Table S1. Sensitivity of state-of-the-art analysis of SPMs using LC-MS/MS of exemplary methods.

Shown is the lower limit of quantification of the instrument (LLOQ on column and the corresponding concentration) and the injection volume.
Moreover, the effective LLOQ for liquid biological samples in pg/ml is shown, as well as the sample preparation technique, the initial sample
volume, the reconstituted volume and the %-injected. All methods use electrospray ionization with triple-quadrupole analyzer listed either from
Agilent (6470), Thermo (TSQ Quantum), Waters (Xeno TQS) or SCIEX (6500, 5500, 4000). Finally, the method used for definition of the LLOQ
during method validation is given. Please note this table serves as orientation for the concentration range of the LLOQ (summarizing all covered
SPM and exemplary LXA4 and RvD2) and is not a comprehensive review about all available methods for oxylipin quantification.
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*only LLOD is given in the publication

** not specified between LLOD/LLOQ

# determined in plasma matrix

" lowest calibration level injected

§ LLOD/LLOQ was determined based on a significant change (one-tailed t-test) in the sensitivity between successive calibration standards using
the standard deviation (STD) of the concentration level significantly different than the preceding concentration level and the t-distribution (t-
value: one-tailed, 95% confidence)

Icalculated based on given parameters (blue)

2no information provided assumed based on common/given parameters (red)

®no information provided highest volume assumed



