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Liberator

1. Overview
This application creates alibrary of annotated spectra generated from a pepxml file.

2. Usage
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Liberator

3. Releases
The latest version v1.47 - Download app with the default propertiesfile.

3.1. Rel1.47

Bug fixed Serialized MS data was corrupted when scan
number was exceeded 99999 (scan number limit

is now of 1016-1).

Page 4
Copyright © 2010 The Swiss Institute of Bioinformatics. All rights reserved.


../resources/jar/Liberator-1.47.jar
../resources/src/liberator_default.properties

Liberator

3.2. Rel1.46

New

New

3.3.Rell.44

Change

34.Rel1.43

Change

Bug fixed

3.5. Rell1.42

New

Bug fixed

3.6. Rel1.41

Param --no-clobber prevent the default overwrite
of existing converted MS files.

Param --no-merge prevent the merge of MS
spectra that match the same peptide/z.

Liberator interrupted the library spectra process
while building an ambiguous peptide. Such a
peptide contains ambiguous or undefined
amino-acid(s), preventing the computation of
correct fragmentation spectrum. It now just
warns the user.

Param --dir now supports many directory
resources like in "dir1, dir2".

In release 1.42, annotated spectra were hugely
duplicated in the created library.

New parameter --force to force the reconversion
of MS data files.

MGF reader bug: a spectrum builder exception
was thrown while reading some MGF files with
multiple retention times.
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New

New

3.7.Rell4

New

Change

3.8.Rel1.3

Bug fixed

3.9.Rell.2

New

New

New

3.10. Rell.1

Liberator

New parameter --auto-scan auto increment scan
numbers for MS data.

New parameter --mgf-scan-pattern <arg> set the
regular expression to extract scan number from
TITLE tag (mgf format only).

New parameter --max-peak-annots <arg>
limiting the maximum number of annotations by
peak.

Change the grammar of parameter
--priority-rule.

Some problematic MGF entries with overlaps
between "SCANS" leading to crash while
reading the pepxml.

New parameter --max-loss-sites <arg> limiting
the maximum number of simultaneous loss by
fragment.

Enable progress bar for MSn processing.

New parameter --loss-verbose enabling verbose
mode for loss rule specifications.
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New

3.11. Rel1.0

New

3.12. Rel0.6

Runtime

Bug fixed

3.13. Rel0.5

Runtime

3.14. Rel0.2

Change

New parameter --loss-phosphate.

New parameter --loss-advanced.

Task name in progress bar (left margin)

mixed-mode: merge msms_run_summary(s) in
one (no more peptide redundancies)

Support multi-resources MS data. The file
basename is coded in the attribute 'spectrum' of
the pepxml element 'spectrum_query".

Change the --pp-threshold <nuner i c¢> with
--filter <i nequati on expressi on>.
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