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Transition Settings X Transition Settings ™ Import Transition List: Identify Columns X
Prediction Fiter  Library Instrument  Full-Scan  lon Mobility Prediction Fiter  Library Instument  Full-Scan  lon Mobility
M51 fittering Min mrz: Max mrz: m::?le E;en::im ;dre‘;;‘-lucrtsor E_Ire:r;:or E:gleiition time Product m/z g‘loadr;ed Precursor CE
Isotope peaks included: Precursor mass analyzer: IEI miz miz Molecule Name ~ | Maolecul .. ~ | Precursor Adducts | Precursor Charge~ | Explicit Retenti.v | Productm/z v | Product Charge ~ | Explicit Collisio... |
|Count v| |TDF V| [ Dynamic min product m/z A C10H13NG04 M+H] 1 82 136.062 1 25
C CHH13N305 [M=H] 1 23 112.051 1 19
Peaks: Resolving power: G C10H13N505 [M+H] 1 X 152.057 1 20
t‘j:ance m/e: hosC C9H13N306 M<H] 1 27 128.046 1 19
: ‘ m3l CI10H14M206 [M+H] 1 21 127.081 1 20
lsotope labeling enrichment : mao5L C10H14N207 M+H] 1 78 143.046 1 18
Firmware transition limit: Firmware inclusion limit:
[ tgnore SIM scans mSU CIOHTAN206  |[MeH] 1 73 127.051 1 17
MS/MS fitering u CHH12N206 [M=H] 1 35 113.035 1 17
m3l-1 C10H14N206 [M+H] 1 81 56.008 1 50
Acquistion method: Product mass analyzer: Min time: Max time mS5L-T CIOHTAN208  |[M+H] 1 79 110024 1 41
DA v| [ToF v] [ Jmwn [ Jmn m3U-2 CIOHIENZOE | [M+H] 1 81 133.049 1 16
m5U-2 CI10H14N206 [M+H] 1 79 54033 1 59
lsolation scheme: Resolving power: [ Triggered chromatogram acquisition
|.N| lons v| |BDDDD | O Peptides ~ @® Molecules Show unused columns Check For Emors | | OK | | Cancel

[ Use high-selectivity extraction

Retention time filtering
(® Use only scans within minl.rtes of MS/MS 1Ds
(O Use only scans within 5 minutes of predicted RT

() Include all matching scans

oK || cancel 0K || cancel
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