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Overview
DIAmeter Is a general search engine for DIA data:

Evaluation

Baseline methods: 1 > PECAN [3] 1 Prosit+EncyclopeDIA [4]

Consistent FDR estimation across methods DIA-Umpire [2]

v'» Without requiring spectral library. 1’7 Sultable for various instrument types.
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DIAmeter uses the following additional features 3 S s — DIA-Umpire
T TripTOF 5600 THPTOF 5600 TripTOF 6600 TripTOF 5600  TripTOF 6600 Orbitrap Orbitrap Orbitrap IS 00 SECAN
> XCorr with Tailor calibration [1] - Fragment matching p-Value O | - fixed window fixed window variable window variable Wlnle}N 20 m/z window 10 m/z window 5 m/z wmdcl)w 4(7; " prosit+EncyclopeDIA
OxMetYeast LI N . . . .
Plasma LFQbench 0.00 0.02 0.04 0.06 0.08 0.10

1> Precursor intensity rank (M/M+1/M+2) DIAmeter can detect peptides with undetectable MS1 signal

TLDDFNNYSSEINK+2 g-value=2.798e-05

1_> Precursor and fragment coelution
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