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Overview

Protein Metrics Byosphere® is a server repository where Protein Metrics Byos® 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 Byosphere Web Client is supported on Google
Chrome, Apple Safari, Mozilla Firefox and Microsoft Edge.

The Protein Metrics Byosphere Byos Client is a client application that allows designated Users to:
e Process raw files stored on the Byosphere Server using various Byos Desktop analysis workflows.

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

User Privileges

Users are given access and privileges to Byosphere data when an Administrator assigns them to User
Groups, which are then assigned to individual folders on the Byosphere server. There are four kinds of
privileges that User Groups can be assigned that enable access to folders, files and their functions. These
privileges are independent of each other and often must be assigned together.

e Viewer - User Groups given only Viewer privileges to a folder can download files from that folder.
Viewers cannot upload files to or generate analyses in that folder.

o File Editor - User Groups given File Editor privileges to a folder (along with Viewer privileges)
can upload files to that folder in addition to downloading files. They cannot upload folders,
generate analyses, create sub-folders during file uploads, or generate reports when uploading
Protein Metrics projects without additional privileges.

o Folder Editor - User Groups given Folder Editor privileges to a folder (along with File Editor and
Viewer privileges) can upload folders containing files to that folder and create sub-folders under it
during uploads.

¢ Analyst — User Groups given Analyst privileges to a folder (along with File Editor and Viewer
privileges) can process, or analyze, sample files in the folder to create Protein Metrics projects
through the Byosphere Byos Client. Analysts can also generate web reports when uploading
Protein Metrics projects (analyses), whether projects downloaded from Byosphere or projects
locally generated in Byos or other Protein Metrics applications.

Note that a special category of users called Super Users automatically have all these privileges for all files
and folders. Super User privileges are assigned to users by a Byosphere Administrator.

Users with specific privileges are assigned to User Groups created by an Administrator in the Byosphere
Admin Web Client. User Groups are then assigned to folders in the Byosphere Web Client by Folder Editors.
Users in a User Group assigned to a folder have uniform privileges to all files in the folder.

User Group privileges are enabled or disabled by the Byosphere license. An Administrator assigns Users
two kinds of entitlements from this license: product entitlements are needed to use Analyst privileges for
specific Protein Metrics workflows, and role entitlements are needed to activate any privileges beyond
Viewer privileges. Users who cannot exercise their assigned User Groups privileges, or who cannot submit
analyses for Protein Metrics workflows they expect to have access to, should contact the Byosphere
Administrator to ensure that they have the correct role or product entitlements, respectively. Users must
logout and login again to enable changes made by the Administrator to their license entitlements.

Byosphere Byos Client Startup

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
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address), a welcome email is sent to the User with a web link to set a password in the Byosphere Web
Client.

The Byosphere Byos® Client can be accessed by clicking the following icon, which can be found on the
Desktop or by searching “PMI-Byosphere-Client” in the search bar:

Figure 1: PMI Byosphere Byos® Client icon

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

Once the Client launches, the user should be prompted to set up the Server address for the Client to
connect to. After the address has been configured, it will remain set upon uninstallation and reinstallation
However, if the user wishes to change the Server address again, this dialog can be accessed via the Server
menu as mentioned below under Server > Configure.

In Byosphere, the Server menu contains the following:

Server Help
Login...
Logout
Lock
Preferences...
Configure...
Settings...

Figure 2: Byosphere Server menu

Choose Login to access the Byosphere server. Choose Logout to close the connection. Lock is used to
lock and obscure the Byosphere Byos Client screen.

Preferences sets the default download and temp directories:

Preferences X

Home directory: ‘organ Vasas\Downloads\byosphere X ‘

Temp directory: ‘as\AppData\LocaI\Temp\byosphere X ‘

[ Clear Projects folder when necessary
Minimum free disk space: 50.00 - GB
Generate report by default

Cancel

Figure 3: Server preferences

To change the default download directory, click the [--| button, navigate to and select the desired directory,
and click Choose. Follow the same steps to change the Temp directory. The Temp directory manages
compression and decompression of * . pacq files. For very large files, this can consume enough disk space
to potentially slow or stop processes on a C drive with limited space. If another, larger drive is available,
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the Temp directory should be moved to that drive. Optionally, uncheck Generate report by default if most
project uploads will not require generated reports.

Configure sets the server URL address. This should be the server that the user has an account to log into:

Servers configuration X

Chromeleon  Byosphere

Server URL: ‘ | Test
Transfer chunk size: ‘1048576 | bytes
Parallel downloads ‘6 =
SSO auth response timeout: ‘600 | seconds
Jobs view refresh interval: ‘30 | seconds
External data sources: Alias Path L

Cancel

Figure 4: Configure the Byosphere server

The server URL can be either the IP address or the server alias name. As a server address is typed into
the cell, the expected URL is displayed below it. Click Test to confirm that Byosphere Byos Client can
connect to the specified URL. The dialog will display “Connection succeeded” for valid addresses and
“Connection failed” for invalid ones.

Transfer chunk size refers to the size of the blocks that a file is divided into when the file is uploaded or
downloaded. A size of 1 MB is typically used.

SSO auth response timeout measures the duration of inactivity before locking the screen when Single
Sign-On (SSO) is enabled. See the Single Sign-On Login section for more information.

Jobs view refresh interval allows the user to set the interval at which the jobs view refreshes automatically.

The External data sources (EDS) window shows the network drives on the user's own computer that
contain MS sample files available for use in Byosphere analyses. This section is initially configured by the
Byosphere Administrator but can be edited by the user for different Path values. To edit the External data
source path to a different but parallel data path as that defined by the server, double-click the entry of the
path to edit and click the || button:

Edit ? X

P:\PMI-Demo'Managed\rawData

cance'

Figure 5: Edit the External data source path

Enter the new path and click OK. The External Data Source cell updates with the new path, marked in
yellow:




Byosphere Byos Client Manual v5.12 Protein Metrics

External data sources:

Key Path
PMI-Demo ‘E\EDSData | 5)

Figure 6: EDS path edited to a parallel local path

To revert to the EDS path, click the =" icon after the edited path.

See the External Data Sources section for more information.

Settings sets up the Resource Cache directory and its properties:

Settings X
Cache

Optimal cache size: ‘10.00 o ‘GB
Maximum cache size ‘20.00 5 ‘GB

Cache location: bs\AppData\Loca\\Protein Metrics\ResourceCache‘

Cancel
Figure 7: Resource cache settings

When projects are opened from the Byosphere server to the desktop, users are given the option to also
download associated sample files and other resources. These project resource files are stored in the
Resource Cache for use each time any product linked to them is opened locally. Optimal cache size sets
the disk space in GB set aside for storing resource files. Maximum cache size sets the space limit, beyond
which older resource files are deleted. Cache location is the path to the directory that stores the files.
Choose a drive that has sufficient space. The default directory listed is created if the setting is not changed.
Changing the Cache location will clear the existing cache.

To access the Byosphere server, choose Server > Login:

Login to the Byosphere server X

User name: |randomuser@proteinmetrics.com ‘

Password: |oooc.ooooooooo| I ‘

Save user name and password  Clear credentials

Cancel

Figure 8: Login to Byosphere server

Enter the user name provided by the Byosphere Administrator and the password created from the
Byosphere welcome email link. Check Save user name and password to persist these entries in an
encrypted file for the next time Byosphere Byos Client is opened. Uncheck Save user name and password
if other users have access to this installation. The fields will be blank the next time the login dialog is opened.
Click Clear credentials to remove previous user name and password entries from the encrypted file. Click
Login to login to the Byosphere server. The dialog will display “Logged in successful” for valid credentials
and “Network connection error” for invalid ones. The username at the top right of the Byosphere Byos Client
screen displays the account username, not the Windows login username:
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File Server Help

B x
14 @ Workflows\/ ® JObS\ /

Figure 9: The Byosphere account name appears at top right

Morgan (Editor) _

-~ Dannmt Duninnda~

To change a Byosphere password or set one for the first time, open Byosphere in a web browser using the
server URL described above. The Byosphere Web Client login dialog opens:

@ Byosphere

mvasas@proteinmetrics.com

Forgot Password?
SignIn

Figure 10: Login for the Byosphere Web Client

Click Forgot Password, enter the user account email and follow the directions in the email sent by the
Byosphere server.

Single Sign-On Login

The Byosphere system may be configured for Single Sign-On (SSO) logins. When this is enabled, user
credentials are not managed by Byosphere, but by a third-party identity provider, such as Active Directory.
The account email used by the identity provider must match an existing Byosphere email account. Users
would then login with these email accounts but also with their passwords from their identity provider service,
not with the passwords managed by Byosphere.

When SSO is enable, a login to the Byosphere server opens the default web browser with a link to sign in:

@ Byosphere

Figure 11: SSO-enabled login

Click Sign In. The login screens that follow depend on the identify provider. The examples below use Active
Directory, managing Microsoft Windows accounts:
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B® Microsoft

Sign in

Mext

Figure 12: Enter the Byosphere email account

Enter the email address shared by Byosphere and the account managed by the identity provider. In this
example, click Next to move to the Password screen:

B® Microsoft
€« ssmith@proteinmetrics.com

Enter password

Figure 13: Enter the identity provider (not Byosphere) account password

Enter the password for the account managed by the identity provider, not the password managed by the
Byosphere account. In this example, click Sign In:

B® Microsoft
ssmith@proteinmetrics.com
Stay sighed in?

Do this to reduce the number of times you are asked
to sign in.

Dan't show this again

-

Figure 14: For Microsoft Windows, choose whether to remain logged in
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In this example, the User can click Yes to remain signed in when closing and reopening Byosphere Byos
Client in the web browser, or click No to log out when closing the web browser.

Byosphere Byos Client Workflows

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.

The User must have Analyst privileges to a folder to generate an analysis project there. This is assigned
through User Groups in the Byosphere Web Client. In addition, the User must have the correct product
entitlement (such as Intact to use the Intact, Reduced or ADC workflows) and the Contributor role
entitlement. Entitlements are assigned to the user by the Administrator in the Byosphere Admin Web Client.

Byosphere has the same default workflow options as Byos. To open an installed workflow, click one of the
Byos workflow icons:

File Server Help
B X

/ Workflows\ Jobs

My Workflows

System Workflows

¥ ¥ Ly

Intact Native Intact Reduced Isotope Resolved

ADC
Identification, Identification, Identification, Identification,
. ) ¥ g Drug loading and mass
characterization, and characterization, and characterization, and characterization and
confirmation with multi
relative quantification of relative quantification of relative quantification of relative quantitation of
X sample comparison
large molecules non-denatured molecules reduced large molecules smaller molecules with i...

M iﬁi § ; e

iclEF-MS Oligo Digested PTM

Annntatinn nf inlEF naale Idantifiratinn annnatatinn Olizonucleotides Idantifiratinn and

Intact Reconstruction
Intact Protein Analysis

Figure 15: Byosphere Byos workflow icons

To open a custom Byos or Byosphere Byos Client workflow, choose File > Launch Workflow, navigate to
and select the desired * . wf 1w file, and click Open. The Add sample(s) button appears under the Samples
table:
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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 table  * T |Te

Samples File sample

d d name MS file Trace files  1S/MS searc Digestion

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

Traces table *

Import

Items Trace type Trace peak options Selected samples

I

Add missing traces...  Remove trace(s) _ Clear orphan traces Edit trace peak options... |Edit global trace peak filters.

Submit a job

Figure 16: Byosphere Byos Client workflow

Add sample(s) typically loads sample files from the server, although local sample files and sample files on
network drives are also supported (see the Local Sample Files and External Data Sources sections,
respectively). Add row adds a row without accessing the server. For example, this is used to load Trace
files without associated sample files. Remove row(s) removes all selected rows. Note that local files that
were stored to Byos workflows are now available for use in Byosphere analyses. However, certain types of

files can only be loaded to Byosphere workflows from the server. These include trace files and report
configurations.

Workflow Sample Files

Sample MS files are typically loaded to a workflow from the Byosphere server. To load sample raw data
files to the workflow, click Add sample(s). The Choose Byosphere server file/folder dialog opens:
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Choaose file/folder x
ENT  EDS  Local @ viewer O Search
Folders: Selected folder content:
ElE =
ID Alias Name Created by Created on Ver. Signature state date field Activity Assay Ir
L.~ 1625 BYE-11557  BYE-11557
T ~ 5614 ADC1-2.wiff ADC1-2.wi... Test-API-u... 9/4/2025 ... 1
o 2 5546 DN29 red.... DN29 red.... Test-API-u... 9/3/2025 ... 1
Rl #5615 Human Ig... Human lg... Test-APl-u... 9/4/2025 ... 1
[
B © 5612 Intact_Wat... Intact_Wat... Test-API-u... 9/4/2025 ... 1
W .. + 5613 Nist RedD... Nist RedD... Test-APl-u... 9/4/2025 ... 1
Vo + 5618 NIST-SRM... NIST-SRM... Test-API-u... 9/4/2025 ... 1
(5
(5
L
L
[
L
oL
=L
[ = .
e,
=Wl
W _w..
Etes.. | ¢ >
File name: ‘
Files of type: PACQ (*.pacq) e
Choose | Cancel

Figure 17: Choose Byosphere server file

The left panel contains all the folders available to the user in the following tabs:
e The ENT tab shows Byosphere server folders.

e The EDS (if configured) tab shows External Data Sources, network file directories mapped to the
Byosphere system (see the section below).

e The Local tab shows MS files on local drives (see the section below).

The right panel contains the available sample files in the selected folder. The Choose Byosphere server
file/folder dialog filters for files that contain the extension *.pacqg. Sample files are compressed into the
Protein Metrics proprietary * .pacq format when they are uploaded through Byosphere Byos Client. Note
that sample file uploads through the Byosphere Web Client cannot be loaded into a Byosphere Byos Client
workflow because they are not compressed into * . pacqg format. Sample files should only be uploaded to
the server through Byosphere Byos Client. For more information on Byosphere Byos Client, see the
Byosphere Byos Client Uploads section.

The * .pacq compression allows consistent loading of the various combinations of the single sample files,
multiple sample files or sample file directories that are supported by Protein Metrics applications. All the
sample file extensions that are supported by Protein Metrics are compressed into *.pacqg format upon
uploading through Byosphere Byos Client. These files include: *.d, *.raw, SCIEX: * . wiff, *.wiff2,
*_ lcd, *.mbi, *.msfaux2, * .mzXML, and * .byspec?2 files.

To load the sample files to the Byosphere workflow, select one or more and click Choose. The workflow
updates with the sample files:
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Botratics

@ Protein Metrics

Launch Workflow... Save Workflow... Metadata mappings... Workflow Properties...

Samples Sequences and masses Sample-protein input Processing nodes

Basic Options v

2 h 8989 DN32_red ent:file:8989_1:DN32_red.raw.pacq

Samples
Samples table ° Y
SamEles File Sample MS file MS/MS file Trace files ‘
Id Id name
j DN29_red ent:file:8981_1:DN29_red.raw.pacq

Other: uBSM M... Import trace only All samples

S s | P PN £ S A .

Add missing traces... |Remove trace(s) Clear orphan traces

Add sample(s)... Add row Remove rows(s) [:I Enable Comparison mode Add column... Remove column...
Traces table T |7 p-
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: yBSM M... Import trace only All samples
U

v

Edit trace peak options...| Edit global trace peak filters...

Submit a job...

Figure 18: MS sample files added to the workflow from the Byosphere server

The text ent:file:8981_1 indicates that the record is a file from the Byosphere server with ID 8981 and
version 1. The Sample name column is populated with the file name without the extension. The Traces

table is populated from sample files.

Sample Metadata

Server sample files can contain metadata values. To display sample file metadata in the Samples table,

first click the Metadata mappings button at the top of the workflow:

Launch Workflow... Save Workflow... | Metadata mappings... | Workflow Properties...

Samples  Sequences  Processing nodes

Basic Options @

Samples (drag and drop MS files)

Samples table |

Samples File Sample MS file Trace files AS/MS searcl
Id Id name
1 5546 DN29_red entfile:554...

Figure 19: Metadata mappings button

T |Text filter 2~

This opens the Metadata mappings dialog. Select the desired metadata fields from the Metadata
dropdown and the Samples / Custom Columns value in the Target dropdown:

10
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4 Metadata mappings X

Metadata Target

-> Sequences / Chains Table v *®

v -> X
date field al
Activity
| Assay

T |Instrument Cancel

L Molecule

>

Project

Request ID
Request On
—(Sample s Edit trace peak

SampleID ]

Figure 20: Adding metadata columns to the Samples table

Click OK and the columns are added to the Samples table. When sample files are added to the
table, any values in those metadata fields are displayed:

Samples Sequences and masses Sample-protein input Processing nodes
Samples
Samples table| - T
Samples File Sample MS file Trace files Digest Instrument
Id Id name
1 24880 PMI_Bevacizumab_Trypsin_CC  entfile:24880_1:PMI_Bevacizumab_Trypsin_CCraw.pacq Chymo QExactive

Figure 21: Sample file with displayed metadata column values

In addition to viewing metadata for sample files in the Sample table, sample file values from custom
metadata fields containing mass (for example, Expected Mass) can be input into the Chains and
Sequence combinations tables in the Sequences tab. In the Metadata mappings dialog, map the
sample file mass field to the Target option Sequences / Chains Table:

Metadata Target ~

Expected Mass LV w | |
|Samples [ Customn Columns

Figure 22: Mapping a metadata field to Sequences and Chains tables

The sample file mass values are automatically input into the Chains and Sequence combinations
tables in the Sequences tab:

11
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Sequences  Buiding blocks

Chains| | @ average mass () Moneisotopic mass § |rext S P
Id Name Sequence/average mass
A Expected Mass 23490
Selact from FASTA file... Add Remaove selected
Sequence combinations =[] Meror chans table 7 |rext e e
Samples
Id MName
1 Expected Mass
£ >
Add Remove selected

Figure 23: Metadata mass value imported into the Chains and Sequence combinations tables

Users can also view and search by Metadata during file selection within the File Viewer.

@ Choose file/folder X

ENT EDS Local @ viewer [0 Search

'S Selected faldar.content: Tastiter L=

ple Origjh Is Biophysical Sample Code Acquired On Plate Row Plate Column

i
2014-12-01...
2016-01-07...
2018-10-16... N
2016-01-07...
2020-02-12...

Figure 24: Metadata in File Viewer

The radio buttons in the righthand corner allow the user to switch between Viewer and Search mode. Note
that metadata values are still visible within the Viewer mode. In the Search mode, users can search through
the metadata associated with samples on the enterprise server.

12
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Botratics

@ Protein Metrics

% Choose file/folder X

ENT  EDS  Local o] v.ml ® S“'"th
I DN2g l Find

1-27 of 27 Files per page: 50 ~
Actions olde 1D Alias Name ated Created on Ver Signature state date field Activity Assay Instrument Molecule Project 17
- 04.. 5686 DN29_red.... DN29 red.... Cla... 9/4/2025 .. 1

- 21.. |7/ 4293 DN29 red... DN29 red.... Cla... 8/21/2025... 1

L BY.. "2/ 5534 DN29 red... DN29 red... Vr.. 9/3/2025.. 1

- €5V, 1959 DN29 red... DN29 red... As.. 8/4/2025.. 1

- D. 228 DN29 red... DN29 red... Hi.. 9/1/2022 .. 1

L M... 222 DN29_red... DN29 red.... Hi.. 9/1/2022.. 1 Test 1

- M... 238 DN29_red... DN29 red... Hi.. 9/1/2022.. 1

] Vraj 5546 DN29 red.. DN29 red.. Tes.. 9/3/2025 . 1

- W 1819 DN29 red... DN29 red... by.. 8/1/2025 . 1 v
< >
1-27 of 27 ¢ > »

File name:
Files of type: PACQ (*.pacq) -

Choose | Cancel

Figure 25: File Folder Search

For details about adding metadata values to sample files, see the Metadata section.

External Data Sources

If one or more external data source (EDS) network drives 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. The configured EDS paths open as root directories named for their Key entries:

EDS

E

ENT

Folders: [E

Local

4> Choose Byosphere server file/folder

v |4 EDS: Raw Data
. Blaze
& Byomap
> | Detached Glycan
. Disulfide
> | FD_Series
L HCP
£ HDX

W

Files of type: I MS (*.byspec2 *.d *.lcd *.mbi *.msfaux *.msfaux2 *.mzxml *.raw *.wiff *.wiff2) I

? X
Selected folder content: Text fiter P~
File name Changed on
. TestMab.CID_Trypsin_Lraw :11/13/2012 3:48 AM
Choose Cancel

Figure 26: Choose EDS sample files filtered by same extensions as Byos does

Note that the sample raw files in EDS folders are filtered by sample file extensions. If the sample is a folder,
select the parent folder and then select the sample folder on the right, not on the left:

13
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dp Choose Byosphere server file/folder
ENT EDS Local Selected folder content: " |rexthiter -
Folders: |E 12 Y ’ File r,{ame Changed on ‘
v (L EDS: Raw Data ~| | Sampled 19Aug2015aw | 11/16/2020 957 AM
L Blaze NIST mAb.raw 4/23/2019 1:26 PM
.. Byomap mAb Std.raw 4/23/2019 1:26 PM
v [l Detached Glycan sample4_19aug2015.raw.byspec2 10/13/2020 11:34 AM
s Sample4_19Aug20... sample4_19aug2015.raw.chromatogram_only.byspec2  9/30/2020 8:41 AM
> s Disulfide
> W FD_Series
& HCP v
Fies of type: | MS (*.byspec2 *.d *.kcd *.mbi *.msfaux *.msfaux2 *.mzxml *.raw *.wiff *.wiff2) v
e

Figure 27: Choose EDS sample folder

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:

Launch Save F ‘Workflow Properties... Basic Options i

Samples Sequences and masses Sample-protein input Processing nodes

Samples
Samples table ¥
Samples File Sample MS file Trace files
Id Id
1 6__1010Cl.i _ eds:Raw Data:intact/ADC/20161010Cut 0140061.d I
Add sample(s)... Add row Remove rows(s) D Enable Comparison mode Add column, .. Remove column. ..

Traces table

I:LF::: Trace type Trace peak options Selected samples
TIC AutoCompute-pre... All samples

J sml Import trace only ~ All samples
[J uv-DA.. Importtraceonly  All samples
[J UV-DA.. Importtraceonly  All samples

Edit trace peak options...  Edit global trace peak fiters...

Add missing traces... | Remove trace(s) | |Clear orphan traces

Submit a job...

Figure 28: Samples table populated with EDS sample data

The MS file entry lacks the ENT file ID and the * . pacg extension. The Sample name is the MS file without
an extension.

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:

14
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@ Choose Byosphere server file/folder ? X
ENT EDS Selected folder content: T
Server folders: £ 1= v File name Changed on
>l FD_Series A ~ 20161010Cut.csv 10/10/2016 12:21 PM
> & HCP
& HDX
v 4 Intact
v W ADC
> b 20161010Cut ... v
Files of type:l Traces File (*.csv *.txt *.itb *.pi *.byspec2 *.d *.data.cut *.kcd *.mbi *.msfaux *.msfaux2 *.mzxml *.pacq *.raw *.wiff *.wiff2)v
Choose Cancel

Figure 29: Choose EDS trace file filtered by same extensions as Byos does

Navigate to and select a trace file and click Choose. The trace file is added to the workflow:

Launch Workflow... Save ik g Prop: Basic Options
Samples Sequences and masses Sample-protein input Processing nodes
Samples
Samples table v
Samples]| File Sauiple MS file Trace files
Id Id name
1 20161010Cut 0... eds:Raw Data:Intact/ADC/20161010Cut.d Ieds:Raw Data:Intact/ADC/20161010Cut.d/2016101 0Cut.csv|
Add sample(s)... Add row Remove rows(s) [:] Enable Comparison mode Add column. .. Remove column...
Traces table AT
I::e‘;c:? Trace type Trace peak options Selected samples
TIC AutoCompute-pre... All samples
J sel Import trace only  All samples
[J Uuv-DA.. Importtraceonly  All samples
[ uv-DA.. Importtrace only  All samples
[J Traces fil... Importtrace only  All samples
Add missing traces... Remove trace(s) | Clear orphan traces Edit trace peak options... | Edit global trace peak filters...

Submit a job...

Figure 30: Trace file loaded from an external data source

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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db Choose Byosphere server file/folder ? b 4
ENT EDS Local Selected folder content: 7 [recese o]
Folders: [ 1= I Name Changed on 2
. data o) L 170331_13.raw 2/8/2022 10:56 AM
i Desktop £ 20161010Cut 0140061.d 3/20/2022 2:55 PM
D t 170331_13.raw.byspec2 1/31/2021 4:.08 PM
e Intact mAb.mbi 1/25/2022 11:46 AM

& Downloads ‘

L Neanhayv (DA

| <

Files of type: 'MS (*.byspec2 *.d *.data.cut *.lcd *.mbi *.msfaux *.msfaux2 *.mzxml *.pacq *.raw *.wiff '.wiﬁz)]

<

Choose Cancel
Figure 31: 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):

® Submitting a job X
The following resources do not reside on the Byosphere

server. They will be packed and uploaded automatically.
Please, choose where you want t% upload them.

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

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

Figure 32: 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:

@ Outdated pacq format X
0 The selected PACQ file ™ 1-1.d.pacq" is in an outdated
format and has to be upgraded. Do you want to do this now?

Yes No

Figure 33: Prompt to upgrade older * . pacq files

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:

@ Progress

Uploading resources...

Uploading NISTmAb_Control_MS2.raw...

ez

Figure 34: The sample files upload before the analysis begins

Note: If an older * . pacq format is added, it must be updated to the latest format before it can be used in
the project.
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This feature allows Byos workflows containing local sample files to be opened and submitted in Byosphere
Byos. Again, 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 7.2 is installed and configured in Byosphere Byos, samples obtained from Chromeleon can
be loaded to workflows and used to generate Byosphere analyses. To enable Chromeleon support, install
Chromeleon and configure Byosphere Byos by choosing Server > Configure and open the Chromeleon
tab:

Servers configuration ? X

Chromeleon Byosphere

Enabled

Download path |F:\Pobrane\.chrome1eon }

Report template URI |chrom:,’/pc/ChromeIeonLocal/Default.report j

Byosphere Metadata Mapping |C: \Users\jarmi\AppData\Local\Protein Metrics\General\ChromeleonToByosphereMetadataMap.json ]

Cancel

Figure 35: Example of Chromeleon configuration in Byosphere Byos

Supply a Chromeleon download path, a Chromeleon report template URI, a Byosphere Metadata Mapping
file, and check Enabled. When properly configured, the sample file chooser displays a Chromeleon tab
from which to load Chromeleon samples:

@ Choose Byosphere server file/folder ? X
ENT EDS Local Chromeleon Selected folder content:
Folders: [E 1= Na?ne ltem type
v [ PC » 011315_DM_AvastinEu_|A_LysN Injection
011315_DM _AvastinUS_IA_LysN Injection
v 4 ChromeleonLocal B 022515_Q_jrc_Avastin_Euro_Trypsin_A_60min Elnjedion ‘
4 $RecycleBin$ 09315_E_SN_NIST_Guanidine_LysC Injection 1
v@E
v & PMI
v L Sample

& E_PMI_Sample
Figure 36: An extra Chromeleon tab appears containing Chromeleon sample files

Samples are loaded into the Samples table identified with the prefix chrom:

Samples table
File Semple Sample .
Id name type MS file
011315 0M_Av... Reference chrom://pc/ChromeleonLocallE/PMI/Sample/E__PMI_Sam...

011315 0M_Av... Reference chrom://pc/ChromeleonlocalVE/PMU/Semple/E_PMI_Sam..,

Figure 37: Chromeleon samples loaded to a Byosphere workflow
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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.

Metadata in the Chromeleon files is automatically uploaded with the sampile files. It is generated through
the Byosphere Metadata Mapping * . json file defined in the Chromeleon tab of the server configuration
(contact support@proteinmetrics.com for information about creating this file).

Comparison Projects

Comparison projects require an MS * .pacq file or Protein Metrics * . bmp project file marked as Sample
type Reference and at least one MS file or Trace file marked as Sample type NonReference. Thus, the
process for adding samples is different. After launching a comparison project (where Enable Comparison
mode is checked), instead of clicking Add sample(s), double-click in the MS file cell for the Reference row

to reveal the | | button for this row:

Launch Workflow... Save Workflow... Metadata mappings... Workflow Properties... Basic Options ~

Samples Sequences Processing nodes

Samples (drag and drop MS files)
Samples table °
Samples File Sample Sample MS file Trace files MS/MS search
Id Id name type

1 Reference | -

2 MNonReference
Add sample(s)... Add row Remove rows(s) Enable Comparison mode Add column... Remove column...
Traces table W |Text filter o]
Ilr;]epn?: Trace type Trace peak options Selected samples
Add missing traces... | |Remove trace(s)  Clear orphan traces Edit trace peak options...  Edit global trace peak filters...

Submit a job...

Figure 38: Choosing a * .bmap project or MS * . pacq file as a reference for a comparison project

Note that Enable Comparison mode is checked. Click the |- button to open the Choose Byosphere
server file/folder dialog. Select the reference project or MS file (i.e. *.bmap or *.pacqg file) and click
Choose. Next, double-click in the MS file or Trace files cell of the NonReference row, click the =1 button,
select a * . pacq or trace file and click Choose. The NonReference row is populated with the file data and
the Traces table is populated with corresponding Trace records:
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Launch Workfl Save g Workflow Properties... Basic Options %
; Samples Sequences Processing nodes
Samples (drag and drop MS files)
Samples table - T
SAfgees, | e Sampie Sampla MS file Trace files MS/MS search
Id Id name type
1 2651 NISTmAb_Reference Reference entfile:2651_1:NISTmAb_Reference.bmap
2 2649 NISTmADb_Stressed_MS1  NonReference i_(__ent'file'2649 1:NISTmADb_Stressed_MS1.raw.pac
< >
Add sample(s)... Add row Remove rows(s) Enable Comparison mode Add column... Remove column...
Traces table ¥
Import Trace type Trace peak options Selected samples
TIC AutoCompute-pre... All samples
[ spl Import trace only  All samples ‘
Add missing traces... Remove trace(s)  Clear orphan traces Edit trace peak options...  Edit global trace peak fiters...

Submit 3 job...

Figure 39: Populated comparison project

Workflow: Other Server-Only Files

Certain types of files that are imported into workflows can be opened only from the Byosphere server
directory. These include MS/MS search (*.byrslt)files, Byonic parameter files, report configurations, Ul
configurations, and Ul layout files. Trace import files can be opened from the server or from EDS. Trace
import files on the server that are MS files must be compressed in *.pacqg format, and thus must be
uploaded through Byosphere Byos Client. All the other server files, including trace import files that are not
MS files (*.csv. *.txt, *.itb,and *.pi files), that are listed above are uploaded to the server without
compression. Thus, they can also be uploaded through the Byosphere Web Client.
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Launch Workllow... Save Workflow... Metadata mappings... Worklow Properties... BasicOptions  ~
Samples Sequences Processing nodes
Samples (drag and drop MS files)
Samples table | v
Samples  File Sample MS file Trace files MS/MS search
Id Id name
1 2644  NISTmAb_Control_MS1 entfile:2644_1:NISTmAb_Control_MS1.raw.pacq
- 72
% Choose Byosphere server file/folder ? X
ENT EDS Selected folder Textfiter -
Folders: [£ &2 v ID Alias File name Changed by Changedon ature:| |
~ |l ENT: et-test proteinmetrics.com ~ | | 3335 200915_1_6985_05_03 200915_1_6985_05_03.itb = Jim Houston 12/7/2020 &:5... b
& Adalimumab ' 3336 200915_1_6985_05_03.RAW 200915_1_6985_05_03.RAW.pacq Jim Houston 12/7/2020 635... i
|l Gustavo » 3319 20200804-6957-01 20200804-6957-01.txt Jim Houston 12/4/2020 8:0... =
Im| ~v [ Jim s 3320 20200804-6957-01-01.raw 20200804-6957-01-01.raw.pacq Jim Houston 12/4/2020 8:0...
Ite > [ BEN-611 ', 3328 EA1-200113-4438-03-01 EA1-200113-4438-03-01,itb Jim Houston 12/7/2020 43...
> [ Byologic '/ 3329 EA1-200113-4438-NIST-03-01.R.. EA1-200113-4438-NIST-03-01.RAW.pacq Jim Houston 12/7/2020 43...
» L Byomap + 3314 Sampleld Samplel.d.pacg Jim Houston 12/4/2020 80...
» L Server Support Files ~ | | 3318 TestMab.CID_Trypsin_1.raw TestMab.CID_Trypsin_1.raw.pacq Jim Houston 12/4/2020 80...
[ncd Haoftwe:l Traces File (*.cov *.tct *.tb *.pi *.paca) I Sl 5
L o
Choase: Canced L |
ST
Figure 40: Load Trace file from server
Launch Save Prop Basic Options =2
Samples Sequences Processing nodes
Samples (drag and drop MS files)
Samples table | T [excoer o
Fil S | S | . . .
e ample ample MS file MS/MS search Digestion
Id name type
2561  AD9D6_HLAG Heterodimer_Try_RP11 Reference  entfile2561_1:AD906.. [ [-[kx%
@ Choose Byosphere server file/folder ? X
ENT Selected folder content: Text fiter P~
- - . .
Folders: £ 72 v D Alias File name Changed by Changed on  Signature state
~ |, ENT: et-test.proteinmetrics.com A | [+ 2635 ms2_byonic_ad90.. ms2_byonic_ad90... Jim Houston 12/4/2020 10...
"
L Gustavo
v L Jim
> L BEN-611
v |4 Byologic
> [l Raw Data
L] > L Byomap v |
0 Fies of e Ms2 e (oyrst) | - B
— Choose Cancel | _|

Figure 41

: Load MS/MS search * .byrs1t file from server
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p Basic Options -
Samples Processing nodes
Supernovo
Samples *
Alternative Byonic Parameter File ‘
Heavy C| )
Light Ch| > Choose Byosphere server file/folder
Special
Generat{  ENT Selected folder content: T et fiter P~
(donot|  Eolders: 2 2 i D Alias File name Changedby  Changed on  Signature state ‘
v ) rawData A | |l 4196 Cysteine58 Cysteine58.byparms Jing Li 12/17/2020 11:-...
i Byomap
|l Detached Glycan
> b Disulfide
> ki FD_Series
> W HCP
> Ll Intact
> W MAM
[ Supernovo v
- g
Choose Cancel :I

Figure 42: Load de novo sequencing Byonic * .byparms file from server

Launch Workflow... Save Warkfl Properties...

Samples Sequences Processing nodes

Database

File Path |

4t Choose Byosphere server file/folder ? V

ENT Selected folder content: © |rexefier  P-

Folders: IE [t=| ki D Alias Filename Changedby Changedon  Signature state

~ [JJ ENT: et-test.proteinmetrics.com | | o/ 2135 proteins (FASTA) proteinsfasta Jim Houston 6/23/2020 7:46 ...
& Adalimumab
L Gustavo

v g Jim
> L BEN-611
~ [l Byologic
> | Raw Data

> u Byomap
> L Intact v

1 1
Files of typeI |FasTA (=.fasta =.fa) || -

Choose Cancel ubmit a job. ..

Figure 43: Load HCP Fasta reference path from server
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| Launch Worldlow... Save Workflow... Metadata Workflow Properties... Basic Options =

| Samples Sequences and masses Sample-proten input Precessing nodes

Intact

General
Mass Area and Relative Intensity Options
Advanced
v Report
Report Configuration Path
~ Ul Configurations |
Ul Column Filters

Ul Layout
Choose Byosphere server file/folder ? e
ENT Selected folder content: T [rexesmer 2]
Folders: |E 12 i ID  Alias File name Changed by Chan|
' v L presets ~| 2051 Inta... Intact_ADC_Report_withPlotsrptc Jim Houston  6/15/]
v . Byologic 2052 Inta... Intact_Mass_Pivot_Report (ComparisonDefault).rptc Jim Houston 6/15/| I
L report_config 2053 Inta... Intact_Mass_Pivot_Report_withPlots (ReferenceDefault)rptc  Jim Houston 6/15/|
~ L Byomap 2054 Inta... Intact_Mass_Report_Exportrptc Jim Houston  6/15/| |
& report_config 2055 Inta... Intact_Mass_Std.rptc Jim Houston  6/15/|
L Byos 2056 Inta... Intact_Sample_Name_And_Error_Bars_Example.rptc Jim Houston 6/15/|
v L Intact '
W report_config v |¢ .
Files of type:] REPORT_MODULE _RPTC (*.rptc) - |
005 Cancel
Submit a job...

Figure 44: Load Report *rptc, Ul column filters * . c£t, and Ul layout * . in1i files from server

As in local Byos analyses, when a server analysis is generated without an assigned report configuration
file (*.rptc), the default report template for the workflow type will be applied. Note: Since report
configuration files are loaded from the server, and Byosphere cannot know in advance what IDs those
server * . rptc files may have, the workflows opened from the Workflows tab are not populated with report
configurations. For example, the HCP and S-S workflows would apply the Bigc_PTM (Default).rptc report
configuration, if the workflow-specific report files are not manually assigned from the server. To use
workflow reports other than the default Intact, Byologic or Byomap reports, upload the desired report presets
to the server and then assign those server report files to the workflows. Workflows with report configurations

assigned from the server can be saved for reuse, as described in the Saving and Loading Byosphere
Workflows section.

Workflow: Local and Server Files

Many other files that are imported into workflows can be opened from either the Byosphere server or from
local directories, just as with traditional Byos. These include * . FASTA files, delta mass * . csv files, sample-
protein input files, modification import files, and glycan DB or import files. When loading these files, the
Byosphere file chooser begins with server files in the ENT tab, but also includes the Local tab to load files
from local directories and network directories:
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Launch Workflow... Save Workflow... Metadata mappings... Workflow Properties... Basic Options v

_ Samples Sequences Processing nodes |

Proteins (drag and drop FASTA files)

Protein Protein Protein
naf

1 Load FASTA file ? X

ENT  Local Selected folder content: T |7ext fiter  2-

Folders: [E & I D Alias Name Changed by Changed on
> ) o3 11839 [0 AD952 prote... AD952 proteins.fasta Jim Houston 3742021 1:11 AM 1
> Il jays_testing 12072 . FD_series FD_series.fasta Jim Houston 4/12/2021 7:50 .. 1

v Wl Jim
> b Automation Tests
v i Byologic
' Raw Data
> L Byomap
W EDS
> H Intact v||e¢ 5

Files of type: |FASTA (*.fasta *.fa) ~

cone

.Mahe Newy Folder

Remove selected

ZSubmit a juh.":

Figure 45: Load Fasta file from server

The folder structure defaults to the Byosphere server. Click Choose to load a selected file. To load a file
from a local directory, click the Local tab:

| Launch Workflow... Sawe Workflow... Metadata mappings... Workflow Properties... 'Baslc Options. . |

Samples Sequences Processing nodes

Proteins (drag and drop FASTA files)

Protein Protein Protein
name alias name sequence |
i Load FASTA file ? X
ENT Selected folder content: T |Testfiter P~ '
Folders: [E & T Name Changed on ~
> L Desktop ~ i Byologic (Milo) 11/13/2020 12:55 PM
| v (Il Documents > L Byos_FF.presets.FAILED 11/13/2020 12:55 PM
| 3 Custom Office T... > s byos_tmp 11/13/2020 12:55 PM
» L HCP_AssayMAP_2018-08-01_Byos  10/6/2021 1:04 PM
2 W presets > ) MAM Reference 11/13/2020 12:58 PM
» [l Protein Metrics v L ProtMet1_TO Tryp_01 11/13/2020 12:58 PM
> L Snagit v FD_series.fasta 5/14/2020 11:10 AM
B Toct v > Released Glycans Raw Data 11/13/2020 12:58 PM v
Files of type: FASTA (*.fasta *.fa) ~

| Make New Folder Cancel

Browse for FASTA file... Add row... Remove selected |

|Submit 2 juh.‘..

Figure 46: Load a FASTA file from local directory
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Navigate to and select the desired file and click Open. The FASTA file contents is 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.

Modifications

Modification can be entered manually or imported from a * . txt file from the server or a local directory. To

add a modification manually, go to the Processing nodes tab, expand the Modifications section, and click
the -« icon. The Select Modifications dialog opens:

Launch Workflow... Save P Properties... Basic Options i

Samples Sequences Frocessing nodes
MS/MS Ids (Byonic) Quant (Byologic)
~ Modifications ol General

Carboxymethyl / A In-silico options (Theoretical Digest)
Maodifications +58.005479 @ C | fixed In-silico options (CSV import)
Oxidation / +15.994915 @ w In-silico options (both theoretical digest and CSV import)

Total Common Max

Total Rare Max i select Modifications ? X
~ Glycans
LIN-2PYTO-GiIU § -L/.UL004Y VJ FEpuge r-term g e varaoie - common L - ¥ ~
| Modificati
Glycan Modification Glu->pyro-Glu { -18.010565 v‘ Peptide N-term E ~ Varigble - common1 v |.v
~ Inclusion Ammonia-loss [ -17.026549 ~ ‘ N ¥ Variable - rare 1 |l
Inclusion CSV
~ MS/MS Filtering Dioxidation / +31.989829 | W - Variable - rare 1 v |-
= = [
Peak Filters -- Frequently-used modifications -- ~ v
Er Acstyl | +42.010565
m/z tolerance — Amidated / -0.984016
) Ammonia-loss / -17.026549
Required Number Carbamidomethyl / +57.021464
~ Spectrum Input Option| Carbamyl / +43.005814
Carbaxymethyl / +58.005479
ATHDCIEEESE Cation:Na / +21.981943
Charge States Deamidated [ +0.984016
Precursor Isotope Of Dehydrated / -18.010565

Delta:C(1) / +12.000000

Maximum Precursor Delta:H(2)C(2) / +26.015650

Precursor and Charg| | Delta:H(4)C(3) / +40.031300
Maximum Number d |: Dethiomethyl / -48.003371 ok Cancel
Dicarbamidomethyl / +114.042927

Smoothing Width (nf Dimethyl / +28.031300
Peptide Output Options | Dicddation /[ +31.989829 v
- - DTT / +151.996571
Formyl / +27.994915
Gln->pyro-Glu / -17.026549 w Submit a job...

Figure 47: Entering Modifications manually

Go to the last row, use the dropdown arrows to select values for Modifications, Targets and Fine Control,
and click OK.

Custom modifications can also be loaded from a text file. In Byosphere Byos Client, that text file can be
either a local file or a file on the server. To load modifications file, expand the Modifications section, click
the -« icon, and click Load. The Open File dialog defaults to the Byosphere server directory. To load a
modification file from the server, navigate to and select the file and click Choose.
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|° Launch Workflow... Save Warkfiow...

~

Workflow Properties... Basic Options
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
- e
Medifications 4 open file 7 x
Carboxymethyl / +58.005479 @ C| ~
Modifications fixed E—
Oxidation / +15.994915 @ MW | v ENT  Local Selected folder content: Text fiter  P-
Total o <. Folders: 18 12 L D Alies Name
Total
v L Jim 2 5620 L New New
Glycans :
5 . Automation Tests 616 ). Three Spaces Three Spaces
Snchusicd Modifications Targets Fi N .
MS/MS F 9 » s Byologic 3310 Custom 54 ... Custom 54 common biantennary.txt
Spectrun | Carboxymethyl [ +58.005479 v ||€ ~ | |H » L Byomap 3311 v/ Custom Mod... Custom Modifications.txt
Peptide { |Ox|danon.(+15‘994915 <] mw . L EDS 3302 </ N-glycan 10 ... N-glycan 10 human new.txt
Protein € > Intact 3305 N-glycan 54 ... N-glycan 54 common biantennary.txt
Multicon |U?U'ImElhv|f'43-00337l ) > (L Reruns 3303 - New Modific... New Modifications.txt
Wildcard |Dgamldamd 1 +0.084016 < [ne ' > [l Server Support Files 12107 . TestMab Trace TestMab Tracetxt
» b Size Matters 3309 < Three spaces Three spaces.txt
Enter custom modification text in fine control format:
L > Test v
< >
Files of type: Modifications files (*.o) ~
Make New Folder Cancel
Ok Cancel
Submit a job...

Figure 48: Modification local/server file import

To load a modification file from a local directory, open the Local tab, navigate to and select the modification

file, and click Choose.

Glycans

Glycans are traditionally entered as a link to local database file. Since Byosphere analyses run on the
server, local file paths are unavailable during the run. Byos Desktop and Byosphere Byos Client workflows
now use glycan strings, saved directly to the workflow file. For older Byos Desktop workflows, local
database files need to be converted into custom glycans. To convert a glycan database file path within a
legacy workflow, go to the Processing nodes tab, click the down arrow before Glycans, and click the |-

icon. A message opens asking to convert the glycan database file:

Launch Workflow... Save Workflow... Workflow Properties...

Basic Options

-

Samples Sequences Processing nodes
MS/MS Ids (Byonic) Quant (Byologic)
General i Glycans ? X
> Instrument Parameters
> Digestion | The referenced glycan files are now added directly into the
> Modifications 2 glycan table.
v Glycans

» Spectrum Input Options
Peptide Output Options
> Protein Output Options
Multicore options

v

W

[\-\.\data
Glycan Modifications \GlycanDatabases
\N-glycan 50

Would you like to continue and add the following file(s)?
~
C\Users\jhouston\data\GlycanDatabases\N-glycan 50

e common biantennary.txt

| Cancel |

Submit a job...

Figure 49: Request to convert a glycan database file
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Click Yes to convert the glycan database file into a list of custom glycans:

b Select Glycans

Title: |N-glycan S0 common biantennary.bad

Glycan Type Glycan
N-Glycan HexNAc(1)
N-Glycan HexNAc(2)
N-Glycan HexNAc(1)Fuc(1)

Enter custom Glycan text in fine control format

Load...

Add...

Fine Control
Variable - common 1
Variable - common 1
Variable - common 1

Delete

Import...

Figure 50: Glycan database file converted to custom glycans

Click OK to complete the conversion to a custom glycan

string in the workflow. (Note: Add opens a dialog

to manually add new glycans; The Import and Load buttons are discussed below).

Launch Workflow... Save Workflow... Workflow Properties...

-

Basic Options

Glycan Modifications HexNAc(1) @ NGlycan | common1
HexNAc(2) @ NGlycan | common
Spectrum Input Options

Peptide Output Options

Protein Output Options

Multicore options

Samples Sequences Processing nodes
MS/MS Ids (Byonic) Quant (Byologic)

General General
Instrument Parameters In-silico options
Digestion MS extract options
Medifications Advanced

v Glycans Report

% N-glycan 50 common biantennary.txt Ul Configurations

Feature Finder

>

Submit a job...

Figure 51: Custom glycans loaded to Byosphere workflow

To load a different glycan database file, click the L=
Glycans dialog, and click the L=
be selected in the Select Glycan File dialog and loaded

icon

in the Glycans section, click Import in the Select

icon in the Import Glycans dialog. A glycan DB text file on the server can

by clicking Choose.
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| Launch Workflow... Save Workflow... Workflow Properties... Basic Options v

Samples Sequences Processing nodes

MS/MS Ids (Byonic) Quant (Byologic)
General |5 General
Protein database options In-silico options (Theoretical Digest)
Instrument Parameters In-silico options (CSV import)
Digestion
Modifications
Y Glyeans N-Glycan | | N-glycan 52 common biantennary.tdt . §§ Variable - rare 1 v
% N-glycan 59 common ~
HexNAc(1) @ NGlycan | commonl ] 1
Inclu
MS/1 » Select Glycans Ei / ? X
Spect _
Pepti  Title: |N-glycan 59 common biantennary.tat Selected folder content: ext filte p-
:I':::i Glycan Type Glycan Fine Control 2 D Alias Name
Wild( N-Glycan HexNAc(1) Variable - common 1 5620 b New New
(o) 616 . Three Spaces Three Spaces
N-Glycan HexNAc() Vadable;=common1 L Auto... 3310 Custom 54 c... Custom 54 common biantennary.txt
M-Glucan HaxMAc)Eucl1) Madiahle . comman i 4 Byol... 331 Custom Mod... Custom Modifications.txt
Add... Delete L Byo... 3302 N-glycan 10 ... N-glycan 10 human new.txt
Enter custom Glycan text in fine control format 4 EDS 3305 N-glycan 54 ... N-glycan 54 common biantennary.txt
4~ Intact 3303 New Modific... New Modifications.txt
4 Reruns 12107 TestMab Trace TestMab Trace.txt
L Serve... 3309 Three spaces Three spaces.txt
& Size.. < >
Files of type: Glycan files (*.ba) N
Load... Save... OK Cancel
= 1 Make New Folder Choose Cancel  —
a job...

Figure 52: Import glycan DB * . txt file from server

Alternatively, a glycan DB text file can be loaded from a local directory, such as from C:\Program
Files\ProteinMetrics\PMI-Suite\Base\data\GlycanDatabases. To load a local glycan DB
text file, open the Local tab in the Select Glycan File dialog, navigate to and select the desired glycan file
and click Choose. The glycans in the DB file are converted to glycan strings in the workflow. The workflow
can be saved to be launched from Byosphere Byos Client when that glycan set is needed.

The custom glycan string in the Glycans section can also be copied and saved to a text file. Copy all of the
text, including the name at the top and the information line at the bottom. To load glycans in this custom
string * . txt file, click the [--licon in the Glycans section, click Load in the Select Glycans dialog, select
a server copy of the custom glycan file and click Choose, or open the Local tab, select a local copy of the
file and click Choose:
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{° Launch Workflow... Save Workflow... Workflow Properties... Basic Options ~

Samples Sequences Processing nodes

MS/MS Ids (Byonic) Quant (Byolagic)
General General
Protein database options In-silico options (Theoretical Digest)
Instrument Parameters In-silico options (CSV impert)
Digestion MS extract options
Modifications [ i o w
« Giyeans i Open file
% N-glycan 59 common A .
Glycan Modifications biantennary.txt ENT  Local Selected folder content: Test fiter  £-
HexNAc(1) @ NGlycan | common1 & Folders: [& & D Alias Name
Inclu
M v e Jim € 5620 L New New
Speci s Automation Tests 616 L Three Spaces Three Spaces
Pepti  Title: |N-glycan 58 common biantennary.tet 1 s Byologic 3310 Custom 54 c... Custom 54 common biantennary.txt
Prot¢ | - 1 ), Byomap 3311 Custom Mod... Custom Modifications.txt
Mult| Glycan Type Glycan Fine Control L EDS 3302 [ N-glycan 10... N-glycan 10 human new.txt
Wild:  |N-Glycan HexMAc(1) Variable - common 1 & Intact 3305 N-glycan 54 ... N-glycan 54 commaon biantennary.txt
N-Glycan HexNAc(2) Variable - common 1 4 Reruns 3303 New Modific... New Modifications.tet
M- f3huean, Hauh A 19F1f 11 Variahla - rammon 1 1 Server Support Fi... 12107 TestMab Trace TestMab Trace.txt
4 Size Matters Th Thi et
e — i 3309 ree spaces Three spaces.
b Test .
Enter custom Glycan text in fine control format L= < ¥
Files of type: | Glycan files (=.tx) 7
Make New Folder Choose Ccancel

Cancel

Submit a job...

Figure 53: Loading local/server custom glycan text file

Saving and Loading Byosphere Workflows

Byosphere Byos Client workflows can be saved as *.wf 1w files, either locally or to the Byosphere server.
To save the Byosphere Byos Client workflow, click Save Workflow at the top, choose ENT for server
directories or Local for local directories, select a directory and click Save. 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. To open a saved workflow, click Launch Workflow at the
top to replace the current workflow with a saved local workflow, or an uploaded server workflow:

| | Launch Workflow...| Save Workflow... Workflow Properties... Basic Options ~
Samples Sequencesdpd masses Sample-protein input Processing nodes

@ Launch Workflow ‘ ks ? X
¢ ENT  Local Selected folder content: ]
| Folders: 5| 12 ID Alias Name Changed by che™| [
® Byologic o 2503 ~ AB42Test AB42Testwilw Jim Houston 7/8/2C
I Byomap 2156 7 default defaultwflw Jim Houston 6/24/:
£DS 2149 » default-redu... default-reduced.wflw Jim Houston 6/24/¢
- 2152 7 Default-Type1 Default-Typel.wflw Jim Houston 6/24/c
v L Intact 2150 7 Default-Typ... Default-Typel-NIM.wflw Jim Houston 6/24/¢
& Intact wflw 2151 + Default-Typ... Default-Typel-reducedwflw  Jim Houston 6/24f:
N & Raw Data 2153 -+ Default-Type3 Default-Type3.wflw Jim Houston 6/24f: .,
> [ tact v« >
b Files of type: | Project workflow (*.wflw) ~ ]
! Choose Cancel —‘

Figure 54: Launch Workflow from an open workflow

Alternatively, choose File > Launch Workflow:
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@ PMI-Byosphere - Protein Metrics - Registe
File Server Help

Launch Workflow... Ctrl+L
& Open Project... Ctrl+O
Recent Projects 4

Retrieve missing resources...

Figure 55: Launch Workflow from File menu

R —— gt moppog proprtes.. oscOptons
Samples Sequences and masses -protein input Processing nodes
v Save Workflow ? X
Sam| ENT  Local Selected folder tent: Text fite | e r=
S: Folders: |8 0 Name Changed on Al'n
L DRIVERS i Vv L Protein Metrics 4/1/2022 11:04 AM
3 Pacq Files 4 Byologic 3/11/2021 1:10 PM
J. Byomap 1/14/2022 12:22 PM
4 PerfLogs ‘ J. Byonic 5/25/2021 9:38 AM
4 Program Files L Byos 11/13/2020 12:50 PM
4 Program Files (x86) J. Byosphere 3/30/2022 1:25 PM
Add sal L Protein Metrics J. Detached Glycan 12/16/2021 925 AM pove column...
4 HDX 1/19/2022 3:39 PM
Trac & Users : -
Wind 'y 12/9/2021 11:36 AM
Impo bbbl o v J Intact Mass 5/28/2021 231 PM v
em e nome: [My Intoct ]
Files of type: WFLW (*.wflw) v
Make New Folder Cancel
Add missing traces... Remove trace(s) Clear orphan traces Edit trace peak options...  Edit global trace peak filters...

Submit 3 job...

Figure 56: Workflows can be saved to the server or a local directory

Submitting an 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

Filenamel Peptide Test ><I Byologic (*.blgc; >
Server folder: |ent:folder:2430:Morgan V X

Metadata: ‘ |

Comment:

Generate a report [ Generate Excel Workbook

Import metadata from sample... Cancel

Figure 57: Enter file name for the analysis
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To set a server destination folder, click the || button after the Server folder cell, and navigate to and select
the Byosphere server destination folder:

Choose a folder

ENT

Folders: [E| 12

L. Morgan V
~ Noah
~ Rahul
~ Shannon
L Shyno

L Sree

v

Make New Folder

Choose folder| = Cancel

Figure 58: Select destination server folder for the analysis

To save the completed analysis to a new folder, click Make New Folder:

Enter a new folder name X
ENT
- Folder name:
Folders: |2 {2
Morgan 2 ‘
. Morgan V lall
& Noah User groups T |Text filter R~
L Rahul ~ N
l& Shannon Selected Group name
= ghvno All Access
e y| O Analyst hd
Make New Folder u File Editor Choose folder | Cancel
| Falder Editar Al
.

Figure 59: Make New Folder option

Enter a name for the new folder. Edit the User groups as needed (the user groups for the parent folder are
checked by default). Click OK to create a new folder as the destination. Note: the user must have Folder
Editor privileges for the parent folder to make a new folder.

When the server folder is selected, click Choose folder. The Server folder cell is populated with the folder

ID and name:

Metadata is information about the project file. To add metadata, click the |-

Set filename and target folder

b

Filename: ‘Peptide Test

><| Byologic (*.blgc) ~

Server folder: ‘ent:folder:2430:Morgan \

X .

Metadata: ‘

Comment:

Generate a report

Import metadata from sample...

Ll Generate Excel Workbook

Cancel

Metadata cell. The Edit Metadata dialog opens:

Figure 60: Analysis submit dialog with name and server folder added

button at the end of the
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Edit Metadata X
Name Value
Instrument > ‘Mass Spec 1| ‘ x

<] R
Cancel

Figure 61: Adding metadata field values to the analysis

Select the metadata field name and an appropriate value. A new metadata entry row appears. Add the
desired metadata field names and values and click OK. The entered metadata is displayed in the analysis
submit dialog:

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 62: Completed analysis submit dialog

If a sample contains metadata, 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 (*blgc, ~

Server folder: Import metadata x x|

Metadata: | Choose file to import metadata from:

Comment: "
Cancel

] Generate a report [l Generate Excel Workbook

|

i Import metadata from sample... Submit  Cancel
Figure 63: Importing metadata from a sample

Note: In the Byosphere Web Client File history for analysis project files, two versions are shown for each
analysis: one for the file save itself and another for the metadata added to the saved file.

The addition of a Comment to save with the analysis is optional. To submit an analysis without generating
a report, uncheck Generate a report. When the file name and server folder are set, click Submit a job. A
dialog appears to notify that the analysis job submission was successful:
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Submitting a job

o A job has been sent successfully.

View Jobs

Figure 64: Successful job submit notification

The View Jobs button opens the Jobs tab, which is discussed next.

Jobs Tab

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

"% Workflows\/ @ Jobs |

Jobs 1-50 of 1672 Q Jobs per page: 50 - 7 NIST P

Action Id Name Status Job type Submitted by  Submitted on  Started on Completed on

i[ 3490 NIST_Comp_001.bmap.sqlite Completed DQ Import Sree Paruchuri 2025-09-22T... 2025-09-22T... 2025-09-22T... 3

L o 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 65: Jobs tab

The Jobs tab displays information about the queued and running jobs for all users (to give some indication
as to when a queued job might begin), 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 Viewer privileges. The
total number of jobs displayed is set during server installation. The greater list can be filtered by entering
text for any field in the Text filter cell at top right. The Jobs module of the Byosphere Web Client displays
the same list.

Jobs per page allows the user to specify the number of rows per page and the number of the displayed
page. The Refresh < icon allows the user to refresh the Jobs page manually.

Job types include Analysis for projects submitted for creation on the server, Report for a report generated
for a project that already has an analysis (See Report Jobs) completed, Conversion for jobs that parse

project files to load project data into tables for Deep Query dashboard searching, AuditLog for jobs that
generate Byos Audit trails as part of File History Reports for projects, and Pacq.

Preview jobs and multi-doc analyses, using special Preview and Multi-doc workflows, are also supported.
Submitted on, Started on and Completed on inform the user how long a queued job was waiting and
how long a job took to run.

The first column represents the actions associated with Jobs:

e Click the % icon to cancel a running or queued job. Users can cancel their own jobs, while Super
users can cancel any jobs.

e Click the & icon to download a log file for a completed or failed job. This is helpful to diagnose why
a job failed.
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Workflows \/ “ Jobs

Jobs 1-50 of 1672 Save logs

T > This PC > Downloads > byosphere >

Action Id -
2 |etsem™ NIST Comp_001.bmap| o7 Mewfoer .
dev build 092225 “ N Dat dified
3490 NIST Comp_001.bmap. Edit these docs ame ate modiie
PMI-Demo 3/15/2022 2:57 ...
4 3486 OE1-NIST-01.blgc @ OneDrive Projects 10/9/2024 1:56 .
3487 OE1-NIST-01.blgc.sqlitt @ OneDrive - Personal H job_log 5466 11/22/2022 12....
. £ job_log_5525 11/22/2022 12
%# PMI Dropbox . Hjob_log 5531 11/22/2022 12:...

v U Sear

Type

File folder
File folder
Text Docum...
Text Docum...
Text Docum...

P
ch byosphere AT
= @ 3
< ~
ize 3
3
28 KB 3
33 KB
208 KB v

File name: | RTINS

Save as type: Text Files (~.txt)

~ Hide Folders

Save Cancel

Figure 66: Saving the job log

e 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 workflow... >ave Workflow... Metadata mappings... VWorkilow Froperties...

Basic Uptions ~

Jobs 1-50 of 1672 E

Samples  Sequences Processing nodes b [
Action Id m
2[@] 2665 Morgan Test.blge Samples (drag and drop MS files) 25

Samples table

U |Text filter R-

File sample Sample MS file  AS/MS searc! Digestion
Id name type
WavastiMJ Reference  entfile:916...
Add sample(s)... Add row Remove rows(s) Add column... Remove column...

Submit a job...

Figure 67: 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.

Because Byosphere analyses run on an external server, Byosphere Byos Client is immediately available
for other purposes. Additional analyses can be set up and submitted. New analysis jobs will then be queued
to run in the order they were submitted. An analysis generated on the server will automatically generate
and attach a web report to the completed project. If no report template is specified in the workflow, the

default report template for that project type is used.

When an analysis job has completed, the Byosphere server will send an email to the user’s email account:
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Job Completed: TestMab.CID Trypsin_1 /inbox

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

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

Protein Metrics
Figure 68: Job Completed notification email

Analysis jobs with project type .blgc, .ntms, and .bmap completed from the Desktop client will be
immediately available to use in Deep Query Dashboards starting with Byosphere 5.0. Note that HDX
projects are not yet supported in Deep Query Dashboards. For more information on Dashboards, see the
Deep Query Dashboards User Guide.

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.

For more information about available actions in search results, see the Search Module section of the
Byosphere 03 Web Client Manual.

File Menu

The Byosphere Byos Client File menu includes some Byos File menu items along with several menus
specialized for Byosphere:

File Edit Window Server Help

Launch Workflow... Ctrl+L
B Open Project... Ctrl+0
Recent Projects 4
Retrieve missing resources...
x Close Project Ctrl+W
Export 4

Save To Server...

Upload..
Download...

Exit Ctrl+Q

Figure 69: Byosphere File menu

e Launch Workflow — See the Saving and Loading Byosphere Workflows section.

e Open Project — When projects are opened from the server for the first time, users are notified
after the download if any potentially needed resources are missing from their local environment.
Missing resources can include sample files, report configurations, FASTA files, or any other
project resource that is saved on the server.
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- Missing resources X

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

Open without retrieving | Hide Details.. | Cancel

« ent:file:54_1:TestMab.CID_Trypsin_1.raw.pacq

Figure 70: Opening projects from the server includes options to download support files

o Click Retrieve and open to download the missing resources before the project is
opened.

o Click Open without retrieving to open the project directly without downloading any
missing resources. Missing resources can still be downloaded later.

If the resources are downloaded, they are then mapped to the project. The project can then be
modified using those resources locally. The menu Edit > Adjust MS paths shows that a copy of a
server sample file is still associated with the copy of the server project:

B Edit M5 file paths ? X

Original path Path
M entfile:54_1:TestMab.CID_Trypsin_1.raw.pacq

e

Figure 71: Edit MS file paths for server projects shows server paths

A copy of the project is saved in the Projects directory under the Home directory set in Server >
Preferences. The file name is prepended with the file ID to distinguish that file from other opened
files with the same name. When the project is closed and reopened from File > Recent Projects,
this local copy is opened.

Downloaded resources (such as sample files) are saved in the ResourceCache directory set in

Server > Settings. If another server project is opened that uses a resource that was previously
downloaded, the project opens mapped to that resource without downloading it again.

Note: If a project is opened through File > Download, and its resources have not been downloaded
previously, the Missing resources dialog also appears. 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 file from File > Download.

If the opened project references an invalid server resource file (for example, if the resource was
deleted from the server), the Invalid resources dialog opens:
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| Some of resources referenced by this project are invalid.
Would you like to fix them now?

Yes No Hide Details...

- ent:file:29416_1:ADC 200ug-m|_2-C,8_01_1183.d.pacq
- ent:file:26159_1:Intact_ADC_Report_withPlots.rptc

Figure 72: Invalid references dialog

To fix the invalid reference, click Yes. In the Edit MS file paths dialog, click the “...” button, navigate
to and select a copy of the missing file on the server and click Choose.

@ Edit MS file paths X
Original path Path
ent:file:29416_1:ADC 200ug-ml_2-C,... 9416_1:ADC 200ug-ml_2-C,8 01_1183.d.pacq I

2

Figure 73: Replacing an MS file not found on the server

If an opened project already exists in the Home directory Projects, a new dialog File exists
opens with options to open the local version (Open Local), overwrite the local version with the
server version (Override Local) or save as a new copy (Download as Copy) or Cancel.

The file "C:/Protein Metrics/Byosphere/Projects/24812_ _Metadata.ntms"
already exists in the selected directory. Do you want to open the local file,
override it with the server file or download it as a copy?

Open Local | Download as Copy | Override Local Cancel

L

Figure 74: File management options if a local copy of the project file exists

o Recent Projects — shows a list of server projects opened locally. Server project files accessed
through File > Open Projects display their server file ID and version prefixed to the file name:

File Edit Window Server Help

Launch Workflow... Ctri+L
# Open Project... Ctri+O

Recent Projects 4 1| ent:file:23755_1:SDK-HCP.blgc

Retrieve missing resources... 2 | C:/Users/jhouston/Downloads/Projects/TestMab.CID_Trypsin_1.bigc
% Close Proje Ctri+W 3 | entfile:25097_1:AD952_RVF-Deqly-Try_RP11-RC2d.bigc

Export » Clear Menu

Save To Server

Upload...

Download...

Exit Ctrl+Q

Figure 75: Recent Projects list identifies server project files
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Server project files are identified by the term ent:file:, followed by the file ID and version
numbers. The file ID and version distinguish each file from other opened files with the same name
or other versions of the server project. Local copies of project files from File > Download show the
local directory path. These local copies no longer maintain a connection to the server project files.

To clear the Recent Projects list, click Clear Menu.

Locally edited server projects are marked with the term [unsaved] appended to their names:

File Edit Window Server Help

Launch Workfiow... Ctri+L
B Open Project... Ctri+O
Recent Projects » 1| ent:file:23755_1:SDK-HCP.blgc [unsaved]
Retrieve missing resources... 2 | C:/Users/jhouston/Downloads/Projects/TestMab.CID_Trypsin_1.bigc
3 | ent:file:25097_1:AD952_RVF-Deqly-Try_RP11-RC2d.blgc
Export » Clear Menu
Upload...
Download..
Exit Crl+Q

Figure 76: Recent Projects file name labeled [unsaved] after it is edited

If the edited file is saved to the server as a new version using File > Save to Server, the term
[unsaved] is removed from the file name.

¢ Retrieve missing resources — If a project is opened using File > Open Projects and the
missing resources are not downloaded at the same time, Retrieve missing resources allows the
user to download them later.

¢ Close — closes the open project. When using Close for an edited server project (or closing them
directly), the user is asked whether to upload the project as a new version:

Modified project X

The project has been changed. Do you want to upload the
edited project as a new version?

Figure 77: Warning when closing a locally modified server project file

If Upload is clicked, the upload dialog opened by Save to Server (see below) appears.

o Save to Server — allows the user to directly save a locally edited project to the server as a new
version:
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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\Intacttest.ntms ><

Server file/folder: |ent:ﬁ|e:4432_1:PMImeap X |

Metadata: | |

Comment:

Generate a report

[J Close and delete local file/folder after upload

Cancel

Figure 78: Save project as new version with File > Save to Server

Note that while the local file name is prepended with the file ID, the server file is not. The new
version of this file will not be renamed with the file ID when uploading through this dialog. Because
File > Upload will rename the new version of the file with file ID, it is highly recommended to use
Save to Server rather than Upload for saving projects as new versions.

To save the project as a new file (instead of a new version of an existing file), choose File > Save
to Server, click |- | after Server file/folder, select the server folder name and click Choose. The
file will save to that folder as a new file with version = 1:

Upload — this is explained in detail in the next section.

Download - see the Byosphere Byos Client Downloads section for detailed description.

Byosphere Byos Client Uploads

Byosphere Byos Client can be used to upload files and folders to the server.

Byosphere Byos Client vs. Web Client

Byosphere Byos Client should always be used to perform uploads for the following cases:

Protein Metrics project files with reports — In order to make reports available on the Byosphere
Web Client, Protein Metrics project files need to be uploaded via the Byosphere Byos Client.
Byosphere Byos Client uploads include the option to generate a report for the project. Since large
uploads can tie up the Byosphere Byos Client window for long periods, users can continue working
in another instance of Byosphere Byos Client.

The Byosphere Web Client is recommended to perform uploads for the following cases:

Very large files not in the list above — Very large file uploads on ordinary connections (such as
home networks) can take hours. Any network interruption will cause a Byosphere Byos Client
upload to fail. Web browsers tend to be more resilient to brief network interruptions.

Multiple files not in the list above — The Byosphere Web Client creates a queue of file uploads.
Several files can be added to the Add file queue from different folders, and then work can continue
in another Byosphere Web Client tab or in the Byosphere Byos Client. On the other hand,
Byosphere Byos Client can only upload one file at a time, requiring a manual upload for each file,
only after the previous upload finishes. Alternatively, target files can be moved into a single folder
and uploaded in Byosphere Byos Client to the server as a folder

38



Byosphere Byos Client Manual v5.12

Prc?tein Metrics

File/Folder Uploads

To upload a file in Byosphere Byos Client, choose File > Upload. An upload dialog opens:

Upload file/folder to the Byosphere server X

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

Server file/folder: || |

Metadata: | |

Comment:

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

Upload | Cancel

Figure 79: Byosphere Byos Client upload dialog

To select a file on your 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 vkl O EE
™ My Computer Name
& Morgan Vasas 1 DN29.fasta

I Albumin-Contaminants fasta

File or folder: |FASTA

L Choose | Cancel
Figure 80: Choose a local file

To upload a folder and its contents, navigate to and select the folder on the right side:

Look in: # C:\Users\Morgan Vasas\Downloads e MO EE
™ My Computer Name ”
2 Morgan Vasas cet

byosphere
byos

Devmmin

File or folder: |byosphere

Choose | Cancel
Figure 81: Choose local folder

Click Choose and the Local file/folder cell contains the folder path and/or file name:
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Upload file/folder to the Byosphere server X

Local file/folder: ‘C:\Users\Morgan Vasas\Downloads\byosphere X |

Server file/folder: ‘ |

O Close and delete local file/folder after upload

Upload | Cancel

Figure 82: Local file/folder entry

Note that the Generate a report checkbox appears. This option is available for all Protein Metrics project
uploads. Check this box to generate a web report for the uploaded analysis project on the Byosphere server.

If a Protein Metrics project tab is selected in Byosphere Byos Client when choosing File > Upload, the
Local file/folder cell will automatically be pre-populated with that project file name and path. Selected
Byosphere Byos Client report tabs do not pre-populate this cell.

To choose a destination on the Byosphere server, click the |- button following the Server file/folder cell.
To upload a file or folder for the first time, navigate to and select the destination server folder in the left
pane:

o @ viewsr O Search
Folders: |8 12 Selected folder content:

ID Alias Mame Created by Created on Ver. Signature state date field Activity Assay

~ & Morgan V
+ Local files

File name:
Files of type: All Files (*.*)

Make Mew Folder I Choose  Cancel

Figure 83: Choosing a server folder for the upload

The user must have File Editor privileges to upload to the server folder. To create a new folder on the server
for the upload, select the parent for the new folder, click Make New Folder, assign a folder name, add or
remove user groups as needed, and click OK (the user must have Folder Editor privileges for the parent
folder to make a new folder).

When the source folder is selected, click Choose and the folder name and ID is displayed in the Server
file/folder cell:
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Local file/folder: ‘C:\Users\Morgan Vasas\Downloads\byosphere X |

Server file/folder: ‘ent:folder:2512:LocaI files X |

O Close and delete local file/folder after upload

Upload | Cancel

Figure 84: Server destination folder and its ID
Note that the address identifies it by the folder object type and its folder ID. This address remains valid even
if the folder is moved. A Comment entry is optional.

To upload a file as a new version of an existing file, navigate to and select the original server file in the right
pane:

#: Choose Byosphere server file/folder ? X
ENT Selected folder content: T |rextfiter  P-
Server folders: [E = hTi D Alias File name Changed by Char ™
~ [ ENT: et-test.proteinmetrics... ./ 2556 MA.. MAM Comparison.bmap Al Gushurst 2/16/20
|\ Adalimumab . 2640 MA.. MAM_Reference.bmap Sweta Agrawal 11/19/2
|\ Gustavo 2 11947 MA... MAM Reference.omap Jim Houston ~ 3/9/202
v |y Jim -7/ 2641 NIST... NISTmAb_Comparison.bmap Jim Houston ~ 8/18/20
L BEN-611 0 11952 NIST... NISTmAb_Control_MS1_TIC.csv JimHouston  3/17/20
i Byologic 2 2651 NIST... NISTmAb_Reference.bmap Jim Houston ~ 8/18/20
& Byomap 0 2658 Test.. TestMab.CID_Trypsin_1.bmap Jim Houston ~ 11/24/2 o
i Intact v ¢ »
Files of type: | All Files (%.%) -

Figure 85: Choosing a server file to upload as a new version

Click Choose and the file name, ID and version are populated in the Server file/folder cell:

“* Upload file/folder to the Byosphere server ? X
Local file/folder: |C:\Llsers\jhoushnn\Documenis\,Protein Metrics\ByomapTestMab, CID_Trypsin_1.bmap 0 |
Server file/folder: |ent:ﬁ|e: 15895_1:TestMah.CID_Trypsin_1.bmap 0 |
Metadata: | |

Modified the repart

Comment:

Generate & report
I:‘ Delete local fileffolder after upload

Figure 86: Uploading a file as new version

Now the address identifies the destination as a file object type with its file ID and version. Again, this address
remains valid even if the file is moved. A Comment entry is optional.
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If a project file was downloaded from the server and it is selected when choosing File > Upload, the original
server file ID will be pre-populated in the Server file/folder cell. Thus, a modified project or report template
can be easily uploaded as a new version.

Metadata

Metadata fields are information about files. In addition to the internal set of metadata fields (e.g., File Name,
Alias, Created By, etc.), there are optional reserved metadata fields that are applicable to sample files and
analyses that Administrators can expose. In addition, Administrators can create any number of custom
metadata fields.

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

Y ‘ ‘ =

Cancel

Figure 87: Adding values to metadata fields

Select the metadata field name and an appropriate value. A new metadata entry row appears. Add the
desired metadata field names and values and click OK. The entered metadata is displayed in the Upload
file dialog:

Set filename and target folder X
Filename: |Peptide Test ><‘ Byologic (*.blgc] ~
Server folder: |ent:fo\der:2430:Morgan \ X |

Metadata: |Instrument: Mass Spec 1 |

Comment: | Third run

Generate a report [ Generate Excel Workbook

Import metadata from sample... Cancel

Figure 88: Upload file dialog showing metadata

Uploads also allow users to delete files and folders after they finish uploading to the server. To delete a file
or folder, check Delete local file/folder after upload:
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@ Upload file/folder to the Byosphere server X

Local file/folder: ‘C:\Users\Morgan Vasas\Downloads\Released Glycan NIST mAb > ‘

Server file/folder: ‘ent:folder:2430:Morgan v X ‘

Metadata: ‘ ‘

Comment:

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

Upload | Cancel

Figure 89: Deleting a file or folder after the upload

Note: In the Byosphere Web Client File history for uploaded files, two versions are shown for each upload:
one for the file upload itself and another for the metadata added to the uploaded file.

Upload Progress
To begin the upload, click Upload. The dialog adds a status bar to show the upload progress:
@ Upload file/folder to the Byosphere server %
Local file/folder: |C:\Users\Morgan Vasas\Downloads\Released Glycan NIST mAb X

Server file/folder: |ent:folder:2430:Morgan V X

Metadata:
Comment:

Generate a report

Close and delete local tile/folder atter upload

Uploading... I 2%

Cancel

Figure 90: Upload progress

To see the status of individual file uploads during a folder upload, click Details:

@ Upload file/folder to the Byosphere server X
Local file/folder: |C:\Users\Morgan Vasas\Documents\data X
Server file/folder: |ent:folder:2430:Morgan V X

Close and delete local file/folder after upload

C:/Users/Morgan Vasas/Documents/data/ A
common.contaminants.fasta - OK L

C:/Users/Morgan Vasas/Documents/data/

masstablelist default cav - OK e

L1 Show only failed

Details... || Cancel

Figure 91: Click Details to show upload progress of each file in a folder

Over-long file uploads can be interrupted with the Cancel button. Click Show only failed to view only the
cancelled or failed uploads:
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Upload file/folder to the Byosphere server X

Local file/folder: ‘C:\Users\Morgan Vasas\Downloads\Released Glycan NIST mAb X ‘

Server file/folder: ‘ent:folder:2430:Morgan \ X ‘

Metadata: ‘ ‘

Comment:

Generate a report

Close and delete locglfilatfaldaraftarnload L

Cancel

Figure 92: Displaying cancelled or failed uploads

To restart a failed or cancelled upload, click Retry after that file. To restart all failed or cancelled uploads,
click Retry all at the lower left.

Other Byosphere Byos Client functions are not active during the upload. Another instance of Byosphere
Byos Client can be opened to continue working.

When the upload completes, a notification window opens to show that it was successful. If Generate a
report was checked for a project file, the notice also confirms that the Report job was submitted:

#° Success X
o The file "C\Users\jhouston\Downloads\AT0_0.blgc” has been
successfully uploaded to the server as "entfile:

11994_1:ATO_O.blgc”.

A report job as been successfully submitted to the server.

Figure 93: Successful upload notification

Click OK to close the dialog. The Upload file/folder dialog remains open so that additional uploads can be
initiated from the same local directory or to the same server directory.

Note: When a sampile file or a folder of sample files is uploaded to the server, a copy of the files is made
to the resource cache. If a server project using these samples is opened or downloaded, the sample files
are immediately available and referenced in the project. These files do not need to be downloaded again

Report Jobs

When a Protein Metrics project file is uploaded 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 3 2025-09-11T12... 2025-09-11T12... 2025-09-11T12... 3

Figure 94: Jobs tab with a Completed 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:
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Select report configuration file X

]
Report Configuration Path: “

OK Cancel

Figure 95: Select a report configuration for a rerun Report Job

Click the L= | button, navigate to and select the * . rptc file, and click Choose. Click OK and a new version
of the project will be generated using the report template chosen.

As with a Byosphere server analysis, an email is sent when the report is completed, and the link in the
email opens a search for the newly uploaded analysis project.

Byosphere Byos Client Downloads

The File > Download menu can be used to download copies of server files to a local directory. Analysis
projects on the Byosphere server can be opened directly. The menu item File > Open Project should be
used to open projects from local directories or from the server:

File Server Help

Launch Workflow. Ctrl+L
& Open Project... crl+0 [
Recent Projetts » Re
Retrieve missing resources
= Close Project Ctrl+W
Export 3
Server Open project file =
Ac . i
Sa S Ctrl+5 ENT  Loal ® viewer () Search
Status Viewer... Folders: Selected folder content: o P
E=
ik D Alias Name  eated Createdon Ver. Signature state date field Activity Assay Instrumer
Cotilcec ) L 878 Testrecu.. Testrecurs
Exit Ctrl+Q b . L 881 Testrecu.. Testrecurs.
, _'";“:“ ; L B85 Testrecu... Testrecurs..
, Mdentifigation, [ 1778testadd  testadd
characterization, and chay I
relative quantification of relatiy rn 5666 Intact W__ Intact_ Wat . Ivan . 9/4/2025 . 1
large molecules non-dq
A
(Vi
Intact Reconstruction
et d el File name:,
Intact Protein Analysis Annof
r,mm:m\\r\g pi evel | Files of type:| Byos (*.byrslt *blgc *.bmap *.ntms *bymd *.olms *.mpg)
analysis s ~
rece S Make New Folder Chosse | Cancel

Figure 96: File > Open Project from a local directory or the Byosphere server

Byosphere Byos Client vs. Web Client

Both Byosphere Byos Client and Byosphere Web Client can be used to download files. There are
advantages to each kind of download:

e Byosphere Byos Client can download folders. The Byosphere Web Client can only download files.

o When Byosphere Byos Client is used to download sample raw files or folders, or folders containing
sample files and/or sample folders, that were compressed to * . pacq format, the * . pacq files are
decompressed into the original raw files and/or folders.

e The Byosphere Web Client can download specific versions of files. By default, the Byosphere Byos
Client downloads the latest version of a file.

o Web browser downloads have better error recovery systems. For some network interruptions, the
web browser download can be resumed. Byosphere Byos Client downloads cannot be resumed
when interrupted. The Byosphere Web Client is recommended to download very large, non-pacq
files.
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File/Folder Downloads

To download a server file or folder in Byosphere Byos Client, choose File > Download. A Download dialog
opens:

Download file/folder from the Byosphere server X

Serverfile/folder:‘ ‘

Local folder: H

N
Download| | Cancel

Figure 97: Download file or folder dialog

The Local folder cell is pre-populated with the default download directory set by the Server > Preferences
menu. To change the Local folder, click the |- button, navigate to and select the new destination folder

and click Choose.

To choose a Byosphere server file or folder to download, click the |- | button following the Server file/folder
cell. To download a file, navigate to and select the server file in the right pane:

Choose Byosphere server file/folder

ENT

Folders: [E 18

& Morgan V

D

Selected folder content:

Alias

L 2512 Local files
L 2589 data

Name
Local files
data

9166 avastin1-1.d avastin1-1...

9161 BSA_2.04...
8765 CSV modf

BSA_2.04...
CSV modf....

® viewer (

Created by Created on

8770 Reduced D... Reduced D..

Morgan V..
Morgan V...
Test-API-u.
Morgan V...

9/23/2025...

9/23/2025.

9/22/2025...

9/22/2025.

Search

Ver.

File name:
Files of type: All Files (*.*)

Make New Folder Cancel

Figure 98: Choosing a server file to download

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

Download file/folder from the Byosphere server X

X] .
X

Server file/folder: ‘ent:ﬁ\e:fﬂ 61,1:BSA,2.04.RAW.pacq‘

Local folder: ‘C:\U sers\Morgan Vasas\Downloads\byosphere

Download| Cancel

Figure 99: Download with server source file and its ID and version

When Open the file when download completes is checked, and the file to download is a Protein Metrics
project file, the file will automatically open in Byosphere Byos Client after the download. Other files will open

with the default application assigned to that file type.
Byosphere Byos Client will always download the last version of a file on the server. Older versions of server

files can be downloaded from the File History for that file in the Byosphere Web Client. For instructions, see
the File History section of the Byosphere 03 Web User Manual.pdf.
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To download a folder, navigate to and select the destination server folder in the left pane:

Choose Byosphere server file/folder x

E ® vomer O semkh
Falders: [8 12 Selected folder content:
I Alias Mame  Crestedby Createdon Ver. Signature state
L 2512 Lacal fles  Local fles
2597 Morgan D... Morgan D.
2589 data data
- MGG 9166 avastin-1.d avastin-1... Morgan V... 9/23/2025... 1
9161 BSA_2.04... BSA204.. Morgan V.. 9/23/2025.. 1
8765 CSV mod €SV modf... Test-APl-u.. 9/22/2025... 1
8770 Reduced D... Reduced D... MOrgan V... 9/22/2025... 1
File name:
Files of type: All Files (%) =
Make New Folder Cancel

Figure 100: Choosing a server folder to download

Click Choose and the folder name and ID are populated in the Server file/folder cell:

Download file/folder from the Byosphere server X
Server file/folder: en]-folder:}430 Morgan Vl X
Local folder: |C:\Users\Morgan Vasas\Downloads\byosphere X

Cancel
Figure 101: Folder download with server folder name and ID
Click Open the file when download completes to automatically open the downloaded file in the app

defined for that extension.

Note: If the user has privileges to a server project but does not have privileges to the sample files used by
the project, the project can still be opened without the samples for viewing purposes.

The following dialog is shown when conflicts are detected while downloading the folder that has many files
with the same name:

The file name “test_test.txt" is already reserved for another file.

| | Ignore

‘ Rename
Auto Rename

Overwrite

Apply to all
Compare files

Figure 102: File name reserved for another file
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| The target location already contains a file named "Neupogen.d™.

Rename
Auto Rename
Overwrite

Cancel
Apply to all

Compare files

Figure 103: Target location already contains a file with the same name
There are five options:

1. Ignore — Files will be ignored (this option is only available for files other than * . pacq files)

2. Rename — Shows the dialog in which files can be renamed

Filename:

Neupogen d

More options... | OK | Cancel

Figure 104: Rename file dialog
Auto-rename — Files will be auto-renamed
4. Overwrite — Files will be overwritten

Cancel — Downloading a file will be canceled (this option is available only if the conflicts have

been detected when copying the files to the target location — this usually can only happen for
* . pacq files)

Apply to all allows users to auto select the selected option for all other conflicts.

Compare files loads metadata information about old and new files:
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| The target location already contains a file named "Neupogen.d”.

Rename

Auto Rename

Overwrite
Cancel
Apply to all
Compare files '
1 Neupogen.d
Old file New file
Id 36802 36764
Version 1 1
| | |size 14618936 14618936 1
' Modification date 16.05.2022 06:45  05.05.2022 05:54 |

Figure 105: Compare files information

Download Progress

To begin the download, click Download. The dialog adds a status bar to show the download progress.

| @ Download file/folder from the Byosphere server X |
‘ Server file/folder: ent:file:8770_1:Reduced DN.wa
Local folder: C:\Users\Morgan Vasas\Downloads\byosphere

[J Open the file when download completes

Downloading... l |

]
Cancel !

Figure 106: Download progress

To see the status of individual file downloads during a folder download, click Details:
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| @ Download file/folder from the Byosphere server L
Server file/folder: ent:folder:2430:Morgan V X
Local folder: C:\Users\Morgan Vasas\Downloads\byosphere X | [
: C:/Users/Morgan Vasas/Downloads/byosphere/Morgan V/ ° 4
3 -1.d.pacq - OK L‘
)

C:/Users/Morgan Vasas/Downloads/byosphere/Morgan V/
BSA_2.04.RAW.pacq - OK

C:/Users/Morgan Vasas/Downloads/byosphere/Morgan V/
CSV modf.csv - OK

C:/Users/Morgan Vasas/Downloads/byosphere/Morgan V/
Reduced DN.wa

[ Show only failed

Figure 107: Click Details to show download progress of each file in a folder

Cancel

Over-long file downloads can be interrupted with the Cancel button. Click Show only failed to view only
the cancelled or failed downloads:

@ Download file/folder from the Byosphere server x
Server file/folder: ‘ent:folder:2430:Morgan \4 X|
Local folder: ‘C:\Users\Morgan Vasas\Downloads\byosphere X|

Download failed

C:/Users/Morgan Vasas/Downloads/byosphere/

Ret
Morgan V/Reduced DN.wa - Failed: File not found. ey

Show only failed

Retry all

Download =~ Cancel
Figure 108: Displaying cancelled or failed downloads

To restart a failed or cancelled download, click Retry after that file. To restart all failed or cancelled
downloads, click Retry all at the lower left.

Other Byosphere Byos Client functions are not active during the download. Another instance of Byosphere
Byos Client can be opened to continue working.

If the Open the file checkbox is unchecked, a notification window opens after the download completes to
show that it was successful:
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Download Succeeded X
o The server file pointed by “ent:file:2135_1:proteins.fasta™ has

been successfully downloaded to a local folder “C\Users
\ihouston\Downloads".

Figure 109: Download succeeded notification

If the Open the file checkbox is checked, the file is opened in the app assigned to that file extension after
the download completes. If the file is a Protein Metrics project, the project and its report are opened in the
Byosphere Byos Client window:

% Workflows \/ @ Jobs\/ ® Intacttest - \/ B Intacttest report &1

File Edit Tabs
® Show configuration Copy pivot table to clipboard | Find: Enter text -

% x

Summary Expected Mass - Intensity Expected Mass - Relative Intensity (%) * DAR Fraction * Drug Load Distribution - BarChart *  All M:

b

Protein Metrics

Export of: C:'Users\Morgan Vasas\Downloads'byosphere'Projects\Intacttest.ntms
Creation time: 2025,09.24 13:11:09
Created by: Morgan Vasas

Project table:

MS
S St S S s I L s Validate Comment/ 220" iy tus  [Unexpected Desired Undesired|Clippedfile
trace peaks name Id type offset channel full path Type count
ADC 200ug- ent:file:29416_L:ADC ent:file:29416_1:ADC
tue  true  ml_2- 1 TIC 0 200ug-ml_2- 200ug-ml_2- Review 13 0of0 0of0 ] 1
CS8 01 1183 C.8_01_1183.d.pacq C.8_01_1183.d.pacq

Figure 110: Protein Metrics project and report automatically opened in Byosphere Byos Client
Appendix

Download Earlier Versions of Files

There is a workaround to download an earlier version of a file in the Byosphere Byos Client. For example,
if more than one version of a sample file exists on the server in * . pacq format, users may wish to view the
MS file(s) from an earlier version. The Web Client can download any version but does not decompress
* . pacq files. To download a specific version of a file on the desktop, choose File > Download and choose
the file to download. The file ID and last version is shown in the Server file cell:

Download file/folder from the Byosphere server X
Server file/folder: ‘ent:fi\e:8770 ' 2:Reduced DN.wa X |
Local folder: ‘C:\Users\Morgan Vasas\Downloads\byosphere X |

Open the file when download completes

Download| Cancel

Figure 111: Server downloads choose the latest version of files
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Manually edit the version number that follows the ID number to the specific version to download:

Download file/folder from the Byosphere server x|
Server file/folder: ‘ent:file:BWOjReduced DN.wa X,‘
Local folder: ‘C:\Users\Morgan Vasas\Downloads\byosphere X ‘

[ Open the file when download completes
{
{
[
|

Figure 112: Manually edit the file version number to download that version

Click Download and the version of the file entered will be downloaded instead of the latest version:

>
#: Success X L
Server file/fold ) . Q
The server file "entfile: E -
Local fold 13965_1ADS_HLAG_Heterodimer_Try_RP11.raw.pacq” has Q|
been successfully downloaded to a local folder "C\Users
\jhouston\Documents\,”~,
Cancel

Figure 113: The specified file version is downloaded

Adding Metadata to Byosphere Reports

Project metadata can be added to Byosphere reports as Short Codes. To insert metadata into the
Summary tab in a report, choose Edit > Current tab settings, click Edit summary template, click Short
Codes, select the Project Metadata short code and click Insert:

L % Select Short Code X
Short codes
@ X D07 Wsh Short Code ~
= [IntaBioFileMetalnfoExtra] Mo extra meta info available
[Project M_Etadata] [IntaBioFileMetalnfoMethods] Mo metheds info available
<tont'size=+1> [LoginUserName] Jing Li
Export of. [File Path J s
xport of. [File Path] [MS file paths] <table style = ‘margin:10px;'> <tr tableElementExport ToPdfTag="true"» <t|
Creation time: [Date] [Time] y . g
Created by [User] [MsFileMetalnfoBasic] Mo meta info available
2Honts [MzFileMetalnfoExtra] Mo extra meta info available
G R T
Project table: ‘ [Project Metadata) «table style = 'margin:10px;'> <tr tableElementExportToPdfTag="t Ee')dl
[ProjectOptionsTable] [ProiectCreatinns] <hrs < div shile — dicnlaw: inline-fley: alinn-iteme start: flev-wran: frap; w
[ProjectFiles] <table style = 'margin:10px;"» <tr tableElementExportToPdfTag="true"> <t
[ProjectOptions] <br> <div style = 'display: inline-flex; align-items:start; flex-wrap: wrap; w

Figure 114: Adding Project Metadata short code to a report

The metadata for the project is displayed in the Summary tab:
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Summary * Expected Mass - Intensity *
Y P Y

<

WHPROTEIN
Column Value
Concentration 4
Expected Mass 6

Expected Mass Custom 3

Instrument Hiden Analytical

Molecule DUPLICATE

Project b

Request On 2022-02-21T00:00:00.000Z
SOP auto

Figure 115: Metadata displayed in the Summary tab
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