Mass detection, noise level 50	Comment by Tomas Pluskal: Which mass detector did you use? You should use the “Exact mass” detector, even though it will complain that your data contains centroid scans.
Noise level 50 is too high for your data – check your spectra. Your noise is below 5.
Chromatogram builder
	Min time span: 0.2
Min ht: 100
m/z tolerance: 0.01 or 5 ppm
Deconvolution: Local Min search
[bookmark: _GoBack]	Ch threshold: 30%
	RT tolerance: 0.1
	Min. absolute ht: 150
	Top/edge ratio: 2
	Peak duration: 0.2-0.4	Comment by Tomas Pluskal: This range is too narrow – some of your peaks show tailing that actually lasts over 3 minutes.
Deisotopping
	m/z tolerance: 0.01 or 5 ppm
	RT tolerance: 0.1
	Max charge: 2
	Most intense
Peak align
	m/z tolerance: 0.01 or 5 ppm
	wt of m/z: 90
	RT tolerance: 0.5
