0 22

[ Add || Remove |

b. Click in the first cell in the RMT column and enter a value for the marker.
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Markers Injection

MW RMT
ST |

0 115
33 13
5515
103 18
178 215
40 22

[ Add || Remove |

NOTE: Marker peak positions are relative to each other. Only the difference in RMT is used to help identify
them. When entering marker peak information for the first time, review the marker data in the Analysis
screen to find the correct peak RMT.

C. Repeat the steps above for the remaining markers in the table.
- To add another marker - Click Add under the table, then change the information in the new
row.
- To remove a marker - Select its row and click Remove.

7. To use the new group as the default settings for the run, click the arrow in the drop down list next to
Apply Default, then click the new group in the list. The settings in the new group will then be applied to
the run data.

Analysis Settings

Standards
Mew Standards

’ Add ” Remove ]
Apply Default:
| standards |
Standards

8. (Click OK to save changes.
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Changing the Default Standards Group
1. Select Edit > Analysis, and click Markers in the left sidebar.

2. Click the arrow in the drop down list next to Apply Default, then select a new default group from the list.

Analysis Settings

Standards
Mew Standards

’ Add ” Remove ]
Apply Default:
| standards |
Standards

3. Click OK to save changes. Analysis settings in the group selected will be applied to the run data.

Modifying a Standards Group

1. Select Edit > Analysis, and click Markers in the left sidebar.

2. Clickon the group in the analysis settings box you want to modify.

Analysis Settings

Standards

[ 4dd [ Remove |

3. Change the marker info as needed as in “Creating a New Standards Group” on page 255.

4. Click OK to save changes. The new analysis settings will be applied to the run data.

Deleting a Standards Group

1. Select Edit > Analysis, and click Markers in the left sidebar.

2. Click on the group in the analysis settings box you want to delete and click Remove.
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Analysis Settings

Mew Standards

Add ] ’ Rermove

3. Click OK to save changes.

Applying Standards Groups to Specific Run Data

1. Select Edit > Analysis, and select Markers in the left sidebar.

2. Click on the group in the analysis settings box you want to apply to specific run data.

Analysis Settings

Standards

[ 4dd

| [ Remove_]

page 259

3. Application of standards groups to specific run data is done in the override box. Click Add under the
override box. A default override data set will be created from sample information found in the run file.

Apply Override:

Apply To
Methodl

Settings
Mew Standards

4. Click the cell in the Apply To column, then click the down arrow.
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Apply Override:
Apply To Settings
Methodl ~ New Standards
Method2 B

IgG System Control
Control Ladder L
Test Ladder 5
15 - Alpha

IS - Frozen P3
15-T1P3

15-T2P3

15-T3P3

Al

Az -

Remove
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5. Select an option from the drop down list. This applies the settings group selected to specific run data as

follows:

Methods - All methods in the run file display in the list. Selecting a method applies the group
settings to all injections that used that method.

Sample names - All sample names in the run file display in the list, otherwise the default name
of Sample shows. Selecting a sample name applies the group settings to all injections that used
that sample name.

Wells or vials - All well or vial numbers used in the run display in the list. Selecting a well/vial
number applies the group settings to all injections that used that well/vial.

Custom settings - Lets you choose specific injections to apply the group settings to. When you
select this in the list, a pop-up box displays to let you enter a specific injection number or range
of injections:

fier Custom Settings

i

Enter injection descriptor

Examples:
3,5-10

Injection 3, and injections 5 through 10

G6+8+10

Injections 6, 8, and 10

OK

Cancel

6. If you need to change the analysis group used for a data set, click the cell in the Settings column and

click the down arrow. Select a group from the drop down list.

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



Peak Fit Analysis Settings page 261

Apply Override:
Apply To Settings
A2 Mew Standards =
New Standards
’ Add ] ’ Remove ]

7. Repeat the previous steps to apply other groups to specific run data.
8. Toremove a data set, click on its cell in the Apply To column, then click Remove.

9. (lick OK to save changes.

Peak Fit Analysis Settings

This page lets you view and change peak fit settings for sample data. Select Edit in the main menu and click
Analysis, then click Peak Fit in the left sidebar:
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NOTE: Settings can be changed in the batch default analysis before you start the run, or in run files once
they're completed. If you make analysis settings changes to an executing run, they won't be saved to the
final run file.

(& Analysis: MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS = [ B ez
Peak Fit Sy v w
Advanced
Markers Analysis Settings Analysis Settings: Peak Fit
Reak it Peak Fit Range
Peak Names
Minimum 0.9
Maximum 3.2
View () Analysis @ Full
Baseline
sl Threshold 20
Window 1000
Apply Default:
Stiffness 1.0
[Peak Fit -
Peak Find
Apply Override: saern
Threshold 15.0
Apply To Settings
Width 350
Area Calculation Dropped Lines
Import... ] ’ Export... ] 0K ] ’ Cancel ] [ Apply ]

Range Settings
+ Minimum - The RMT value below which peaks won't be identified. This value is also used as the
default lower RMT range for data displayed in the electropherogram.

« Maximum - The RMT value above which peaks won't be identified. This value is also used as the
default upper RMT range for data displayed in the electropherogram.

- View - Sets the default range to either Full or Analysis for the electropherogram x-axis range in the
View Region window (select View in the main menu and click View Region).
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f+ View Region ﬁ
Range
() Analysis @ Full ) Custom
Lower: | oo Upper: | 25
[ 0K J ’ Cancel ]

Analysis sets the x-axis range of the electropherogram to the Peak Fit range minimum and max-
imum settings in the electropherogram.

Full displays the entire separation range of the run data in the electropherogram. This is the
default setting.

Baseline Settings

Threshold - The variance, or roughness, in a baseline data segment below which a point is called part
of the baseline.

Window - How long baseline data segments are expected to be in pixels. Shorter segments let the
baseline follow plateau sections of the signal.

Stiffness - The amount the baseline is allowed to vary from a straight line. Settings between 0.1 and
1.0 make the baseline fit closer to a straight line. Settings from 1.0 to 10.0 will make the baseline fit fol-
low the data more closely.

Peak Find Settings

Threshold - The minimum signal to noise ratio required for a peak to be identified. A setting of 1.0 will
detect many peaks, a setting of 10.0 will detect fewer peaks.

Width - The approximate peak width (at full width half max) in pixels used to detect peaks. The mini-
mum value for this setting is 3.0. Larger widths help eliminate the detection of shoulder and noise
peaks.

Area Calculation - Two fits are used, either Gaussian Fit or Dropped Lines. These settings can be
changed before or after the run is finished.

For CE-SDS applications, peak area is calculated using Dropped Lines by default. This type of area
calculation is also often called the perpendicular drop method. This is the preferred method
when peaks overlap or are close to each other. It draws two vertical lines from the left and right
bounds of the peak down to the x-axis and then measures the total area bounded by the signal
curve, the x-axis (y=0 line), and the two vertical lines.
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« This next view is of the same data using Gaussian fit instead:
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Peak Fit Analysis Settings Groups

Peak fit settings are saved as a group, and you can create multiple settings groups. Specific group settings
can then be applied to methods, injections, sample names or other attributes in the run data.
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NOTES:

We recommend using the Compass for iCE default values for peak fit analysis settings. These settings are
included in the default Peak Fit group.

Analysis settings are run-file specific. But, settings can be imported or exported for use with other run files.
For more information see “Importing and Exporting Analysis Settings” on page 283.

Peak fit groups are displayed in the analysis settings box:

Analysis Settings

Peak Fit

The Peak Fit group shown contains the Compass for iCE default analysis settings. You can make changes to
this group and create new groups. To view settings for a group, click on the group name.

Creating a New Peak Fit Group

1. Select Edit > Analysis, and select Peak Fit in the left sidebar.

2. Click Add under the analysis settings box. A new group will be created:

Analysis Settings

Peak Fit
Peak Fit 2

Add ] ’ Remove

3. (lick on the new group and enter a new name.

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



page 266 Chapter 11: CE-SDS Data Analysis

Analysis Settings

Peak Fit
Product A

[ Add || Remove |

4. Change the settings in the range, baseline or peak find boxes as needed.

Analysis Settings: Product A

Range

Minimum 09
Maximum 25

View () Analysis @ Full
Baseline

Threshold 2.0
Window W
Stiffness 0.7

Peak Find

Threshold 150
Width 1500

Area Calculation Dropped Lines

5. To use the new group as the default peak fit settings for the run file data, click the arrow in the drop
down list next to Apply Default, then click the new group from the list. Peak fit settings in the new group
will then be applied to the run data.

Apply Default:

= 2

Peak Fit

Apply To Settings
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6. Click OK to save changes.

Changing the Default Peak Fit Group
1. Select Edit > Analysis, and select Peak Fit in the left sidebar.

2. Click the arrow in the drop down list next to Apply Default, then click a new default group from the list.

Apply Default:
| Peak Fit |
Peak Fit

Apply To Settings

3. Click OK to save changes. Peak fit settings in the group selected will be applied to the run data.

Modifying a Peak Fit Group

1. Select Edit > Analysis, and click Peak Fit in the left sidebar.

2. Click on the group in the analysis settings box you want to modify.

Analysis Settings

Peak Fit
Product Al

[ Add || Remove |

3. Change the settings in the range, baseline or peak find boxes as needed.
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Analysis Settings: Product A

Range

Minimum 049
Maximum 25

View () Analysis @ Full
Baseline

Threshold 2.0
Window 100.0
Stiffness 0.7

Peak Find

Threshold 15.0
Width 1500
Area Calculation

4. Click OK to save changes. The new peak fit settings will be applied to the run data.

Deleting a Peak Fit Group

1. Select Edit > Analysis, and select Peak Fit in the left sidebar.

2. (lick on the group in the analysis settings box you want to delete and click Remove.

Analysis Settings

Peak Fit
Product Al

Add ] ’ Rermove

3. (lick OK to save changes.

Applying Peak Fit Groups to Specific Run Data
1. Select Edit > Analysis, and select Peak Fit in the left sidebar.

2. Click on the group in the analysis settings box you want to apply to specific run data.
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Analysis Settings

Peak Fit
Product Al

[ Add

| (remore ]

page 269

3. Application of analysis groups to specific run data is done in the override box. Click Add under the over-
ride box. A default override data set will be created from sample information found in the run file.

4. Click the cell in the Apply To column, then click the down arrow.

Apply Override:
Apply To Settings
Methodl Product A

Apply Override:

Remove

Apply To
Methodl

Method2

Control Ladder
Test Ladder

15 - Alpha

IS - Frozen P3
15-T1P3
L{IS-T2P3
15-T3P3

Al

A2

IgG System Control

Settings
= Product A

-

Remove

5. Select an option from the drop down list. This applies the settings group selected to specific run data as

follows:

« Methods - All methods in the run file display in the list. Selecting a method applies the group
settings to all injections that used that method.

- Sample names - All sample names in the run file display in the list, otherwise the default name
of Sample shows. Selecting a sample name applies the group settings to all injections that used

that sample name.
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+ Wells or vials - All well or vial numbers used in the run display in the list. Selecting a well/vial
number applies the group settings to all injections that used that well/vial.

- Custom settings - Lets you choose specific injections to apply the group settings to. When you
select this in the list, a pop-up box displays to let you enter a specific injection number or range
of injections:

fier Custom Settings M

Enter injection descriptor

Examples:

3,5-10

Injection 3, and injections 5 through 10
G6+8+10

Injections 6, 8, and 10

6. If you need to change the analysis group used for a data set, click the cell in the Settings column and
click the down arrow. Select a group from the drop down list.

Apply Override:
Apply To Settings
15-T1P3 Product A -
Product A
’ Add ] ’ Remove ]

7. Repeat the previous steps to apply other groups to specific run data.
8. Toremove a data set, click on its cell in the Apply To column, then click Remove.

9. (lick OK to save changes.
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Peak Names Settings

This page lets you view and change custom naming settings for sample proteins. Select Edit in the main
menu and click Analysis, then click Peak Names in the left sidebar.

NOTE: Settings can be changed in the batch default analysis before you start the run, or in run files once
they're completed. If you make analysis settings changes to an executing run, they won't be saved to the

final run file.

=+ Analysis: MW ladder assigned_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS =
type filter text Peak Mames L=l 4 -
Advanced
Markers Analysis Settings Analysis Settings: Internal Standard
Peak Fit
| Peak Mames| otemalSianiad MName RMT Color Range
————————— =/ IgG-NR
15 i 10
e .
MW ladder
Add ] ’ Rermove
Apply Settings
Apply To Settings
All Internal Standard
Methodl IgG-Red
Method2 MW ladder
Rermove
Import... ] ’ Export... ] 0K ] ’ Cancel ] [ Apply ]

Peak Names Analysis Settings Groups

Peak name settings are saved as a group, and you can create multiple settings groups. Specific group set-

tings can be applied to methods, injections, sample names or other attributes in the run data.
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NOTE: Analysis settings are run-file specific. But, settings can be imported or exported for use with other
run files. For more information see “‘Importing and Exporting Analysis Settings” on page 283.

Peak name groups are displayed in the analysis settings box:

Analysis Settings

Internal Standard
IgG-NR

IgG-Red

MW ladder

[ Add || Remove |

There aren't any Compass for iCE default settings groups, but you can make changes to groups you've cre-

ated and create new groups. To view settings for a group, click on the group name in the analysis settings
box.

Creating a Peak Names Group

1. Select Edit > Analysis, and select Peak Names in the left sidebar.

2. (Click Add under the analysis settings box.

Analysis Settings
Peak Names 1
Add ] ’ Remove
3. Enter a new name for the group.
Analysis Settings
ig|
Add ] ’ Remove
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4. Clickin the first cell in the Name column in the analysis settings peak table and enter a sample protein
name.

Analysis Settings: IgG

MName RMT Color Range
2 I o:

e

5. Clickin the first cell in the RMT column and enter the relative migration time for the sample protein.

Analysis Settings: IgG

MName RMT Color Range
HC I o:

6. Clickin the first cell in the Color column, then click the button.

Analysis Settings: IgG

MName RMT Color Range
HC 155 B o1[.] 01
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The color selection box displays:

Color
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Define Custom Cal

7. The color you pick is used to identify the sample protein peak in the Peaks and Injections panes in the

Analysis screen. Click a color or define a custom color and click OK. The color selection will update in the
table:

Analysis Settings: IgG

MName RMT Color Range

HC 155 e oa

8. Clickin the first cell in the Range column.

Analysis Settings: IgG

MName RMT Color Range

HC 155 T

9. Enter a % range for the RMT entered. Compass for iCE will automatically name peaks found within this
percent of the RMT. For example, if the RMT entered is 2 and a 10% range is used, all peaks with RMTs
between 1.8 and 2.2 will be identified with this peak name and color.

10. To add another sample protein, click Add under the peak table. Repeat the previous steps for other sam-
ple proteins. In this example, three proteins were entered:
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Analysis Settings: IgG

MName RMT Color Range
HC 1.5 e 1w
NGHC 15 B
LC 12 10

To remove a sample protein, select its row and click Remove.

11. Click OK to save changes.

Modifying a Peak Names Group

1. Select Edit > Analysis, then click Peak Names in the left sidebar.

2. Click on the group in the analysis settings box you want to modify.

Analysis Settings

Internal Standard
lgG-INF]
IgG-Red

MW ladder

[ Add || Remove |

3. Change the information in the analysis settings peak table as described in “Creating a Peak Names
Group” on page 272.

4. Click OK to save changes.

Deleting a Peak Names Group

1. Select Edit > Analysis, then click Peak Names in the left sidebar.

2. Click on the group in the analysis settings box you want to delete and click Remove.

Analysis Settings

Internal Standard
lgG-INF]
IgG-Red

MW ladder

Add ] ’ Remove

3. (lick OK to save changes.

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



page 276 Chapter 11: CE-SDS Data Analysis

Applying Peak Names Groups to Run Data

1. Select Edit > Analysis, then click Peak Names in the options list.

2. Click on the group in the analysis settings box you want to apply to specific run data.

Analysis Settings
IgG
IgG2

[ Add || Remove |

3. Application of peak names groups to specific run data is done in the apply settings box. A default data
set automatically gets created whenever you create a new group and it's applied to all injections in the
run. You can either modify the default group or click Add under the box to create a new one.

Apply Settings
Apply To Settings
All IgG
All IgG2
’ Add ] ’ Remove ]

4. Click the cell in the Apply To column, then click the down arrow.

Apply Settings
Apply To Settings
Methodl - IgG
All G2

Method2

IgG Systern Control|_
Control Ladder i
Test Ladder

15 - Alpha

IS - Frozen P3
L{IS-T1P3

15-T2P3

5-T3P3 Remove

Al -

5. Select an option from the drop down list. This applies the peak names group selected to specific run
data as follows:
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-+ All- Selecting this applies peak names group settings to all injections.

- Methods - All methods in the run file display in the list. Selecting a method applies the group
settings to all injections that used that method.

- Sample names - All sample names in the run file display in the list, otherwise the default name
of Sample shows. Selecting a sample name applies the group settings to all injections that used
that sample name.

- Wells or vials - All well or vial numbers used in the run display in the list. Selecting a well/vial
number applies the group settings to all injections that used that well/vial.

- Custom settings - Lets you choose specific injections to apply the group settings to. When you

select this in the list, a pop-up box displays to let you enter a specific injection number or range
of injections:

fier Custom Settings ﬁ

Enter injection descriptor

Examples:

3,5-10

Injection 3, and injections 5 through 10
G6+8+10

Injections 6, 8, and 10

6. If you need to change the peak names group used for a data set, click the cell in the Settings column
and click the down arrow. Select a group from the drop down list.

Apply Settings
Apply To Settings
Methodl IgG -
All IgG
’ Add ] ’ Remove ]

7. Repeat the previous steps to apply other groups to specific run data.
8. Toremove a data set, click on its cell in the Apply To column, then click Remove.

9. (lick OK to save changes. Named peaks will be identified with a peak name label in the electrophero-
gram and color-coded in the Peaks and Injections panes:
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Injection Reports

You can export PDF files of the raw and analyzed data, IV plot, peaks table, sample and system info for indi-
vidual or all injections in a run file. You can also export the run history with all analysis events.

1. Click File > Open Run and select a run file.

2. If you want reports for all injections, skip to the next step. If you only want reports for certain injections,
in the Experiment pane:

- To select sequential injections: Select the first injection, then hold the Shift key and select the
last injection you want a report for. This selects all rows between the two injections.

- To select specific injections: Hold the Ctrl key and select just the injections you want reports
for.

3. Select File from the main menu in either screen and click Injection Report.
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Edit View Instrument

Close

Close All

Save

Save As...

Export Tables...
Export Spectra 3

Injection Report...

Exit

Open Run 3
Add Run 3

4. Inthe Injection Reports window:

d. Choose either Selected injections or All injections.

e. Select the Analysis log checkbox if you want a run history report with all analysis events.

page 279

f. The report name defaults to the run file name. If you want to change it, type in the Report Name

box to make updates.

g. Click OK.

{:+ Injections Report

s

Run: 78664 P3 IS 2015-11-30_16-49-49_MW Ladder Sol Test IS

() All injections (29)

Report Narme:

Location: C:\Users\User\Documents\Compass for iCE\Runs

final QC 110 ms Maurice CE-5DS

(@) Selected injections (1) Analysis log

Browse...

78664 P3 15 2015-11-30_16-49-49_MW Ladder 5ol Test IS final QC 110 ms Maurice CE-5D5

[ ok ][ cancel

l

5. The Injection Report PDF(s) are exported to the Runs folder in the Compass for iCE directory. They'll be
in a folder with the report name used in the prior step. When the reports are done, the folder opens for

you automatically.
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Organize =

Include in library

Share with » Burn MNew folder

ﬁ Favorites

P Links

4 | My Documents
. Add-in Express
. Adobe
. Clients
4 i Compass foriCE
. Batches
. New Batches
4} Runs

. 2015-12-06_15-13-01_Maurice cIEF_Mabll_TechR
|, 78664 P31S 2015-11-30_16-49-49_MW Ladder Sol*

* | Name

=1 78664 P3 15 2015-11-30_16-49-49_MW La...
=1 78664 P3 15 2015-11-30_16-49-49_MW La...
1_: 78664 P3 15 2015-11-30_16-49-43_MW La...
=1 78664 P3 1S 2015-11-30_16-49-49_MW La...
=1 78664 P3 1S 2015-11-30_16-49-49_MW La...
"1 78664 P3 1S 2015-11-30_16-49-49_MW La...
"1 78664 P3 1S 2015-11-30_16-49-49_MW La...
=1 78664 P3 1S 2015-11-30_16-49-49_MW La...
=1 78664 P3 1S 2015-11-30_16-49-49_MW La...
=1 78664 P3 1S 2015-11-30_16-49-49_MW La...
"1 78664 P3 1S 2015-11-30_16-49-49_MW La...

Example Analysis and Injection Report

Date modified

1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM
1/20/2016 1:51 PM

Type Size

Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...
Adobe Acrobat D...

35KB
225KB
262 KB
263 KB
226 KB
226 KB
226 KB
226 KB
225KB
264 KB
263 KB

Run 78664 P3 IS 2015-11-30_16-49-49_MW Ladder Sol Test IS final QC 110 ms Maurice CE-SDS

Analysis Log

Date

LUser Name

Message

117302015 4.50 PM

1210172015 11718 AM

CE-SDS Assay: MW Ladder Sol Test IS final OC 110 ms Maurice CE-SDS batch
Saved analysis changes

Started run: 78664 P3 1S 2015-11-30_16.49-49_MW Ladder Sol Test IS final QC 110 ms Maurice

Added Peak Names Apply Settings "apply Intermnal Standard to all®

Added Peak Names Apply Setiings "apply 19G-Red to Method 1~

Added Peak Names Apply Settings "apply MW ladder to Method2™

Added Peak Names Group Intemnal Standard

Protein nama: IS RMT: 1.0 Color: 32512 Range: 10.0

Added Peak Names Group 19G-NR

Protein name: IgG RMT: 2 25 Color: 32512 Range: 10.0

Protein name: NG-lgG RMT: 218 Color: 32512 Range: 10.0

Protein name: frag1 RMT: 2 13 Color: 32512 Range: 10.0

Protein name: frag2 RMT: 2.07 Color: 32512 Range: 10.0

Protein name: frag3 RMT 2.0 Color: 32512 Range. 10.0

Protein name: fragd RMT- 1.85 Color 32512 Range: 10.0

Protein name: fragh RMT: 1.92 Color- 32512 Range: 10.0

Protein name: fragh RMT: 1.77 Caolor: 32512 Range: 10.0

Protein name: frag? RMT: 1.72 Color: 32512 Range: 10.0

Protein name: frag8 RMT: 1.57 Color: 32512 Range: 10.0

Profein name: fragh RMT: 1.5 Color: 32512 Range: 10.0

Protein name: frag10 RMT: 1.22 Color 32512 Range: 10.0

Added Peak Names Group lgG-Red

Protein name: HC RMT: 1.55 Color: 32512 Range: 10.0

Protein name: NGHC RMT: 1.5 Color: 32512 Range: 10.0

Protein name: LC RMT: 1.2 Color: 32512 Range: 10.0

Added Peak Names Group MW ladder

Created:  Thu 316 PM Feb 25, 2016

c

ampass for ICEX

Created By: User

Computer. JRichards

Ladder aesigrad MW Ladder Sol Tast 15 final OC 110 ms Maurice CE-SDS mby
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Injection 4: IS - Alpha

Unaligned Data Current
25 5
12.5 i
g 100 _ 2°“1
£ 75 §-15-1
. ; £
§ 50 E 101
25 2
] A 51
0.0 V‘ |
; ; - ; - . T, TSN, WS, S — I
0 250 500 750 1,000 1,250 1,500 0 500 1,000 1,500
Time (seconds) Time (Seconds)
Aligned Data
HC
125
s Lc
% 10.0
E 75 NGH
g 5.0 Is
2 25 : A
0.0 — V— ~
-2.5

00 01 02 03 04 05 06 07 08 08 10 11

Relative Migration Time

12 13 14 156 16 1.7 18 18 20 21

Peaks
Peak Name Time RMT |MW (kDa)| Height | Raw Area | Area | %Total | %Area (Width| Baseline Resolution
1 IS 727.0 |(0.997 (10.00 35 7 2984 1000 |7.2 0.4
2 Lc B81.8 [1.209 |2461 92 762 BE3.7T|30.7 307 91 0.4 1121
3 NGHC 1096.3 |1.503 |55.39 52 458 417.7(14.9 14.9 9.3 0.4 13.72
4 HC 1130.4 |1.550 |63.27 116 1731 1530.|54.4 544 155 |04 1.61

Created: Thu 1:56 PM Feb 25, 2016  Created By: User

CAUsersWsenD ompass for iC
CE-SDS.mbz
Computer: JRichards
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Injection 4: IS - Alpha

Sample Information

Chapter 11: CE-SDS Data Analysis

Sample ID IS - Alpha

Location Plate Well B1

Batch Name 78664 P3 1S 2015-11-30_16-49-49_MW Ladder Sol Test IS final QC 110 ms Maurice CE-
SDs

Run Started Mon 4:50 PM Nov 30, 2015 CST

Run Ci d Tue 10:04 AM Dec 1, 2015 CST

Reinjection No

Injection Conditions

Focus Period 1 1150V for 0.1 min
Focus Period 2 3450V for 0.1 min
Focus Period 3 5750V for 25.0 min
Sample Load 20 sec 4600 Volts
Tray Temperature

Maurice Settings
Model Maurice 5.
Instrument SIN KF0ODO8
Software Version 1.0.15, Build 1D: 0222
Firmware Version 2.0.2015.11.13.18.34.39 f6fbaald
Tray Type 48 vials
Cartridge Type CE-SDS
Carfridge S/N 3151010185
Cartridge Expiration Oct 2016
Injections Remaining 3

Created: Thu 1:58 PM Feb 25, 2016

Created By: User

C:ilUsersilseriDy
CE-SDS.mbz
Computer: JRichards

ompass for iC]
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Importing and Exporting Analysis Settings

The analysis settings in a run file can be exported as a separate file. This allows the same analysis settings to
be imported into other batches or run files at a later time, rather than you having to re-enter them manually.

Importing Analysis Settings

NOTE: Importing an analysis settings file populates the settings in all analysis pages.

1. Open the run file or batch you want to import analysis settings to.
Select Edit in the main menu and click Default Analysis (Batch screen) or Analysis (Analysis screen).

Click Import on any page.

oW N

Select a settings file (*.settings) and click OK. The imported settings will display in all analysis pages.

Exporting Analysis Settings

NOTE: Exporting an analysis settings file exports the settings in all analysis pages.

1. Open the run file or batch you want to export analysis settings from.
2. Select Edit in the main menu and click Default Analysis (Batch screen) or Analysis (Analysis screen).

3. Click Export on any page. The following window displays:
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& Export Analysis Settings =
QQ [0+ MyDocuments » Compass foriCE » Runs » = [ 3] [ Search funs 2|
Organize » New folder g= - (7]
[l Favorites + Name - Date modified Type Size

# Links

1 2015-12-06_15-13-01_Maurice clEF_Mabll_TechRep_Report  1/17/2016 &:46 PM File folder
| 78664 P3 15 2015-11-30_16-49-49_MW Ladder Sol Test IS fin...  1/20/2016 1:51 PM File folder

£| My Documents
| Add-in Express
|| Adobe
I\ Clients
|\ CompassforiCE
|| Batches
|\ New Batches
| Runs
|| 2015-12-06_15-13-01_Maurice cIEF_M
1 78664 P3 15 2015-11-30_16-49-49_MW| _

~ i ] »

[ZENEL Mg G Maurice CE-SDS settings)

Save as type: | Analysis Settings (".settings) -

 Hide Folders Save

4. The default directory is Compass for iCE/Runs. Change the directory if needed.

5. Enter a file name and click Save. The settings will be saved as a *.settings file.
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