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A: OVERVIEW OF THE PEPTIDE MAPPING DEMO WORKFLOWS

Overview of the Applications for Peptide Mapping Demo Workflows

* The Peptide Mapping demo workflows contain examples of how to analyze enzymatically digested
biotherapeutic molecules, and include:

Sequence coverage and confirmation
Glycopeptide analysis

Post-translational modification (PTM) analysis
Disulfide-bond (DSB) analysis

Sequence variant analysis (SVA)

* The Pepmap demo workflows _Simple, Extended, _Comparative and _SVA create common peak boundaries
across all replicate samples.

* The Pepmap demo workflow _BatchProcessing analyses different molecules as individual replicates with no
shared peak boundaries.
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A: OVERVIEW OF THE PEPTIDE MAPPING DEMO WORKFLOWS

Overview of the Peptide Mapping Demo Workflows

Pepmap_Simple_Demo:
* A Peptide Mapping workflow for routine characterization, with identification and quantification of common modifications
and glycosylations.

Pepmap_Extended_Demo:

* A Peptide Mapping workflow that has more search nodes to maximize sequence coverage and identification of less common
modifications.

Pepmap_SVA_Demo:

* Aversion of the Pepmap_Extended workflow that has more search nodes for identification of potential sequence variants.

Pepmap_Comparative_Demo:

* A version of the Pepmap_Extended workflow that has activity nodes to complete a statistical comparison between sample
sets.

Pepmap_ReviewSnapshots_Demo:
* A workflow to open or review saved results.

Pepmap_BatchProcessing Demo :
* A version of the Pepmap_Extended workflow that analyzes each multiple data files, one sample at a time.
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Simple Peptide Mapping
Demo Workflow Information
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B1: SIMPLE PEPTIDE MAPPING DEMO WORKFLOW

Overview and Application: Pepmap_Simple _Demo

* This workflow uses data that was acquired with CID
fragmentation for a routine analysis of a non-complex
biotherapeutic molecule.

* The search parameters in the Peptide Mapping
activity node are optimized to identify peptides,
common post-translational modifications, and
glycosylation.

*  For more information about how to use Biologics
Explorer software, refer to the Biologics Explorer
Quick Guide and Peptide Mapping Template Workflow
Guidelines.
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Feptide Mapping Demo
-- Routine Characterization with Automatic Review

Load Raw Data:
- NISTmAR with CID fragmentation.

- RT restricted to the range of interest.

Chromatagram View:
- TIC/BPC hefore RT Alignment.

Data Prepared for Analysis.

Pre-processed Data Exported to:
- Snapshots.

Data Analysis and Feature Annotation:
- Peptide Mapping: Search parameters
defined.

- Automatic Review: Pass/Fail criteria
defined.

Display and Review Results:
- Fixed modifications defined.

Reviewed Results Exported to:
- PDF and Excel.

- SCIEX 08.

- Snapshots.

& Demo Waorkflow Information ’E

_| Load Raw Data

<

oxG

_| Data Preparation [Container]

&

&

& _| Peptide Mapping

_| Automatic Review - Define Rules

Review Results

SR ORORE)
{ < <

[

- RTRange Restriction Chromatogram View

Double Click to Capture Motes:




Extended Characterization
Demo Workflow Information
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B2: EXTENDED PEPTIDE MAPPING DEMO WORKFLOW

Overview and Application: Pepmap_Extended Demo

* This workflow uses data that was acquired with
EAD fragmentation for a comprehensive Peptide
Mapping analysis of three replicates of a
biotherapeutic molecule.

* The search parameters in the two Peptide Mapping
activity nodes are optimized to extend the search
space and increase identifications, but keep false
positives to a minimum.

* For more information about how to use Biologics
Explorer software, refer to the Biologics Explorer
Quick Guide and Peptide Mapping Template
Workflow Guidelines.
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Peptide Mapping Demo
-- Extended Characterization with Automatic Review

Load Raw Data:

- Adalimumahb:3x with EAD fragmentation.

- RT restricted to the range of interest.

Chromatogram View:
- TIC/IBPC hefore RT Alignment.

Data Prepared for Analysis.

Fre-processed Data Exported to:
- Snapshots.

Data Analysis and Feature Annotation:

- Peptide Mapping 1: Search parameters
defined.

- Peptide Mapping 2: Search parameters
defined.

- Wildcard Mapping: Search parameters
defined.

- Automatic Review: PassiFail criteria
defined.

Display and Review Results:
- Fixed modifications defined.

Reviewed Results Exported to:
- PDF and Excel.

- SCIEX 0S.

- Snapshots.

@ Demo Workflow Information ’E

_| Load Raw Data

& FTRange Restriction
Chromatogram View
s

_) Data Preparation [Container]

i
&0 ) Peptide Mapping 1

&0 | Peptide Mapping 2

_| Automatic Review - Define Rules

Review Results

il @ 9 @\J 9 ﬁ a 9 @

[

Double Click to Capture MNotes:
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B2: EXTENDED PEPTIDE MAPPING DEMO WORKFLOW

Stepwise Peptide Mapping

* This workflow uses up to three consecutive search nodes to extend
the search space but minimize false positives:

Peptide Mapping 1
— ldentifies the most likely peptides and modifications.

Peptide Mapping 2

— ldentifies less common modifications.

— Ignore Annotated Features: Makes sure that only unannotated features
from the previous search are considered.

Wildcard Mapping

— ldentifies unexpected modifications.
* Deactivate the Bypass icon to use Wildcard Mapping.
* Add identified modifications to a Peptide Mapping activity node.
* Activate the Bypass icon when Wildcard Mapping is not required.

SCIEX)

Feptide Mapping 1

& | Peptide Mapping 2
[ Mapping

[
)

Peptide Mapping 2 - Settings

__Coniugates Peptide Chromatograms Repart
GE”ETEﬂ Seguence Modifications Glycozylation

Mass Tolerance: & ppm s
M5 /M5 Identification

Instrument: EAD R
mjz Tolerance: 50 ppm
Min. Score: 70

Keep: Top Ranked

Mass-only Matches: | Discard all

I Ignore Annotated Features I

] Expart Coverage Data (deprecated)

(S
(i

Pt

Display
Crosslinks

Apply
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Sequence Variant Search
Demo Workflow Information
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B3: SEQUENCE VARIANT ANALYSIS DEMO WORKFLOW

Overview and Application: Pepmap_ SVA_Demo

FPeptide Mapping Demo
-- Sequence Variant Search with Automatic Review

This workflow is optimized to identify potential
Sequence Va riants. & Demo Workflow Information

Load Raw Data:

— Note: ngh quallty MS and MS/MS data is required for - NISTmAb: 3x replicates.

- RT restricted to the range of interest.

confident identification of sequence variants. Instrument R |

- TIC/IBPC before RT Alignment.

Load Raw Data

RT Range Restriction

Chromatogram View o
Double Click to Capture Motes:

aCCIUISition ShOUId be OptimIZEd fOf' SVA. Data Prepared for Analysis.

Data Preparation [Container]

Fre-processed Data Exported to:
- Snapshots.

* Two consecutive Peptide Mapping activity nodes

&
. . . . Feptide Mapping 1
identify the non-variant peptides and remove them Bt e e e
from the Sea rch Space' ZE’:%:pzizi:e Mapping 2: Search parameters Feptide Mapping 2

- Automatic Review: Pass/Fail criteria

* The Peptide Mapping with SVA activity node searches | =t
for sequence variants. CFbed mocifcalons defined

Automatic Review - Define Rules

Initial Review

* Possible SVA identifications can be compared with the lf:j“h;np:::sq B
results from the Wildcard Mapping activity node for | s Seanpamers | (g Porte eronavin s () wioasivns
verification. ettt

* For more information about how to use Biologics Foveved Fosus Epoed o = 2
Explorer software, refer to the Biologics Explorer Snapsnot.

Quick Guide and Peptide Mapping Template Workflow
Guidelines.

-
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B3: SEQUENCE VARIANT ANALYSIS DEMO WORKFLOW

SVA Identification Strategy

To detect potential sequence variants:

1. Use Peptide Mapping 1 and Peptide Mapping 2 to complete a typical analysis for non-variant peptides.
* Refine the Peptide Mapping settings for the molecule under investigation.

Note: For more information about stepwise Peptide Mapping, refer to the section: B: 2.Extended Peptide Mapping Demo Workflow.
* |dentified peptides are removed from the search space, which decreases false positives in Stage 3.
2. Complete an initial review of the data.

Click the Save icon, and then click Save and Reload.

Features from the rejected annotations are searched again with the Peptide Mapping with SVA activity node.

3. Deactivate the Pause icons on the Peptide Mapping with SVA and Wildcard Mapping

activity nodes, and then click the Play icon to run them.
. * Toincrease the number of possible identifications, decrease the Min. Score in Peptide Mapping
with SVA and Wildcard Mapping. A lower Min. Score increases the false positives for review.
Feptide Mapping with S"u" Wildcard Mapping

Manually review identifications that are close to the Min. Score threshold to reject incorrect
annotations

Feview Results

4. Compare identifications in Peptide Mapping with SVA and Wildcard Mapping.

5. Review, and then Accept and Reject entries in the Peptide Table as required.
SCIEX)

/SCIEX
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Comparative Analysis
Demo Workflow Information
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B4: COMPARATIVE PEPTIDE MAPPING DEMO WORKFLOW

Overview and Application: Pepmap_Comparative_Demo

This workflow compares data from a reduced and
nonreduced biotherapeutic molecule to identify
crosslinkers.

The search parameters in the two Peptide Mapping
activity nodes are optimized to identify reduced and
nonreduced peptides with PTMs and glycosylation.

The Automatic Review activity node adds a flag to
unexpected crosslinked peptides.

The Differential Analysis [Container] prepares the
data for comparisons to be made.

For more information about how to use Biologics
Explorer software, refer to the Biologics Explorer
Quick Guide and Peptide Mapping Template
Workflow Guidelines.

SCIEX)

Load Raw Data:

- Adalimumab:1x reduced,1x nonreduced.

- RT restricted to the range of interest.

Chromatogram View:
- TICIBRFC before RT Alignment.

Data Prepared for Analysis.

Fre-processed Data Exported to:
- Snapshots.

Data Analysis and Feature Annotation:

- Peptide Mapping 1: Search parameters
defined.

- Peptide Mapping 2: Search parameters
defined.

- Wildcard Mapping: Search parameters
defined.

- Automatic Review: Pass/Fail criteria
defined.

Display and Review Results:
- Fixed modifications defined.

Reviewed Results Exported to:
- PDF and Excel.

- SCIEX 08,

- Snapshots.

Differential Analysis:

- Mormalization: 'Group by' peptide.

- Absent/iPresent: New peak detection.

- Highly Changing Features: Defines the
fold change of interest.

Differential Analysis Results Exported to:
- Excel.

FPeptide Mapping Demo
-- Comparative Analysis with Automatic Review

& Demo Workflow Information ‘]]

Load Raw Data and Define Groups

RT Range Restriction

Data Preparation [Container]

[

Peptide Mapping 1

Feptide Mapping 2

Automatic Review - Define Rules

Review Results

=] i

_| Differential Analysis [Container]

@ Mormalization (% Abundance) Absent/Present

@

> (@

Chromatogram View
@

Douhle Click to Capture Motes:

_I Highly Changing Features
ahly ging

@
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B4: COMPARATIVE PEPTIDE MAPPING DEMO WORKFLOW

Differential Analysis

Differential Analysis [Container]
@ Marmalization (% Abundance) AbsentFrasent Highly Changing Features

Export Export Export
Marmalization (% Abundance) Absent/Present Highly Changing Features

The statistical activity nodes identify features that are different between
the two sample groups that are compared in the workflow.

* The activity nodes connected with green lines contain statistical tools that can be used to compare two datasets.

* The workflow reports:
—  The relative (%) abundance of peptides in each dataset.
—  The peptides that are absent in one sample set, but present in the other.

—  The peptides that have a specified fold-change difference between sample sets.

>
/SCIE)() 17



Review Snapshots
Demo Workflow Information

SCIEX)

B5
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B5: REVIEW SNAPSHOTS DEMO WORKFLOW

Overview and Application: Pepmap_ReviewSnapshots Demo

SCIEX)

Feptide Mapping - Review Snapshots Demo
-- Review Saved Peptide Mapping Results

Load Annotated or Reviewed Snapshots.

Display and Review Results:

Feviewed Results Exported to:
- POF and Excel.

- Bnapshots.

- 5CIEX 05,

& Demo Workflow Information

_| Load Results Snapshot

_| Review Results

N @

Double Click to Capture Motes:

This workflow uses saved Snapshots to show results that have peptide annotations.

For more information about how to use Biologics Explorer software, refer to the Biologics Explorer Quick Guide and
Peptide Mapping Template Workflow Guidelines.

19



B5: REVIEW SNAPSHOTS DEMO WORKFLOW

Review Saved Results
Feview Results

D, Proteins X
Y VW Y | @ Review ~ x €& nﬂ|§|ﬂ :

M Range Peak Id Protein Mame Disulfide Bonds ~ Modifications Glycosylation
w 1 Full Range 1 672LC 2¥5-5
W 2 Full Range 1 1832 LC4AC 3 a5
» 3 Full Range 2 1706 HC 5¥5-5 GIn-=pyro-Glu + Lysdoss
W 4 Full Range 2 4198 HC-HC-LC-LC 16%5-5 2*GIn-=pyro-Glu + 2*Lysdoss  GOF + GOF-GlcMAC
W 5 Full Range 2 4199 HCHCLCC 16%5-5 2*GIn->=pyro-Glu + 2*Lysdoss 2¥GOF
' & Full Range 2 4200 HC-HCACAC 16%5-5 2*GIn-=pyro-Glu + 25Lysdoss  GOF + GIF
x 7 Full Range 2 4201 HC-HCLC-LC 16%5-5 2*GIn-=pyro-Glu + 2*Lysdoss  GOF + G2F
' 3 Full Range 2 4201 HCHCACAC 16%5-5 2*GIn-=pyro-Glu + 25Lysdoss 25G1F
W 9 Full Range 2 4202 HC-HC-LC-LC 16%5-5 2*%GIn-=pyro-Glu + 2*Lysdoss GIF + G2F
W 10 Full Range 2 4203 HCHCACAC 16%5-5 F*GIn-=pyro-Glu + 25Lysdoss  2¥GIF

* The Review Results activity node opens a copy of the previous analysis.
— Any previously accepted or rejected peptides have the applicable entry in the Flags column.
— Another stage of review is then possible.

— The reviewed sbf files and a new report can be saved.

SCIEX)



Peptide Mapping Batch Processing
Demo Workflow Information

SCIEX)

B6
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B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Overview and Application: Pepmap_BatchProcessing Demo

FPeptide Mapping Demao
-- Batch Processing with Automatic Review

| & Demo Workflow Information Tl

Fepresentative samples loaded ] )
to check data and optimize settings. @#’ Load Representative Raw Data
Double Click to Capture Motes:
Batch [terative Processing: . ] )
- Data loaded and processed in the i 4 Batch lterative Processing
container folder. =R

Chromatagram View: ] : i

- TIC of raw data with metadata. @, Chromatogram View
lon Map View: _ lon Map View @ Review Results Display and Review Results:
- lon Maps of data after Grouping. i i

Summary Report Exported to: Export 5 RSESU”ShEXtFJUﬂEd as:
- POF. Summary Report = MEYFEIUEL

* This workflow uses sequence information from metadata that was imported into the workflow to analyze
multiple samples independently.

* For more information about how to use Biologics Explorer software, refer to the Biologics Explorer Quick Guide
and Peptide Mapping Template Workflow Guidelines.
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B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

How to Use the Batch Processing Workflow

Use this workflow to analyze multiple samples independently.
* The samples do not require consistent chromatography.

* The samples can have different protein sequences.

All samples and their associated metadata are analyzed in the Batch Iterative Processing container.
* Intermediate results for each sample are not saved when the Batch Iterative Processing container is used for
data analysis.

* To optimize workflow parameters, deactivate the Trash icon for activity nodes in the Batch Iterative Processing
container, and use a single representative sample.

*  To save memory when large numbers of samples are analyzed, activate the Trash icon for activity nodes in the
Batch Iterative Processing container.

-
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B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Load Raw Data: Experiment Names and Metadata

Larapas TO @nalyze replicate samples from different acquisition files:

ﬁ 1. Select Use File Name as Sample Name in Load Raw Data.
.@b Metadata Impart
a7 2. Use the File Name (name of the wiff or wiff2 container file) in the Experiment column of

the txt file for Metadata Import.
* To analyze multiple samples from a single acquisition file:
1. Do not select Use File Name as Sample Name in Load Raw Data.

2. Use the Sample Name in the Experiment column of the txt file for Metadata Import.

I3 Shared/Raw_Data/Pepmap_raw/CID

Load Raw Data - Settings

Mame )
Ereral] advanced Display @ NIST mAD digest IDA EBO03 100ng on column RO1.Wifi2 | File name
MName: Batch Processing
Format: ;CIEX WiffTwo (*.wif2) | b [C) Shared/Raw_Data/Pepmap_raw/CICYNIST mAb digest IDA EB03 100ng on column RO1.wiff2 |~
[] Use File Mame as Sample Mame -
] Mame
Enable Numbering of Samples —_— - -
N . [ Peptide mapping CE_4 RO [1]
£ Enable Ran Data Parsing () Peptide mapping CE_6 RO1 [2] '\
[ Peptide mapping CE_5 R01 [3] Samp|e names
[ Peptide mapping CE_7 R0 [4]
[ Peptide mapping CE_B R01 [5]

-
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B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Metadata Import

Load Faw Data * To analyze multiple samples with the same sequence:
i}

— Deactivate the Trash icon, and then activate the Bypass icon for Metadata Import.
El stz mpent — On the Sequences tab in Peptide Mapping, select From Text or From Fasta File.

* To analyze multiple samples with different sequences:

— Use Metadata Import to select the FASTA file (protein sequence) that will be used for
identification in the Peptide Mapping activity nodes.

* Upload a txt file with Metadata Import that links each sample to the correct FASTA file.
— The name in the Experiment column must be the same as in the Experiment table in Load Raw Data.

— The name in the Fasta File column must be the same as the name of the FASTA file that is in the specified Fasta
File Directory, including the file extension (fasta or txt).

P A B

1 |Experiment Fasta File Sequence(s): From Metadata: Fasta File, Sequence ID=s {optional) w Mame

2 |20210203 Adalimumab tryptic 2ug ECD_1 Adalimumab.fasta ] Define Fasta File Directory [#] Adalimumab.fasta
3 20210130 Herceptin IDA ECD Most intense _1 Herceptin.fasta Directory: |E.fasta | IE [# Herceptin fasta

4 |20210130 Rituximab IDA ECD Most intense _1 Rituximab.fasta [E] MIST fasta

5 |20210901_NISTmaAb TimeCourse_Control_4ul EAD 1 |NIST.fasta [#) Rituximahb fasta

-
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B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Metadata Import: How to Create the Metadata File

Metadata Import
(¥4

IT)

Files/Folders: 20210203 Adalimumab tryptic 2ug ECD_1.wiff2 =
20210130 Herceptin IDA ECD Most intense _1.wi...
20210130 Rituximab IDA ECD Mostintense _1.w.. X
20210901_NISTmAb_TimeCourse_Contral_dul_... |

Metadata Editor X
B 29|y @S| H PR R ®
Name Group | Description

20210203 Adalimumab tryptic 2ug ECD_1 wiff2 ~
20210130 Herceptin IDA ECD Most intense _1.wiff2
20210130 Rituximab IDA ECD Most intense _1.wiff2
20210901 MNISTmAD TimeCourse Control 4ul EAD 1. wiff2

Note: Any metadata added in the Load Raw Data
Metadata Editor table must be completed for all rows
(all samples).

Experiment Fasta File
20210203 Adalimumab tryptic 2ug ECD_1 Adalimumab.fasta
20210130 Herceptin IDA ECD Most intense _1 Herceptin.fasta
20210130 Rituximab IDA ECD Most intense _1 Rituximab.fasta
20210901 NISTmAb TimeCourse Control 4ul EAD 1 JMIST.fasta

SCIEX)

* To create the metadata file in Excel or Notepad:

1.
2.

Select the samples for batch processing in Load Raw Data.

Open the Metadata Editor table.

Select all of the entries in the Metadata Editor table, and then select
copy.

Paste the entries into the Experiment column of the metadata txt
file.

Delete “.wiff” or “.wiff2” from the end of each name. (Tip: Use the
Replace command in Excel or Notepad.)

Type the applicable FASTA file name in each row in the Fasta File
column.

Save the file in txt format, and then upload the file in the Metadata
Import activity node.

26



B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Restrict the RT Range

* Use the Load Representative Raw Data activity node to review a small
Load Represenializ Rawbata — yymber of representative samples outside of the Batch Iterative Processing
: container.
— To identify the RT ranges where there is meaningful data, open (double-click) Load
Representative Raw Data after the data is loaded.
* If the RT ranges are consistent across all samples, then deactivate the
Bypass icon and enter RT Minimum and RT Maximum values in the RT
Range Restriction activity node in the Batch Iterative Processing

dabl i
Pt - H- -------------------------------------- 55
{ 1

container.
Load Raw Data
RT Range Restriction - Settings o . .

% ’ ’ Note: If the fields are blank, or if RT
Genaral! Display . )
Range Restriction has the Bypass icon

il} Batch lterative Processing Metadata Import RT Minimum: |5 Minutes _g yp i
' e . Miutes activated, then the full RT range is
Used.
D :EmIa -@) E Cancel Apply

-
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B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Batch Iterative Processing Container

° The Batch Iterative Processing container is not the same as other Biologics Explorer software containers.

— Only intermediate results from the last sample to be processed can be opened from the activity nodes in the Batch Iterative

Processing container.

i Batch terative Processing

9

Pre-processing Featurs Detection MSIMS Data Processing: Feature Annotation:

- dx digested biotherapeutic samples. - Peaks detected - MSI/MS spectra merged. - Location of fasta file defined.
- Metadata file with sequence imported - Isotope clusters detected - MSI/MS spectra deisotoped. ifications defined

- Background noise remova | - Groups detected

Load Raw Data
5 @ Chromatogram ﬁ WSS Consolidation @ Peptide Mapping 1
& Peak Detection = @ = @
s [
Wetadata Import
Py Chromatogram @ MSIMS Peak Detection oy
Isotope Clustering @ ;)
@ @
T
L-«'O @ Singleton Filter @ MSIMS Deisotoping '?0
@ @
Chromatogram
& Chemical | Moise Subtraction
i~} @ Charge Grouping Automnatic Review - Define Rules
@
@ Adduct Grouping
@
O: z : s
Results Exported after Results Exported after Results Exported after
Noise Removal I. Grouping Peptide Mapping.
ﬁ Peptide Mapping Results Exported to:
- PDF and Excel
- SCIEX 0S.
o]

Note: If activity nodes in the container have the Bypass icon activated, then
the container shows a yellow warning symbol.

SCIEX)

To open the intermediate results of an activity node,
deactivate the Trash icon before the workflow is started.

Do not activate the Trash icon for activities that are used in the
PDF Report.

| o . . . .
3 +— Activity nodes in the Batch Iterative Processing

'ﬁﬁ container do not have a Run or Reset icon.

Activity nodes in the Batch Iterative Processing container
cannot be run individually.

— To use a Save Snapshot or Export activity node in the Batch
Iterative Processing container, deactivate the Block icon
before the workflow is started.

28



B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW

Peptide Mapping: Sequences

EE Peptide Mapping 1

Seguence(s):

Enzymes:

Max. Missed Cleavages:

Min. Peptide Length:

@ g

Peptide Mapping 1 - Settings x
Conjugates Peptide Chromatograms Report Display
General Sequence Modifications Glycosylation Crosslinks

From Text L

From Text

From Fasta File

From Protein Configuration File
From Global File

From Metadata: Fasta File, Sequence IDs (option:
From Metadata: Sequence IDs

Trypsin

||

0K, Cancel Apply

SCIEX)

Sequence tab:

° Sequence(s):

If all samples have the same sequence, then select From Text and type the
sequence, or From Fasta File and select the applicable file.

If different samples require different sequences, then select From Metadata:
Fasta File, Sequence IDs (optional), and then browse to the location of the folder

that contains all of the applicable FASTA files.

From Metadata: Fasta File, Sequence IDs (optional) -
Define Fasta File Directory

Sequence(s):

Directory: |ICfasta =

For more information, refer to the next page: Review Results: Protein Name in FASTA

Files.

* Enzymes:
— Adjust enzyme specificity, maximum number of missed cleavages, and minimum

peptide length as required.
29



B6: PEPTIDE MAPPING BATCH PROCESSING DEMO WORKFLOW
Review Results: Protein Name in FASTA Files

- SRS 5 *Review Results X B 2=

Peptide Map x| L/ Peptide Chromatogram X {/. Fragment Spectra Viewer X | I Fragment Spectra Peak Table X

I f th t . . th F ST icllls o [ S W oss = (] - SLRLSEARSEFTEDRYARRINE =
-
€ protein sequence names are unigue across tne ASTA .
EVQLVESGGGlVQFGRSLRLS.AASGFTFD
. . o o . & 1000 i+
files used for identification: 2 ey cmretermnsensel |3
. DYAMHWVRQAPGKGLEWVSAITWNSGHIDY = s00d S an Bl e Eebbe o
el z
[ e
o 80 @ H | W ‘ \‘«ﬁ‘ | | | L S o |
N o - 0 (i SRS T N O \‘.\‘ INTIRTON I LA P
‘j P Th t H m H o ERALLAREN LLLULERRAR] LRy LLL) miz EEIU 460 EE‘IU BﬁU ‘\U‘UU TZIUU 14‘UU TEbU ‘IB‘UU ZUIUU EZ‘UU 24IUEI
) 7 H\ e pro eln Sequence na e In o o EE. .,..l‘:f... e mecn nli‘.:l...r..rr. "'"12(‘:' v | [20210203 Adalimumab tryptic 20 ECD_1: Match_238
>HC(Adalimub) " e 7 Peptide Table x | = Modifications Table x | Y Peptide Chromatogram Table x & Fragment Spectra Table x
oy VOPGRS LRLSCAASGFTFDDYAMHIVRQAPGKGLEWVSATTWNSGHIDYADSVEGRFTT! REV[EW Re.SU/tS IS the same as the Y7ok v K@ ~|L|H ErY EMC MEX
>LC(Adalimumab) Range Peptide Modifications Mod. Locations  Glycans  Consolidated Score Ca 3 % Groupld Experment Sean Ind
DIQMTQSPSSLSASVEDRVTITCRASQGIRNYLANYQOKPGKAPKL LIVAASTLQSGVPSRF SG5GSGTO! : . P e | e e Ve RO A e T 7o O I e
= nameint h e FASTA fl | e ~ ATV Tt R p——c E——
_| “Trastuzumah fasta - Notepad * HC (Adalimumab)[17-38] SLRLSCAASGFTFDDYAMHVVR Carbamidomethyl, Gxidation [€22] [M34] 229.77
. . HC(Adalimumab)[20-38] LSCAASGFTFODYAMHWVR. Carbamidomethyl [c23] 362.31
F;_:EC(TEd‘t Format b‘)‘"ew Help HC(Adalimumab) [20-35] LSCAASGFTFDDYAMHWVR Asp->Isahsp, Carbamida... [D30] [C22] [... 242,97
| rastuzuma . HC(Adalimumab)[39-67] QAPGKGLEWVSATTWNSGHIDYADSVEGR 315.33
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