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General

• Name

• :

‒ wiff wiff2 .

• ZenoTOF 7600 wiff2

(wiff ).

‒ .

Load Raw Data: 

‒ wiff1 wiff2 wiff wiff2 

.

• .
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• wiff wiff2 Auto Detect 

.

• Experiment Table Review Results

.

1. Format Sciex Wiff Sciex WiffTwo .

• ZenoTOF 7600 wiff2 . 

2. Use File Name as Sample Name .

Load Raw Data: Format
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Data Preparation: Chemical Noise Subtraction - Quantile
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Data Preparation: Chemical Noise Subtraction - RT Window 
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Threshold
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Data Preparation: Chemical Noise Subtraction - Threshold
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Data Preparation: Chromatogram Peak Detection

• RT 

.

‒ Gap/Peak Ratio .

‒ Smoothing .
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Data Preparation: MS/MS Consolidation
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General :

• Instrument: .

‒ File > Tools > 

Instrument Editor .

Peptide Mapping: (1)

• m/z Tolerance: 

‒ (0.95Da) MS . MS/MS m/z

. 

• ZenoTOF 7600 m/z Tolerance 20ppm

. MS m/z Tolerance 20ppm

.
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Peptide Mapping: (2)

Modifications :

• + Select Entries 

Fixed Variable .

‒

.

‒

Variable .

Sequence :

• Sequence(s): FASTA .

‒ , .

• Enzymes: +

Select Entries .
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Peptide Mapping: (3)

• Max. Number of Glycans per Peptide: 

( ). 

: Edit Instrument 

Glycan Fragments

. 

Glycosylation :

• Library: 

.

‒ File > Tools > 

Library Browser > Resources .

CID 

Glycan Fragments

.

‒ Allowed Sites: Only N-linked: 

N- .

• 4 N- .
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. 

•

. 

• RP/KP /P
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Peptide Mapping: (4)

Glycosylation :

•
.
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• .
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‒
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Peptide Mapping: (5)

Disulfide :

• : Connectivity Fixed . 

( : HC:22-HC:97)

.

‒ Sequence .

• : Connectivity None .

Peptide Chromatograms :

•
.

Report :

• QTOF Observable

Volume .
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Review Results: 

Sequence :

• Sequence(s): FASTA 

.

‒ Peptide Mapping Review Results 

FASTA . 
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Review Results: 

• Review Results Peptide Mapping 

.

1. Review

.
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3. Save
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Review Results: 

• EAD MS/MS 

. 

‒ (Leu) (Ile) :

• MS/MS wn wnb .

‒ : z+1 43Da wn

‒ : z+1 29Da wn

‒ (Asp) (IsoAsp)

:

• MS/MS cn+57 zm+1-57

.

‒ MSMS cn+57 zm-+157 

. 

‒

.

∆-29Da

∆-43Da

Deamidated (IsoAsp)
[N289]

Asp -> IsoAsp
[D283]

: Peptide Mapping 

20ppm m/z Tolerance .
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Review Results: ( )
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.
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Review Results: 
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1. Data Data

.

2. Data
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.

• Layout 

.

Data .
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‒ sbf .
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• Review Results 
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‒ PDF 
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: 

•
.

‒ Save Snapshot

(sbf) .

• Pepmap_ReviewSnapshots

Load Snapshots sbf .

‒ Save Annotations Snapshot

.

‒ Save Pre-processed Snapshot

.

• sbf Load Raw Data 

.

‒ Save Annotations Snapshot , 

.
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: Export PDF Report

• General : 

.

• Template : 

.

• Excel : 

.
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: Export to SCIEX OS

• General :

‒ . 

‒ ( : ) .

• Export to SCIEX OS Wildcard Mapping 

.

‒ Wildcard Mapping .

: Export to SCIEX OS 
. DTL[M]ISR M255 M4 .
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1. PepMap
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2. PepMap
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1. PepMap

• Sequence : Enzyme - Fully specific

• Disulfide : Fixed Connectivity

‒ (HC:22-HC:96)

.

2. PepMap

• Sequence : Enzyme - Fully specific 

• Disulfide : Scrambled Connectivity

3. Wildcard Mapping

• : All Peptide Candidates(
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• .

2: PTM( ) 

• :

: 

1. PepMap

• Sequence : Enzyme - Fully specific

• Modifications : 

2. PepMap

• Sequence : Enzyme - Semi-Specific 

• Modifications : 

:

• Sequence : Enzyme - Fully specific

• Modifications : 

3. Wildcard Mapping

• : All Peptide Candidates

( )
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• .

3: SVA( )

• :

: 

1. PepMap

• Sequence : Enzyme - Fully specific. 

• Modifications : (cys) ( : pyro-glutamation)

. Sequence Variants - All Substituents(Restrict Matches ) 

2. PepMap

• General : Mass Tolerance . Ignore Annotated Features

• Sequence : Enzyme - Semi-Specific. : 1 ~2

• Modifications : 

3. Wildcard Mapping

• : Only Annotated Peptides
• Review Results .
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: 

Pepmap_Comparative
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•
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• General Metadata Editor .

• Group .

• ( ) Color .

Load Raw Data 
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1. PepMap

• Sequence : Fully specific

• Disulfide : Fixed Connectivity

‒ (HC:22-HC:96)

.

• Modifications : (cys)

2. PepMap

• Sequence : Fully specific 

• Disulfide : Scrambled Connectivity

3. Wildcard Mapping

• : All Peptide Candidates
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1. PepMap
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• Sequence : Enzyme - Fully specific. 

• Modifications : (cys) ( : pyro-glutamation)

. Sequence Variants - All Substituents(Restrict Matches ) 

2. PepMap

• General : Mass Tolerance . Ignore Annotated Features

• Sequence : Enzyme - Semi-Specific. : 1 ~2

• Modifications : 

3. Wildcard Mapping

• : Only Annotated Peptides

• Review Results

.
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• Valid Feature Filter: % 

.

‒

. .

• Data Setup: 

.

‒ Load Raw Data . 

Differential Analysis 

• Group Change: 

.

‒

.

• Feature Condensing: .
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• Normalization: .

‒ Percent Abundance: 

. 100 .

: . Feature Condensing Data Setup .
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Differential Analysis: 

• Feature Condensing: 

( , , 

) . 

. 

‒ Feature Condensing 

Data Setup . 

100% 100%

: 

1 2 3 4

DSB 

• Load Raw Data

( ). 

• Group: Manually

Data Setup 

.

• Normalization: 

Percent Abundance .

Group by Peptide

. Group by
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• Absent/Present NPD(New Peak Detection)

.

‒ .

‒ . DSB 

.

• Highly Changing Features

.
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Synchronize selection 

Review Results Synchronize selection .
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•
sbf
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•
Pepmap_ReviewSnapshots
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•
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• Review Results 

(Flags 
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•
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•
.

• RT Alignment Peak Detection

Peptide Mapping 

.

‒ Pre-processed Snapshot

RT Alignment .

• .

‒ .

‒ Load Snapshots Data Setup 

.
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SCIEX 
(sciex.com) , 

.

sciex.com/contact-us
sciex.com/request-support
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/

SCIEX . 

. . 

https://sciex.com/diagnostics .  

. . 

/ /

AB Sciex Pte. Ltd. (sciex.com/trademarks ). 
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