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Table S1. Mass spectrometry scan parameters
Scan type Ion mode Fragment Collision energzy (eV)
Head-group scans
PC and SM Precursor ion Positive m/z 184.1 35
PE Neutral loss Positive 141.5 Da 25
PS Neutral loss Positive 185.4 Da 22
PA and PG Precursor ion Negative m/z 153.0 50

Fatty acyl chain scans
14:0 Precursor Ion Negative m/z 227.4 50

Neutral loss Positive (lithiated) 287.4 Da 35
15:0 Precursor ion Negative m/z 241.4 50

Neutral loss Positive (lithiated) 301.4 Da 35
16:0 Precursor ion Negative m/z 255.4 50

Neutral loss Positive (lithiated) 315.4 Da 35
16:1 Precursor ion Negative m/z 253.4 50

Neutral loss Positive (lithiated) 313.4 Da 35
17:0 Precursor ion Negative m/z 269.4 50

Neutral loss Positive (lithiated) 329.4 Da 35
18:0 Precursor ion Negative m/z 283.4 50

Neutral loss Positive (lithiated) 343.4 Da 35
18:1 Precursor ion Negative m/z 281.4 50

Neutral loss Positive (lithiated) 341.4 Da 35
18:2 Precursor ion Negative m/z 279.4 50

Neutral loss Positive (lithiated) 339.4 Da 35
18:3 Precursor ion Negative m/z 277.4 50

Neutral loss Positive (lithiated) 337.4 Da 35
20:1 Precursor ion Negative m/z 309.4 50

Neutral loss Positive (lithiated) 369.4 Da 35
20:2 Precursor ion Negative m/z 307.4 50

Neutral loss Positive (lithiated) 367.4 Da 35
20:3 Precursor ion Negative m/z 305.4 35

Neutral loss Positive (lithiated) 365.4 Da 35
20:4 Precursor ion Negative m/z 303.4 35

Neutral loss Positive (lithiated) 363.4 Da 35
20:5 Precursor ion Negative m/z 301.4 35

Neutral loss Positive (lithiated) 361.4 Da 35
22:4 Precursor ion Negative m/z 331.4 35

Neutral loss Positive (lithiated) 391.4 Da 35
22:5 Precursor ion Negative m/z 329.4 35

Neutral loss Positive (lithiated) 389.4 Da 35
22:6 Precursor ion Negative m/z 327.4 35

Neutral loss Positive (lithiated) 387.4 Da 35
PC, phosphatidylcholine; SM, sphingomyelin; PE, phosphatidylethanolamine; PS, phosphatidylserine;

PA, phosphatidic acid; PG, phosphatidylglycerol; PI, phosphatidylinositol.
m/z, mass-to-charge ratio.


