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Main Parameters ( ReSpect™ )

Deconvolution Results Filter

Output Mass Range = 25000 - 30000
Deconvoluted Spectra Display Mode = Isotopic Profile (new)
Charge State Distribution
Deconvolution Mass Tolerance = 50 ppm
Choice of Peak Model
Choice of Peak Model Intact Protein

Resolution at 400 m/z

Raw File Specific = 5303
Generate XIC for Each Component

Calculate XIC = True

Advanced Parameters ( ReSpect™)

Charge State Distribution

Model Mass Range = 27000 - 30000
Charge State Range 10 - 50

Minimum Adjacent Charges
(low & high model mass)

4-4
Noise Parameters
Rel. Abundance Threshold (%) 5
Deconvolution Quality
Quality Score Threshold = 5
Choice of Peak Model
Target Mass = 28000 Da
Peak Model Parameters
Number of Peak Models = 1
Left/Right Peak Shape = 2:2
Peak Filter Parameters
Peak Detection Minimum Significance Measure = 1 Standard Deviations
Peak Detection Quality Measure = 95%
Specialized Parameters
Peak Model Width Factor = 1
Intensity Threshold Scale = 0.01
Deconvolution Parameters
Noise Compensation = True
Charge Carrier H
Negative Charge = False

Source Spectra Parameters E

Source Spectra Method = Auto Peak Detection

Sensitivity = High

Rel. Intensity Threshold (%) 5
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Source Spectrum

4713_17 #285-299 RT:0.5387-0.322 AV:15
F:FTMS + p NSl Full ms [500.0000-2000.0000]
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Deconvoluted Spectrum
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ReSpect Masses Table

Row Number A\;/legzge Intensity At?ia;;\fce A’:gsﬁtcilg:?:le Score Nlésrrzir(ér:w C&z{ﬂzust?zae Mass Std Dev | PPM Std Dev Delta Mass Sta&;i)m - Stc()&i‘LiT - Apex RT
1 2836317 1612185656, 100.00 68.75 118.97 27 15 - 41 0.19 6.55 0.00 9.587 9.822 9.718
2 2843025 1834004832 39.78 27.35 113.04 2 16 - 41 0.25 8.63 76.08 9.587 9.822 9.718
3 832116 2622047360 5.68 3.91 119.46 21 19-39 0.91 3224 -42.01 9.587 9.822 9.718
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Main Parameters ( ReSpect™ )

Deconvolution Results Filter

Output Mass Range = 25000 - 30000
Deconvoluted Spectra Display Mode = Isotopic Profile (new)
Charge State Distribution
Deconvolution Mass Tolerance = 50 ppm
Choice of Peak Model
Choice of Peak Model Intact Protein

Resolution at 400 m/z

Raw File Specific = 5303
Generate XIC for Each Component

Calculate XIC = True

Advanced Parameters ( ReSpect™)

Charge State Distribution

Model Mass Range = 27000 - 30000
Charge State Range 10 - 50

Minimum Adjacent Charges
(low & high model mass)

4-4
Noise Parameters
Rel. Abundance Threshold (%) 5
Deconvolution Quality
Quality Score Threshold = 5
Choice of Peak Model
Target Mass = 28000 Da
Peak Model Parameters
Number of Peak Models = 1
Left/Right Peak Shape = 2:2
Peak Filter Parameters
Peak Detection Minimum Significance Measure = 1 Standard Deviations
Peak Detection Quality Measure = 95%
Specialized Parameters
Peak Model Width Factor = 1
Intensity Threshold Scale = 0.01
Deconvolution Parameters
Noise Compensation = True
Charge Carrier H
Negative Charge = False

Source Spectra Parameters E

Source Spectra Method = Auto Peak Detection

Sensitivity = High

Rel. Intensity Threshold (%) 5
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Source Spectrum
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Deconvoluted Spectrum
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ReSpect Masses Table

- . Number of . .
Row Number R Intensity IRl IFCERIE] Score Charge Charge SFate Mass Std Dev | PPM Std Dev Delta Mass S T e e T|me Apex RT
Mass Abundance Abundance States Distribution (min) (min)
1 28363.36 4894&174"' 100.00 71.67 121.86 26 15 - 40 0.24 8.59 0.00 9.822 9.973 9.926
2 28439.47 1934%%2752' 39.54 28.33 122.28 25 15-39 0.39 13.60 76.11 9.822 9.973 9.926
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Main Parameters ( ReSpect™ )

Deconvolution Results Filter

Output Mass Range = 25000 - 30000
Deconvoluted Spectra Display Mode = Isotopic Profile (new)
Charge State Distribution
Deconvolution Mass Tolerance = 50 ppm
Choice of Peak Model
Choice of Peak Model Intact Protein

Resolution at 400 m/z

Raw File Specific = 5303
Generate XIC for Each Component

Calculate XIC = True

Advanced Parameters ( ReSpect™)

Charge State Distribution

Model Mass Range = 27000 - 30000
Charge State Range 10 - 50

Minimum Adjacent Charges
(low & high model mass)

4-4
Noise Parameters
Rel. Abundance Threshold (%) 5
Deconvolution Quality
Quality Score Threshold = 5
Choice of Peak Model
Target Mass = 28000 Da
Peak Model Parameters
Number of Peak Models = 1
Left/Right Peak Shape = 2:2
Peak Filter Parameters
Peak Detection Minimum Significance Measure = 1 Standard Deviations
Peak Detection Quality Measure = 95%
Specialized Parameters
Peak Model Width Factor = 1
Intensity Threshold Scale = 0.01
Deconvolution Parameters
Noise Compensation = True
Charge Carrier H
Negative Charge = False

Source Spectra Parameters E

Source Spectra Method = Auto Peak Detection

Sensitivity = High

Rel. Intensity Threshold (%) 5

Page 2 of 5
Copyright© 2011 - 2017 Thermo Fisher Scientific 12/22/2025 04:50:20



Source Spectrum

4713_17 #302-319 RT9.973-10.172 AV:12
F:FTMS + p NSI Full ms [500.0000-2000.0000]
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ReSpect Masses Table

Row Number A\;/legzge Intensity At?ia;;\fce A’:gsﬁtcilg:?:le Score Nlésrrzir(ér:w C&z{ﬂzust?zae Mass Std Dev | PPM Std Dev Delta Mass Sta&;i)m - Stc()&i‘LiT - Apex RT
1 2836347 | 1950374976 100.00 68.42 116.17 28 15-42 0.18 643 0.00 9.973 10.172 9.991
2 2843956 183933568 40.41 27.65 118.25 2 15 - 40 0.38 13.28 76.09 9.973 10.172 9.991
3 2839649 2613203200 5.74 3.93 118.44 4 16-39 1.83 64.57 33.02 9.973 10.172 10.020
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Main Parameters ( ReSpect™ )

Deconvolution Results Filter

Output Mass Range = 25000 - 30000
Deconvoluted Spectra Display Mode = Isotopic Profile (new)
Charge State Distribution
Deconvolution Mass Tolerance = 50 ppm
Choice of Peak Model
Choice of Peak Model Intact Protein

Resolution at 400 m/z

Raw File Specific = 5303
Generate XIC for Each Component

Calculate XIC = True

Advanced Parameters ( ReSpect™)

Charge State Distribution

Model Mass Range = 27000 - 30000
Charge State Range 10 - 50

Minimum Adjacent Charges
(low & high model mass)

4-4
Noise Parameters
Rel. Abundance Threshold (%) 5
Deconvolution Quality
Quality Score Threshold = 5
Choice of Peak Model
Target Mass = 28000 Da
Peak Model Parameters
Number of Peak Models = 1
Left/Right Peak Shape = 2:2
Peak Filter Parameters
Peak Detection Minimum Significance Measure = 1 Standard Deviations
Peak Detection Quality Measure = 95%
Specialized Parameters
Peak Model Width Factor = 1
Intensity Threshold Scale = 0.01
Deconvolution Parameters
Noise Compensation = True
Charge Carrier H
Negative Charge = False

Source Spectra Parameters E

Source Spectra Method = Auto Peak Detection

Sensitivity = High

Rel. Intensity Threshold (%) 5
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Source Spectrum
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F-FTMS + p NSI Full ms [500.0000-2000.0000]
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Deconvoluted Spectrum
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ReSpect Masses Table

Row Number A\;/legzge Intensity At?ia;;\fce A’:gsﬁtcilg:?:le Score Nlésrrzir(ér:w C&z{ﬂzust?zae Mass Std Dev | PPM Std Dev Delta Mass Sta&;i)m - Stc()&i‘LiT - Apex RT
1 2836334 203016384 100.00 68.20 125.86 28 15-42 0.21 7.51 0.00 10.172 10.651 10.250
2 2843061 1300247936 39.20 26.74 120.07 2 16-41 0.30 10.72 76.27 10.172 10.651 10.250
3 2839524 2470376640 7.41 5.06 119.57 4 16-39 1.70 50.81 31.90 10.172 10.651 10.250
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BioPharma Finder Report

Created: 22/12/2025 16:50:20

Sample Information ;

Raw File Name = D:\Data\4713\4713_17.raw

Instrument Method = C:\Xcalibur\methods\UltiMate\NoFAIMS_Intact_Protein\Direct_Injection_TD_Thermo_Settings_25min.meth
Vial RF5
Injection Volume (pL) 1
Sample Weight 0
Sample Volume (uL) 0
ISTD Amount ' 0

Dil Factor 1

Chromatogram Parameters

Use Restricted Time = True
Time Limits = 8.000 - 16.000 minutes
Scan Range 227 - 617
m/z Range = 400 - 2000
Chromatogram Trace Type TIC
Sensitivity = High

Rel. Intensity Threshold (%) 5

Chromatogram
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RT: 10.017
718 S#: 310
100+
i 10.252
g.u_
- 8380
B—- i 0.395
= _
] 70—
E -
£ B0+
g -
& 507
m ot
o 40—
- | 11.685
20— 11.963
= [ 12.418
LS 'M‘ 120 15.182
.G- _‘8:.:"-;5.1___ T % L JL 'JL-.;-LI.LILJLLU lllllih]l.l.. MUUSUARIS UMY I ki By
8 2] 10 11 12 13 14 15
RT{min)
e Lo B T e

Copyright© 2011 - 2017 Thermo Fisher Scientific 12/22/2025 04:50:21



Main Parameters ( ReSpect™ )

Deconvolution Results Filter

Output Mass Range = 25000 - 30000
Deconvoluted Spectra Display Mode = Isotopic Profile (new)
Charge State Distribution
Deconvolution Mass Tolerance = 50 ppm
Choice of Peak Model
Choice of Peak Model Intact Protein

Resolution at 400 m/z

Raw File Specific = 5303
Generate XIC for Each Component

Calculate XIC = True

Advanced Parameters ( ReSpect™)

Charge State Distribution

Model Mass Range = 27000 - 30000
Charge State Range 10 - 50

Minimum Adjacent Charges
(low & high model mass)

4-4
Noise Parameters
Rel. Abundance Threshold (%) 5
Deconvolution Quality
Quality Score Threshold = 5
Choice of Peak Model
Target Mass = 28000 Da
Peak Model Parameters
Number of Peak Models = 1
Left/Right Peak Shape = 2:2
Peak Filter Parameters
Peak Detection Minimum Significance Measure = 1 Standard Deviations
Peak Detection Quality Measure = 95%
Specialized Parameters
Peak Model Width Factor = 1
Intensity Threshold Scale = 0.01
Deconvolution Parameters
Noise Compensation = True
Charge Carrier H
Negative Charge = False

Source Spectra Parameters E

Source Spectra Method = Auto Peak Detection

Sensitivity = High

Rel. Intensity Threshold (%) 5
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Source Spectrum

4713_17 #371-402 RT:11.055-11.530 AV:32
F:FTMS + p NSI Full ms [500.0000-2000.0000]
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Deconvoluted Spectrum
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ReSpect Masses Table

- - Number of - :

Row Number R Intensity IRl IFCERIE] Score Charge Charge SFate Mass Std Dev | PPM Std Dev Delta Mass S T e e T|me Apex RT
Mass Abundance Abundance States Distribution (min) (min)

1 28362.71 2037%%6304' 100.00 92.41 126.41 27 15-41 0.47 16.59 0.00 11.055 11.580 11.180

2 2840083 1674476160 8.22 7.59 11227 21 18- 38 0.74 26.11 38.12 11.055 11.580 11.390
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