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Instrument Method
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Use Restricted Time
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m/z Range

Chromatogram Trace Type
Sensitivity

Rel. Intensity Threshold (%)
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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_12 #334-358 RT:10.498-10.919 AV:25
F:FTMS + p NSI Full ms [500.0000-2000.0000]
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Deconvoluted Spectrum

4713 18
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ReSpect Masses Table

Number of

Row Number A\;/legzge Intensity At'}:rl;txace ;\Ft:ﬂﬁﬂg:iie Score Cérggtrg: C&z{ﬂzus;sae Mass Std Dev | PPM Std Dev Delta Mass Sta&;‘i)m - Stc()&i‘rl':? - Apex RT
1 2836343 2209629440 100.00 56.12 124.50 27 15 - 41 0.24 8.33 0.00 10.498 10.919 10.620
2 243060 197321018 62.87 35.28 124.47 2 16-41 0.28 9.88 76.16 10.498 10.919 10.620
3 2851597 | 2257279080 9.01 5.06 123.43 2 18-39 0.52 18.24 152.53 10.498 10.919 10.620
4 2839624 1282257200 6.31 3.54 119.92 2 16 -39 1.93 68.05 32.81 10.498 10.919 10.850
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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_12 #334-391 RT:11.350-11.420 AV:2
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 2836258 2090305472 100.00 100.00 65.82 24 15-38 0.25 8.93 0.00 11359 11.480 11.420
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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 04:50:27



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 28362.06 1030%%7296' 100.00 92.74 104.79 26 15 - 40 0.47 16.63 0.00 11.480 11.715 11.480
2 28401.12 80638624.00 7.83 7.26 87.69 22 19 - 40 1.23 43.38 39.06 11.480 11.715 11.590
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