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= A3/5 human melanoma cell line

(sample load = 5e5, 1e6 and 5e6). Cell line-specific allele distribution: Peptides uniquely identified by Enhanced identification of peptides associated with

the Evosep system exhibit similar sequence motifs to those the *A02:01 allele with Evosep. Additional peptide

LC (triplicate injections, Aurora Elite): shared between nanoElute 2 and Evosep. identifications are of low abundance.
= nanokElute 2 (direct sample load or on
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column, 54 min active gradient). Improved ion transfer with broad m/z transmission
- Evosep One (Whisper Zoom 20 SPD) Impact of AIP on peptide identification across different sample loading amounts using Evosep One
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= |on mobility range:1/k0=0.64-1.7;
accu time: 166 ms; 8 PASEF ramps;
optimized collision energies: 1/k0 0.7
- 20eV,1/k0 1.06 > 30 eV, 1/k0 1.1
- 40 eV, 1/k0 1.34 > 40 eV, 1/k0
1.68 > 70 eV, intensity threshold:
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consistent m/z transmission characteristics. Relative sequence

ncludes multiply charged precursors motif analysis remained consistent across all ion transfer settings,

from 300-800 m/z and singly charged ndicatin _
- - - ) g robustness of sequence-level features.
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sample amounts.
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for improved ion transfer.
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