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1 Search Engine Improvements
e On average 7% more precursor identifications for Orbitrap Astral data

e On average 2% more peptide identifications for immunopeptidomics class | data

e On average 9% faster for TMT data

2 In-Source Fragmentation
¢ Added annotation for likely in-source fragmentation to all peptides
e Added Ul filter for likely in-source fragmentation

¢ Added various report columns related to in-source fragmentation annotation

¢ Added option to exclude likely in-source fragmented peptides from identifications

3 Deep Learning

e Improved Al predictions for both tryptic and unspecific peptides

o Next gen Al models can accurately predict unseen PTMs

4 Library Generation Improvements
e Further improved memory management for library generation from many PSAR

files

e Significant speed improvement for library generation from new archives

5 Security

e Patched known vulnerabilities in 3rd party libraries

6 New and Changed Settings

e [NEW] Experiment — Experiment-Wide Parameters\ldentification — Grouped
Peptide FDR
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e [NEW] Experiment — Experiment-Wide Parameters\ldentification — ISF Filter
Rule

o [CHANGED] Experiment — Experiment-Wide Parameters\Tolerances — MS1
and MS2 Tolerance Strategy vendor independent

o [CHANGED OPTIONS] Experiment — Experiment-Wide Parameters\Post-

Analysis — Differential Abundance Grouping
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