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Introduction

Protein Metrics Byosphere® is a server repository where Protein Metrics projects and related files can be
generated, viewed, and managed. The Byosphere Web Client is a web-based portal to load, view and
manage files, project reports, folders, and jobs. The Protein Metrics Byosphere Byos® Client is a client
application that allows designated Users to:

e Process MS sample files using various Byos Desktop analysis workflows.

e Inspect projects that have been saved to the Byosphere Server and modify and upload new project
versions.

Launch the Byosphere Byos Client

The Byosphere Byos® Client can be accessed by clicking the following desktop icon:

Lo

Figure 1: PMI Byosphere Byos® Client icon

Users should contact their System Administrator to download the PMI Suite, which contains the Byosphere
Client Application, if it is not installed already.

Configure the Server

Prior to using Byosphere, a User must have a Byosphere account. Accounts are created and managed by
the Byosphere Administrator. When the Administrator creates an account (identified by a valid email
address), a welcome email is sent to the User with a web link to set a password in the Byosphere Web
Client. Byosphere accounts should be established, and login information provided by the User's System
Administrator (likely someone within their IT department).

Open the Byosphere Byos Client and choose Server > Configure to set the server URL. This URL should
be provided by the User’s Internal IT Department. Leave all other settings unchanged.

Servers configuration bt
Chromeleon  Byosphere
Server URL: Test
Transfer chunk size: | 1048576 bytes
Parallel downloads |6 =
SSO auth response timeout: 600 seconds
Jabs view refresh interval: |30 seconds
External data sources: Alias Path &
Cancel

Figure 2: Configure the Byosphere Server
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Click Test to confirm that the Byosphere Byos Client can connect to the specified URL. If the Test is
successful, the words “Connection Succeeded” will appear in green below the Server URL. Click OK to
connect to the server and login. Thereafter, choose Server > Login to log into the server using the
credentials provided by the System Administrator:

% Login to the Byosphere server b

User name: [randomuser@proteinmetrics.com

Password: |eessssssssssss I

Save user name and password Clear credentials

Cancel

Figure 3: Login to Byosphere server

Upload Files to Server

If the Data Uploader has already been configured for use, the data necessary for use should already be in
the server. See the Appendix for detailed instructions on how to perform manual file uploads.

Launch a Workflow

The Byosphere Byos Client processes Byos workflows to generate analyses (Protein Metrics project files)
and web reports on the Byosphere server, rather than on the desktop.

Byosphere has the same default workflow options as Byos. For information on launching custom workflows,
see the Byosphere Byos Client Manual. To open an installed workflow, click one of the Byos workflow
icons:

File Server Help

/© Workflows \/ © Jobs \

My Workflows

System Workflows

¥ ¥ ¥

Intact Native Intact Reduced Isotope Resolved ADC
Identification, Identification, Identification, Identification,
A 2 HASEAE 2 g Zosht . Drug loading and mass
characterization, and characterization, and characterization, and characterization and
g > ) 2 confirmation with multi
relative quantification of relative quantification of relative quantification of relative quantitation of 9
» Sty A ¢ ity R | A B ; g sample comparison
large molecules non-denatured molecules reduced large molecules smaller molecules withi...
=
=\
i\ A oo 5 I
>/
&S
Intact Reconstruction X . a
P e iclEF-MS Oligo Digested PTM
te r . i M 2
Intact Protein Analysis Annatatinn nf inlEE noal Idantifiratinn annatatinn Oligonucleotides Idantifinatinn and

Figure 4: Byosphere Byos workflow icons
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Launch Workflow... Save Workflow.. Metadata mappings_.  Workflow Properties Basic Options
Samples Sequences  Processing nodes

Samples (drag and drop MS files)

Samples tabla T [Text filter 2
Samples File Sample icfle  Tracefiles AS/MS seare Digestion
Id Id name

Add sample(s)... | Add row  Remove rows(s) | Enable Comparison mode Add column... Remove column_.

Traces table tfilter &~
I
mport Trace type  Trace peak oplions Selected samples
liermns
Add missing traces... . Remove trace{s) - Clear orphan traces Edit trace peak options... . Edit global trace peak filters...
Submit a job...

Figure 5: Byosphere Byos Client workflow

Add Sample Files

To add MS sample files to the workflow, click Add sample(s). The Choose Byosphere server file/folder
dialog opens with the Byosphere Server (ENT) tab selected as default. Select the server folder on the left
and select one or more sample files (in * . pacqg format) on the right and click Choose.

@ Choose file/folder X
ENT  EDS  Local @ viewer O Search
Ffld'": Selected folder content: lFext e -]
ILI |
ID Alias Name Created by Created on Ver. Signature state date field Activity Assay Ir
T L 1625 BYE-11557  BYE-11557
Vo 5614 ADC1-2.wiff ADC1-2.wi... Test-API-u... 9/4/2025 ... 1
A ... 5546 DN29_red.... DN29_red.... Test-API-u... 9/3/2025 ... 1
5 5615 Human Ig... Humanlg... Test-APl-u... 9/4/2025 .. 1
B 5612 Intact_ Wat... Intact Wat... Test-APl-u... 9/4/2025 ... 1
b .. 5613 Nist RedD... Nist RedD... Test-API-u... 9/4/2025 ... 1
v .. 5618 NIST-SRM... NIST-SRM... Test-API-u... 9/4/2025 ... 1
Low..
b_W...
B tes... o N
File name:
Files of type:  PACQ (*.pacq) ~
Choose | Cancel

Figure 6: Choose Byosphere server file

Files can also be uploaded from External Data Sources (EDS), the User's Local drive (Local), or
Chromeleon (if configured). For more information, see the Appendix.
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Add MS/MS or Trace Files

To add an MS/MS file or a trace file to the Samples table, double-click in the MS/MS file or Trace files cell
of the Sample row and click the |-~ | button:

Samples Sequences Processing nodes

Samples (drag and drop MS files)

Samples table - T
Samples File Sample MS file Trace files MS/MS search Digestion
Id Id name
1 86542 NISTMAB_CONtr... entfile:86542_1:.. [lex
2 36541 NISTmAD_Stress... entfile:86541_1:...
4% Choose Byosphere server file/folder ? X
LI ENT  EDS @ Viewe O Searct
A Folders: 2| & Selected folder content:
1 b Luis ] D Alias Name Created by  Created on  Ver. Signature st
(i metadata testing 86542 NISTmAb_Contr... NISTmADb_C.. Morgan Vasas 12/14/2022 ... 1
L UEELS 86541 NISTmAD_Stress... NISTmAD_St.. Morgan Vasas 12/14/2022 ... 1
~ (4 Morgan 86540 NISTmAb_Stress... NISTmAb_St... Morgan Vasas 12/14/2022 ... 1
|L. Signatures test
v L test
& Project
W Nelson
L L non-ms-files v [[€ ¥
Al File name: |

1 Files of :ypi Traces File (*.csv ™.t .ith *.pi '-Pa(ﬂ)l

Choose Cancel

Figure 7: Add a Trace file

MS/MS files can only be loaded from the Byosphere server (ENT) and are filtered for the extension
* . byrslt (they are not put into *.pacqg format). Trace files can be loaded from either the Byosphere
server (ENT) or an External Data Source (EDS) and are filtered by trace extensions (* . csv, * . txt, *.itDb,
and *.pI)orby *.pacgq.

Click Choose to load the MS/MS file or the trace file. The Samples table will update with the server

samples, MS/MS files, and/or trace files. For Intact and Chromatogram Analysis workflows, the Traces table
will update with trace records:
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Launch Workflow... Save Workflow... dlow Properties... Basic Options v
Samples Sequences and masses Sample-protein input Processing nodes
Samples
Samples table V [rxser_o-]
Samples File Sample Ms file MS/MS file Trace files
Id Id name
'] 18981 DN29_red ent:file:8981_1:0N29_red.raw.pacq
2 8989 DN32_red ent:file:8989_1:DN32_red.raw.pacq ‘
Add sample(s)... Add row Remove rows(s) [] enable Comparison mode Add column... Remove column...
Traces table © [YL.,,.‘,, -]
A Al
Import Trace type ‘race peak option Selected samples
Items
TIC AutoCompute-... All samples
O BPI Import trace only All samples
O Other: uBSM Sy... Import trace only All samples
O Other: uBSM M... Import trace only All samples
O Other: uyBSM M... Import trace only All samples )
M A o £ - a s . |
Add missing traces... Remove trace(s) Clear orphan traces Edit trace peak options... Edit global trace peak filters...
Submit a job...
Figure 8:MS sample files and MS/MS file added to the workflow
Load a FASTA file
To load a FASTA file, click the Browse for FASTA file button:
| Launch Workflow... Save Workflow... Metadata mappings... Workflow Properties... |Basic Options v
Samples Sequences Processing nodes |
Database
n |
File Path | 1- l
| 4r Choose Byosphere server file/folder ? y— ‘
ENT Selected folder content: T [rextfier P~
Folders: E i Y ID Alias Filename Changed by  Changed on Signature state
v [l ENT: et-testproteinmetrics.com | |2/ 2135 proteins (FASTA) proteins.fasta Jim Houston 6/23/2020 7:46 ... |
(4 Adalimumab ‘
| L Gustavo
| v 1 Jim
> L BEN-611
v & Byologic ‘
> b Raw Data |
> Byomap
> L Intact v ‘
|
1
| Fies oftypel |FASTA (= fasta =.f2) I -
= I
Choose Cancel ubmit a job. .. ‘

Figure 9: Browse for FASTA file

Navigate to and select the desired file and click Open. Check the desired proteins and sequences and click
OK. The FASTA file contents are then loaded into the workflow. Likewise, delta mass *.csv files and
sample-protein input * . csv files can be loaded to a workflow from either the Byosphere server or local
directories.
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Edit Processing Nodes

The Processing nodes tab includes parameter settings for the workflow type (e.g. Byologic), and often for
related processes (e.g. Byonic):

Launch Workflow... Save Workflow... Metadata mappings... Workflow Properties... Basic Options v
Samples Sequences Processing nodes
MS/MS Ids (Byonic) Quant (Byologic)
General General
Protein database options In-silico options (Theoretical Digest)
Instrument Parameters In-silico options (CSV import)
Digestion MS extract options
Moedifications Advanced
Glycans Report
Inclusion Ul Configurations
MS/MS Filtering Feature Finder
Spectrum Input Options
Peptide Output Options
Protein Output Options
Multicore options
Wildcard
Submit a job...

Figure 10: Processing nodes tabs contain specialized workflow parameters

Add a Report Template

If a report configuration file (.rptc)is not manually added by the user, the Client will use the default report
for the broad workflow category the selected workflow belongs to (either Intact, Peptide, or Chromatogram
Analysis). For instance, the HCP or S-S workflows would have the Blgc_PTM (Default) report template
assigned if the user does not manually assign a specific report template from the server. To use a non-
default report configuration, first upload the *.rptc file to the server. Report configuration files can be
uploaded to the server using the steps outlined in the Upload Files to Server section. To assign the server
report configuration, open Report in the Processing nodes tab, double-click in the Report Configuration
Path cell and click the [ button:

Launch Workflow... Save Workflow... Metadata mappings... Workflow Properties. .. Basic Options o
Samples Seguences Processing nodes
Byonic Byologic
General ~ General
Protein database options In-silico options (Theoretical Digest)
Instrument Parameters In-silico options (CSV import)
Digestion MS extract options
Modifications Advanced
Glycans v Report
Inclusion Report Configuration Path ent:file:24592_1 :BIgc_DisuIﬁdes.rptcm
MS5/MS Filtering W Ul Configurations
< > Feature Finder
Submit a job...

Figure 11: Assigning a report configuration from the server

Navigate to and select the configuration file on the server and click Choose. Note that report configurations
(. rptc) can only be loaded from the server.
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Save the Byosphere Workflow

Byosphere Byos Client workflows can be saved as *.wf1w files, either locally or to the Byosphere server.
To save the Byosphere Byos Client workflow click Save Workflow at the top and select the target folder to
save the workflow in, then click Save.

Launch Workflow... m Metadata mappings...  Workdlow Properties... Basic Optons
Semples Sequences and masses proten input Processing nodes
Save Workflow ? X
sam ENT Local Selected folder content:
S; Folders: i§ W Name Changed on Al
DRIVERS = v . Protein Metrics 4/1/2022 1104 AM
Pacq Files L. Byologic 3/11/2021 1:10 PM
PerfL Byomap 1/14/2022 12:22 PM
00> J: Byonic 5/25/2021 9:38 AM
Program Files J. Byos 11/13/2020 12:50 PM
| Program Files (x86) Byosphere 3/30/2022 125 PM i
Add sal Protein Metrics Detached Glycan 12/16/2021 925 AM 'Y"‘"‘““""
p. 2339
2= | B Usors HDX 1/19/2022 3:39 PM
1 Wind 12/9/2021 11:36 AM
Impol AICIONS v Intact Mass 5/28/2021 231 PM v

Remi g name: [My Intact

Files of type:  WIRLW (".wflw)

canc

Add missing traces... Remove trace(s) Clear orphan traces Edit trace peak options...  Edit global trace peak fiters...
Subma 3 job...

Figure 12: Save a Workflow

All references to files located on the Byosphere server, as well as loaded local file data, are retained. Saved
workflow files can be opened from a local directory or the Byosphere server after they are uploaded.

Submit the Analysis

When all the desired files have been imported into the Byosphere Byos Client workflow, click Submit a job
at the lower right. Enter the name of the analysis in the File name text box (the Protein Metrics file extension
is displayed):

@ Set filename and target folder X
Filename: Peptide Test X | Byologic (* blgc, ~
Server folder: -ent:folder:2430:Mcrgan Vv X
Metadata: | -
Comment: |
s
Generate a report ] Generate Excel Workbook
Import metadata from sample... Cancel

Figure 13: Enter file name for the analysis

To set a server destination folder, click the |- | button after the Server folder cell, and navigate to and select
the Byosphere server destination folder:




Byosphere Quick Start Guide v5.11

@ Protein Metrics

| ¥ Choose a folder
ENT
Folders: [0 18

~ Morgan V'
L Moah

& Rahul

L Shannon
& Shyno

L Sree

| 'Make New Folder

Click Choose folder. The Server folder cell is populated with the folder ID and name:

Figure 15: Analysis submit dialog with name and server folder added

Metadata

Metadata is information about the project file (e.g. Instrument, Project, Sample, Lot Number). To add

metadata, click the .| button at the end of the Metadata cell. The Edit Metadata dialog opens:

w

Choose folder| Cancel

Figure 14: Select destination server folder for the analysis

@ Set filename and target folder

Filename: |Peptide Test

*

X ‘ Byologic (*blgc] ~

Server folder: .ent:folder:2430:Morgan "

Metadata: |

Comment: |

X

Generate a report [ Generate Excel Workbook

Import metadata from sample...

Cancel

@ Edit Metadata

Name Value
Instrument  ~ |Mass Spec 1]

X

[iE

~

Cancel

Figure 16: Adding metadata field values to the analysis

Add the desired metadata field names and values and click OK. The entered metadata is displayed in the

analysis submit dialog:

10
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@ Set filename and target folder X
Filename: Peptide Test ><: Byologic (*.blgc; ~
Server folder: .ent:folder:2430:Morgan " X |

Metadata: [Instrument: Mass Spec 1

Comment: | Third run

Generate a report [ Generate Excel Workbook
Import metadata from sample... Cancel

Figure 17: Completed analysis submit dialog

The addition of an analysis Comment is optional. To submit an analysis without generating a report,
uncheck Generate a report.

If there is metadata associated with a sample file (e.g., metadata obtained through Data Uploader), it can

be imported directly to the project. Click Import metadata from sample, select the sample containing the
metadata and click OK:

Filename: Peptide Test X_| Byologic (*blge, -
Server folder: |  Import metadata * >

Metadala.| Choose file to import metadata from: |

Comment: :

=~ Generate a report | Generate Excel Workbook

1 Import metadata from sample... Submit  Cancel
Figure 18: Importing metadata from a sample

Click Submit a job to begin the analysis. A dialog appears to notify that the analysis job submission was
successful:

Submitting a job

o A job has been sent successfully,

View Jobs
Figure 19: Successful job submit notification
The View Jobs button opens the Jobs tab, which is discussed next.
View the Analysis Job

Once an analysis has been submitted to the Byosphere server, the progress of the analysis can be followed
in the Jobs tab:

11
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Workflows \/ © Jobs |

Jobs 1-50 of 1672 ) Jobs per page: 50 © NIST D P-
Action Id Name Status Job type Submitted by Submitted on Startedon Completed on
3490 NIST Comp_001.bmap.sqlite Completed DQ Import Sree Paruchuri  2025-09-22T... 2025-09-22T... 2025-09-22T... 3
X 3488 NIST Comp 001.bmap Completed Conversion Sree Paruchuri 2025-09-22T... 2025-09-22T... 2025-09-22T... 3
3487 OE1-NIST-01.blgc.sqlite Completed DQ Import Sree Paruchuri  2025-09-22T... 2025-09-22T... 2025-09-22T... 3
& 3486 OE1-NIST-01.blgc Completed Conversion Sree Paruchuri  2025-09-22T... 2025-09-22T... 2025-09-22T... 3

Figure 20: Jobs tab

The Jobs tab displays information about the queued and running jobs for all Users, all completed and failed
jobs submitted by that User, and all completed and failed jobs submitted by anyone to folders for which the
User has privileges.

Job types include Analysis, Report, Conversion, Auditlog, and Pacq. Job details include file Alias, job
Status, Type (either server Analysis or Report from an uploaded project) and Submitted By. The
Submitted On, Started On and Completed On columns indicate how long a Job was in the queue and
how long it took to run.

The first column represents the actions associated with Jobs. Click the X icon to cancel a running or
queued job. Users can cancel their own jobs, while Super Users can cancel any jobs. Click the & icon to
download a log file for a completed or failed job -- this information can be used to diagnose why a job failed.

Click the '@ icon to rerun a job that has completed or failed. In the case of an Analysis job, the workflow
that was submitted reopens, populated with the original data:

Launch Workmiow... >ave Workrow... Metadata mappings.. VWOrkrow rroperties... Basic Uptions |
Jobs 1-50 of 1672 \m
| Samples Sequences Processing nodes lr |
Action Id m
ile | 3665 Morgan Test.blgc Samples (drag and drop MS files) 25
Samples table i |Text filter 2=
File Sample  Sample MS file  AS/MS searc Digestion
Id name type
9166 avastin1-1  Reference  entfile:916...
Add sample(s).. Add row Remove rows(s) Add column... Remove column...
Submit a job...

Figure 21: Rerunning an Analysis job

In the workflow, a User can correct errors for a failed analysis, or create a variation of a completed analysis.
To rerun either kind of analysis, click Submit a job, enter the analysis file name, select the server folder to
save to, click Choose, and finally click Submit a job.

When an analysis job has completed, the Byosphere server will send an email to the User’s email account,
provided that the System Admin has set up email notifications. Otherwise, analysis jobs can be viewed in
the Web Client or Jobs tab once completed.

12
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Job Completed: TestMab.CID_Trypsin_1 inbox x

byos-enterprise@proteinmetrics.com 12:56 PM (7 minutes ag

John Jones
Your job, TestMab.CID_Trypsin_1, has completed successfully. To view the resultsécllck here ]
Best Regards

Protein Metrics
Figure 22: Job Completed notification by email

The link embedded in the email (shown above) opens the Byosphere Web Client to the search result for
the completed analysis.

In the event of a failed job, the email will note the Job ID and the link will bring the User to the Jobs page
of the Byosphere Web Client, where the User can download the log file.

View a Report within the Web Client

When the Analysis Job is complete, the generated web report can be viewed in the Byosphere Web Client.
From the email link, open the analysis search result (see Figure above) and click the & icon. Alternatively,
select the folder that contains the file and click the & icon for the project file. From the View Report dialog,
click View. A web report much like the desktop report opens in another web browser tab:

PE——
/% Workflows '/ Jobs\/ & PTM_De...ion_v5 \/ Bl PTM_Deamidation_v5_report [ |
File Edit Tabs

© Show configuration Copy pivot table to clipboard | Find: |Enter text - v
PTM Summary Tab *| %Mod by ModName across Samples *  Avg %Mod per AA by Sample * % Mod (Multi Mods per Peptide)

Protein Metrics

Export of: €:/Users/Morgan Vasas/Downloads’PTM_Deamidation_v5.6.blge
ime: 2025.09.30 09:34:50
1 Vasas

Created by: Moy
Protein sequence

IGKC HUMAN Ig kappa Coverage: (103 of 106) 97.17%
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKYVDNALQSGNSQESVIEQDSKDS
TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

TGHG1_HUMAN Ig gamma-1 Coverage: (304 of 330) 92.12%
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYS
LSSVVTVPSSSLGTQTYICNVNHKPSNTEVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPP
KPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTRPREEQYNSTYRVVSVLT
VLHQDWLNGKEYKCKVSNKALPAPIERTISKAKGQPREPQVYTLPPSRDELTRNQVSLTCIVE.
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALH
NHYTQKSLSLSPGK

Protein coverage:
C_HOMAN Ig kappa

) 5
TVAAPSVF IFPPSDEQLRSGTASVVCL LNNFYPREARVOWEVDNALQSGNSQESVTEQD SKDSTY SLS STLTLSKADYERERVYACEVTHQGL S SPVTRSFNRGEC

Figure 23: Analysis web report

For more details about analysis web reports, see the View or Download a Web Report section.

Reprocess an Analysis Project

Users may wish to reprocess an analysis project in the Byosphere Byos Client. The menu item File > Open
Project can open projects on the desktop from the server or locally.

13
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File Server Help
Launch Workflow... Ctrl+L Open project file ? X
= Open Project.. Ctri+0
Recent Projects > ENT  Local Selected folder content: extfilter P+
= Close Project = = - ~
‘ Folders: |= 12 D Alias Name
Export Y 4 Automation Tests 12998 Adalimuma... Adalimumab RT2.bmap Ji
Save To Server... | J Byologic 2506 ATO_O ATO_0bmap i
|
Upload.. | BEcae 2556 MAM_Comp... MAM_Comparison.bmap ]
Download... IR 2640 MAM_Refere... MAM_Reference.omap i
| |1 » EDS 15894 NISTmAb_C... NISTmAb_Comparison-new.bmap i
i eise || » Intact 15895 & TestMab.CID... TestMab.CID_Trypsin_1.bmap i
+ Reruns 15902 TestMab.CID... TestMab.CID_Trypsin_1b.bmap N,
L Canmr Sunnark Bl Y] | € >
Files of type: | Byos (*.byrslt *.blgc .issa =.bmap *.ntms *.bymd *.olms) v
Make New Folder Cancel

Figure 24: File > Open Project

When projects are opened from the server for the first time, Users are notified if any potentially needed
resources (sample files, report configurations, FASTA files, etc.) are missing from their local environment:

- Missing resources X

Some of resources referenced by this project are missing. Retrieving
them may take some time.

Retrieve and open| Open without retrieving | Hide Details... Cancel

« entfile:54_1:TestMab.CID_Trypsin_1.raw.pacq

Figure 25: Opening projects from the server includes options to download support files

Click Retrieve and open to download the missing resources before the project is opened. Click Open
without retrieving to open the project directly without downloading any missing resources. Missing
resources can still be downloaded later with File > Retrieve missing resources.

Note: File > Open Project is recommended to open server projects because the local copy of the project

maintains an association with the server project. This association is broken for local project files obtained
from File > Download.

When the project file and any requested resources are downloaded, the project and its report will
automatically open in Byosphere Byos Client:
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[ Workflows '/ © Jobs '/ = Intacttest

\/ 2 Intacttest_report

File Edit Tabs
g Find: |Enter text - v
Summary * Expected Mass - Intensity * Expected Mass - Relative Intensity (%) * DAR Fraction ™ Drug Load Distribution - BarChart * All Mi
Protein Metrics
Export of: C:\Users'Morgan Vasas'Downloads'byosphere' Projects\Intacttest ntms
Creation tim 25.09.24 13:11.09
Created by: Morgan Vasas
Project table
Show Show Sample Samples Trace Time Trace File Digestion pAs
T AN s File Validate Comment - & Status  Unexpected Desired Undesired Clipped file
trace peaks name type offset channel Tull path Type Tt
ADC 200ug- ent:file:29416_1:ADC

wue wue ml 2.
C.8_01_1183

TIC O 200ug-ml_2-

Review

C.B_01_1183.d.pacq

0of0 Oof0 0

Figure 26: Protein Metrics project and report automatically opened in Byosphere Byos Client

Save the Updated Project to the Server

After the project is reprocessed, the project can be saved back to the Byosphere server. Project files can
be saved as new versions of the original server project (where the original file version is preserved) or
uploaded to the server as new files. To save the project as a new version of the server project, choose File

> Save to Server:

Upload file/folder to the Byosphere server
Local file/folder: |C:\Users\Morgan Vasas\Downloads\PTM_Deamidation_v5.6.blg > ‘
Server file/folder: || ‘
Metadata: ‘
Comment:
Generate a report
[ Close and delete local file/folder after upload
Upload Cancel

Figure 27: Upload dialog opened by File > Save to Server

The upload will be a new version of the project file. The addition of analysis Metadata (see the Metadata

section) or a Comment is optional. Click Upload to save the project as a new version.

To upload the project file as a new server project, choose File > Upload. If the project was downloaded
from the server in an open session, the Local file and Server file values will be pre-populated.

1. To save the project as a new server file, the server destination must be changed from a file to a

folder. To change the server destination, click the

to and select the sample file folder on the left and click Choose.

2. Optionally, add Metadata and/or a Comment.

3. Check Generate a report to store a web report with the uploaded project.

button following Server file/folder, navigate
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Upload server file to the Byosphere server X

The file exists on the server. Upload will save as a new version.

Local file/folder: \Morgan Vasas\Downloads\byosphere\Projects\Intacttestatms X

Server file/folder: ‘ent:folder:ZBO:Morgan Y X ‘

Metadata: ‘ ‘

Comment:

Generate a report

[l Close and delete local file/folder after upload

Upload

Figure 28: Uploading an edited project as a new server file

4. Click Upload. After the upload completes, a message confirms that a report job has been submitted

to the server. After the report generation completes, an email message is sent to the User with a
link to the project file.

View a Report Job

If a Project is downloaded from the Server, edited, and is reuploaded with Generate a Report checked, the
submitted report job is displayed in the Jobs tab:

Jobs 251-300 of 1695

O Jobs per page: 50 Text filter -
Action Id Name Status Job type bmitted by bmitted on Started on Completed on
i © 2705 6490 ADC.ntms Completed Report R 2025-09-11T12... 2025-09-11T12... 2025-09-11T12... 3

Figure 29: Jobs tab with a running Report job

As with analysis jobs, click the . icon to download a log file for a completed or failed report job. Click the

icon to rerun a report job that has completed or failed. A dialog opens prompting for a server report
template file:

Select report configuration file X

1 :
Report Configuration Path: |

OK Cancel
]

Figure 30: Select a report configuration for a rerun Report Job

To change the report template, click the L= | button, navigate to and select the * . rptc file on the server,

and click Choose. Click OK and a new version of the project will be generated using the report template
chosen.

Byosphere Web Client

The Byosphere Web Client is a web-based portal to add, view and manage files, folders, and jobs. The
Web Client requires the same URL and login information as the Byosphere Byos Client. The Web Client
consists of five distinct pages or work areas: Browse, Search, Jobs, Notifications, and VM, which can be
accessed by the icons that follow the Protein Metrics Byosphere logo at the top left of the webpage.
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Byosphere: Home

Deep Query Dashboards

2 0 BR O §x

Web Analysis
Browse
Upload
Q Search
éﬁ Jobs
™~
Luma Lumamm

/

[

Notifications

[la Resources

Figure 31: Byosphere navigation panel

O

Each Byosphere Web page represents a set of related functions:

In the Home @ page, users can view the eight most recent files that they have interacted with,
as well as all associated actions for these files. The page names on the navigation panel appear
in full from the homepage.

In the Deep Query Dashboards @ page, users can access the Deep Query application, which
allows a user to collate data from multiple Byosphere Byos projects and/or Web Analyses into a
Dashboard to provide aggregate information. The user can develop multiple outputs from data,
including Dashboards, status indicators, listings, and statistical analyses. For more information,
see the Byosphere Deep Query Dashboards Manual.

In the Web Analysis &b page, users can access Web Analysis, an application embedded within
the Byosphere enterprise server that improves customer experience by enabling interactive and
iterative computations and the creation of analyses directly within Byosphere. For more
information, see the Byosphere Intact Web Analysis Manual and the Byosphere Peptide Web
Analysis Manual.
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e Inthe Browse (O page, users can access and manage files and folders. Designated users can
create folders, upload, or download files and edit, move, and delete files and or folders. Other
designated users can view and download these files and folders. Under File History, older
versions can be viewed and downloaded. Reports can be generated from project files.

¢ Inthe Upload ™ page, users can upload standard files as well as MS files by clicking the
dropzone, which will launch the File Explorer, or dragging MS files and folders (.d and .raw) from
the File Explorer and dropping them directly into the zone.

e Inthe Search @ page, users search for files and folders, according to their assigned privileges,
and filter by metadata. Users can access or edit records from the search results list directly.

e Inthe Jobs 'S:} page, users can view information about Analysis Server jobs that they or other
users submitted, according to their assigned privileges. Users can view job status and open job
log files. Note that Web Analysis tasks are not included in the Jobs page.

e Inthe Luma™ \™ page, users can navigate to the main page of the Dotmatics Luma Platform.

¢ Inthe Notifications Q page, users can view notifications of their completed jobs with links to the
job results.

¢ In the Virtual Client page (Note: only visible for users who have the Virtual Client
configured), users can open a hosted instance of Byosphere Byos in the Web Client for very fast
large project and sample downloads. Byosphere Virtual Client needs to be configured on the

Byosphere server to enable this feature. For more information, see the Virtual Client section of
this manual or the Byosphere Virtual Client Configuration Manual.

¢ Inthe Resources [E] page, the user has access to useful links that provide more information
about tutorials, Protein Metrics resources, and the Knowledge Base.

Manage Web Folders

Byosphere server folders appear as a tree in the left panel of the Browse page. Folder Editors will see three
icons indicating different actions that can be taken for the selected folder.

+ = =

EETE -

Figure 32: Folder tree with Folder Editor actions above

Users who are Folder Editors for the selected folder can perform the following options:

Add a Folder
Click the < button to add a folder:
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Add Folder x

In: --Morgan V v
User Groups: All Access X
Signatures: Disabled ~

m Cancel

Figure 33: Add Folder dialog

¢ Name is the unique name for the folder.

¢ In sets the parent folder that contains the new folder. Super Users can add folders to any parent
folder on the server, as well as <root>, which represents the root level. A standard User will see
only those folders that they have privileges for, which does not include the root level.

e User Groups are created by the Administrator and they contain a list of Users with their folder and
file privileges. To associate User Groups to the folder, click in the User Groups cell:

Add Folder X
Marme: Adalimumab
) e Bruker hd
User Groups: All Access X | X | w
Signatures. Analysts
Managers
Test

Figure 34: The User Group dropdown

o Signatures enabled signing for project files in that folder if Byosphere uses the Regulatory Module.
When a folder is enabled for signatures, an asterisk (*) appears after the folder name.

Click Add to create the folder. An add confirmation message is displayed, and the folder tree is updated
with the new folder in the left pane.

Edit or Delete a Folder
Click the # button to edit the selected folder:
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z

Edit Folder
Name: Morgan V
In: Users
User Groups: All Access x

Signatures: Disabled
These options will apply changes to all levels of subfolders (in addition to the current folder). Applying
changes for User Groups will only add groups to subfolders and never remove existing ones.

Add User Groups to all subfolders
Subfolders: Update Signature State for all subfolders

Figure 35: Edit Folder dialog

The Edit Folder dialog also allows the User to delete the selected folder. Click the W button at top right

(see figure above). The dialog chang

es to Delete Folder:

Delete Folder ZW
Are you sure you want o delete this folder and its files?
Name: Morgan 'V
I Users
User Groups: All Access
Signatures: Disabled
Subfolders:
Delete Cancel

Figure 36: Delete Folder dialog opened from Edit Folder

Click Delete to remove the folder and its file contents. Note that the folder is not completely deleted. The
server Administrator can restore or permanently delete the folder in the Byosphere Admin Web Client.

View Folder History, Copy Folder Link

Click the i= button for a selected folder to view the Folder History:

&«

Folder History: Morgan V LA
Version Name Parent User Groups Signatures Changed By Changed On Change
1 MorganV _Users All Access Disabled Morgan Vasas 2025-05-2114:44:59 Add

2 MorganV _Users All Access Enabled Morgan Vasas 2025-06-03 17:39:41 Edit

3 MorganV _Users All Access Disabled Morgan Vasas 2025-06-03 17:39:47 Edit

Figure 37: Folder History

Click the button at top left to return to the File table view.
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Note: if the User is not a Folder Editor for the selected folder, no action buttons appear above the folder
tree:

The link icon I after the folder name (as shown above) copies the folder address so that it can be shared
with other Users who are members of the folder’'s User Group.

Manage Web Files

When a folder is selected, the files contained in that folder are displayed in a table:

(P Byosphere: Browse

Figure 38: Files in the selected folder

If the User is a File Editor for the selected folder, action buttons appear above the File Table:

Add Delete @ Move Edit Metadata

Figure 39: Actions above files in a folder where the User is a Folder Editor

Note that Users who are not file editors do not see the file action buttons.

In addition to these action buttons, files have a column of action icons which can be applied to that file:

Actions

2= OoX®
Figure 40: File action icons before files

Add a File

The Add button above the File Table is used to upload a new file to the selected folder:

Add File %
File:

Alias:
Comment:

Metadata »

- [
Figure 41: Add File dialog

Click the Browse button to add a local file. The Alias value is populated with the file name without
extension, which can be edited. A Comment is optional. Click the right arrow following Metadata to add
values to Metadata fields:
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Activity:
Assay:
Instrument:
Molecule:
Project:
Request ID:
Request On:
Sample:
Sample ID:
Sample Origin:
date field:

Is Biophysical:
Sample Code:

Acquired On:

Figure 42: Some of the available Metadata fields from the File uploader

Metadata v

Click Add to upload the file. Note: The Byosphere Byos Client should be used to upload MS files, project
files with generated web reports and folders of files.

Delete or Move Checked Files

The Delete button deletes files that are checked in the box to their left.

The Move button moves files that are checked in the box to their left to a new parent folder:

Move Files

Move selected files to different folder.

Move To: Deep Query

Figure 43: Move Files dialog

Edit or Delete a File

The [# button to the left of the file allows the User to replace the file from a local source or edit the Alias

value:
Actions ] File Alias File Name Created By Created On Signature State
22240 3915 PTM PTM.bdash Morgan Vasas 2025-06-02 15:49:18
@
N\
%%‘
‘Q\\}.\ Edit File 728 |
\\\é ---------
§Q"".(
ot
Figure 44: Edit File dialog
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The Edit File dialog also allows the User to delete that file. Click the W button at top right (see figure above).
The dialog changes to Delete File:

Delete Files x

Are you sure you want to delete the selected files?

Figure 45: Delete File dialog opened from Edit File

Click Delete to remove the file. Note that the file is not completely deleted. The server Administrator can
restore or permanently delete the file in the Byosphere Admin Web Client.

Sign a File

When the Regulatory mode is enabled on the Byosphere system, Protein Metrics project files with web
reports can be signed. Folders must have Signatures enabled as part of their properties for their projects
to be signed. The names of a Signature-enabled folder is appended with an asterisk ( *):

v MorganV* @

[ i WY 5 TR

Figure 46: Names of folders that are Signature-enabled are marked with ( *)

To sign a project with a report (that is, a project which displays the ® icon), click the £ icon to edit the file:

Edit File @ u[r]
File: Signature Test.ntms
Alias: Signature Test
Comment
Metadata »
f

Figure 47: The Sign icon appears at top right

Click the # icon at top right to open the Sign File dialog:

Sign File ek *

Action: Sign v
User: Morgan Vasas
Password:

Comment:

Metadata »

ﬂ ‘ Cancel

Figure 48: Sign File dialog
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Enter the Byosphere Password, add a Comment as needed and click Sign.

File History, Link and Download

The i= button at the left of the file opens its File History, which shows details about each file version:

4121 DN29
Download File History Report for version 3 % u
Folder File y Signature
Action Version Name Alias File Name Changed By Cha?\“g On Change Comment State
£3 1 _Users DN29 DN29.fasta Morgan 2025-06-03 Upload
Vasas 20:05:39
2 Users DN29 DN29.fasta Morgan 2025-06-03 Edit
Vasas 20:05:39 Metadata
3 MorganV DN29 DN29.fasta Morgan 2025-06-03 Move
Vasas 20:05:50

Figure 49: File History

The Action column displays the available actions for the file versions. The L icon is a download function,
displayed for every server analysis and file upload. This enables the User to download and view a file
version that has been since replaced by another version. The & icon opens a report for that version, as
described in the View or Download a Web Report section below. The @ icon displays the source files used

to generate an analysis, as described in the Locate the Sample Files on the Server section. The € button
at top left returns the User to the File table.

The link icon & to the left of a file copies the file address so it can be shared with other Users who are

members of the file folder's User Group.

The <% button to the left of the file name downloads the file to the default download directory for the web
browser. Note: the latest version of the file is downloaded; to obtain a copy of an earlier file version,
download that version from the File History.

Display Common Files

Many common file types that are stored on the Byosphere server can be displayed directly in the Byosphere
Web Client window from the Browser Files table and Search Results table. These file types include text
files (*.csv, *.1log, *.txt), *.json, *.pdf, image, video and audio files. If the file type is supported for
opening in the Web Client, the file name displays a blue web link:

Search: Open Save Clear Switchto Advanced Export Results ta CSV
O Edit batch
No filters available 130t s0+ | @
File Signature
Actions  Folder o] File Alias File Name Size Created By CreatedOn State
# =  GlycanDatabase 9483 N-glycan 50 N-glycan 50 2017 Sweta 2025-06
=y common common Agrawal 25
biantennary biantennary.txt 13:08:37
# =  GlycanDatabase 37151 N-glycan 50 N-glycan 50 2017 Adrianna  2025-07-18
o common common Urbanska  12:07:49
biantennary biantennary.txt
# =  GlycanDatabase 40326 N-glycan 50 N-glycan 50 2017 Devesh 2025-08-
o common common loshi 0108:57:10

biantennary biantennary.txt

Figure 50: Files that can be displayed in the Web Client show web links in blue

Click the blue file name and the contents are displayed in an embedded window in the Web Client:

24



Byosphere Quick Start Guide v5.11 @ Protein Metrics

N-glycan 50 common biantennary.txt (2 KB)

% Short list of common N-glycans including those on therapeutic Igs's
% MNo tri- or tetra-antennary N-glycans
HexlAc(1) % 2@3.879373

HexHAc(2) ¥ 406158746

HexblAc (1)Fuc(1) % 349.,137282
HexblAc (2)Fuc(1) % 552216655
HexMAc(2)Hex(1) % 56821157
HexHAC(2)Hex(3) % 892.317218
HexblAc (2)Hex(3)Fuc(1) % 1038.375127
HexMAc(2)Hex(4) % 1054.370042
HexhAc(2)Hex(4)Fuc(1) % 1200427851
HexblAc (2)Hex(5) % 1216.422866
HexbAc (2)Hex(5)Fuc(1) % 1362.480775
HexHAC(2)Hex(6) % 1378.47569
HexHAC(2)Hex(7) % 1546.528514
HexbAc(2)Hex(8) % 1762.581338
HexMAc(2)Hex(9) % 1864.634162
HexhAc(3)Hex(3) ¥ 1095326591
HexMAc(3)Hex(3)Fuc(1) % 1241.4545
HexMAc(3)Hex(4) % 1257.448415
HexHAC(3)Hex(4)Fuc(1) % 1483.567321
HexHAC(3)Hex(5) % 1419.562239
HexMAc(3)Hex(6) % 1581.55585%

Bl> ceoe e

Figure 51: Server * . txt file displayed in the Web Client

Click the & icon at top right to download the file and click x to close the embedded display and return to
the original screen.

Properly formatted * . csv as well as *.pI and * . arw files can be plotted as spectra/traces. To do so, click
the blue file name of the file to display it as a text file. Then, check View as spectrum or View Trace at the
top right to plot the data:

o

Spectrum

L o0 e 0 &

Figure 52: Server * . csv file displayed as a plot in the Web Client

View or Download a Web Report

Web reports closely resemble Byos project reports generated on the desktop. All Users who can view
project files can also view web reports for those files.
Click the ® button to the left of a project file to open the Web Report dialog:

View Report/Output ® 3y *

Click View to view the report.

Report/Output: HTML Report ~

m Cancel

Figure 53: View Report dialog
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Click View and the project’s web report opens in an embedded window:

port_html.zip.htmi

@ F
® Intact Mass Summary Tab | Intensity by Peak & Mass
. . -
. Protein Metrics
di
Export of: C:PMIAS\ASWKD! 136:doc_1901_1_Intact ntms
Creation ime: 2025.08.01 18:41:03
Creatod by. Clawe
Protemn sequence.
None provided
& Protein coverage:
Columa filiers: No columa filters
Q Project creations:
Mass Tolerance Calibration Options Samples Centroid Options
.§,}' Mass tolerance value 10 ‘Enable Lock Mass Calibration  false Samples Id Sample name M file MS/MS fille Trace files custom 1 Acquired On Centroid keep peaks topK. 1000
1 NISTeAb_ Contol MS2  ent:file:1343_1:NISTmAb_Control_MS2.raw pacq bbb 20130223 23:06:48
Masstolerance unit  Dalion  Lock Mass (m'z) 5562771 Centroid method Auto
e NISTmAb Stressed_MS2  entfiler]342_1-NISTmAb_Stressed MS2 raw pacq ccec 20130224 01:48:48
Lock Mass tolerance (ppm) 250 Centroid smooth type Constant
Ja) Centroid Smoothing Width 0.2
Candidate Options Global Elution Peak Filter Options Intensity Options Project Options. Traces
5] Minimum charge 1 Gilobal - shorw peaks within time imerest  false Enable auro massarea 1 Mass assignments 2 Ll Lo Sl
true TIC AutoCompute-preset Al samples
Maximum charge 5 Time interest 000-000  Enable summary report 1 Alignment max time 1
false BPI All samples
Minimum peak imtensity percent 10 Minumum peak area 5.00% Mass area width 500 Iomzation Mode 0
) false UV_VIS_I Allsaaples
Minimum m'z 250 Flagif peak ration above or below tmue Accept ratio o1 [imact]
Advanced configuration
N Mede=Denatured false Other: Pump_Pressure All samples
Peak rati 10.0000%  Mass tolerance 02 -
Generate zoomed-in segments 0 false Other: Pump?_Pressure All samples
-
L R, :n

Figure 54: Example web report

The web page that displays the report contains sub-tabs corresponding to the report template (*. rptc
file) assigned to the workflow when the project was generated or uploaded through the Byosphere Byos

Client. To close the embedded report, click the X at top right and the Web Client returns to the original
window.

To display the fields available for the project, select Show Configuration above the tabs:

Intact Mass Summary Tab Intensity by Peak & Ma

Protein Metrics

Bum
Color by [intensity
_cand src t - Peak 4 -
_pks _cid - Name -
_pks_id -
_pit_id
sr_idx -
Apex time *

Apex time original

Delta mass from cale. ~

Delta mass from most intense assigned ~
Delta mono mass -

Delta mono mass (ppm) -

Delta mono mass from most intense assigned -
Delta name -

End time ~

End time Original ~

LN p—

Figure 55: Web report with Show Configuration selected

When Show Configuration is enabled, pivot table displays can be edited and filtered as they are in Byos
desktop reports.

Note: Reports viewed from a project in the File table are from the last version of that project. To view reports
for previous versions of that project, open the File History.

To copy a link to the report to share with other Users who have access to that project, click the & putton
at top right. The URL for the report is copied to the clipboard.
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To download a web report, click the & button for the project to open the View Report dialog (see Figure
71) and then click the -+m button at the top right. The dialog changes to Download Report:

Download Report/Qutput oXy *

Click Download to download this report.

Report/Output: HTML Report hd

HTML Report

PDF Report

CSV Report

JSON Report

Figure 56: Download Report dialog

Select report type and click Download to export the report to the web browser’s default download directory.
The CSV Report option downloads a zipped file containing a * . csv file for each table tab and a * . csv file
for the flat table for the primary table (for example, Elution peaks or Peptides).

report_csv.zip
[ Name

89 [2)[Expected Mass - Intensity)[2020.05.28_11.29.50.166}.csv

!_J" [3][All Mass - Relative Intensity (%)][2020.05.28_11.29.50.671]).csv

83 [4][Theoretical vs Observed Mass (Da)][2020.05.28_11.29.51.418].csv
E [S][Theoretical vs Observed Mass (ppm)][2020.05.28_11.29.51.946].csv
89 [7](Expected Mass - Intensity){2020.05.28_11.29.52.885).csv

83 doc_1782_1_report_csv.csv

Figure 57: Contents of an example CSV Report zip file

The PDF Report option downloads a single, multi-page pdf file for the entire report:

27



Dotmatica

Byosphere Quick Start Guide v5.11 Protein Metrics
1 report_pdf.pdf - Adobe Acrobat Pro DC - C
File Edit View Window Help

Home  Tools report_pdfpdf % w @ ‘
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Figure 58: PDF report

Search for Files

The Search @ page filters all files and folders that the User has privileges to see using an entered search
string. To open the Search page, click @ after the Byosphere logo. The Search page opens in the Basic
Search mode with a search entry box, and additional options to open a saved search query, save a search
query, clear the search query, or switch to Advanced Search mode:

Search: Open Save Clear Switch to Advanced Export Results to CSV

Edit batch
Figure 59: Basic search options
In a Basic Search, the entered text string is searched across all the available fields in the File and Folder

tables. To search for a text string, enter the string in the box and click the @ button to the left of the string.
The file results appear below the search entry box with optional Metadata filters to the left:
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Edit batch

Mo filters available.

1-14 of 14 50
Created Sig
Actions Folder v} File Alias File Name File Size By Created On St
2= Deep Query 3915 PTM PTM.bdash 209 Morgan 2025-06-02
NG Vasas 15:49:18
Iz # =[O General 4120 EA1-200113-4438-03- EA1-200113-4438-03- 18249 Morgan 2025-06-03
i Byosphere MISTRT MIST RT.csv Vasas 19:58:43
L =0 General 4245 NIST_byos_001 MNIST_byos_001.hlge 58482688 Morgan 2025-06-04
'y Byosphere Vasas 20:33:35

Figure 60: Search results of all records containing the entered string

The search will find files with values in any of the above columns that match the string. If the string matches
a folder name, all files from that folder are displayed.

To filter the search results by available Metadata field values, check all values below the fields that apply.
Only those records that match each of the conditions are displayed in the table:

Clear

Acquired On v
2018-02-23 23:06:48 9
2018-02-24 01:48:48 9
12018-02-27 12:35:44 2
2018-02-27 15:17:36 3
2023-06-26 16:13:54 1
(1 2025-04-1512:00:00 1

Assay v
Example Assay 1 1
Example Assay 2 1
[ Example MetaData for Assay Field 1
Instrument v
10136 Peptide 1
Custom Peptide 1
O Guitar AA 1

Figure 61: Filtering search results by Metadata values

To search by file ID, enter the text “file:” before the ID number:

Search: Open Save Clear Swilch to Advanced Export Results to CSV

Edit batch

No filters available

1 50+ -

Actions. v 10 File Alias File Name File Size  Croated By Created On Signature State

£ =& @ MorganV| 3914 PTM Project  PTM Projecibdash 68588  MorganVasas  2025-06-02 15:23:51

1ol

Figure 62: Search by File ID

The Advanced Search mode allow Users to search values by specific fields using a variety of operators,
Boolean operators, and query groups:
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AND  ~ | +Rule +Group
File Mame v | begins with v AD109 X

Created On o w o 1200172021 o %

OR ~ | +Rule | +Group @ x
Created By v = ~ Abby Allen X

Created By vl o= ~ | Sam Smith X

Figure 63: An example of an Advanced Search

View Jobs

The Jobs page displays the status of the server analysis and web report Job queue, analogous to the
Byosphere Byos Client Jobs tab:

Notifications AR 2
@ ID  Time Sent Notification
B2 638 2025-06-04 20:20:05 Job Completed: Job #1981, Signature Test.ntms, has completed successfully. To view the results, click here.
di
637 2025-06-04 20:18:17 Job Completed: Job #1979, Signature Test.ntms, has completed successfully. To view the results, click here
636 2025-06-04 19:42:56 Job Completed: Job #1977, water signature testing.ntms, has completed successfully. To view the results, click here.
G\’ 627 2025-06-03 20:08:38 Report PDF for web analysis (id: 4122) has been created: k to download
Q 626 2025-06-0318:28:15 Job Completed: Job #1951, 40-mer MSMS 14CS 14CE.d.tar, has completed successfully. To view the results, click here,
g‘} 623 2025-06-0215:12:27 Report PDF for web analysis (id: 3913) has been created: click to download
= 622 2025-06-0215:09:03 Report PDF for web analysis (id: 961) has been created: click to download
Luma

Figure 64: Jobs page

Click the X button in the Action column to left of the Job to cancel a running and queued job. Users can
cancel running and queued Jobs they have created. Super Users can cancel Jobs generated by any User.

Click & for a job to download the job log. Alternatively, click on the file name for a completed or failed job
to open the job log in the Web Client window.

Click the @ button for a completed Job to run a file search for the completed project. From the search
result, the project report can be viewed or the folder containing the project can be opened.

Note: Unlike the Byosphere Byos Jobs tab, the web Jobs page does not automatically refresh and does
not support rerunning Analysis or Report Jobs.

View Notifications
The Notification & page displays a table of the User’s notifications, such as completed or pending jobs.

The table will be blank if the User has no new notifications. When the User has a new notification, the icon
changes to display the notification count:

Figure 65: A count appears to show new Notifications

Click the Notifications page icon to display a table of new notifications:
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Notifications T &

ID Notification

1189 Job Completed: Job #1648, AD990_CD3-CD3B2200-200518132233.blgc, has completed successfully. To view the results, click here.

Figure 66: Notification of a completed job

To see the job run results, click the link here at the end of the notification. For a completed job, the Search
page will open with the completed project as a search result.

The Notification for a failed job contains a different link:

Notifications

ID Notification

1323 Job Failed: Job #2647, AD7_R34-RC11.blgc, has failed. To better understand why your job has failed, you can download
the associated log by going to the jobs page. If the failure is not clear, please contact customer support.

Figure 67: Notification of a failed job

The link from a failed job opens the Jobs page. From there, the User can click the L. icon to the left of the
failed job to download the job log. This log is helpful to determine why the analysis failed:

Submitted Started Comp
Action ID Name Status | Type Submitted By On On On Notes
X = 2262 Byonic only with excel report.byrsht Failed Analysis Sree Paruchuri 2024-12-12 2024- 2024-12-12

18:28:29 12-12 18:28:57
18:28:51

Figure 68: Failed job opened from Notification link

Virtual Client Page

The Byosphere Web Client supports the hosting of Byosphere Virtual Client remote instances of Byosphere
Byos for extremely fast performance when opening large projects with large sample files. The Virtual Client
instances reside on the Byosphere server host, enabling direct contact over a very fast network. The
instances automatically shut down upon logout or timeout to save hosting costs. Each User account is
assigned an instance, which persists from their last session when they login again.

After Byosphere Virtual ?Iient is configured on the server and activated by a Byosphere Administrator, a

-
Virtual Client page icon W s displayed after the others:

@

Figure 69: Virtual Client icon to open a hosted image of Byosphere Byos

When W is clicked, a hosted Virtual Client instance of Byosphere Byos opens in the Web Client window:
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(" Byosphere: Virtual Client Morgan Vasas
File Help Morgan Vasas (Editor)

A

(T

Workflows Jobs

(7) ~ Recent Projects

2 N\ L 8
( x ( M
A (HJ 2 ' 3 »%

- ' ’

=
SVYA (C58) - Specific Hotspot System Suitability Oxidative Footprinting HDX

MAM New Peak Detection Comparison Comparison Reference Cl phy Reference Ch
Chromatography Chromatography (in-silico) (in-silico)

v

Figure 70: Byosphere Byos image hosted on the server but available in the Web Client

In addition, project files in the Files talPIes in the Browser or Search pages can be opened directly into the
Virtual Client window by clicking the “ icon for that project file:

+ = i=
Py Add Delete = Move
Jim &
Michelle *
[J Actions ID File Alias File Name
v MS Files . . . .
D @:= & 180  Big Project-1 sample Big Project-1 sample.ntms
Bi fil
ig raw files N O

Figure 71: Virtual Client icon to open project files directly in the Virtual Client window

The project is opened in the Virtual Client window, optionally with the downloaded sample files:
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File Edit ‘“indow Server Help Jim Houston (Editor)
B x .-
“ Workflows \/ © Jobs \/ ¥ 190_Bi..sample [J
Praject (double cl... & Trace Peaks ||[= 7= ° | |AddPesks... | Delete Pesks | Merge Peaks | Split Peak | . Trace plot (double click to dock / undock) &
T [rexhter P ) | @ | 9 < Norm, @~ »
Start End Ay Ti k M d o) =
| Peak# | 3 t" t,P“ ’af; pea 0"“; Mass Intensity 1.200¢+00
Show Shows ime ime ime rea area % e 3. 159849
trace peaks 1AM AN ARTT ASE) 1desDR RIO% TAATAEIT . P 0TMe40R . Y LOUEHI0 1- 155601
< > ]
.. B.000e-01
Masses 1_§ T8 | 5 Assign masses | Linassign masses § 6.000e-01 _E
T o P 7 E
4,000e-01 -
; ~ 3
Assigned N::“ Mass Intensity Name 2,000e-01 —
A 1 144786 71 7070+ 144786 V] nooneson = T
£ | L2 b ap Minutes go 80 100
MS1 {double click to dock / undock) &  Deconvolved Mass (double click to dock / undock) =
B a a % norm. @« {b offsetfion (3] Q@ % worm, O v {Foffsstiion 3] »
1.400e+07  Time range | [44 04 - 46 91] 3500e+03 | M[143000-163000] m/z[1000-4000]
12000407 701,321 30006403 3 144826.9 155680 1593120 | cocia g
~ 10008 +07 =.2500e+03 '
£ 8.0002+06 906,181 £ 2.0002+03
E B.0002+06 844,406 g5, 141 00 1830.326 515006203
4,000e+06 _ 1401636 0o 761 1678801 1,000 +03
2.0002+05 Im 0.516 'Erj 1061478,711 1611, 76613 10,856 50008 +02
0.0002+00 : —————— 0.000e+00
wuo 1500 145000 150000 M 155000 160000

Figure 72: Server project opened in the VM window

The download performance will reflect the network speed and proximity of the Byosphere host machine
(where the image is located) to the Byosphere server.

Note: The remote Virtual Client does not currently allow access to local desktop files. Therefore, functions
that involve local file access, such as Upload and Download, have been removed:

File Edit ‘Window Server Help

Launch Workflow... Ctrl+L
#=  Open Project.. Ctrl+0
Recent Projects 4

Retrieve missing resources...

% Close Project Ctrl+W/

Export »

Save To Server...
Exit Ctrl+Q
Figure 73: File menus for Virtual Client do not include local file access

The Virtual Client feature is best suited for downloading projects with their sample files, modifying the
projects, and saving them again to the server, all with greatly enhanced performance.

Appendix
Manual File Upload

To upload a file in Byosphere Byos Client, choose File > Upload. An upload dialog opens:
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@ Upload file/folder to the Byosphere server X

Local file/folder: :C:\Users\Morgan Vasas\Downloads\PTM_Deamidation_v5.6.blg X:

Server file/folder: |

Metadata:
Comment:

Generate a report
[ Close and delete local file/folder after upload

Upload | Cancel

Figure 74: Byosphere Byos Client upload dialog

To select a file on a local drive to upload, click the - button following the Local file/folder cell. Navigate
to and select the file to upload on the right side:

Look in: C:\Users\Morgan Vasas\Downloads\FASTA 14 T EE
™ My Computer Name
& Morgan Vasas ) DN29 fasta

4 Albumin-Contaminants.fasta

File or folder: FASTA

Cancel
Figure 75: Choose a local file

To upload a folder and its contents, navigate to and select the folder on the right side, then click Choose.
The Local file/folder cell will populate with the folder path and/or file name.

Look in: # C:\Users\Morgan Vasas\Downloads “ ke OE E
™ My Computer Name -
2 Morgan Vasas cet

byosphere

File or folder: |byosphere

Choose = Cancel
Figure 76: Choose local folder

To choose an upload destination on the Byosphere server, click the |- button following the Server
file/folder cell. Navigate to and select the destination server folder in the left pane:
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Miorgan ¥
Local files

File name:
Files of type: All Files (%)

Make New Folder i Choose  Cancel

Figure 77: Choosing a server folder as the upload destination

Note that MS file names on the server contain the extension * . pacq. This is a Protein Metrics compression
format that allows single MS files, collections of associated MS files, and folders containing MS data file
(.dand . raw folders) to be compressed to single *.pacqg files. Byosphere Web Client does not compress
MS files and should not be used to upload them to server. Uploads of folders containing MS files will
compress each file into proper * . pacq format.

Click Choose and the folder name and ID is displayed in the Server file/folder cell:

ks
Local file/folder: |C:\Users\Morgan Vasas\Downloads\byosphere X
Server file/folder: |ent:folder:2512:Local files X

[l Close and delete local file/folder after upload

Upload @ Cancel

Figure 78: Server destination folder and its ID

To include metadata in the uploaded file, click the |-« button to the right of the Metadata cell. The Edit
Metadata dialog opens:

» Edit Metadata X
Name Value
Instrument ~ ~ |Mass Spec 1| ‘ x

s -

Cancel

Figure 79: Add metadata values

Add the desired metadata field names and values and click OK:
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@ Set filename and target folder X
Filename: :Peptide Test X: Byologic (*.blgc; ~
Server folder: ent:folder:2430:Morgan V X||.

Metadata: Instrument: Mass Spec 1

Comment: | Third run

Generate a report [ Generate Excel Workbook

Import metadata from sample... Cancel

Figure 80: Completed Upload entries

Add an optional Comment. To begin the upload, click Upload.
Adding files to Projects

Files from External Data Sources (EDS)

An External Data Source (EDS) is a network drive containing sample files that can be mapped to the
Byosphere server. If one or more external data source paths (EDS) are mapped in the Byosphere system,
they become available as potential sources of server MS sample files. Unlike MS sample files saved to the
Byosphere server, these files are not compressed to *.pacqg format. To add an MS sample file from an

external data source, click Add sample(s) as before. In the Choose Byosphere server file/folder dialog,
select the EDS tab:

4 Choose Byosphere server file/folder ? X

ENT | EDS | Local Selected folder content: Text fiter P+
Folders: IE 1& File name Changed on
v L EDS: Raw Data N > TestMab.CID_Trypsin_1.raw 511/13/2012 3:48 AM
L Blaze
4 Byomap
> .. Detached Glycan
4 Disulfide
> W FD_Series
L HCP
L HDX v

Files of type: [MS (*.byspec2 =.d =.lkcd *.mbi *.msfaux *.msfaux2 *.mzml *.raw =.wiff =wiff2) I -

| Choose | Cancel

Figure 81: Choose EDS sample files filtered by standard MS file extensions

Navigate to and select one or more sample files or sample folders and click Choose. The samples are
added to the workflow with the format that Byos loads local samples:
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@b Choose Byosphere server file/folder ? X
ENT EDS Local Selected folder content: | |Textfiter  P-
Folders: (& 18 ¥ File name Changed on
v L EDS: Raw Data A 'l}'; Sampled_19Aug2015raw |  111/16/2020 9:57 AM
4 Blaze [ NIST mAb.raw 4/23/2019 1:26 PM
/. Byomap . 'mAD Std.raw 4/23/2019 1:26 PM
v [l Detached Glycan sample4_19aug2015.raw.byspec2 10/13/2020 11:34 AM
& Sample4_19Aug20... sampled4_19aug2015.raw.chromatogram_only.byspec2  9/30/2020 8:41 AM
4 Disulfide
> s FD_Series
4 HCP v
Fies of type: 'MS (".byspec2 *.d *.kd *.mbi *.msfaux *.msfaux2 *.mzxml *.raw *.wiff *.wiff2) v

===

Figure 82: Samples table populated with EDS sample data

Trace files can also be loaded from external data sources. After a sample row is added (from the Add
sample(s) button for an MS file or the Add sample button for Trace-only projects), double-click in the Trace
files cell and click the |- button to open the Choose Byosphere server file/folder dialog. Click the EDS
tab to access trace files from the mapped external data sources:

* Choose Byosphere server file/folder ? X
ENT EDS Selected folder content: T rexther  P- \
Server folders: 1§ 12 Y File name Changed on ‘
> FD_Series A 20161010Cut.csv 10/10/2016 12:21 PM
L HCP ‘
& HDX |
Vv L Intact
v L ADC
> 20161010Cut ... v
Fies oftype:l Traces Fie (".csv *.txt “.itb *.pi “.byspec2 *.d *.data.cut *.cd *.mbi *.msfaux *.msfaux2 .——_MM
Choosze Cancel i

Figure 83: Choose an EDS trace file filtered by Byos extensions

Navigate to and select a trace file and click Choose. Note: Only MS files and Trace files can be added to
Byosphere workflows from external data sources.

Local Sample Files

Local sample files and sample files in * . pacq format can be added to Byosphere workflows from the Local
tab:
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Choose Byosphere server file/folder ? b7
ENT EDS Local Selected folder content: ‘
Folders: |5 1& Name Changed on A

data A J 170331_13.raw 2/8/2022 10:56 AM
) Desktop 4. 20161010Cut 0140061.d 3/20/2022 2:55 PM

D t 170331_13.raw.byspec2 1/31/2021 4:.08 PM
J men

OcUments Intact mAb.mbi 1/25/2022 11:46 AM

4 Downloads

Deanhav MDY 2

Files of type: :;MS('bvsoecZ"d 'da!acut 'icd'nbn ;.n;f;ux ‘ms‘f‘auxz ‘mnmd ;,pacq ~raw ".v‘n‘ff 'vuffz)l v
Cancel

Figure 84: Choose local sample files or MS files in * . pacqg format

Upon clicking Submit a job, the User is first offered the option to upload the sample file to a separate folder
(Select target directory) or to the same folder chosen for the project file (Upload to the project folder):

0 The following resources do not reside on the Byosphere
server. They will be packed and uploaded automatically.
Please, choose where you want to upload them.

® C:/Users/Morgan Vasas/Downloads/BSA_2.04.RAW

Select target directory... Upload to the project folder  Cancel

Figure 85: Select the server folder for the uploaded sample files

Note: Older *.pacqg sample files must be upgraded to the latest *.pacqg format and saved before they
can be uploaded.

After submitting the analysis, the local sample files are first uploaded to the server in * . pacq format (if not
already in this format). Then the analysis is generated with references to the uploaded server files.

Note: If an older * . pacq format is added, it must be updated to the latest format before it can be used in
the project.

This feature allows Byos workflows containing local sample files to be opened and submitted in Byosphere
Byos. The local sample files will be uploaded in *.pacq format and the server project will reference those
server sample files.

Chromeleon Sample Files
If Chromeleon version 7.2 is installed and configured in Byosphere Byos, samples obtained from

Chromeleon can be loaded to workflows and used to generate Byosphere analyses. When properly
configured, the sample file chooser displays a Chromeleon tab from which to load Chromeleon samples:
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# Choose Byosphere server file/folder ? X
ENT EDS Local Chromeleon Selected folder content:
MName ltem type
v [ PC = 011315_DM_AvastinEu_lA_LysN Injection
011315_DM_AvastinUS_IA_LysN Injection
W H
(& ChromeleonLocal 022515_Q_jre_Avastin_Euro_Trypsin_A_&0min i Injection
L $RecycleBing 09315_E_SN_NIST_Guanidine_LysC Injection
v LE
v W PMI

~ L Sample
W E_PMI_Sample

Figure 86: An extra Chromeleon tab appears containing Chromeleon sample files

After submitting the analysis, the Chromeleon files are uploaded to the Byosphere server in * . pacq format
and the analysis is run using these server samples.
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