~~= FastalLake

Protein selection, search and study quantification

FORTHE STUDY

Proteinreservoir
FASTA - complete proteins

® Rust selection core

Find study-supported proteins =Q

Retrieve complete proteins by exact peptide lookup.

De novo predictions csy Isoleucine and leucine are treated as equivalent.

Sequences predicted from spectra 9-50 residues -

FOREACHACQUISITION

Find acquisition —
candidates

Find proteins containing this
run’s filtered predictions.

Exact lookup - Rust

ACROSS THE STUDY

Study groups and intensities

Assign accepted peptides to shared study groups;

sum theirintensities within each run.

Group x acquisition matrix - TSV

Acquisition =one MSrun

top 30% per run; score ties retained

A1l eligible predictions - CSV Measured spectra - mzML
Selectthe —, Search measured ul
search database spectra
Keep full proteins that explain Match spectrato the selected
the mapped prediction evidence. protein database.

Sage 0.14.6
Selection parsimony - Rust Peptide error cutoff: q < 0.01

sses Search-summary tables

Quality control |~

Review detection and intensity.
PCA summarizes variation, when eligible.

AlphaPeptTools - reports

Default workflow - code e072ca2



