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Quantifere (version 1.0.1)

Peptide (filtered) quantification files (APML)s
The APML contents as aligned, annotated and scored feature lists, as produced by MsFilt tool. Select one or more files, For 2D-LC-MS
we expect one file per fraction.

[ Add new Peptide (filtered) quantification files (APML) ]

Peptide (filtered) identification files (MS/MS identifications)s

Full set of M5/MS peptide identification files, including peptides that could not be quantified. This set of identifications is ideally filtered
on some quality and statistical measures (e.g. as is done by MsFilt). Tip: to base the inference only on the selected peptide
quantification files, you can select the same quantification files here as well. Select one or more files.

l Add new Peptide (filtered) identification files (M3/MS identifications) J

Data is from 2D LC-MS:

bata acquisition was done in multiple fractions.

Peptide identification files are not filtered by MsFilt:
Check this option if your identification files are either NOT filtered by MsFilt or are filtered but by some other tool

Quantification data to use:

auto
Quantification data to use for the pattern clustering and inference steps. NB: check if the chosen data is also present in your file, or
choose 'auta’ to let Quantifere check which quantification type is present in most peptides.

Minimum correlation in a cluster:

Features will be grouped by their protein annotation and sample intensity values correlation. Set here the minimum correlation
expected between grouped members. This is used to guide the clustering algorithm.

Minimum protein coverage (%):

.0

This will remove proteins that have a too small portion of their sequence covered by peptide matches.

Minimum number of different peptide matches with a score above average:

This will remove proteins that do not have enough reasonable peptides hits.

Minimum number of peptide identifications for inference peptides:

1

Minimum number of peptide identifications a peptide needs to be used as inference peptide for secondary proteins.

(Functional)annotation mapping file {csv or tsv format):

|Selectmn is Optional
Optional file that maps protein accessions to a network, pathway or other higher level annotations. In this file a header line is expected
with these 2 columns (names and lower case is important): accession,annotation

Refine matches model:

|
This will let the algorithm search for a reduced set of secondary protein matches that still explains the variation in the peptide
quantification patterns

Generate summary report:
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