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Intensity (1046)

— yB-T91.4774+
— y10-1008.0253++

b9 -1098 6306+

— y5-678.3033+ — y4-565.3003+ — y3-451.2663+
¥8-915.4852++  —— Db5-6423722+ —— Db6-755.4563+
= pE-378.2318++  =—— p7-4347738++ = pO-4852076++
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Transition Settings

Prediction Fiter  Library Instrument Full-Scan  Jon Mobility

M51 fittering

lsotope peaks included: Precursor mass analyzer:

MNone ~

Peaks: Resolution:

mez

lsotope labeling enrichment :
MS5/MS fittering

Acquisition method: Product mass analyzer:

Targeted ' Orbitrap w

lsolation scheme: Resolving power: AL

30,000 |[200 |mz
[] Use high-selectivity extraction

Retertion time fitering

() Use only scans within | 5 minutes of M5/M5 |Ds
() Use only scans within | 5 minutes of predicted RT

® Include all matching scans




