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Protein Metrics Byosphere

Software Release Notes

Byosphere®, Byos®, MS/MS Analysis (Byonic™), Peptide Analysis (Byologic®), Chromatogram Analysis
(Byomap™), Intact Analysis (Intact Mass™), Supernovo™, Footprint™, and Preview ™.

For new features in the Byos application, see

Release 2025-12 (v5.12)

Byosphere Web

Byos 01 Software Release Notes.pdf.

e A Doc Id column has been added to the Jobs page

When a row in the Jobs table has a D
filtered to that specific document.

oc ID value, the text is a hyperlink which leads to a search

Additionally, the “ID” column has been renamed to “Job ID” to appropriately reflect the difference
between the two columns.

Byosphere: Jobs

@ 1-50 of 2461 Default Sort

@ Action Job ID Doc ID Name1 Status

ﬁ] ‘_bﬂ @ i= 2297 1725 001.blgc Completed
2 @:i= 1528 1021 001.blgc Completed

—~ - e 2 ——

e Byonic search result files can now

be downloaded from Byosphere

Byonic Search Results (.byrslt) are now downloadable from Byosphere. This option can be found
in the dropdown available after clicking on the download icon in the Download Report/Output

dialog.

Report/Output:

Download Report/Output x

Click Download to download this report.

Byonic Summary v

Byonic Summary

Byonic Parms File

Byonic Byspec2

HTML Report

PDF Report

CSV Report

JSON Report

Byonic Search Results

e Rate limiting has been implemented for Admin login and password reset

Byosphere now limits how many times an admin user can make login attempts within a given time.




@b Byosphere Admin
“You have reached the maximum number

of log in attempts. Please try again later.

user@proteinmetrics.com

Users will now be notified that their Byosphere session is about to expire

Users will now be notified 30 seconds before their session about to expire due to inactivity so that
they can proactively extend it without being signed out and being interrupted mid-task. The
message will provide the option to extend the session.

Your session is about to expire

Your session will expire in 30 seconds due to inactivity.

Click "Stay signed in" to continue your session, or you will be signed out

automatically.
Sign out Stay signed in

Multi-factor Authentication (MFA) will now be available for Admin users

To enhance security for Admin user accounts, Multi-Factor Authentication will now be available
as an option for Admin users.

If enabled, upon initial login, users must set up multi-factor authentication, which can be done
using any standard authentication app such as Microsoft Authenticator.

{@;} Byosphere Admin MFA Setup

o Intro To protect your account, multi-factor authentication is now
required for all users.
2 Setup . ) i )
This is a one-time setup that will only take a few minutes. You
will need your smartphone to complete the process.
3 Finish

Set Up Multi-Factor Authentication

You cannot access your account until MFA is enabled

Users should scan the QR code using their authentication app. Once done, the app should
generate a custom six-digit code that can be entered within the Setup dialog.




Byosphere MFA Setup

v Intro Setup Instructions:
' 1. Open your authenticator phone app
o Setup 2. Tap "Add account” or "+" button
3. Choose "Scan QR code"
3 Finish 4. Point your camera at the QR code

5. Enter the 6-digit code below

> Cannot scan? Enter code manually.

Verify & Continue

Go Back

Once the code has been verified, the user will be informed that MFA setup is complete. Clicking
Finish will redirect the user back to the login screen.

{@l Byosphere Admin MFA Setup

+  Intro MFA setup is complete!
! Click Finish to return to the login screen.

v seup

At the login screen, the user will now be prompted to log in manually and then with the MFA code
provided for use in Byosphere in their MFA app.

) Byosphere Admin
Enter MFA Code

Submit Code

Reset MFA




Users can reset their multifactor authentication configuration by clicking Reset MFA. An email will
be sent to initiate the reset process.

=::@l Byosphere Admin

MFA Reset request successful. Please

check your Email to reset your MFA.

Email
Password
SignIn

Byosphere: MFA Reset  inbox x e B
byos-enterprise@proteinmetrics.com 9:24AM (1 minute ago) ¢ €
tome =
Morgan , to reset your Byosphere MFA, click here.
| “ Reply w w > Forward |

Clicking the link in the MFA reset email will redirect the user to the login page. After logging in, the
user will be prompted through the entire MFA setup process again.

@ Byosphere Admin
To reset your MFA, please enter your

email and password.

Email

Password

Reset MFA




Web Analysis

New workflow options within the Sequences room

Users can now select two new workflow options for the setup of molecule information within the
Sequences room of Web Analysis: Library and Chains and Compositions. These options
enhance the user experience by providing different methods of defining molecular compositions
of interest to be used in mass matching and identification downstream. Users are advised not to
switch between molecule workflows once inputs have already been made as progress
may be lost.

Within the Library Molecule Workflow there are two tables: Library and Modifications. The
Modifications table has not changed since the previous release (Byosphere 5.11).

In the Library table users can provide a FASTA database reference. All the content of the selected
FASTA files (sequences) will be imported.

Each uploaded FASTA reference will have its own row within the Library table where Sample
associations can be provided.

Library 50 W Add Library B3
L1/10ws ) f

Molecule Class Name Doc ID Sample associations Preview Contents

Search Search Search Search Search

DN29-32.fasta & 2357 |E|

Within the Library table is the Preview Contents column. Clicking on the eyeglass within this
column will open the Preview Contents dialog which displays all sequences included within the
FASTA file. This dialog is read-only and can be used to inspect the sequences present in the
FASTA file as shown below.

Preview Contents

Name Sequence

EVOLVESGGGLVOPKGSLKLSCAASGFTFNTYAMNWYROAPGKGLEWVARIRSKYNNYATYYADSVKDRFTISRODSQSLLYLOMNNLKTEDTAMYYCVR
HGNFGNSYVSWFAYWGOGTLVTVSAAKTTPPSVYPLAPGSAAQTNSMVTLGCLVKGYFPEPVTVTWMNSGSLSSCVHTFPAVLOSDLY TLSSSVTVPSST
DN29  WPSETVTCNVAHPASSTKVDKKIVPRDOGCKPCICTVPEVS SVFIFPPKPKDVLTITLTPKVTCVWVDISK DDPEVOFSWFVDDVEVHTAQTOPREEGFNETFR
HC SVSELPIMHODWLNGKEF KCRVNSAAFPAPIEKTISKTKGRPKAPQVYTIPPPKEQMAKDKVSLTCMITNFFPEDITVEWQWNGOPAENYKNTOQPIMDTDGS
YFVYSKLNVOKSNWEAGNTFTCSVLHEGLHNHHTEKSLEHEPGK

QAVWTOESALTTSPGETVTLTCRS STGAVTTSNYANWYQEKPDHLFTGLIGGTMKRAPGVPARFSGSLIGDKAALTITGAQTEDEANFCALWYSNLWVFGGE
DN29  TKLTVLGOPKSSPSVTLFPPSSEELETNKATLVCTITDRY PGV TVDWKVDGTPYTOGMETTOPSKOSNNKYMASSYLTLTAR AWERHS SYSCOVTHEGHT
LC VEKSLSRADCS

OVOLOOSGAELARPGASVKMSCKASCY TFTRYTMHWVKORPGOGLEWIGYINPSRGY TNYNOKFKDKATLTTDKSSSTAYMOLSSLTSEDSAV Y YCARYY
DOHYCLDYWGOGTTLTVS SAKTTAPSVYPLAPVCGDTTGSSVTLGCLVKGYFPEPVTLT WNSGSLSSGVHTFPAVLOSDLY TLSSSVTWTSSTWPSOSITCH
DN32  yAHPASSTKVDKKIEPRGPTIKPCPPCKCPAPNLLGGPSVFIFPPKIKDVLMISLSPIVTCVVVDVSEDDPOVOISWFVHNNYEVHTAQTQTHREDY NSTLRVVS
HC ALPIQHODWMSGKEFKCKVYMNNKDLPAPIERTISKPKGSVRAPQVYVLPPFEEEMTKKQVTLTCMVTDFMPED Y VEWTHNNGKTELNYKNTEPVLDSDGSYF
MYSKLRVEKKNWWERNSYSCSVVHEGLHNHHTTKSFSRTPGK

QIVLTOSPAIMSASPGEKVTMTCSASSSVEYMNWYQQKSGTSPKRWIVDT SKLASGVPAHFRGSGSGTSYSLTISGMEAEDAATYYCOOWSSNPFTFGSAT

DN32  KLEINRADTAPTVSIFPPSSEQLTSGGASWVCFLNNFYPKDINVKWKIDGSERQNGVLNSWTDQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTS TSP
Lc VKSFNRNEC

L]




Within the Chains and Compositions Molecule Workflow are two tables: Chains and
Compositions and Modifications. The Modifications table has not changed since the previous
release (Byosphere 5.11).

Chains and compaositions 50 v Import FASTA... | Add Sequence... | Add Composition... Ji#
DY
Average Monoisotopic Sample
Molecule Class Code Name Alias Sequence Composition X-Links Mass Mass Expected Type associations  Actions
Search Search | | Search Search | | Search Search Search || Search || Search Search Search Search
] m
A DN29 HC DN29 HC EVQLVESGGGLVQPKGSL... ‘ Edit ‘ A1) bl 49663.8 49632.36
(il possible
e (-]
B DN29 LC DN29LC  QAVVTQESALTTSPGETVT.. | Edit | BO) b 2307857 2306428
(il possible
o] (o]
Cc DN32HC DN32HC QVQLQQSGAELARPGASV. ‘ Edit ‘ c bl 49704.85 49673.34
—J possible
- (-
D DN32LC DN32LC QIVLTQSPAIMSASPGEKV... ‘ Edit ‘ D() ble 2333657 2332195
== possi

Reference Mass Modifications

Change N-terminal Q to pyroGlu Clip off C-terminal K

This table captures the sequences for individual protein chains and compositions of interest that
are used for mass matching downstream. The Add Sequence and Import FASTA function the
same as before and allows the import of sequences which can be used to create compositions
within the same table. To add a composition to the table, click Add Composition. This will
launch the corresponding dialog:

Add Composition

Name:

Alias:

Composition typa:

1gG antibady Multispecifics Custom
Light Chain 1 v
Light Chain 2 Same as Light Chain | v
Heauy Chain 1. v
Heavy Chain 2 Same as Heavy Chain | v
X-Links:
Disulfides: All passible hd
Expected type: Desired ~
m | Cancel ‘

There are three composition types the user can choose to build: IgG antibody, Multispecifics,
and Custom.

The IgG antibody composition tab allows the user to select the corresponding chain entry for
each light chain and heavy chain of the IgG construct. It will build a standard IgG1 molecule.




Composition type:

IgG antibody Multispecifics Custom

Light Chain 1: A4
Light Chain 2: Same as Light Chain 1 b
Heavy Chain 1: A4
Heavy Chain 2: Same as Heavy Chain 1 b

The Multispecifics tab allows the user to select the permutation count for all included
sequences, as well as set a max number of chains per composition.

Composition type:

1gG antibody Multispecifics Custom

Set chains permutation count:

Molecule Class Code Name Count a
Protein A DN29 HC 0 =
Protein B DN29 LC 0 =
Protein @ DN32 HC 0 =

v

Max chains per
composition:

After the user sets the rules in the table and clicks Add, all possible chain permutations based
upon the counts selected will be added to the Chains and Compositions table, starting from one
chained permutations to the number defined in the Count column chained permutations, up to the
Max chains per composition number of chains in a single composition. All entries created via
permutation will have the same Expected Type as specified in the dialog, and the user will need
to edit if they wish to change a combination to be undesired.

The Custom tab allows the user to provide a simple count of each sequence as well as its type.

Composition type:

| |1gG antibody Multispecifics

] Code Name Count Type a
A DN29 HC 1 -
o B DN29LC 1 A
[m] c DN32 HC 1 . light_chain
heavy_chain

The X-links section is available for all composition types, with the options of Non-Reduced,
Reduced, and Disulfide Count (numerical user input).




H-Links:
= ]

Disulfides: All possibla b

Figure 1: Crosslinks

The Advanced X-links tab allows users to define a fine grain setting of x-links between any two
chains. It contains the columns for specifying the ‘from’ chain selection and corresponding Chain
ID and ‘from’ residue number, and similar columns for 'to’ chain. The user also specifies the Bond
type to distinguish between peptide and disulfide bonds.

Composition type:

IgG antibody Multispecifics Custom

Light Chain 1: B-DN28 LC

Light Chain 2: B-DN28 LC

Heavy Chain 1: C-DN32 HC

Heavy Chain 2: C-DN32 HC

X-Links:

Delete selected

A
'
N
'

From Chain From Chainld From residue To Chain To Chainld Toresidue Bond Type
B v 2 1 Cc v 3 1 Pe W

v Ny Disulfide

Peptide

Note that the Chain Id equates to each row in the Composition type table in sequential order. In
the example above, the crosslink is defined as going from residue 1 of Chain B of Chain Id 2, which
is Light Chain 2 in the table above, to residue 1 of Chain C of Chain Id 3, which is Heavy Chain 1
in the table above.

The Expected Type dropdown is also available for all composition types with the options of
Desired and Undesired.

Expected type: Desired v

Dasired

New Sample Preparation column now available in the Samples table in the Samples room

10



The Sample Preparation columns captures the inclusion of enzymes, reduction, and alkylating
agents in the preparation of each sample. The Sample Preparation dialog can be launched for
each sample by clicking on the dropdown within the column per sample:

Manage Custom Fields... | Import Samples-Sequence Data...

Samples X
Add Samples...
a=DY
Sample Sample MS File or T Sample
@ Show No. Name Trace File MS/MS Doc ID Des i preparation Actions
Search Search Search Search Search Search Sea Search Search

Kadcyla
@& 1 Kadcyla DO Y N/A & 4605 - Preparation.. ™
DO.raw.pacq |

The Enzymes section allows the user to specify the inclusion of several different enzymes, the
cleavage rule, and the number of missed cleavages. Users can select multiple enzymes.

Sample Preparation

Enzymes:
Missed a
(] Enzyme Cleavage rule cleavages
O IdeS - 0 v
(] SpeB - 0 =
O IgdE - 0 v
O  GIySERIAS - 0 :
O  Trypsin R, K C-termini 2 s ||

The Reduction section allows the user to specify whether the sample has been reduced to
remove inter-chain disulfide bonds.

Reduction:

O Reduced @

The Alkylating agent allows the user to select an alkylating agent used from the dropdown.
Options include None, NEM, lodo Acetic Acid, and lodacetamide.

Alkylating agent:

MNone ~

B

Once items are added in the Sample Preparation dialog, they are available as pills within the
dropdown for the sample.

11



Sample
1 preparation

Search

Reduced

e Heatmap improvements
o Users can now choose to show or hide their heatmap side panels

Clicking on the eye icon for each sample will hide all corresponding margin plots and
gradient controls. Clicking the eye icon when crossed out will hide the side panels and
clicking the eye icon when fully visible will reveal the side panels.

MS1 Heatmap x Deconvol

Kadcyla D1 ’&w [+ N -

m ‘ Hide Side Panels

(unw) awyy,

1000 2000 3000 2000 5000 5000
m/z

o Streamlined Ul for adding polygons

Polygon creation controls have been removed from the header of the MS1 heatmap
widget and are now located with the zoom controls. The controls available for each

heatmap are as follows:

12



(@]

2000 A

R® controls side panel (gradient control, margin plot) visibility
/] (new) enables polygon creation controls on the heatmap
© zooms heatmap in

O zooms heatmap out

A returns heatmap to home view

When polygon controls @ are enabled, the edit icon turns blue a Clicking on the

heatmap when polygon controls are enabled and the “~ icon is selected adds a single red
node (which will eventually be part of a polygon) to the heatmap. Clicking again will add
another node which connects to the previous node.

——— 52

10°

(‘unw) sy
=)

10'

10°

I00 ISIOD 20|00 25|00 30|00 35|00 40I00 45|00 SOIDO SSIOO 60100
m/z

Hovering over an existing node will illuminate it in magenta. Clicking on the node and
dragging will allow the user to move it within the heatmap.

Clicking the E] icon turns on deletion mode. When this icon is selected, clicking on a node
will delete it from the heatmap and the polygon shape will adjust accordingly. Deleting all
nodes will remove the polygon all together.

Clicking the @ icon will save the parameters of the heatmap and add/update the Trace
Peaks Table with a trace peak derived from the polygon.

Heatmap gradient controls

13



New interactive sliders on the heatmap color scale allow users to control the dynamic
range, remove background signal, and focus on areas of interest. The gradient will be
applied between the user-set positions of the sliders.

MS1 Hestmap % Deconvolved Meatmap

saoow “oow

sgoon soow

! |
= | = H

New Microtiter Plate widget now available in Web Analysis

A Microtiter Plate widget is now available in Web Analysis in the Inspection room. This widget
enables users to visualize their data in customizable plate layouts, with options for selecting
additional data associated with each plate as well as connection to the Sample Status Review

table.

Microtiter Plate

o
6 7 8 9 10 n 12

Review

1 2 3 4 5
..... .w“a . Failed

B Sample: NISTmAb_Stressed_MS2
Status Review . Mixed

»

Data.Intensity: 38683¢+8
¢ Q-

Empty Cell

O Selected Empty Cell

1

If a user specifies a different value in the Validate column of the Sample Status Review table, this
color and updated status will be reflected in the MTP widget for the corresponding sample.

Cell states are represented by the following colors, which correspond with those in the Sample
Status Review Table:

O

Green for Pass.

14
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(@]

Yellow for Review.
Red for Failed.
Purple for Mixed (if a well contains multiple injections with conflicting status values)

Gray for Null. Null refers to a cell that contains a sample, but the values of interest is
neither measurable nor detectable.

White for Empty. Empty refers to a cell that contains no sample.

Information surrounding each cell can be found in a tooltip available when hovering over the cell.
Information includes well identifier (e.g., A1), sample name, and metadata fields defined by the

Preset.

Clicking Edit MTP opens a dialog which allows the user to select or define a preset to use which
dictates the information available in the tooltip.

Edit MTP
Preset: Default preset v y
Dimensions: 8x12 (96-well plate)
Well ID: plate_position, plate_row, plate_column Advanced ‘
Fields: [*5] Metadata.Assay x
[ Metadata.Sample X
Select ...

Show Sample Status

Save as preset || Reset |m| Cancel |

Two system presets, Intact and Default, are available for selection in the dropdown. The Default
preset is selected by default.

Parameters in the Edit MTP dialog include Dimensions, with available options in a dropdown:

15



Edit MTP

Preset: Default preset

Dimensions: 8x12 (96-well plate) v

Well ID: 4x6 (24-well plate)

B6x8 (48-well plate)
Fields:

8x12 (96-well plate)

16x24 (384-well plate)

32x48 (1536-well plate)

Save as preset l l Reset l m

The Well ID refers to the metadata fields used to form the association between a sample and its
corresponding well in the microtiter plate.

Edit MTP

Preset: Default preset

Dimensions: Bx12 (96-well plate)

Well ID: plate_position, plate_row, plate_column Advanced
Fields: [#:] Metadata.Assay -
(] Metadata.Sample x

Select ...

Show Sample Status

Save as preset | | Reset ‘ m

The Fields specify which fields (Data or Metadata) will be included in the tooltip for each cell
associated with a sample.

16



Edit MTP

Preset: Default preset
Dimensions: 8x12 (96-well plate)
Well 1D: plate_position, plate_row, plate_column Advanced
! J
Fields: [#] Metadata.Assay o
=] Metadata.Sample X
Select ...

Show Sample Status

Save as preset H Reset ‘@‘ Cancel ‘

For example, if the Default preset is selected, the Metadata.Assay and Metadata.Sample
information associated with a sample will be viewable in the tooltip when hovering over that
sample’s cell:

1 2 3 4
A
Call: A1
Sample: DN29_red
B Status: Pass
Metadata. Assay: Test 1
c Metadata.Sample: 1

Users can create their own custom preset by specifying the parameters they wish to save in the
Edit MTP box then clicking Save as Preset and providing a unique name.

Checking Show Sample Status enables the view of the Sample Status Review table widget,
which provides corresponding information surrounding a sample’s status.

The Advanced Plate Configuration is intended to shield end-users from the complexity of parsing
plate, row, and column information such as A2, G:A2, G:A,2 (representing optional plate G, row A,
column 2).

17



Advanced Plate Configuration

Sample: Al
Add new @
Mapping:
Factor Group Value Metadata Field
1 plate_position Metadata.Plate Position
2 plate_row A Metadata.Plate Row
3 plate_col 1 Metadata.Plate Column

o

The Sample dropdown provides predefined options and can also support user-defined custom
samples.

Advanced Plate Configuration

Sample: f:A3 EJ

Al

Mapping: 1:A2

D1F-A4

P1-AS

3 plate_col 3 Metadata.Plate Column

‘: Cancel ‘

If the user clicks Add new, the RegEx box will be shown and populated with a preset value which
supports multiple instrument sample vial configurations, but users can define custom RegEx as
well.

18



Advanced Plate Configuration

Sample: Inj00022-L0000006935-IM-A6 v
Add new @
Name: Inj00022-L0000006935-IM-A6
RegEx: *-(%:(?<plate_position>[A-Za-z0-9]+)[:-])?(?<plate_row>[A-Za-z]+)[:]*(?<plate_col>\(

Save Delete Cancel

Mapping:
Factor Group Value Metadata Field
1 plate_position

Metadata.Plate Position

2 platetod) & Metadata Plate Row

2 plate_col 6 Metadata.Plate Column

Apply ‘ Cancel

The Mapping table outlines the parsed values based upon the selected Sample or custom RegEx
which the user can then provide field associations for under the Metadata Field. The screenshot
below shows the resultant mapping table if the user selects 1:A,3:

Advanced Plate Configuration

Add new ©
Mapping:
Factor Group Value Metadata Field
1 plate_position 1 Metadata.Plate Position
2 plate_row A Metadata.Plate Row
3 plate_col 3 Metadata.Plate Column

| Cancel ‘

All Micro Titer plates can be displayed within the Report room.

19



rrr(edit mode) &

Dotmatics

({Lw Protein Metrics Report for rrr [Working Draft]

- Microtiter Plate

Plate legend:

. Pass

Review

. Failed
. Mixed
. Null

Empty Cell
O Selected Empty Cell

Plate position: Empty

Plate position: 2

New ADC template available in Web Analysis

A new template, ADC-Intact, is now available in Web Analysis. This template uses deconvolution
analysis for the purpose of analyzing Protein+Linker+toxic payload.

oo
x
-

ADC-Intact

Updates to Progressive Deconvolution template

The following updates have been made to the Progressive Deconvolution template in Web
Analysis

o The MS1 and Deconvolved Mass plots are checked by default in the Reports room.

20



Byosphere: Web Analysis

ﬁ Samples

Sequances

Q@

Inspection

R

=3
‘

& Summary

o

& Charts and Tables

G Plot
@ raca ots
& MS1 Heatmap

E} & MS1 Plots
& Deconvalved Mass Plots

_.Lllmﬁ. [ Microtitar Plate

o A default trace range rule time of interest from 0 to 10 is now defined in the workflow

Edit Trace Range Rule

@ Time of interest (min) Fram: 0

Basaline Typa: Auto v Baselina Smoothing Width: 15

Manual Whaole Trace Regular Intervals

Peak picking source: Smocthing width: Minimum width:

TIC 0.1 0.2

| Reset |M| Close |

e Optimization of Intact Deconvolution for Progressive Deconvolution

Intact Deconvolution in Web Analysis has been optimized for better progressive deconvolution
results. The behavior compared to the Desktop application is therefore different. Users can
expect that absolute intensities of deconvolved masses will be ~10-fold less in Web Analysis
when compared to the same analysis performed using Desktop. The default behavior in Web
Analysis is to avoid forcing normalization. The same behavior can be achieved when using the
Desktop application with the advanced command Intact/MatchMzIntensity=false.

Deep Query
e Users can now make queries using Sample-Level Metadata in Dashboards

Sample Metadata fields have been added to Deep Query. Sample Metadata exists as a set of
fields identical to the Metadata fields but are joined on the sample level (sample_doc_id) . Users
can use these fields like any other field, including filters, derived fields, etc. The prefix will show
“Sample Metadata” e.g. Sample Metadata.Molecule.

These values will be updated in real-time if the user updates the Sample Metadata within
Byosphere. Data is refreshed together with any other metadata field, so it will take about 1-2
minutes to propagate.

21



Data Fields

Select ...

Sample Metadata.Workflow Type -
w1 Sample Metadata.Published PDF report
™ Sample Metadata.Acquired On

Sample Metadata.Assay

Sample Metadata.lnstrument

Sample Metadata.ls Biophysical
Sample Metadata.Molecule

Sample Metadata.Project

More user-friendly way to add user-selected custom fields to derived fields

Fields parsed out from Sample Custom Fields are now easily available for selection in derived
fields.

The fields created using the field-expansion property, whether for JSON or Array-based, will now
appear under the list of available fields in the derived fields tab.

22



Data Fields
[*] Data.Samples Custom Fields SsmpleType @ *®
wa DataDelta Score s/ @ x
' Select ...

Aggregation

Field -

Function -

> Global Filters

» Visualization Filters
> Sort

» Calculation Presets

~ Derived Fields

| Revert

w SQL field names

Search field

s
Field Name SQL Name Type
R G et e
Data.Data.Samples JSONExtractString(datasource.machine_files_custom_fields string
Custom Fields . "SampleType')
[SampleType]
Data.Data.Delta arrayReduce('avg’, datasource.delta) number N

saL

JSONExtractString(datasource.machine_files custom fields, 'SampleType’)

arrayReduce('ava’, datasource.delta)]

Invalid syntac

e Users can now copy their Dashboard ID for sharing in both View and Edit mode

Added a document sharing icon that allows users to copy the dashboard ID either in edit mode or
not.

PTM_001

Note: Data shownis by

Copy file link to clipboard

Relative Glycosylation Short Name

e The Data.Peaks # data field in the Chromatogram data source has been updated to match
the peak number values in Byos

The Data.Peaks # field has been updated to a String value and will now reflect Peak# values
found in corresponding Byos projects.

23



Data Sequence

Obs. miz «
Data.Apex Time

[Ref. Sequence] ~
1363771

Pep_Label ~
136.5381

_prot_id -

136.4110

Apex time eriginal

Area -

e WSIVLBQUWLNGE

Iported comment © TRTCPCFAPELL CEPIVILITIE
THTCRRCRARLLGGPSVTLIFFE e

THTCPPCPAPELLGGESVTLITER s

138.6563

MS2 Score

The derived field for DAR in the ADC template has been updated to account for the

presence of linkers

The derived field which is used to calculate DAR, present in multiple Visualizations within the
ADC Dashboard template, has been updated to appropriately capture the presence of linkers

within the delta mass.

New “Number of Peptides” derived field added to HCP Dashboard template

New dashboards created using the HCP template include a derived field called Number of
Peptides which accounts for both modified, as well as unmodified peptides in the "Concentration
Calculation per Protein relative to Recombinant using Top 3 Peptides per Protein" table.

Search: 4 records

Data.Protein Accession Name

Data.Sequence Data.Modifications Name Number of
List Peptides

tr|AOAOBTHZZ5|ADAOS1HZZ5_CRIGR Ig kappa chain V-l region (Fragment) FSGSGSGTQFSLKISSLEAEDAGIYFCQ Deamidated/0.9840 3
0S=Cricetulus griseus GN=H671_8g19444 PE=4 SV=1 QGYNPPSTVIHAMS

tr|AOAOBTHZZ5|AOAOBIHZZ5_CRIGR Ig kappa chain V-1 region (Fragment) FSGSGSGTQFSLKISSLEA EDAGIVFC@xidatlunﬂ5_9949 3
0S=Cricetulus griseus GN=H671_8g19444 PE=4 SV=1 QGYNPPSTVIHAMS

tr|AOAOB1HZZ5|AOAOBIHZZ5_CRIGR g kappa chain V-1 region (Fragment) FSGSGSGTQFSLKISSLEAEDAGIYFC; 3
0S=Cricetulus griseus GN=H671_8g19444 PE=4 SV=1 QGYNPPSTVIHAMS

tr|AOAQ6THZZ5|AQAO61HZZ5_CRIGR I8 kappa chain V-l region (Fragment) VSIACKASEGISDELSWYQQKPGK 3
0S=Cricetulus griseus GN=H671_8g19444 PE=4 SV=1 @

This change will not be reflected in templates created in previous releases. If you wish to reuse a
previous template, please copy the derived field code from the latest (Byosphere version 5.12)
system template and update your old dashboards.

New rolling data filter options for Dashboard and Visualization filters
Added two new options for date fields in DQ:

o in the last (duration of time including the present)

o in the previous (duration of time previous to the present)

Examples:
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[=) Metadata File Name x
Search:
% ) MetadataCreated On x
¥ MiotadataChengad On " Metadata.Created On  Metadata.Changed On || Metadat Metadata.R tOn  Metadata.FileSize Data.Charge Metadata.Sample ID
D\ () Metadata.Acquired On % =
2025-10-28 22:07:37 2025-11-06 12:48:11 2025-06-06 19:00:00 23027712.0000
[M MetadataRequest On x
;} v x 2025.10-28 22:07:37 2025-11-06 12:48:11 2025.06-06 19:00:00 23027712.0000
Data.Agex Time x 2025-10-28 22:00:06 2025-11-06 12:48:30 2025-07-16 12:00:00 85729280.0000 2.0000
i DataCharge x 2025.10.28 22:00:06 2025.11.06 12:48:30 2025.07.16 12:00:00 85729280.0000
Q | e * 2025-10-28 22:00:06 2025-11-06 12:48:30 2025-07-16 12:00:00 85729280.0000 20000
5-11-08 12:48:30 2025-07-16 12:00:00 857292800000
Apply Global Filters
E 311-06 12:48:30 2025-07-16 12:00:00 85729280.0000
5-11-08 12:48:30 2025-07-16 12:00:00 857292800000
5-11-06 12:48:30 2025-07-16 12:00:00 85729280.0000
i11-06 12:48:30 2025.07-16 12:00.00 857292800000
311-06 12:48:30 2025-07-16 12.00:00 857292800000 1.0000
[Include v] results that satisfy [All_v] of the following i-11-06 12:48:30 2025.07-16 12:00.00 857292800000
Metadata.Folder ID - v | 721 s x
Metadata. Acquired On isin last v |5 % | Months x
Add condition @ ‘
Delet p e Metadata.Crea Metadata.Chan Metadata.Acqu Metadata.Requ Metadata.Fil  Data.Apex  DataCharg Metadata.Sam
elete group - P - B - miam

Virtual Client

The Virtual Client expiration time is now set independently from user session expiration

The expiration time for the Virtual Client is now set independently from user session expiration.
Thus, a user’s session may expire and they may be logged out of Byosphere, but Virtual Client
may continue running.

An admin configuration option exists to set the Virtual Client expiration time. The default the Virtual
Client expiration time is 15 minutes

The Virtual Client will not be shut down when the user explicitly signs out and will only be shut
down once the Virtual Client’s own timer expires.

Virtual Client idle time behavior

A user’s session of Virtual Client will remain active and accessible while Byos for Byosphere is
actively being used (i.e. interacting with the Ul) or while Byos for Byosphere is performing a long-
running background process.

A user’s sessions of Virtual Client will be idled (stopped, suspended) after 15 minutes of inactivity
(e.g., the user is neither interacting with Byos for Byosphere nor performing a long-running
background process).

After a Virtual Client session has been idled, the user can restart the session by clicking on the
Virtual Client tab in the Web Client and pick up where they left off. Local changes will still be
preserved if the Virtual Client goes idle.

Release 2025-10 (v5.11)

Byosphere Web

New minimum password length of 16 characters
New user passwords must consist of a minimum of 16 characters for enhanced security.
Update to password reset form

The password reset form now requires users to enter their email address in addition to the new
password. Password reset links sent to users will now also expire after 15 minutes.
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@h Byosphere

Enter your Email and click Submit to
request a password reset.

Email

Back to Sign In

e The Acquired On metadata field is now mapped for additional vendors

The Acquired On metadata field now maps to corresponding values from the following vendors:

Byosphere metadata filed

Vendor metadata filed from
which we get the value

Vendor

“Acquired On”

“Run date”

Thermo, Sciex, Sciex2

“Acquired On”

“Run date” +

Waters

“Lynx.ACQUIRED_TIME”

¢ Publishing a Web Analysis now triggers a Deep Query import job

Publishing a Web Analysis will now generate a Deep Query Import job associated with the
analysis that can be seen within the Jobs page.

@ i= 3779 doc_7770_1_test.wa Completed DQ Import

Deep Query

e Users can now parse individual fields from “Custom Fields” to use in querying, filtering,
visualization, and calculations.

Users can parse individual fields from “Data.Samples Custom Fields” to use in querying, filtering,
visualization, and calculations. A plus sign icon displayed next to this field indicates the ability to
parse.
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Title = Visualization title

Select title for visualization

L C EEEELEEN | Cancel

Data Fields
E_] Data.Samples Custom Fields @ x
[%:] Data.Samples Custom Fields SampleType x
13 Metadata.Folder ID x

Select ...

Aggregation
F eld -

Clicking on this icon will open a dialog box. Within this dialog box, users can designate the property
(the metadata value to parse out, based on which are available in the field) and type (Text, Date,
Numeric).

Title | Visualization title

Property
elect title for visi

SampleType D —
a . &8 Save & Close ‘ Cancel
ype .1

Text
Data Fields
Ej Data.Samples Custom | Sl W x
Data.Samples Custom Fields SampleType Iy x
[%) Data.Samples Custom Fields Acquiredon %
Select ...

The image below shows the mapping between parsed fields and fields available within
Data.Samples Custom Fields and their subsequent parsing as individual fields as the last two
columns in the table.

- e ERo -
A c [ERTEED | conel

Data Fialds
") Dita Samoles Custon Fukds @
Dota Sampies Custom Fasds St -

Dota Samples Custom Fekds semtn

~_ Data.Samples Custom Flsids [Acquired On] Data Samples Custom Fioids [SampleType]

2018-02-29230048 g

Aggregation 2018-02-24 014848

> Giobal Flers ("SemoleType12d™: Reterence”
> Visuakzason Fiters

> son

> Calculation Presets

> Dertved Fiekds

> Background Alerts

Once a field has been created, it will remain present as a field option in the dropdown for that
Visualization.

Users can now select different types of aggregation for numerical data fields

When applicable, users can select an aggregation type for their numerical list field. Aggregation
options include Min, Max, Average, and Sum.
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Aggregation

ISelect aggregation v

Cancel

[ ] Data.PEP2D| @

Once an aggregation is selected, it is listed next to the field in brackets.

|
ame List Data.Delta Score [MAX] Data.Optimal Score [MIN] Data.PEP1D [AVG] Data.PEP2D [SUM]
290.14224948806 270.231268112686 0.0034364599059979 0.0024349652893702

Three additional fields have been added to the Biophysical Data Source

Three additional fields have been added to the Biophysical Data Source. These fields were
originally present in other data sources:

o Peptide Samples Custom Fields (from Peptide projects)

o Intact Samples Custom Fields (from Intact projects)

o Chromatogram Samples Custom Fields (from Chromatogram
Two additional fields have been added to the Combined Data Source

o The data field Peak Label has been added to the Combined Data Source so that users
can query using peak numbering that matches the peak numbering present in Byos.

o The data field Samples Custom Fields has been added to the Combined Data Source
so that users can query off of custom fields originating from Intact, Peptide, and
Chromatogram projects within the Combined Data Source.

A new field has been added to the Intact Data Source
The field Protein Alias Name has been added to the Intact Data Source.

Three additional fields derived from parsed out Glycan data are now available in the
Combined Analysis Data Source

Three additional fields containing parsed out Glycan data are now available in the Combined
Analysis Data Source, including the following:

o Glycan Label

o Glycan Alias
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o Glycan Adduct
Note that these fields were previously only available within the Chromatogram Data Source.
Web Analysis

¢ The contents of the Modifications widget are now importable/exportable as a CSV file

Users can now export the values within the Modifications table as a CSV file.

Modifications x
= T

-~
-~
Include Modification Formula Average Mass Mono Mass Targets/Residues Fine Con Actions
Search Search Search Search Search Search Search

GOF/GOF ClI2HIBANBO78 289068 2889.0677 N Import and export (@]
Modifications —
GOF/GIF C18HI94N8B083  3052.82 30511206 N [z
GIF/GIF C124H204NB088  3214.96 32131734 N Variable-rare1 | @ |

— hd

— v

Clicking on E will open a dialog allowing the user to specify a folder within the Byosphere
server where they wish to export a CSV file containing the currently populated values within the
Modifications table.

Select folder and file name x

> Deep Query Dashboards -
% Deep Query Golden Projects
Fasta
w Files
Analysis Results
Large files
» Report Templates
Small files
Metadata
PMI-Automation

» QA-Automation v

File name:

‘Enter file name

v

Likewise, CSV files containing the values required to populate the Modifications table can also be

imported by clicking the B icon which will launch a dialog where the user can select which
modification file they wish to import into the table.
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Select modification file to import

-~
MorganV & 1D File Alias File Name

(@] 8765 CSV modf CSV modf.csv

- Modifications (*.csv) v

‘ Cancel ‘
v

e Updates to the Iso-Resolved template
The Iso-Resolved Web Analysis template has been updated with the following changes:

o Expected Mono Mass has been added to the Expected Mass-Mass Accuracy (Da)
Visualization in Charts and Tables

o Additional fields have been added to the Visualization, including: Mono Mass, Expected
Mono Mass, Delta Mono Mass, Delta Mono Mass (PPM), and Average Mass

o Expected Mono Mass has been added to the All Mass- Intensity Visualization in Charts
and Tables

o Additional fields have been added to the Visualization, including Mono Mass and
Expected Mono Mass. Additionally, Expected Average Mass was removed.

e New Progressive Deconvolution mode in Web Analysis

Progressive Deconvolution mode is now available as an alternative data processing pathway
for Mass Deconvolution.

Using Progressive Deconvolution mode, users can:

o Monitor the separation of proteoforms by retention time that are not separated by mass
(e.g., Glycoforms)

o ldentify low level contaminants that are not otherwise visible
o Utilize enhanced capabilities for visualizing co-eluting proteoforms
o Allow quantitation via Neutral/Deconvolved Mass XIC AUC

Progressive Deconvolution mode can be toggled by the user from a radio button within the header
of the Trace Peaks table. Users have the option to perform either Progressive Deconvolution or
Trace Peak deconvolution (the default mode up until this release). If the user selects either mode
of deconvolution, this setting will persist in saved projects and templates. The new Progressive
Deconvolution template will utilize this mode by default.
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Trace Peaks Table I Progressive deconvolution @ Trace peak deconvolution | x

L1777 o ) @3
Normed l
Sample Deconvolution From Apex Time Area(TIC) Area%
No. Sample Name Peak No. Time Start  Time End Preset Peak Comment Polygons (TIC) @ (2] (TIC) @
arck search >earch Se I Se I Searcl Searct S S
1 DN32_red 1 0.0 0.49 <Re... - 0.06 1505e+2 0
1 DN32 red 2 0.49 0.94 - 055 21e+3 0 s

For example, when a user selects Trace Peak Deconvolution, the range used for deconvolution
is directly associated with the range from trace peak integration. The figure below shows the range
for the MS1 plot corresponds with the highlighted peak, where the time range is 1.5-2.07 minutes.

Kadcyla_001(edit mode) & [ et 170577 ocoece R v mm Exit Editing ﬂ
Trace Plots iy Ry -
. e
LE-]
A\
A\
\.
\
[ ‘
JF -
Plots Overlayplots  Labss: © Average. (1 Mono X
MS! Plots « %  Decomvolved Mass Plots -
" T
Kadeyia D1 Tims Ronge: 15.207 sk 1, Kadeyta DI, Mase Range: 130000-18000C
o, o

When a user selects Progressive Deconvolution, deconvolution is no longer restricted to the
integrated trace peaks. Instead, a user may specify windows to produce multiple slices for
deconvolution. They may also specify an overlap between these windows. In this way,
Deconvolution is no longer restricted to integrated trace peaks and may be applied across an entire
trace. These settings may be accessed via the Deconvolution Presets in the inspection room, or
by using the new Progressive Template available as a system resource default template in Web
Analysis.

Progressive Deconvolution mode utilizes the sliding window deconvolution approach, which
creates narrow sliding overlapping time windows and performs deconvolution iteratively on
sequential time ranges. Masses observed across stretches of consecutive slices are grouped
together to identify mass features. Isomers are distinguished based on the differential elution
profiles and reported separately. Mass XICs (Extracted lon Chromatograms) are available to
display on the trace plot. Either the AUC (Area Under the Curve) or apex intensity for each Mass
XIC may be for feature quantitation.

Users can overlay selected mass XICs on the corresponding traces so that they can be
compared by checking the “Overlay selected mass XICs” box in the Trace Plots header.
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Settings to generate slices may be applied over the entire time range or be restricted to a time of
interest as set in the Trace Peak Integration Settings in the Samples Room.

The Progressive Deconvolution tab within the Deconvolution Parameters is outlined below:

Deconvolution S
arameters appli onvolved

S|

Preprocessin Postprocessin Progressive Peak pickin,
Ranges p g p g 8 P g

(m/z) (m) deconvolution (m)

Sliding window width (min) @
1
Sliding window overlap (min) @
0.5
Min number of consecutive observations @

3

e -
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o Sliding window width: Width of the deconvolution sliding window applied across time
range to perform progressive deconvolution. This will be the width of each deconvolution
slice.

o Sliding window overlap: Time overlaps between consecutive deconvolution slices
(windows) for progressive deconvolution.

o Min number of consecutive observations: Minimum number of same mass
observations to generate deconvolved mass feature. For example, if this value is set to 3,
then the same mass must be observed in 3 consecutive windows/slices. The aim of this
is to reduce noise. It is suggested that the number is decreased if the sliding window
overlap results in < 3 slices generated across the time range of trace peaks.

The example below outlines the result of these settings being configured. In the example below. a
time range of interest from 1.5-3.5 minutes was specified, and Trace Peak integration was
performed, resulting in two integrated peaks from the TIC trace:

| e e yy— | -
e = 1 e 5
s @ Show  SampleNo. Sample Name TraceFile  MS/MS DocID Description  Actions
Types Search | Searct Soa Searc Search varch Search
Aots Kadcyla
@ 1 Kadcyla DI BN & 8826 e
2eaks Table Dlcawpaca
o
Table UCD OOvwrayplots Offset%: 10+ [~ %
Plots
Navigation moce: [ IR Linked
EXDT o
Normed LE-]
Sample From ApexTime Area(TIC) Area % Kadcyla DI
TIc

Name PeakNo. TimeStart TimeEnd Polygons (TIC)@ @ mc) @

Search Search | Search  Sea Search | Searc
Kadcyla D1 1 15 207 5 193 1812e46 2771

KadcylaDl 2 207 358 233 4Bales6 7401

—

Edit Trace Range Rule \—x

8 Time of interest (min) ~ From: | 15 T 35 — ) 7_7
Bassline Type: | Auto ~  BasslineSmaothing Width: 15 "

Peak picking source: Smoothing width imum with:

Tic - 01 02

reser | [ | ciose

The next figure outlines how the first two slices are calculated and applied when using the default
settings in the progressive deconvolution template:

Navigation mode: m () Baselineanchors: | Adius v NIRRT

Trace Plots . X
@ Overlay selected mass XICs (] Overlayplots  Offset%: 10 4 [(eVSIEVR o
LY
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Deconvolution Name: |~ <Intact>
Sess
E)
a6 . "
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E3er6 & (m/z) (m) deconvolution (m)
=5
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Each slice window in this example is 0.2. Since the Time Range of interest was set at 1.5-3
minutes, the first slice will start at 1.50 and end at 1.70 (1.50 + 0.2 = 1.70). The overlap was set
to 0.15, so the second slice will overlap the previous slice by 0.15 minutes, starting at 1.55
minutes (this is calculated by subtracting the overlap value from the end time of the slice, in this
case, 1.70 - 0.15 = 1.55 minutes).

Again, as the window is set to 0.2, the second slice will end at 1.75, making the time range of the
second slice 1.55 - 1.75 minutes (1.55 + 0.2 = 1.75). Deconvolution will be performed on each
slice using the deconvolution parameters specified in the preset tab. The table below shows all
the slices that would be generated in this example:

Slice Start Time Slice End Time
1.50 1.70
1.55 1.75
1.60 1.80
1.65 1.85
1.70 1.90
1.75 1.95
1.80 2.00
1.85 2.05
1.90 2.10
1.95 2.15
2.00 2.20
2.05 2.25
2.10 2.30
2.15 2.35
2.20 2.40
2.25 2.45
2.30 2.50
2.35 2.55
2.40 2.60
2.45 2.65
2.50 2,70
2.55 2.75
2.60 2.80
2.65 2.85
2.70 2.90
2.75 2.95
2.80 3.00

As a rule, the default parameters in the Progressive Deconvolution Template are a good starting
point for fully intact mAb data.

To view the masses identified and spectra associated with slices from performing Progressive
Deconvolution, a trace peak(s) from the trace peaks table must be selected. This will populate the
masses table with all masses that were identified and have generated a mass XIC (Extracted lon
Chromatogram) where the apex of that XIC is within the boundaries of that trace peak.

Users can select more than one trace peak at a time and the Masses table will populate with
masses from all selected peaks. The mass value reported is an aggregation of masses for that
Mass ID from all slices that fall within the time range of the trace peak.
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When a user selects a mass from the Masses Table, the MS1 and Deconvolution plots displayed
are taken from this slice:
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New Heatmap Widget now available within Deconvolution Web Analysis

This release introduces the capability to generate interactive Heatmaps to visualize MS1 and
Deconvolved Mass data. This enhancement allows users to visualize data trends and patterns
more effectively, facilitating better decision-making based on the analysis results. Heatmaps are
present in the Inspection and Report rooms. Note that the Deconvolved Heatmap is only
generated if the user processes their data using Progressive Deconvolution.

Heatmaps
MS1 Heatmap Polygons controls: i x  Deconvolved Heatmap x

oo# oo#

—— | wee— |

............ £ ORI

\H||[|“‘ | il
otk o '

Heatmaps visualize m/z vs time (MS1 Heatmap) and M vs time (Deconvolved Heatmap). When a
trace peak row is selected, the corresponding area is highlighted with a red box on the heatmap.
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If multiple rows are selected in the trace peaks table, multiple regions will be highlighted on the
heatmap. Heatmaps are generated for each input sample. For a sample’s heatmap to be displayed,
a trace peak from that sample must be selected.

The heatmaps have the following dynamic zoom controls:

o Users can zoom in and out on the heatmap as well as return to home position (Home
icon)

o Zoom in with + icon or left clicking the heatmap

o Mouse scroll to zoom in/out while hovering over the heatmap

When a user selects Progressive Deconvolution mode, deconvolution is no longer restricted to
the integrated trace peaks. Instead, a user may specify windows to produce multiple slices for
deconvolution. As a part of selecting Progressive Deconvolution, an additional Deconvolved
heatmap is created which provides the same level of granularity as the progressive deconvolution.
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Deconvolved Heatmap x
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Alongside each heatmap are margin plots which display the corresponding trace plot and the m/z
or M spectra, respectively. Each margin plot contains two stacked instances of the same data —
the bottom trace will change boundaries as the user zooms into areas of the heatmap. The top
trace will remain at full zoom and show vertical bars representing the zoom level of the trace

below.
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A color scale on the right side of the Heatmap denotes the relationship between pixel colors and
signal intensity.
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An additional feature available in the MS1 Heatmap is MS1 polygon filtering. Using the new
polygon drawing tools, users can draw a polygon around a region of interest within the heatmap and
the polygon selection will be saved to the Trace Peaks table. After computing, a summed MS1 and

Deconvolved spectrum will be generated in that input m/z and time range.
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When Polygon controls are enabled, users can select to Insert, Adjust, or Delete anchor points in
the Polygon. If the user wishes to delete the Polygon entirely, this can be done by deleting the
resultant Trace Peak row created by the bounded polygon.

Insert w

Insert

Polygons controls: 3

Adjust

Delete
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Release 2025-07 (v5.10)

Byosphere Desktop Client

e New Data Upload Status Viewer available in Byosphere Desktop Client

A new Status Viewer dialog is available in Byosphere Desktop Client which allows the user to
see which files have already been uploaded to the Byosphere server to a specific folder (or any
of its subfolders) specified in the selected Data Uploader configuration. Note: This feature does
not extend to the Byosphere Web Client in this release.

Status viewer X

Local Chromeleon

Folders: |E 1= | Selected folder content: T Textfilter  P-
PMI_Project MName Upload Status
Samples B Not uploaded

{s Desktop |

4 Documents - Not uploaded

L Downloads = Not uploaded

b G Not uploaded

b S Not uploaded

o Vi = Uploaded
Not uploaded
Mot uploaded
Not uploaded
Not uploaded
Not uploaded
Mot uploaded
Uploaded

Data Uploader: | Configuration: 10, BYE-8501_DataUploader ~

Deep Query Dashboards Usability Enhancements

Several changes have been made to Deep Query Dashboards to improve the user experience.
¢ Visualization Selection has been added to Display Settings

The Select Visualization Type option has been added to the Display Settings within the
Visualization editor. The purpose of this change was to allow the user to perform any data
transformations and adjustments prior to having to select a specific method of visualization and
corresponding settings.
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Title  Bar Chart-Relative % Modification group e °- I
Display | FoRTYEY e

. ancel
Settings

Select ar C - -~ o " 3
S| Ber Chart Bar Chart - Relative % Modik

Visualization Type

#ion grouped by Sample Name/Peak Number/Protein (Expected

Mass) E S
Group By Fields (X [ Date.Sample Name x
axis) 3
s Data.Peak # x <
(=) Data.Protein Name x g° mAb 3, + Hex |
£, d
g M mAb 3, Reference
s JJ u JJ I l| mAb 2, GOF/GOF-GIcNAc
= [ [ | | | O i
s , ,
Series (&) Date.Name x 8 i
2 Ay g, T, “ig 7y
2 3 9
" 3 Sample Name, Peak Number, Protein Name
YAxisValue  w  SUM(Relative Prote

Data Preview

Once the user adds any fields within the Data Settings a Data Grid Visualization will be
generated as default. Changes made to the data can be assessed within the Data Grid prior to

the selection of a different Visualization type from within the Display Settings and available data

results can be consistently assessed via the new Data Preview panel outlined below.
New Data Preview panel in the Visualization Editor

The new Data Preview pane provides the user with a data grid containing the underlying data
being used to generate the Visualization. Updates to the Data Preview occur in sync with any
updates made to the data used to build the Visualization, excluding any numerical display
changes applied to the Visualization (since these only affect the visualization of the data rather
than the underlying values themselves).

Data Preview

Data.M$ Alias Name Glycan Short Name SUM(Relative Glycan Quant) -
09315_E_SN_NIST_Guanidine_CTrypsin G2F NA 0.507553603609197
09315_E_SN_NIST_Guanidine_CTrypsin GlcNAC 0.09663941557671231
09315_E_SN_NIST_Guanidine_CTrypsin Man3 0.12819015909568296
09315_E_SN_NIST_Guanidine_CTrypsin Man3 + GleNAc 0.17689039263642065
09315_E_SN_NIST_Guanidine_CTrypsin Man3F 0.40373345402184335
09315_E_SN_NIST_Guanidine_CTrypsin Man4 0.038639133949044516
09315_E_SN_NIST_Guanidine_CTrypsin Man5 0.3014283145582117
09315_E_SN_NIST_Guanidine_CTrypsin other 0.6898753533623342

09315_E_SN_NIST_Guanidine_LysC AGly 0.508788440069641
09315_E_SN_NIST_Guanidine_LysC GOF 31.044163819321696
09315_E_SN_NIST_Guanidine_LysC GOF-GlcNAC 17223853112500473
09315_E_SN_NIST_Guanidine_LysC GI-GleNAc 0.011072569350648919
09315_E_SN_NIST_Guanidine_LysC GIF 5270200958451611

m- -

Note: All of the outlined changes above apply to Charts and Tables within Web Analysis.
Visualization Editor Actions have been updated

New action buttons have been added to the Visualization Editor in Deep Query, replacing the
previous Apply/Cancel/Close controls. The controls and their behavior are now as follows:

41



o

Title  All Oligo Mass Intensity

Select title for visualization

(&l Save & Close

Data Fields -
123 Data.Mass X
Data.Oligonucleotide Name X
Data.Delta Mass Name X
Title  All Oligo Mass Intensity ()

Select title for visualization

(&l Save & Close

Data Fields -
123 Data.Mass X
Data.Oligonucleotide Name X
Data.Delta Mass Name X
Title  All Oligo Mass Intensity (%]

Select title for visualization
C EEGEEAeGEN | Cancel

Data Fields -
123 Data.Mass X
Data.Oligonucleotide Name X
Data.Delta Mass Name X

Refresh button: Updates
the Visualization and
Data Preview panes with
any changes made by
the user since the last
refresh/opening.

)

one additional refresh
and saves all changes
made to the
Visualization, returning
the user to the main
Dashboard screen

rSave & Close: Performs |

Cancel: Reverts all
changes made since the
Visualization was opened

and returns the user to
the main Dashboard
screen.

e

Additionally, the section that is shared across different options (title + action buttons) has been
moved to the top left of the Visualization Editor page, and this section will persist across all both

Display and Data settings panels.
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Title  All Oligo Mass Intensity [x] —°—>- Display
Select title for visualization

C EECEAEEEY | Cancel

Data Fields : .
All Oligo Mass Intensity e S
=3 Data.Mass X
[=] Data.Oligonucleotide Name M -
[ Data.Delta Mass Name x l
123 Data.Samples ID X
(=] Metadata.File Alias M
1
[] Data.Sample Name x
Select Oligo_40mer_ Oligo_40mer_ Oligo_40mer_ Oligo_40mer
Selec!
o1 0l.olms 02 02.0lms
Aggregation Data.Mass Data.Oligonucleotide Name Data.Delta 40-mer MS 40-mer MS 40-mer MS 40-mer MS
»  Data.Intensity - Mass Name
2159.36 3979642.8272 3979642.8272 3979642.8272 3979642.827 %
Average
4 »
Error Bar -

Data Preview

Most Display settings will now update live/automatically whenever a user modifies

Data and Transformation settings will now trigger a banner as shown below that can be clicked to
trigger a refresh:

Your data settings have changed. Click here to refresh the view. C

All Oligo Mass Intensity

Oligo_40mer_ Oligo_40mer_ Oligo_40mer_ Oligo_40mer
01 01.0lms 02 02.olms
Data.Mass Data.Oligonucleotide Name Data.Delta 40-mer MS 40-mer MS 40-mer MS 40-mer MS
Mass Name

2159.36 39796428272 3979642.8272 3979642.8272 3979642.827 %

Data Preview

As detailed above, the user can also perform a refresh at any time by clicking on the Refresh

icon C

Updated logic for Advanced Functions

Upon adding the Linear Regression Advanced Function, the user will need to add the
Independent and Dependent Variables from the fields provided in the dropdown. This change
provides users with more flexibility in defining Linear Regression inputs.
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Advanced Functions ‘ Revert

Function @
Linear Regression v
Independent Variable €
SUM(Data.Delta Monoisotof -
Dependent Variable €@
SUM(Data.Delta Monoisotof -

Improved Legend controls

The following controls have been added to Legends to improve customization:
o Legend font size
o Truncation of legend
o Word wrapping of legend

Numerical Display options are now available for Line Charts, Bar Charts, Stacked Bar
Charts, and Scatter Plots

Numerical Display options have been added to additional Visualization types, including Line
Charts, Stacked Bar Charts, and Scatter Plots.

Additionally, numerical display adjustments previously available as a function of tooltips have
been removed—previous instances of numerical display in tooltips will be migrated to scientific
notation.

Additional Deep Query improvements

New derived field for Acquired Time

A new derived field is now available upon request for parsing out the datetime information for
Acquired On. This value is available from the Samples Custom Fields, which must be included in
the analysis project during data processing. This allows users to query on this information within
their Dashboard Visualizations. Please contact support@proteinmetrics.com for more
information.

Search: 2 records

Data.MS Alias Name Data.Samples Custom Fields
NISTmAb_Control_MS2 { "Acquired On": "2018-02-23 23:06:48", "SampleType": "Reference" }
NISTmADb_Stressed_MS2 { "Acquired On"§'2018-02-24 01:48:48"}"SampleType™: "Reference” }

Additional field added to Combined Data Source to capture Sequence values from
Chromatogram projects

Added field "Chromatogram Sequence" to the Combined Data Source.
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Intact Analysis

Combined Analysis Field Name Type Description

Chromatogram Analysis

Analysis Type string Type of analysis (.g. intact, peptide, chromatogram)
Biophysical Analysis

Apex Time number Apex time associated with the peak

Charge number Charge

Chromatogram Sequence string Peptide sequence or released glycan information

Delta Mass Name string The name of the delta mass

Document ID number The ID of the source document in the Byosphere file system

Glycan Adduct string Glycan adduct e.g. “Cation:Na”, “Ammonium® specified in analysis glycan optior

e Added the "Oligo Candidate" field for sequence information within Oligonucleotide
Analysis

The “Oligo Candidate” field represents the candidate assignment for a deconvolved mass which
could be either a sequence or a mass. This field is also present in the Intact Oligo Dashboard
template.

Select a Data Source

Peptide Analysis Description
Oligonucleotide Analysis A data source containing data from multiple Oligonucleotide Projects involving Charge State Deconvolution.

Intact Analysis
-~
Combined Analysis Field Name Type Description

Chromatogram Analysis

Biophysical Analysis Oligonucleotide Candidate string Candidate assignment for a deconvolved mass which could be either a sequence or a mass .
Oligonucleotide Custom string Legacy user defined oligonucleotide sequences custom fields
Fields
v
Web Analysis

¢ Updated file formats for Web Analysis templates and projects

The file formats used for Web Analysis projects have been updated. Web Analysis projects,
which previously had the extension * .bpro7j, will now have the extension * .wa. Projects
created prior to v5.10 will be maintained and still have the extension * .bproj.

Web Analysis templates created in v5.10, which previously had the extension *.bprojt, will now
have the extension * .wat.

If users created custom templates or analyses from these templates prior to version 5.10, they
must open an old analysis and resave it as a template within Byosphere v5.10 and it will be
saved as a usable *.wat file.

e New column in the Sequences table, “Molecule Type”

A new column, Molecule Type, has been added to the Sequences table in Web Analysis. This
column allows the user to specify whether a molecule is a protein or an oligonucleotide. The
default value is Protein.
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Sequences

Code Name

Search Search

Sequence Molecule Types Average Mass

Search Search S

search
F WATERS_MASSCHECK_LC DVLMTQTPLSLPVSLGDO... 241978099267
E ‘WATERS_MASSCHECK_HC QVOLKESGPGLVAPSQSLS.. [E-:ii: 48501.838122

Oligonucleotide

D Test 135570.93

c Large EVKLEESGGGLVOPGGSM.., E Protein 495445050693
B Small2 EEQYNSTYR Edit Protein 11881850453

A Smalll TKPREEQYNSTYR l Edit Protein 1671.7748154

Export all stacked plots feature added to Web Analysis

Users can now export an image including all stacked plots within a widget in WA. This feature is
available from the three-dot icon in the header of each plot widget.

MS1 Plots o X
# Title... °n
Peak 1,DN32_red, "
@
2.5e+6
H @ Annotations... @
2e+6 13548 Numerical display settings...
Export all images... "
1.5e+6
o
[0]
=
g le+6
5e+5
Oe+0
1000 2000 3000 4000
m/z

Clicking on Export all images launches a dialog allowing users to select the image format (PNG,
JPEG, SVG), the dimensions of each plot within the image, and the option of fix the aspect ratio
when adjusting dimensions.

Export All Images
@PNG O JPEG O SVG
Width (px) Height (px)
800 S 400 S

Fix Aspect Ratio @

En

The resultant image contains all plots visible within the widget at the time of export:
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exportedPlots (7).png
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TIC

Intensity

Minutes

DN32_reddeglyc
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Improvements to Deconvolved Mass Plot labelling

Users can now select to view Mono, Average, or both types via checkbox to annotate their plot.

Release 2025-04 (v5.9)

Byosphere

Metadata from MS files is now added to pacq metadata when creating it

Vendor MS metadata is now present within the pacq metadata after adding an MS sample to
pacq.

New reserved metadata field “Acquired On”
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A new reserved metadata field exists in Byosphere called “Acquired on”, which includes the date
and time of acquisition of a raw data file if available. This field has the format YYYY-MM-DD
HH:mm:ss.SS.

te Acquired On

2024-08-28T20:33:18.000Z

Virtual Client, Byosphere

¢ Users can now load .byparms files from the Enterprise file server

The File Chooser dialog for selecting byparms/prv files in Byosphere Desktop/Virtual Client now
includes options for file selection from EN, EDS, and Local Servers.

Launch Workflow..  Save Workflow...  Metadats mappings...  Workflow Propertes... Baskc Optons

Samples  Sequences  Processing nodes

MpaPrevew \
v General | @ Open preview J
SMTpies ENT  EDS Local O Viewer O Seaxch
~  Modification options
Cysteine fixed Folders: [ 18 Selected folder content: xt At »-
Lysine fixed v Users 0 Alas Name Created by Created on Ver.  Signature state  Instrur
Arginine fixed v 4 Adrianna 1457 Preview JH1216.. Preview JH1216... Adrianna Urban... 15/01/2025 11:05 1
N-terminal fixed (L Besss ‘
C-terminal fixed 8| Ackocy
vy Ji Ashiey
)i Charlie
Cleavage site(s) B Claice
Cleavage side 3 Devesh
Initial search speci Ji DmitryP
Phospho enriched J. Dushyant
Enable wildcard sé Ju Himaja
| Try all charge assic & han
| Fragmentation typ b Kiiszting
4 Lucas C.
b Manali
L Rahul
L Rutvik
4 Sree
b Tejas
4 viknam
L Winnie
| L. _web_sutomation_folder_disha
| Ji _web_sutomation_folder_manel
J. _web_sutomation_folder_pmi
N Feneme
Pl of (ype: PRV (*.0rv)
Cancel

Make New Folder

The Virtual Client provides access to ENT and EDS servers:
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Launch Werdiow...

Sewpies  Sequences

General

Save Workfiow... Metadsts mappings.

Processng nodes

Protein database options

Instrument Parameter # Open byparms

Wiarber Propemer

Modifications

Glycans

Inclusion

MS/MS Filtering
Spectrum Input Optio
Peptide Output Option
Protein Output Option
Multicore options.
Wildcard

Report

erence Chromatography  Refers

[or ]

=

Users

Adrianna
J. BYE-9537
Antony
Ashley
Charhie
Clawre
Devesh
OmitryP
Dushyant
Himaja
han
Krisztina
Lucas C
Manai
Rahul
Rutvik
Sree
Tesas
vikram

Winnie

_web_automation_folder_dicha

web_sutomation_folder_manal

_web_sutomation_folder_pmi

Fie rame:
Fies of type:  BYPARMS (*.bypaems)

Make New Folder

Web Analysis, Byosphere

Multi-Protein Identification

Selected folder content:

D

1452 Project JH121614 Project JH1216.

Alies

Name

Crested by

Adrianna Urban... 15/01

Web Analysis templates now open directly within Edit mode

When users use Web Analysis templates to create a new analysis, they are now immediately
greeted with their Analysis in Edit Mode for ease of use.

Improved behavior for annotations in Trace Plots

Trace Plot annotations will now always be shown, not just when the corresponding row for the

Trace has been selected.

Improved Trace Peak integration

New colors have been introduced to differentiate non-integrated peaks (light gray), integrated

Crested on

2025 11:06 1

Basc Optons

Ver.

O viewer

?

X

Search

Signature state  Instrun

peaks (dark gray), and the selected peak (blue), to provide greater visual cues for result
inspection within the Trace Peaks plots.
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DN29_reddeglyc
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Intensity
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(LR

Improvements in forming associations with Combinations in Web Analysis for defined

data processing

Users can now associate sequence combinations with both specific Samples and with custom
fields in order to use a specific combination for mass matching during processing.

Combinations are associated with all samples by default, as represented in the new Sample

associations column:

Combinations

MName Alias Compositi Disulfid Mass
Search Search Search Search Search
DN29 HC = A1) Reduced 49675.9
DN29 LC - B(1) Reduced 230826
Reference Mass Modifications
@ Change N-terminal Q to pyroGlu Clip off C-terminal K

IR Digestion Parameters...

Monoisotopic

Mass Expected Type Actions
Search Search Search

49644.45 Desired @

2206832 Desired 3

Add Combination... [ik3

[ 2/2r0ws ) §

Sample
associations

Search
1-DN29...

All samples

N-glycans removed by PNGase F (N-X-5/T —

D)

-

Clicking on the dropdown within a row opens the Sample Associations dialog, which lists all
current associations and provides all available fields, including Samples, to form associations on.

In the following example, associations can be made based upon Sample or the custom field

“Glycosylation”. The Glycosylation option is set within the Samples table:
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Samples Manage Custom Fields... § Import Samples-Sequence Data... Add Samples... R4

a=DY
Sample Trace Glycosylation

@ Show No. Sample Name MS File or Trace File MS/MS Doc ID Description Actions (string)

Search Search Search Search Search Search Search Search Search

@ 1 DN29 red DN29 red.raw.pacq N/A & 1012 - ™

@ 2 DN29_reddeglyc DN29_reddeglyc.raw.pacq N/A & 1013 - Y Degly

[C) 3 DN32_red DN32_red.raw.pacq N/A & 1014 - laa

() 4 DN32_reddeglyc DN32_reddeglyc.raw.pacq N/A & 231 - Y Degly

Both Samples and Glycosylation are present as options within the Sample Associations dialog:

Sample Associations _—
Sample Associations
e (Geonation)Degy X
All samples
All samples
Or
Oor
Sample number ~
Sample number ~
Search...
Glycosylation ~
O Select all present below
1- DN29_red Search..
O 2 - DN29_reddeglyc [J Select all present below
O 3-DN32_red O null
0 4 - DN32_reddeglyc Degly I

In this example, the combination has been associated with both Sample 1 (DN29 red) and all
Samples with the value of “Degly” for the custom field “Glycosylation”.

1 - DN29_red

DN29 HC = A1) Reduced 49675.9 4964445 Desired = (Glycosylation ) D...

As a result, DN29_red, DN29_reddeglyc, and DN32_reddeglyc will be matched against the
combination DN29 HC.

Toggling All samples to on will automatically associate the Combination to All samples, including
those added after the associations are set.
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Deep Query, Byosphere

¢ A new interactive Visualization Builder is now available in Deep Query

Deep Query Dashboards has been updated with the new Deep Query Visualization Builder.
This flowchart tool enables users to visualize the flow of all changes that occur on their dataset,
from project data ingestion to Visualization generation and display.

By default, the Visualization Builder will start with Data and Display sections. Clicking on these
interactive buttons will provide access to Data and Display controls, respectively, which were
previously accessed via tabs.

°—)o Display

Select visualization Type  Pivot Table ¥ v5.9

DataAverage PPM Data.Apex Posit Time Data.Document ID

v5.8

Display as relative to

Metadata Ccode
Row field to normalize on

Transformations can be added by clicking on the ° icon within the flow. Users will be prompted
with all available Transformation options for their selected Visualization. Once selected, the
lefthand sidebar will populate with options to configure the Transformation and once added, the
Transformation will be performed in sequence with all steps within the Flowchart.
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Normalization
Ranking
Filter

Aggregate and Reduce

Grouped Aggregate

For example, if Ranking is selected, the left panel will populate with the settings needed to build a
Ranking transformation:

Data .-

—Q@—> oww

test vis

Ranking
Field to rank @
COUNT(Metadata.Ccode) o
Fields to partition across @ Metadata.Ccode
Select ...
Sorting Order @
ASC M

Save as separate transformation field @

Transformation name

Once the user clicks Create, Ranking will be added as a step within the Flowchart. The
Transformation can then be deleted from the trash icon within the Flowchart.

: °_>. Display

Data o— ‘

Note that Data and Display are fundamental steps and cannot be deleted.

New tools are available in Deep Query to adjust numerical display settings

Numerical displays settings such as format and number of decimal places are now available
for Pivot tables and Data Grid Visualizations in Deep Query Dashboards. Numerical display
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settings can be accessed from the Display settings section of the Visualization Editor, which is
now available via the new Visualization Builder described above.

Data . Se

Pivot Table (iciEF vs Pepsiffe MS) - Comparir
Residue Positions yww#% Acidic Peak Area

Title Pivot Table (iciEF vs Peptid

> General

> Field Panel

v Numerical Display Settings

Restore defaults

Data.Sample Name Data.Peaks Comment
Field Configuration AAAT11 Acidic
Data.Relative Peak Decimal - BBB222 Acidic
Area
CCC333 Acidic
AVG(Data.Percent Mod scimal 5
Per Peptide) Recma 2 DDD444 Acidic

1w EEESSS Acidic

Configurations include Decimal, Scientific, and Percentage. The user can also determine how
many decimal places they wish to have displayed in the resultant configuration.

Note: Due to how we pre-compute percentage values in the database, some numerical displays
were set to decimals to avoid double computation. For instance, for a number that would be 0.1,
or 10% may have been stored as 10 already, so if percentage formatting is applied, it will display
as '"1000%’. In this case, the value should be kept in decimal format.

These tools are also available in Web Analysis Charts and Tables.
XIC Area Summed IsoX Normalized field added to the Biophysical Datasource

The Biophysical Data Source now contains the data field XIC Area Summed Isox Normalized for
Peptide data. This field can be used within Visualizations for correlation between analyses for the
same samples vs Biophysical data values as well as in other calculations.

Any unapplied changes in the Visualization Editor will now be preserved if users navigate
to other tabs in Byosphere

Change made within the Visualization Editor are now preserved when making changes in Deep
Query and then moving to another part of Byosphere web client (such as Job Queue, Search, or
Web Analysis) even if the user has not clicked Apply. However, for the final Visualization edits to
be made permanent, the user will need to click on Apply and Publish the Dashboard. The
preservation has been introduced for ease of use so users would not lose their changes.

Users will now have the option to set the x-axis to be treated as a numerical value
A new option is now available under the Group By Axis tab of the Display settings to enable a

numeric x-axis for Line Chart and Scatter Plot Visualizations. If enabled, labels and spacing will
be provided numerically following the real numerical value of the datapoints.
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v Group By Axis

Label

Label for x-axis. Defaults to group-by field

Label Visible @D

Whether to display label

Axis Position Bottom v

Chart position of X axis

Numeric x-axis &

Set x-axis spacing and labels to numeric values

Line Chart Example for numeric X axis n

& Series

Non-numeric axis
(toggle=off)

i B H

SUM(Data, XIC Area Summed I30x Normalized)

B

Data.XIC Ratio Percent

Line Chart Example for numeric X axis B

~8- Series

Numeric axis (toggle=on)

£ H H

SUM(Data. XIC Area Summed Isox Normaiized)

£

s . ' s
Data XIC Ratio Peccent




e The Biophysical Dashboard template has been updated to display the numeric x axis for
Line Chart Visualizations that have numeric values

[x=] [onee ]| Line Chart eizF vs Reptice 15)- Comparing % Deamidaton of a Specific Reptide at Different Residue Positons vs % Acidic Pesk: Ares o

i (iiEF vs Peptide M5}~ Comparing % Deami ©
— .
o
b el o
/
/
/
Lebel Visitie S 4 /
T — L /
e [ 1 2
L /
g
i /
[P ,
J— -
——— R

e Users can now export XY data from all Visualizations

An "Export to CSV" option is now available on all Visualizations. This will export the underlying
XY data that is used to build the Visualization.

noago

Example output with Visualization on the right for comparison:

A L] [ D € ¥ G H ] X L M N o P Q R A

1 Dats DigestMissed Cleavages  Data MS Aias Name. SUM(Retotive % of Missed Cievmages)
2 1 NIST_Guans n 707 " / .
: S e 2smve  Missed Cleavages Relative % Bar Chart 2 [a]e]] s
4 _E_SN_NIST_Guanidine_Tryp 6072234228
5 NIST_Guanigine_CTrypsin 47.11055017
“ 1 NIST_Guanidine_LysC 241691576
7 31! NIST_Guaniaine_Tryp 7809399657
8 1 NIST_Guanidine_CTrypsin 18.92780505 L "o
9 NIST_Guanidine_LysC 5285664024 .o
w0 _Guankdine_Tryp 5.031503278 . ;
1 NIST_Guanidine_CTrypsin 2708168097 -
2 1 IST_Guankdine_LysC 0511803027
1 Guanidine_Tryp 1799218016 P
7 ¢ _Guanidine_CTrypsin 1082800301 £
15 1 NIST_Guanidine_LysC 0.078046358 g
1% 1 NIST_Guanidine_Typ 0.164176093 | B
v NIST_Guanidine_CTiypsin 0345034658 <
18 5 00315_E_SN_NIST_Guanidine_LysC 0.007148142 £ 2
19 500315 E_SN_NIST_Guanidine Tnyp 0076146283 2
20 609315 E SN NIST Guanidine, CTrypsin 1618441584 =
21 6 09315 E SN NIST Guanidine LysC 0.001708582 L
2 6 09315 E SN NIST Guanidine Tnyp 0.112620471
2 7 08315 € SN NIST Guanidine Clrypsin 001359247
2%
2 [ B -
7 ' 2 . s P
2 Digest Missed Cloavages
3
2
33
3%
35
2
i
n [ ]
&

Missed Chovages otative, Bar + L )

This tool is also available in Web Analysis Charts and Tables.
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New Advanced Function for adding Linear Regression, R? and Pearson Correlation

If a user has selected either a Line Chart or Scatter Plot Visualization, a plus sign icon will appear
within the new Visualization Builder which allows the user to add an Advanced Function which

can be applied to their data.

Advanced Functions

The first Advanced Function introduced in Byosphere v5.9 is Linear Regression. Adding Linear
Regression will calculate the equation for the line of best fit, the Pearson Correlation, and the R2

value.

Advanced Functions Revert

Function @
Linear Regression
Independent Variable @
Data.Charge
Dependent Variable @

AVG(Data.XIC Area Summed |sox Normalized)

Display of these values within the Visualization can be toggled from General > Display settings,
but when first adding this correlation under Advanced Functions it will be automatically enabled.

Display R2, Slope, ‘)

Intercept and
Pearson's
Correlation

The results from this advanced function, when enabled for display, can be seen in the top right-
hand corner of the Visualization.
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R2=0.852
===y = -11146690.537x +133397298.133
® Pearson: -0.923
® Series

AVG(Data.XIC Area Summed Isox Normalized)
[ ]

Data.Charge

The Multi-Protein Quantitation template has been updated with two new Visualizations

The Multi-Protein Quantitation template has been updated to include the following
Visualizations:

o Pivot Table: Protein ppm Concentration - Relative to mAb: This pivot table provides
the average protein ppm concentration based upon the mAb across different replicates
and conditions.

o Stacked Bar Chart: Stacked Bar Chart - Protein ppm Concentration: This bar chart is
to visualize the relationship outlined above.

Alignment in naming convention for Custom Fields between Peptide and Intact data
sources

The display name for custom field values coming from Byos projects is now “Data.Samples
Custom Fields” for both Intact and Peptide data sources.

e falv

Data.Samples Custom Fields

{ "SampleType": "Reference"” }
{ "SampleType": "Reference” }
{ "SampleType": "Reference"” }
{ "SampleType": "Reference” }

{ “SampleType": "Reference” } -
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