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2 Import Peptide Search

Import FASTA (required)
Enzyme: Max missed cleavages:
Tiypsin [KR | P] MR

FASTA records begin with *>' and have the protein name followed by the optional protein description.

E:\Proteomics data (E dve)\HeLa_GC\DIA\Fasta fies\UP000005640_3606 fasta | Browse...

Hia Insert FASTA X

‘Adding protein spQINYFBIBCLF1_HUMAN

Decoy generation method: Decoys pertarget:
Shuffle Sequence 1
[ Automatically train mProphet mode!

< Back Finish Cancel
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2 Import Peptide Search

Import FASTA (required)

Enzyme: Max missed cleavages:
Tiypsin [KR | P] v 1

FASTA records begin with *>' and have the protein name followed by the optional protein description.

E:\Proteomics data (E dve)\HeLa_GC\DIA\Fasta fies\UP000005640_3606 fasta

Skyline

Importing the FASTA did not create any target proteins.
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4 EncyclopeDIA Search X

Search progress: [ Show timestamps
[13:04:48] Getting source fies... "
[13:04:48] Found 4 data fles

[12:04:48] 10000 records processed..
[13:04:49] 20000 records processed..
[12:04:49] 30000 records processed...
[12:04:49] 40000 records processed...
[12:04:49] 50000 records processed...
[13:04:491 60000 recads procesed..

[12:0451] 150000 records processed...
mm 1] 160000 records

mm.mmdﬁagm“mewmmmm
:52] Finished wriing peptide report for 190640 unique peptides!
5 S ST e

Eee. |
<Back || Nex> Cancel |
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4 Import Peptide Search

Extract Chromatograms

Resuts files:

Inst-Explors480_Date-2024JUL03_Evis-_Meth-30min_DIA Cond-50cm_02

Inst-Exploris480_Date-2024JUL09_Evts-A2_Meth-90min_DIA_Cond-50cm_
Inst-Exploris480_Date-2024JUL0S_Evts-A2_Meth-30min_DIA_Cond-50cm.
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Import Results

The files you have chosen have a common prefix.
Would you like to remove some or al of this prefix to
shorten the names used in Skyine?

_Meth-90min_ DU\ Cond-50cm_01
_Meth-90min_DIA_Cond-50cm_02
| A2_Meth-90min_DIA_Cond-50cm_03
| A2_Meth-90min_DIA_Cond-50cm_04
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4 Import Peptide Search

Configure Transition Settings
Precursor charges: lon charges: lon types:
= 1.2 v.b.p
Product ons from Product ons to
ion 3 v last ion v
Min m/z: Max m/z:
50 me 2000 me
[ Use DIA precursor window for exclusion
lon match tolerance: Pick:
005 3 product ions
lon match tolerance un: 6 min product ions
m/z v

< Back
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4 Import Peptide Search

Configure Full-Scan Settings
MS1 fitering
Isotope peaksincluded:  Precursor mass analyzer:
Court v |owirep v
Peaks: Resolving power: At
3 60.000 20 |me
MS/MS fitering
Acquistion method: Product mass analyzer:
DIA v|  [obirep v
Isolation scheme: Resolving power:  At:
Resutsony v [15000 200 |mz

[ Use high-selectivity extraction

Retention time fitering

@ Use only scans within [5

| minutes of MS/MS IDs

O Use only scans within 5

‘minutes of predicted RT

O Include allmatching scans
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4 Import Peptide Search

Import FASTA (required)
Enzyme: Max missed cleavages:
Tiypsin [KR | P] MR

FASTA records begin with *>' and have the protein name followed by the optional protein description.

E:\Proteomics data (E dve)\HeLa_GC\DIA\Fasta fies\UP000005640_3606 fasta | Browse...

'Decoy generation method: Decoys pertarget:

[ Automatically train mProphet mode!

< Back Finish Cancel





