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Sample Information

Raw File Name = D:\Data\4713\4713_16.raw

Instrument Method = C:\Xcalibur\methods\UltiMate\NoFAIMS_Intact_Protein\Direct_Injection_TD_Thermo_Settings_25min.meth
Vial RF4
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

11.279

4713_16.raw ML: 7.73E8

Relative Intensity
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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

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 2836333 2109388608, 100.00 62.06 131.36 2 16 - 41 0.23 8.23 0.00 11.238 11.422 11.320
2 2843939 1191820432 54.46 33.80 130.59 2 15-40 0.37 13.18 76.01 11.238 11.422 11.320
3 2851544 1498265280 6.66 4.14 12032 2 18-39 0.71 25.06 152.05 11.238 11.422 11.280
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