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Introduction 1

CloudConnect for PeakView’ Software 2.2 is a companion application installed within the PeakView"
Software. It is used to migrate data to and results from a cloud storage solution supported by
OneOmics™ Suite Powered by SCIEX Cloud. Supported cloud storage solutions include the Data
Store, a SCIEX Cloud storage solution, and the Illlumina BaseSpace Sequence Hub.

In addition, CloudConnect allows the user to perform the following tasks:

» Inspection of peak groups within SWATH" Acquisition data files processed by the Proteomics
and Metabolomics apps in the OneOmics™ Suite

» Definition of retention time calibration peptides within an ion library for use in the Proteomics
app in the OneOmics™ Suite

User Guide CloudConnect
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About the User Interface 7

After CloudConnect is installed, the application menu is available from the PeakView" Software
menu bar. The CloudConnect menu manages all of the functionality of the application.

Figure 2-1 CloudConnect Main Menu

aN PeakView _ O w0
File Edit Show Graph Process | CloudConnect | Bio Tool Kt Window  Help
= ﬁ —J APl Instrument - Logaff

Impornt

Download

Upload

CloudConnect Options...
Open SCIEX Cloud...

Log In to OneOmics' Suite

Use this procedure to log in to user account in the OneOmics™ Suite Powered by SCIEX Cloud.

1. Click CloudConnect > Login.

CloudConnect User Guide
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About the User Interface

Figure 2-2 Login Dialog

AN Login *

O Login to SOEX Cloud

Authentication URL:
Enter SCIEX Cloua URL . = - o~ -
User name:

Enter your usér name

Password:
Enter possword
[ cancel
2. In the Authentication URL field, type https://oneomics.sciexcloud.com.

Note: This authentication URL is automatically filled in the next time that the user logs in.

3. Type the User name and Password for the OneOmics™ Suite account.
4. Click OK.
User Guide

CloudConnect
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Configure the Data Destination 3

Follow this procedure to configure the data storage option. Select whether to store data in the
SCIEX Cloud Data Store or in the lllumina BaseSpace Sequence Hub.

1. Click CloudConnect > CloudConnect Options.

Figure 3-1 CloudConnect Options Dialog

CloudConnect Options n

Data Destination:
SCIEX Clowd

[[] use Aggressive Upload Optimization

Check this to use more CPU and memory rescurces
for the upload process. If the option is disabled/
grayed out, your computer has too little memary or
CPU cores for the aggressive upload. Do not check if
you have low internet upload speeds.

ok | [ Cancel |

2. For Data Destination, select one of the following options:

« SCIEX Cloud: To use SCIEX Cloud, that is, the Data Store in OneOmics™ Suite, for
data storage. Refer to SCIEX Cloud.

» BaseSpace: To use the lllumina BaseSpace Sequence Hub for data storage. Refer to
lllumina BaseSpace Sequence Hub.

3. (Optional) Select the Use Aggressive Upload Optimization check box.

This option provides faster upload speeds, but uses more computer resources.

Note: If the computer has only one logical core or a total memory of less than or equal to
three GB, then the check box cannot be selected.

Note: This option is not user-specific. The selection persists until the User Aggressive
Upload Optimization check box is cleared. When the check box is cleared, the upload
size reverts to 5 MB, but the maximum number of threads used for uploading remains at
20 until the CloudConnect Uploader service is restarted (Start > Run > Services.msc).

4. Click OK.

CloudConnect User Guide
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SCIEX Cloud 4

Data Files

Users can upload data files. Files can be uploaded from a network drive or from any type of
removable@ media, such as a USB drive. Files can also be uploaded from the active session in the
PeakView Software.

Note: When uploading from removable media, make sure that the media is accessible until the
upload is complete.

Users can upload files to a shared folder if they have the required read and write access to the
target folder.

Note: Before uploading data files, configure the data storage option. Refer to Configure the Data
Destination.

Upload Data Files to the SCIEX Cloud Data Store

Use this procedure to upload data files, such as wiff, fasta, ion library, and RNA-Seq files, to the
Data Store.

This feature is not available if the CloudConnect Uploader Service, which is installed with
CloudConnect, is not responding. Refer to Troubleshooting.

Tip! To organize files and folders, follow these guidelines:

» Before uploading files, plan how they will be organized. Files and folders cannot be moved
or renamed after they are uploaded.

» Make sure that the file names of the files being uploaded are valid. File names can contain
alphanumeric characters, plus the following special characters: @ . () - _

« Limit the number of files in a folder to less than 1,000, to avoid long load and search times.
 If the group contains more than one user, then create a separate folder for each user.

» In the folder for each user, create a folder to store uploads and results.

User Guide CloudConnect
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SCIEX Cloud

1. Click CloudConnect > Upload > Upload files.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2 to 4 of Log In to OneOmics™ Suite and then return to this
procedure.

Figure 4-1 Open Dialog

AN Open X
« 3> ~ 4 » ThisPC » DATA(D:) » Data » Studyl v O Search Studyl =]
Organize + Mew folder == [ @
~
Name Date modified Type Size "

3 Quick access

|| Water 1.wiff WIFF File
& OneDrive || water 2.wiff WIFF File
[ This pC || Water 3.wiff '\"::IFF F?|E
|| Water d.wiff WIFF File
= Backup (G) || Water 3.wiff WIFF File
| | Young AA T.wiff WIFF File
= My Passport (H) [ Voung AA 2.wiff WIFF File
= Regular (F) | | Young AA 3.wiff WIFF File
| | Young AA d.wiff WIFF File ’
¥ Network [ Young AA S.wiff WIFF File 3,830 KB| o
< >
File name: | "Young AL Swiff" "Young AA T.wiff" "Young AA 2.wiff" "Young £ ~ | Wiff Files (".wiff) ~

Note: By default, files of type Wiff Files (*.wiff) are shown. To upload other file types,
select All files (*.*).

2. Browse to and select the files to be uploaded, and then click Open.

Figure 4-2 Upload to SCIEX Cloud Dialog

4] Getting Started | [ MewFolder..
Proteomics
Multi-omics
Metabolomics
4 TKI-Resistance Analysis
2020)ul10-TKI-Resistance-Ex
2020)ul0-TKI-Resistance-Asb
Jul 16 - Training Results

Files to upload (5 files): l:__h
M D:\Data\StudyT\Young A4 1.wifi

@ D:\Data\StudyT\Young AA Zwiff
M DAData\Study1\Young AA 3.wiff

ok | [ cancel |

CloudConnect User Guide
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SCIEX Cloud

3. Select the destination folder, and then click OK.

Tip! To create a new folder, click New Folder. Folder names can contain alphanumeric
characters and the following special characters: @ * ()-_=[] ~$%;"',!

The Upload Queue And Status dialog opens, showing the progress of the upload. Refer to
Show the Upload Queue.

4. Click OK.

The Upload Queue And Status dialog closes. The uploads continue in the background.

Upload the Active Data Files to the SCIEX Cloud Data Store

Prerequisites

¢ Open samples in the PeakView’ Software. Refer to the PeakView~ Reference Guide.

1. Click CloudConnect > Upload > Upload Active Wiff files.

Tip! If the user is not logged in to OneOmics' Suite, then this menu command is not
available. Complete steps 2 to 4 of Log In to OneOmics™" Suite and then return to this
procedure.

Figure 4-3 Upload to SCIEX Cloud Dialog
|

4 Getting Started [ NewFoder— |
Proteomics —
Multi-omics
Metabolomics

4 TKI-Resistance Analysis
2020Jul10-TKI-Resistance-Ex
20200ul10-TKI-Resistance-Ash

Jul 16 - Training Results

Files to upload (1 files): ['?

M D:\Data\Studyl\Young A4 1.wiff

ok | [ cencel |

2. Select the destination folder and the File to upload, and then click OK.

Tip! To create a new folder, click New Folder. Folder names can contain alphanumeric
characters and the following special characters: @ * ()-_=[] ~$%;",!

User Guide CloudConnect
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SCIEX Cloud

3. (Optional) Click the Remove from the list icon to the left of the file name in the Files to
upload list to remove a file from the upload job.

4, (Optional) Click the Add files to upload icon to the right of the Files to upload list to add
extra files, such as ion library files, to the upload job.

5. Click OK.

The Upload Queue And Status dialog opens, showing the progress of the upload. Refer to
Show the Upload Queue.

6. Click OK.

The Upload Queue And Status dialog closes. The upload continues in the background.

Results Files

Note: Before working with results files, configure the data storage option. Refer to Configure the
Data Destination.

Download a Session File

Follow this procedure to download the extraction results for a SWATH® Acquisition from the
Proteomics or Metabolomics apps.

1. Click CloudConnect > Download > Load Session.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2to 4 of Log In to OneOmics™ Suite and then return to this
procedure.

Note: The menu item is not available if a session is already open in the PeakView”
Software.

CloudConnect User Guide
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SCIEX Cloud

Figure 4-4 Download from SCIEX Cloud Dialog

N Download fram SCIEX Cloud - o ®

TKI-Resistance Analysis
F] Jul 16 - Training Results

CDK 4 SWATH-ExcludeModified Peptides - Ex
NIST Plasma Pos SWATH - Extraction
NIST Plasma Neg SWATH - Extraction
CDK 4 SWATH-ExcludeModified Peptides - Ex - Ash
NIST Plasma Neg SWATH - Extraction - Asb
NIST Plasma Pos SWATH - Extraction - Asb

GP-CCBuil-Jul28_UploadTest

Selected File:

Normal 3wiff.qresult
Normal 4wiff.qresult
Normal 5.wiff.qresult

[ High TAG Zwiff.gresult
SRM 1950 2wiff.qresult

: Download Cancel |

2. Browse to and select the results file to be downloaded, and then click Download.

The session file is downloaded to a temporary location on the local computer and then
opened in CloudConnect. The software prompts the user to associate a data (wiff) file with
the results file.

Figure 4-5 SWATH™ Processing Dialog

SWATH™ Processing >

File /home/app/High TAG 2wiff could not be found.
Please locate the file.

Note: If the data files are not available, then download them to the local computer from
the Data Store.

3. Click OK.

User Guide CloudConnect
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SCIEX Cloud

Figure 4-6 Open Dialog

N Open X
T « DATA(D:) » Data v O Search o
Organize v New folder =~ 1 @
s SYSTEM (C) Lol Name . Date modified Type Size ~
? = DATA (D) | High TAG 1.wiff NIFF File 3,880 KB
a= Regular (F) | High TAG 2.wiff WIFF File 3,880 KB
== Backup (G:) _| High TAG 3.wiff NIFF File 3,880 KB
s My Passport (H:] ] High TAG 4.wiff NVIFF File 3,880 KB
== BiosUpdate (\\st High TAG 5.wiff NIFF File 3,880 KB
| N | 1.wiff NVIFF File 3,880 KB
o SERVICE (V) J ormal 1.wi i
|| Normal 2.wiff WIFF File 3,880 KB
== SXRECOVERY ) . - -
m | Normal 3.wiff WIFF File 3,880 KB
== VE Test Data (\\s ¥ | Ml eeat A TS MIAAN 4174 ARE aarT P ~ non v et
File name: | EPTRFXGFANE w| | Wiff Files (*wiff) v

4, Browse to and select the required data file, and then click Open.

Figure 4-7 Session File
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The user can interact with the tabulated results to show the chromatographic and spectral
data.

Note: For metabolomics results, metabolite information is shown. For proteomics results,
protein and peptide information is shown.

CloudConnect User Guide
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SCIEX Cloud

lon Libraries

CloudConnect can download and open large protein or peptide ion libraries. These libraries contain
protein, peptide, and peptide fragment information. The libraries can be revised and uploaded for
use in OneOmics™ Suite.

Note: lon libraries can also be extracted from results files, edited, and then uploaded for use in
OneOmics™ Suite.

Note: lon library functionality applies to protein results only.

Note: Before working with ion libraries, configure the data storage option. Refer to Configure the
Data Destination.

View and Edit an lon Library

1. Click CloudConnect > Download > Load lon Library.

Note: The menu item is not available if a session is already open in the PeakView”
Software.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2to 4 of Log In to OneOmics™ Suite and then return to this
procedure.

Figure 4-8 Download from SCIEX Cloud Dialog

iN Download from SCIEX Claud - [m] >
F Getting Started
Proteomics
Mutti-omics

Metabolomics
Tkl-Resistance Analysis

Selected File:

CDK4 Protein ID - WT.group

CDK 4 - ITRAQ - Excludes biomods.group
CDE4 - Protein 1D - GT1Agroup

CDK4 - Protein ID - CTOT.group

Download Cancel

User Guide CloudConnect
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SCIEX Cloud

2. Browse to and select the destination folder and a library file (group or txt), and then click
Download.

Figure 4-9 Import Settings Dialog

Impert Settings o

Maximum Mumber of Proteins to Import 12EI‘Il
&7 Do not import shared peptides
Sample Type

For labeled workflows. selectthe label type ofthe library to import
Use the "Convert Sample Type To" field to convert this library to another label type.

Select sample type:

Unlabeled w
[ Convert Sample Type To

Unlabeled

QK Cancel

Note: For txt libraries, the Maximum Number of Proteins to Import field is unavailable.
This field is only available for ProteinPilot™ Software group files.

3. Specify the import settings.

Table 4-1 Import Settings

Field Description

Maximum Specify the maximum number of proteins to be imported.
Number of
Proteins to
Import

Do not import |Select to exclude shared peptides from the import.
shared
peptides

Sample Type

Note: Labeled workflows are not available for OneOmics™ Suite.

4. Click OK.
After the library is loaded, the software prompts for the data files.

5. If the SWATH" Acquisition data files are available on the computer, browse to and select
them, and then click OK. Otherwise, click Cancel.

CloudConnect User Guide
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SCIEX Cloud

If the data files are available, then the user can view the alignment of chromatographic
peaks between the data files and the ion library. If the data files are not available, then the
user can still view the library file, but without the associated sample data.

6.

7.
a.
b.
c.
d.

(Optional) Make changes to the ion library, as required:

Exclude a protein by clearing the check box beside the protein.
Exclude a peptide by clearing the check box beside the peptide.

Limit the number of peptides shown for each protein in the Processing Settings dialog.

Tip! To open this dialog, click Processing Settings.

Increase or decrease the number of transitions shown for each peptide in the Processing
Settings dialog.

Build a retention time calibration protein by selecting each peptide to be used as a

calibration peptide and then clicking E:i (Add RT-Cal). Refer to Add Retention Time
Calibration Peptides to the lon Library.

(Optional) If the library has been changed, then upload it by following these steps:

Click Upload.

Figure 4-10 Name lon Library Dialog

Mame lon Library u

lon Library Name: |

Cancel

Specify a name for the library, and then click OK.

Browse to and select the destination folder, and then click OK.

The Upload Queue And Status dialog opens. Refer to Show the Upload Queue.
Click OK.

Upload the Current Session lon Library File to SCIEX Cloud

Prerequisites

¢ Open alocal orimported session file in the PeakView” Software. Refer to Download a Session
File or Load a Local Session.

1. Click the Upload button.

User Guide CloudConnect
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SCIEX Cloud

Figure 4-11 Name lon Library Dialog

Mame lon Library =)

Ien Library Name: |

Cancel

2. Type the name of the library in the lon Library Name field.

This name is used as the library name in the SCIEX Cloud.

Note: Only use legal characters. Otherwise, the OK button is not available. A txt extension
is automatically added by the system if the extension is not provided.

3. Click OK.

Figure 4-12 Upload to SCIEX Cloud Dialog

4 Getting Started New Folder...
Prateomics
Multi-omics
Metabolomics
4 TKI-Resistance Analysis
20200ul10-TKI-Resistance-Ex
2020Ml10-TKI-Resistance-Ash
Jul 16 - Training Results

N T B L T AL T L TR, Ny

Files to upload (5 files): [I-__“
i D-\Data\StudyliYou ng A4 Twiff
@ DA\Dara\Studyl\Young AL 2wiff
@ D\Data\StudyViYoung A4 3.wiff

QK Cancel

4, Select the destination folder, and then click OK.

Tip! To create a new folder, click New Folder. Folder names can contain alphanumeric
characters and the following special characters: @ * ()-_=[] ~$%;",!

The Upload Queue And Status dialog opens, showing the progress of the upload. Refer to
Show the Upload Queue.

5. Click OK.

CloudConnect User Guide
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SCIEX Cloud

The Upload Queue And Status dialog closes. The uploads continue in the background.

Add Retention Time Calibration Peptides to the lon Library

CloudConnect can download and open large protein or peptide ion libraries. These libraries contain
protein, peptide, and peptide fragment information. Each peptide has an associated expected
retention time. Because of variations in the LC system configuration and chromatographic gradient
lengths, the same peptide might be detected at different retention times. During the cloud
processing, the calibration peptides are used to correct the retention times of all other peptides of
interest. CloudConnect allows the user to create a calibration protein by adding calibration peptides.
If the Use RT calibration protein option is selected on the Extract page in the Proteomics app,
then the Extractor automatically recalibrates the data when the calibration peptides are found.

. . . . . AT |
1. In the Peptides table, select each peptide to be used for calibration, and then click &5 (Add
RT-Cal).
A Retention time calibration protein is added as the first entry in the Protein Table. The
peptides of this protein are the chosen peptide calibrants.
2. To view and generate the calibration fit, click &2 (Edit-RT Cal).
The 'Edit Retention Time Calibration' dialog opens. The peptides selected in step 1 are
shown in the Calibration Peptides table.
Figure 4-13 "Edit Retention Time Calibration' Dialog
[ N "Edit Retention Time Calibration’ =& I
Calibration Peptides:
1. Select calibration peplides from the Peplides table then click Add RT Cal Button, Selections will be added to the table and an RT calibration profein wil
2. Use the "Calculate RT Fit button to generate the RT calibration curve
3. Tha RT Calibration will ba applied as part of the AB SCIEX Proiein Expression Exiractor processing in BaseSpace.
Peptide Sequence Charge Q1 Q3 RT + @ 070911 20Prot SWATH 2.wiff (sample 1)
HTTVHENAPDQKDEYELLC[CAMILDG! 4 T0LEB233 B20.3082 28.76 1.0
HTTVMNENAPDQKDEYELLC[CAMILDG] 4 7018233 EB67.3935 2876 0.9
HTTVHENAPDQKDEYELLC[CAMILDG! 4 T0LE233 9364058 28.76 0.8
HTTVMNENAPDQKDEYELLC[CAMILDG] 4 7018233 7963584 2876 0.7
HTTVHENAPDQKDEYELLC[CAMILDG! 4 T0LB233 933.4822 2876 | = GHG
HTTVMNENAPDQKDEYELLC[CAMILDG] 4 7018233 9923478 2876 E D-"*
(-4 W2
E .
g 0.4
0.3
0.2
0.1
0.0 v ¥ - v v
10 20 30 40 50
Expected RT (min)
P -
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SCIEX Cloud

3. To make sure that the peptides are distributed across the gradient, ideally 2 every 10
minutes, view the graph.

4, To generate the retention time calibration curve, click Calculate RT Fit.

(Optional) To remove a peptide from the calibration process, select a peptide in the table
on the left and then press Delete.

6. Click Apply to update and save the retention time calibration list.

This list is used in the Protein Expression Extractor application to calibrate the ion library.

Tip! Click the + s%mbol in the top left corner of the Calibration Peptides graph to expand
the list of SWATH Acquisition samples and review the fit for each sample (each sample
has a unique color).

CloudConnect User Guide
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lllumina BaseSpace Sequence
Hub 5

Data Files

Users can upload data files. Files can be uploaded from a network drive or from any type of
removable@ media, such as a USB drive. Files can also be uploaded from the active session in the
PeakView Software.

Note: When uploading from removable media, make sure that the media is accessible until the
upload is complete.

Users can upload files to a shared folder if they have the required read and write access to the
target folder.

Note: Before uploading data files, configure the data storage option. Refer to Configure the Data
Destination.

Upload Data Files to BaseSpace

This feature is not available when the CloudConnect Uploader Service, installed with CloudConnect,
is not available or not responding. Refer to Troubleshooting.

Note: Make sure that the file names of the files being uploaded are valid. File names can contain
alphanumeric characters, plus the following special characters: @ . () - _

1. Click CloudConnect > Upload > Upload files.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2to 4 of Log In to OneOmics™ Suite and then return to this
procedure.

The Open dialog opens.

2. Browse to and then select the file to be uploaded.

User Guide CloudConnect
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lllumina BaseSpace Sequence Hub

3.

Note: By default, files of type Wiff Files (*.wiff) are shown. To upload other file types,
select All files (*.*).

Click Open.

Figure 5-1 Upload to BaseSpace Dialog

Upload to BazeSpace Bl

Project: Test

Analysis:  Upload-2014-09-21-00-45

Files to upload: E

n

Bt Bt Bt Bl

| oK Cancel

Select an existing project from the Project list or type a name in the Project field to create
a project.

Tip! Project names can contain alphanumeric characters and the following special
characters: @ ~ () - _

If a new project name is provided, then the application creates the project in BaseSpace.
(Optional) Type a name for the session in the Analysis field.

A default name is provided.

Tip! Analysis names can contain alphanumeric characters and the following special
characters: @ ~ () - _

If a new name is provided, then the application adds this name to BaseSpace.
Click OK.

The Upload Queue And Status dialog opens, showing the progress of the upload. Refer to
Show the Upload Queue.

CloudConnect User Guide
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7. Click OK to close the Upload Queue And Status dialog.

Note: When the upload is complete, an e-mail is received from BaseSpace, indicating
that the task has been completed.

Figure 5-2 BaseSpace E-mail

BaseSpace Informatics Suite llumina
The Analysis Has Succeeded in BaseSpace™ Sequence Hub

hitps:/basespace lllumina com/analyses/341567430

Name

Application Protein Expression Workflow
Date Started 11132020 10:07.22 PM
Date Completed 111132020 10:07:22 PM
Duration 0 seconds

Status Complete

For further assistance, please contact the application vendor at
hitp: s clex . Com

Upload Active Data Files to BaseSpace

Prerequisites
e Open samples in the PeakView’ Software. Refer to the PeakView~ Reference Guide.

1. Click CloudConnect > Upload > Upload Active Wiff files.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2to 4 of Log In to OneOmics™ Suite and then return to this

procedure.

User Guide CloudConnect
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Figure 5-3 Upload to BaseSpace Dialog

Upload to BazeSpace Bl

Project: Test

Analysis:  Upload-2014-09-21-00-45

Files to upload: E

&

i

] E

o]

| oK Cancel
2. Select an existing project from the Project list or type a name in the Project field to create
a project.

Tip! Project names can contain alphanumeric characters and the following special
characters: @ ~ () - _

If a new project hame is provided, then the application creates the project in BaseSpace.
3. (Optional) Type a name for the session in the Analysis field.

A default name is provided.

Tip! Analysis names can contain alphanumeric characters and the following special
characters: @ ~ () - _

If a new name is provided, then the application adds this name to BaseSpace.

4. (Optional) Click the Remove from the list icon to the left of the file name in the Files to
upload list to remove a file from the upload job.

5. (Optional) Click the Add files to upload icon to the right of the Files to upload list to add
extra files, such as ion library files, to the upload job.

6. Click OK.

CloudConnect User Guide
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The Upload Queue And Status dialog opens, showing the progress of the upload. Refer to
Show the Upload Queue.

7. Click OK to close the Upload Queue And Status dialog.

Note: When the upload is complete, an e-mail is received from BaseSpace, indicating
that the task has been completed.

Results Files

Note: Before working with results files, configure the data storage option. Refer to Configure the
Data Destination.

Download a Session File

Follow this procedure to download the extraction results for a SWATH® Acquisition from the
Proteomics or Metabolomics apps.

1. Click CloudConnect > Download > Load Session.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2to 4 of Log In to OneOmics™ Suite and then return to this
procedure.

Note: The menu item is not available if a session is already open in the PeakView”
Software.

User Guide CloudConnect
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Figure 5-4 Download from BaseSpace Dialog

Anahyes:

Projects: | 2015-02-11

Production extracted Suya 3 protein min FCA

(sl | DERRIG04-5L ot
16555562-5L_Piot
16555563-5L
16356586-5L_Piiot
16556587-5L_Pilot
16356585-5L_Pion,
1E55E550-5L_
IEESASSL-5L P
1E596553-5L P

Dheswmlcad from BaseSpace

WA STE this is rep SWATH
 SUPL_ CDEA Testing

ram Protein®iion 5.0 with BT cal - [Owne Omics]
from ProtenPieot 5.0 - [Ore Omics]

C0¥4 Datagat - (O Omici]

ng PRODUCTION ext

Cancel

]

2. Select a project, session (Analyses) and a gresult session file, and then click Download.

The session file is downloaded to a temporary location on the local computer and is then
opened in the CloudConnect.

Note: While opening the session file, the system might prompt the user to re-associate
the wiff data files with the session. If the wiff files are not available, then they must be

downloaded to the local computer using the BaseSpace web site.

CloudConnect
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Figure 5-5 Session File

ON File Edit Show Graph Process  Quantftation  CloudConnect  BsoToolkit  Window  Help - & X
Fa e+~ IAEEE®
BaEEe SlaTde-shije-makul-| *
+ @2IC homSL_Apelie BE1_20130.. D, Gsussisnsmocthed, y1) T
. oo oo 0o [ = " -
RT Calibration = ok ({108 &
Cument Sample: | TIC #om 5L_Apolia_BB 1_20130402_Econ_sviaT B . \
! L1
) T ™ ] | |
Proteins | Show Selecied Only Text Search: 3 I II
CAN Aiziden PFarme o I
¥ 0 spGINEMTHAL ECOST Trypsopharass OS=Eschenchis ok 0157 HT Giesat 1B 4 47 48 43 0 SF R 53 S 5
7| 2 spGIZEOTDMAK_SHISS (Chaperone proten dnsi DSaShipells sonnei (strsin Sad Tine, win
¥ 3 spPERONDCEL_ECOLE Glummate decabowyiuse sipha (1%« Cacharichia cok 06 f e - % Tz deow - 4w o b ma df
T | £ soGEPTWAIEFTU_SALPA  Eloegutin fackor Tu OS=Satmonslls parmtyphs & Glebd + @ SpectiumtionSL_Apollo_B81_2 . CE=37 B30 w6750 +
F | 5 s GIUGHGLPK_SHIBS  Ghoerol kirase CrS=Shigels baydh perctype & {sirain Sb 355 MEs0 2
7| 6 wiPOASGRIACHE_ECOST Aldehyde-skohal debydropenass OS=Escherichi ool 01 Ses e
V| 7 spQIYIITICHED_SHISS | 0 kDa chaperonin 05« Shigella sonne (strain Sa048) G o
2505
3 . [ien | 2065 &
Peptides  Texi Semch [*. JRL- [ tes Lhaw =83 8e6.5508
Far F | Che Confid Infe | Expecie | Parer Observe Scc FDF | %€ i‘ 1.55
5 T 3 5 1810 s ena £ 58 B3
- A
v 1FA 2 510555 3113 58178 e
6T
B e —
v IS4 2 S 55188 2756 62135 5004 Yoe g
= aay 2 waze N B i
D0ed S I
7 sk 3 4424 3061 46534
7 BT 3 W ME1S 4T T 5084
+
) 1000 1500
Mass/Chasge, Da

lon Libraries

CloudConnect can download and open large protein or peptide ion libraries. These libraries contain
protein, peptide, and peptide fragment information. The libraries can be revised and uploaded for
use in OneOmics™ Suite.

Note: lon libraries can also be extracted from results files, edited, and then uploaded for use in
OneOmics™ Suite.

Note: lon library functionality applies to protein results only.

Note: Before working with ion libraries, configure the data storage option. Refer to Configure the
Data Destination.

View and Edit an lon Library

1. Click CloudConnect > Download > Load lon Library.

User Guide CloudConnect
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2.

Note: The menu item is not available if a session is already open in the PeakView”

Software.

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2 to 4 of Log In to OneOmics™ Suite and then return to this

procedure.

Figure 5-6 Download from BaseSpace Dialog

Download from BaseSpace

Projects: | 3015-02-11 MCSTG this is repd SWATH

o ProtenPidon 5.0 with BT cal - [One Omics]
ram Pratenfiot 5.0 - [0ve Omici]

UCSF CTB Seudy lan2105

ich CIECTuraliplosd

odkd_test_renalts

SAMPLE - CDKS Dutaget - [Ore Omict] o

Analpies:

Production extracted Suya 3 probein_ i FCA

Filefsh | 18352604.50_Piot2_20140326_mixd SWATH 1wiff.gresult
16355562-51_Pilot
16555563-5L |
153 56586-5L_Pilot
16556587-5L_Piot
165HE5E- 0L o,
REEHEEH0-5L
IERMESHL-5L P
18356553-50

Cancel

Select a project, session (Analyses), and a library file (group or txt), and then click Download.

Figure 5-7 Import Settings Dialog

Impert Settings
Maximum Number of Proteins to lmport: 1201|
E4] Do not import shared peptides
Sample Type
For labeled workflows, selectthe label type of the library to import

Use the "Convert Sample Type To" field to convert this library to another label type.

Select sample type:
Unlabeled

[ Convert Sample Type To
Unlabeled

0K

CloudConnect
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Note: For txt libraries, the Maximum Number of Proteins to Import field is unavailable.
This field is only available for ProteinPilot™ Software group files.

3. Specify the import settings.

Table 5-1 Import Settings

Field Description

Maximum Specify the maximum number of proteins to be imported.
Number of
Proteins to
Import

Do not import |Select to exclude shared peptides from the import.
shared
peptides

Sample Type

Note: Labeled workflows are not available for OneOmics™ Suite.

4. Click OK.
After the library is loaded, the software prompts for the data files.

5. If the SWATH" Acquisition data files are available on the computer, browse to and select
them, and then click OK. Otherwise, click Cancel.

If the data files are available, then the user can view the alignment of chromatographic
peaks between the data files and the ion library. If the data files are not available, then the
user can still view the library file, but without the associated sample data.

6. (Optional) Make changes to the ion library, as required:
» Exclude a protein by clearing the check box beside the protein.
» Exclude a peptide by clearing the check box beside the peptide.
» Limit the number of peptides shown for each protein in the Processing Settings dialog.

Tip! To open this dialog, click Processing Settings.

* Increase or decrease the number of transitions shown for each peptide in the Processing
Settings dialog.

User Guide CloudConnect
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» Build a retention time calibration protein by selecting each peptide to be used as a

calibration peptide and then clicking E (Add RT-Cal). Refer to Add Retention Time
Calibration Peptides to the lon Library.

7. (Optional) If the library has been changed, then upload it by following these steps:
a. Click Upload.

Figure 5-8 Name lon Library Dialog

Mame lon Library u

lon Library Name: |

- Cancel

b. Specify a name for the library, and then click OK.
c. Browse to and select the destination folder, and then click OK.

The Upload Queue And Status dialog opens. Refer to Show the Upload Queue.
d. Click OK.

Upload the Current Session lon Library File to BaseSpace

Prerequisites

¢ Openalocal orimported session file in the PeakView’ Software. Refer to Download a Session
File or Load a Local Session.

1. Click the Upload button.

Figure 5-9 Name lon Library Dialog

MName lon Library IE

Ion Library Mame: ||

Cancel

2. Type the name of the library in the lon Library Name field.

This name is used as the library name in BaseSpace.

Note: Only use legal characters. Otherwise, the OK button is not available. A txt extension
is automatically added by the system if the extension is not provided.

CloudConnect User Guide
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3. Click OK.

Figure 5-10 Upload to BaseSpace Dialog

Upload to BaseSpace =]

Project ES Beta 2 Validation of ASVP4 6600 8-12 GB data

BS Beta 2 Validation of ASVP4 6600 8-12 GB data
iPathway Testing

LDS Dataset testing

RESULTS - Kathy's HEK testing

Validation_Results_ SUP1_CDKZL Testing
CDE_Summative_Evaluation_Results

SAMPLE - UCSF CTB Study Jan 2015

RESULTS_UCSF CTE 2D Library

Mathan's ion library

LIBRARY - AQUA_DetectedWater_MoDetectedRT_peakview

Analysiss  Upload-2015-02-19-15-54

[ 0K |[ Cancel |

4, Select an existing project from the Project list or type a name in the Project field to create
a project.

Tip! Project names can contain alphanumeric characters and the following special
characters: @ ~ () - _

If a new project name is provided, then the application creates the project in BaseSpace.
5. (Optional) Type a name for the session in the Analysis field.

A default name is provided.

Tip! Analysis names can contain alphanumeric characters and the following special
characters: @ * () - _

If a new name is provided, then the application adds this name to BaseSpace.
6. Click OK.

The Upload Queue And Status dialog opens, showing the progress of the upload. Refer to
Show the Upload Queue.

7. Click OK to close the Upload Queue And Status dialog.

User Guide CloudConnect
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Note: When the upload is complete, an e-mail is received from BaseSpace, indicating
that the task has been completed.

CloudConnect User Guide
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Use this procedure to open a SWATH® Acquisition session file that was saved on the local computer.

1. Click CloudConnect > Import > Load Session (local).

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not
available. Complete steps 2to 4 of Log In to OneOmics™ Suite and then return to this

procedure.

Note: The menu item is not available if a session is already open in the PeakView”
Software.

The Load Session dialog opens.
2. Browse to and select the required file, and then click Open.

The selected session opens in CloudConnect.

Figure 6-1 Loaded Local Session

T T e e ———r e ———
ATCMITIS o g o g 703 g 1 g ]

—
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1. Click CloudConnect > Import > Load lon Library (local).

Tip! If the user is not logged in to OneOmics™ Suite, then this menu command is not

available. Complete steps 2 to 4 of Log In to OneOmics™ Suite and then return to this
procedure.

Note: The menu item is not available if a session is already open in the PeakView”
Software.

The Import lon Library dialog opens.

2. Browse to and select the ion library file, and then click Open.

Tip! By default, the file type is set to group. To open a txt file, change the file type to txt.

The Import Settings dialog opens.

Figure 7-1 Import Settings Dialog

Impert Settings o

Maximum Mumber of Proteins to Import 12EI‘Il
&7 Do not import shared peptides
Sample Type

For labeled workflows. selectthe label type ofthe library to import
Use the "Convert Sample Type To" field to convert this library to another label type.

Select sample type:
Unlabeled

[ Convert Sample Type To
Unlabeled

QK Cancel

Specify the import settings, and then click OK.
Click OK.
After the library is loaded, the software prompts for the data files.

5. If the SWATH" Acquisition data files are available on the computer, browse to and select
them, and then click OK. Otherwise, click Cancel.

CloudConnect User Guide
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If the data files are available, then the user can view the alignment of chromatographic
peaks between the data files and the ion library.

User Guide CloudConnect
RUO-IDV-05-2054-D 35/ 41



Show the Upload Queue 8

After the user submits a job for upload, the upload progress is shown on the Upload Queue and
Status dialog. Large jobs can take up to 45 seconds to be shown in the dialog.

Submitted jobs are uploaded in the background. The PeakView’ Software need not remain open.
Some fault tolerance has been built into the CloudConnect Uploader Service so that it attempts a
restart of the upload jobs if the computer is restarted.

1. Click CloudConnect > Upload > Show Upload Queue and Status.

On the Upload Queue And Status dialog, completed jobs are shown with a check mark,
and in-process jobs are shown with a progress circle to the left of the project name.

Figure 8-1 Upload Queue And Status Dialog

ﬁ Froject: My Files/Jul 16 - Training Results Storage: SCIEX Clowd
File % completed Error
DDatatStudy 10 owng A 1wl 10000
Do\Data\Study 1'oung AA 1.wiff scan 100.00
D\DataStudy 1Vyoung AA 2 wiff 100.00

“: D\Data\Study1\Young AA 2 wiff scan 8000
Do\Data\Study 1Voung As 3 wifl 0.00
DDataiStudy 10 owng AL 3 wiff. scan 0.00
Do\Data\Study 1'oung AA 4 wiff 0.00
D\Data'Study 11Young AA 4.wiff scan 0.00
DAData\Study 1\oung AA 5 wiff 0.00
Do\Data\Study 11oung AA 5will scan 0.00
QK Cleanup Queue

Users can stop an upload or remove the upload history. Refer to Stop an Upload and Clean
Up the Upload Queue.

2. Click OK to close the dialog.

Stop an Upload

When an upload is stopped, all of the information included in the job is removed.

1. Click CloudConnect > Upload > Show Upload Queue and Status.
The Upload Queue And Status dialog opens.

CloudConnect User Guide
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2. Select the job to be stopped, and then click @ (Remove from the queue).

Figure 8-2 Upload Removal Confirmation Dialog

Upload Remowal Confirration

| The upload has not been completed. Do you still want to
remove it from the gueue?

e 10 w
3. Click Yes to stop the job.
Clean Up the Upload Queue

1. Click CloudConnect > Upload > Show Upload Queue and Status.
The Upload Queue And Status dialog opens.

2. To remove selected jobs from the queue, select the jobs, and then click T (Remove from
the queue).

3. To remove all completed jobs from the queue, click Cleanup Queue.

User Guide CloudConnect
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Open OneOmics'" Suite O

. Click CloudConnect > Open SCIEX Cloud.

OneOmics™ Suite opens in the default browser.

Note: OneOmics™ Suite requires Google Chrome, so we recommend that Google Chrome
be configured as the default browser.

Figure 9-1 OneOmics™ Suite

i OneQmics Suite

Organize %

Identify E
FRoTEsLOT
Quantify
PROTTOMSCS MITARCE (A RAG

Interpret

For information about using OneOmics™ Suite, refer to the Release Notes.

CloudConnect User Guide
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Troubleshooting 10

Symptom

Corrective Action

CloudConnect upload and
options commands are not
available.

Make sure that the Status of the CloudConnect Uploader Service
is Started (Start > Run > Servicesmsc).

Files cannot be uploaded. The
error message, Unable to
connect to the remote server,
might be received.

Make sure that the Status of the CloudConnect Uploader
Service is Started (Start > Run > Servicesmsc).

If the issue persists, then restart the service.

« |If the issue persists, then send the application log files to
SCIEX Support:

e C:\ProgramData\AB
SCIEX\CloudConnectUploadenlog\CloudConnectLog.log

e C:\ProgramData\AB
SCIEX\CloudConnectPlugin\CloudConnectPlugin.log

Note: If the ProgramData folder is not visible in File Explorer,
then set the View options for File Explorer to show Hidden
ltems.

User Guide
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Contact Us

Customer Training

* In North America: NA.CustomerTraining@sciex.com
* In Europe: Europe.CustomerTraining@sciex.com

« Qutside the EU and North America, visit sciex.com/education for contact information.

Online Learning Center

e SCIEX University™

e SCIEX OneOmics™ Suite User community

SCIEX Support

SCIEX and its representatives maintain a staff of fully-trained service and technical specialists
located throughout the world. They can answer questions about the system or any technical issues
that might arise. For more information, visit the SCIEX website at sciex.com or contact us in one
of the following ways:

e sciex.com/contact-us

» sciex.com/request-support

CyberSecurity

For the latest guidance on cybersecurity for SCIEX products, visit sciex.com/productsecurity.

Documentation

This version of the document supercedes all previous versions of this document.

CloudConnect User Guide
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Contact Us

To view this document electronically, Adobe Acrobat Reader is required. To download the latest
version, go to https://get.adobe.com/reader.

The latest versions of the documentation are available on the SCIEX website, at
sciex.com/customer-documents.

Note: To request a free, printed version of this document, contact sciex.com/contact-us.
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