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Debian anpassen

@ Debian > 22000 Programm-Pakete

@ Nutzer nur an Untermenge dieser Pakete interessiert
@ Gruppen spezialisierter Nutzer

@ Leichte Installation und Konfiguration

@ Debian selbst unspezialisiert - aber Unterstitzung fur
Spezialisten

@ Keine Abspaltung ("‘fork'’) von Debian

Grundidee: Es wird keine separate
Distribution erstellt, sondern Debian fir
spezielle Aufgaben angepal3t.
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Upstream - Debian - Anwender

@ KnuUpfen eines soliden Netzwerkes zwischen
Programmierern Freier Software ("upstream”) =
entwickelnde Experten, Debian Entwicklern und
Anwendern

@ Idee: Experten bendtigen Hilfe bei Erstellung eines
vollstandigen Systems

@ Upstream begrii3t Verbesserungen am Buildsystem und
Sicherheitstberprifung

@ SchlieBlich kann Upstream Debian Entwickler werden
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Attraktivitat durch interessante Techniken

@ Akzeptanz neuer Methoden ist hdher, wenn die gebotene
Technik Gberzeugend ist

@ Einfacher Methode zur Kategorisierung von Paketen
("tasks Dateien™)

@ Internationalisierte Webseiten zeigen relevante Pakete
@ Hervorragend zur Dokumentation

@ Zusammenstellung von Software fir eine vollstdndige
Arbeitsumgebung

@ Interesse bei Anwendern fir sofort installierbare Software
far ihre Arbeitsumgebung wecken
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Entwicklerarbeit publik machen

@ Oft stellen Upstream Entwickler Programm nur auf
einfacher Webseite bereit

@ Besser ist das Benutzen oéffentlicher Repositories
Savannah, SourceForge, . ..

@ Debian gibt dem Anwender einfachen Zugang

@ Blends stellen sicher, daf3 interessante Pakete nicht wie
die Nadel im Heuhaufen

@ Blends arbeiten wie eine Lupe auf den Debian Paketpool
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Tasks Dateien

Ahnlich zu debian/control
Task: taskname

Description: Kurzbeschreibung
Langbeschreibung

Depends: Abhdngige Pakete
Recommends: Empfohlene Pakete
Suggests: Vorschldge flir weitere Pakete
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blends—-dev

Sicherstellen der Verfugbarkeit von bepends / Recommends
Umwandeln von Depends iN Recommends
Pakete, die nicht in main sind werden suggests

Erzeuge geeignetes debian/control Datei korrekte
Metapakete zu erzeugen

Erzeuge tasksel Kontrolldatei <Blend>-tasks.desc
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Weitere Anwendungen der Tasks Dateien

@ Debian Edu — Installationsmedien
@ Verallgemeinerte Web Tools

o Tasks Uberblick
e Uberblick tGiber gemeldete Probleme im BTS

@ Derzeit nur fir Debian Med

e Status der Ubersetzung der Paketbeschreibungen (DDTP)
e Seiten fir Qualitétssicherung

11/24



Fehleribersicht

Zusammenfassung

Bugs Ubersicht

Bugs des Pakets: all
Alle Bugs: 126 Unerledigte Bugs
Unerledigte Bugs: 61

Erledigte Bugs: 65 aeskulap (1)
489371 aeskulap : [INTL:pt] Updated Portuguese translation for package messages  wishlist
arb (1)
364908 Please build arb for powerpc wishlist
bioperl (1)
266921 bioperl: AligniO:next_aln does not return multiple alignments for bl2seq normal
cimg-dev (3)
363189 Spelling mistake in package description minor
389845 [CImg]: Please update to 1.2.8 normal
460024 cimg-dev: Please update dependencies to libfftw3-3 importar
ctsim (3)
462189 wxwindows2.4 is scheduled to be removed serious
488286 ctsim: please switch to libfftw3-dev wishlist
488287 ctsim: still depends on xlibmesa-gl-dev miner
cycle (3)
422878 cycle: Cycle failed to export to iCal normal
4337589 cycle: Specific french caracters as password lead to crash normal
444776 typo normal
dcmtk (1) 12/ 24
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Debian Description Translation Project

DDTP Statistiken

= T gl Il e @
adunapp s 0 0 s % S
aeskulap sy su 0 W ST S0
altree o0 % ¥ X X S
amap-align ., s s % %
amide sy a8 W ST P
autodock /0 % ¥ X X
autogrid < % x x x 0
biococoa.app 1 & x ® X
biomode -y a0 R S S0
bioperl _ss % 0 X X S
biosquid -, 0 0 x X
blast2 sy o 0 W S0 S
boxshade -\ s 0 ¥ X
chemtool sy su 0 M S0 S0
cmgdev sy s 0 XX S0
cl-pubmed sy n 0 XX S0
L R A N
L . B . L
csim 9 3 3 9 K SP
cvcle s sa sa M s _sa
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Ubersetzte Paketbeschreibungen

Programme pour l'imagerie médicale
AMIDE (AMIDE's a Medical Image Data Examiner) est un outil pour la
visualisation et I'analyse de jeux de données d'imagerie médicale. On peut
i noter parmi ses fonctionnalités la prise en charge simultanée de données
importées de fichiers aux formats divers, |a fusion d'images, la
définition de régions d'intérét tridimensionnelles, le rendu des volumes
et I'alignement de structures solides.

software para imagens médicas
AMIDE: (Amide's a Medical Imaging Data Examiner -- Amide é um examinador de
dados de imagens médicas)

O AMIDE é uma ferramenta para visualizagéo e anélise de conjuntos de dados
de imagens médicas. Suas potencialidades incluem o manuseio simultaneo de
multiplos conjuntos de dados importados de uma variedade de formatos de
arquivos, fusdo de imagens, desenho e andlise de area de interesse em 3D,
renderizagdo de wolume e alinhamento de corpo rigido.

Software fiir medizinische Bildverarbeitung

AMIDE (Amide's a Medical Image Data Examiner - Amide ist ein Untersucher
medizinischer Bilddaten) ist ein Werkzeug zur Anzeige und Analyse von

[ ] medizinischen Bilddatensatzen. Seine Fahigkeiten umfassen die simultane
Behandlung von mehreren, aus einer Vielzahl von Dateiformaten
importierten, Datensétzen, Bildzusammenfihrungen, dreidimensionales
Zeichnen von Interessensregionen und deren Analyse, Volumenberechnung und
Ausrichtung an starren Kérpern,
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Experten Ubersetzen

uniibersetzt
untibersetzt

) | Bitte folge dem unten angegebenen Link, um eine erste Uersetzung einzugeben.:

http:/fddtp.debian.net/ddtss/index.cqijjitftranslatefamide

ETSmEHY IR0 -7
AMIDE; (Amide's a Medical Imaging Data Examiner)
. AMIDE FEFERF — 7+ v H OEESH L OMHRAY - LTT.,
BETrANT+—To oA vl - N EEOF Sy b D
BRI, ERCaE, BHC LI EEMT O mEmL,
GRELUFU S, T LTEEOR G T®T T,

programa de imagenes médicas
AMIDE: («Amide's a Medical Imaging Data Examiners, Amide es un examinador
de datos de imagenes médicas)
AMIDE es una herramienta para visualizar y analizar conjuntos de datos de
imé&genes médicas. Sus funcionalidades incluyen el manejo simultaneo de
multiples conjuntos de datos importados desde distintos formatos de
archivo, la fusién de imagenes, el dibujado v analisis de regiones de
\ntzrés en 3 dimensiones, el dibujado de volimenes y el alineado de cuerpos
rigidos.

Fl
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Verfolgung neuer Programmversionen

informazioni

Sviluppatori, visitate |a nostra

QA report
newer upstream available (14)
package

altree
(alphy, altree, altree-examples, libcutils-perl]

biojava
(ibbiojava-doc, libbiojava-javal

cluster3 [non-free]

fact++

gdcm

(${pythan:Pravides}. libgdcm-dev. libgdem-tools,
libgdem2. libgdem2-dbg. libgdecmz-dev. libvtkgdem.
libvtkgdemn-dev, libvtkgdem-tools, python-gdem,
python-vtkgdem)

gnumed-server

imagej [contrib]

libgenome

-0, lib 3-0-dev, libs
1.3-dev)

libmems
(libmems-1.6-1, libmems-1.6-1-dev, libmems-1.6-dev)

libsbml

(${python:Provides}. libsbml-dev. libsbml-java.
libsbrml-perl. libsbml3, libsbmi3-dev. libsbml3-doc.
libsbmi3-examples. libsbm|3-java, libsbml3{ava-doc
libsbmi3-octave, libsbmi3-perl, libsbmi3-perl-doc,
libsbmi3-ruby, libsbmi3-rubyL.8. python-sbrml, python-
shml3, pythan-sbmi3-doc)

meme [non-free]
murasaki

treeplot

ista
(libvista-2-1. libvista-2-dev, vista-tools)

repository archive bugs

14prel-1

127:0:1

11.8-111111-1)

2,08

Ove-1

1:40a:1 {1.31c

13.1-1

16.0-1

3,0.0betaz-1(3111)

0.7-1.210.7.2-1)

2.1.7-1

upstream
110

20020823

139

1111

2,0 6patchl

9-rcl
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Qualitatssicherungsseiten fir Blends

wise

: " 2.4.1-5 24.1-3 2.4.1
(wise, wise-doc)
new and incoming (1)
package repository archive bugs upstream
infernal 0.81-1 (0.81-2) 0.81-1 (new) 0.81
packages with strange versions in the repository (1)
package repository archive bugs upstream
aeskulap 0.2.2b1-2 (0.2 2b1-3) 0.2.2b1-1 0.2.2-betal

work in progress (22)
package repository archive bugs upstream

Missing
(copyright infa)

. bioimagesuite-data, (2.0-1)
libbioimagesuite2)

NotFound
[non-free] 0.2.2-1 (copyright infa)
ecell
lecell, ecell-doc) 13.1.100:2) 3.1.106rc2
emboss-kaptain
(embassy-domainatrix-kaptain, emboss-kaptain) R 098
gamgi 10.13.1-1) 0.13.2
{gamgi, gamagi-dat, gamagi-doc)
gbrowse (1.68-1) 1.68
Missing
(SR (copynight info)
haploview [contrib] 14.0-1) 4.0
kalion 2.03-7 (7 031 .03 2 el

17/24



Zusatzliche Felder

Prospective packages

Depends: zukilinftiger Paketname

Homepage: Homepage des Projekts

Responsible: Zukilinftiger Maintainer (optional)
License: Lizenz der zu paketierenden Software
WNPP: Bugnummer (optional)

Pkg-URL: URL zu inoffiziellem Paket
Pkg-Description: Beschreibung des zuklinftigen
Pakets
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Tasks Seite

Biology
Debian Med micro-biology
packages
This meta package will install
Debian packages related to
molecular biology, structural
biology and bioinforrmatics for use
in life sciences

Translate description

The list to the right includes
various software projects which are
of some interest to the Debian
Med Project. Currently, only a few
of them are available as Debian
packages. It is our goal, however,
toinclude all software in Debian
Med which can sensibly add to a
high quality Custom Debian
Distribution.

For a better overview of the
project's availability as a Debian
package, each head row has a
color code according to this
scheme:

« Green; The project is
available as an official
Debian package

* Yellow: The project is
available as an unofficial
Debian package

.

Red: The project is not (yet)
available as a Debian
racbana

Debian Med Biology packages

Official Debian packages

Adun.app

Molekularsimulator fiir GNUstep
http:fjdiana.imim.esfAdun

Maintainer: Debian-Med Packaging Tearn

Version: G

License: DFSG
Official Debian packa
Fix translated descrip

Dies ist ein neues, erweiterbares Molekularsimulationsprogramm, das auch Analysefshigkeiten und Datenverwalt
beinhaltet,

Altree Version: 1
programm zur Phylogenie-basierten Analyse License: DFSG
httpiselaire bardel free fri Official Debian packa
Maintainer: Debian-Med Packaging Team Fix translated descrip

Diese Software wurde fur Phylogenie-basierte Analyse entworfen. Zum Einen erméglicht sie die Entdeckung einer Bezieh
zwischen einem untersuchten Gen und einer Krankheit. zum Anderen wird eine Hypothese tiber die Anfalligkeit méglich

Amap-align

Multiple Alig durch g« bei
httpjfbio.math berkeley.edu/amapf

Maintainer: Debian-Med Packaging Team

Version:

License: DFSG
Official Debian packa
Fix translated descrip

AMAP ist ein Kommandozeilenwerkzeug, um mehrfache Alignments won peptidischen Sequenzen durchzufuhren,
verwendet »Posterior-Dekodierunge, ein Alignment durch Sequenz-annealing, anstelle der traditionellen fortschreiter
Alignmentmethoden. Es ist das einzige Alignmentprogramm, das erlaubt, den Empfindlichkeit-/Genauigkeits-Kompromis:
kontrollieren. Die Software basiert auf dem Quellcode von ProbCons, verwendst aber metrische Alignmentgenauic
(alignment metric accuracy) und beseitigt die Konsistenz-Transformation.

Das Java-Visualisierungswerkzeug von AMAP 2.2 ist noch nicht als Debian-Paket erstelt.

19/24



Uldl dre useiunn epiusiuyiLer
research
Translate description

The list to the right includes
various software projects which are
of same interest to the Debian
Med Project. Currently, only a few
of themn are available as Debian
packages. It is our goal, however,
to include all software in Debian
Med which can sensibly add to a
high quality Custom Debian
Distribution.

For a better averview of the
project's availability as a Debian
package, each head row has a
color code according to this
scherme:

« Green: The project is
available as an official
Debian package

e Vellow: The project is
available as an unefficial
Debian package

If you discover a project which
looks like a good candidate for
Debian Med to you, or if you have
prepared an inofficial Debian
package, please do not hesitate to
send a deseription of that project
to the Debian Med mailing list

Links to other tasks

Index of all tasks
Biology

Inoffizielle Pakete

Epigrass Version. ]

License: DFSG
Official Debian packe
Fix translated descrif

Beziehungsnetz
httpi/epigrass sourceforge net/
Maintainer: Debian-Med Packaging Team

Epigrass ist eine Software fir die Visualisierung, Analyse und Simulation von epidemischen Prozessen in georeferenzie
Metzen

EpiGrass kann mit GRASS GIS interagieren, von wo es Karten und &hnliche geografische Informationen ubernehmen k
Trotzdem ist fiir die Nutzung der meisten Features von EpiGrass die Installation von GRASS GIS nicht erforderlich,

Experimental or unofficial Debian packages, projects with packaging
stuff in SVN

Netepi-analysis

twork bled tools for
http:/uww netepi.org/
Responsible; Andreas Tille

and public health practice W

Unofficial Debian pacl

NetEpi, which is short for "Metwork-enabled Epidemiology”, is a collaborative project to create a suite of free, open so
software tools for epidemiclogy and public health practice. Anyone with an interest in population health epidemiclogy or p
health infermaties is encouraged to examine the prototype tools and to consider contributing to their further developr
Contributions which involve formal andfor informal testing of the tools in a wide range of circumstances and environments
particularly welcome, as is assistance with design, programming and documentation tasks.

This is a tool for conducting epidemiological analysis of data sets, both large and small, either through a web bro
interface, or via a programmatic interface. In many respects it is similar to the analysis facilities included in the Epi Info s
except that NetEpi Analysis is designed to be installed on servers and accessed remotely via Web browsers, although it
also be installed on individual desktop or laptop computers,

The software was developed by New South Wales Department of Health.

Netepi-collection
ity tools for

and public health practice License:

hittp/fwww netepi.org/ Unofficial Debian pacl

Responsible: Andreas Tille

NetEpi, which is short for "Network-enabled Epidemiology”, is a collaborative project to create a suite of free, open so
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Zukunftige Pakete

Debian packages not available

Bioimagesuite
integrated image analysis software suite License: GPL
http:/fwww.bioimagesuite.org/ Debian package not available

Biolmage Suite has extensive capabilties for both neurofcardiac and abdeminal image analysis and state of the art
visualization. Many packages are available that are highly extensible, and provide functionality for image visualization and
registration, surface editing, cardiac 4D multi-slice editing, diffusion tensor image processing, mouse segmentation and
registration, and much more. It can be intergrated with other biomedical image processing software, such as FSL and SPM,
This site provides infermation, downloads, documentation, and other resources for users of the software.

Biolmage Suite was developed at Yale University and has been extensively used at different labs at Yale since 2004,

There is a forum at Biolmage Suite site for discussion of compiling it from source and packaging issues at
http:firesearch yale edu/bicimagesuite/forumjindex.php?board=12.0

Blox
medical imaging and visualization program License: GPL
http:f/sourcefarge .net/projects/blox/ Debian package not available

The purpose of the project is to develop a quantitative medical imaging and visualization program for use on brain MR, DTl and
MRS data. It is a joint project of the Kennedy Krieger Institute and the Johns Hopkins University, Psychiatric Neurcimaging Lab
(http:f/pni.med jhu.edufmethods/marph htm).

Brainvisa
image processing factory for MR images License: Free? (CeGill License)
http:f/brainvisa.infof Debian package not available

BrainVISA is a software, which embodies an image processing factory. A simple control panel allows the user to trigger some
sequences of treatments on series of images. These treatments are performed by calls to command lines provided by
different laboratories. These command lines, hence, are the building blocks on which are built the assembly lines of the
factory. BrainVISA is distributed with a toolbox of building blocks dedicated to the segmentation of Tl-weighted MR images.
The product of the main assembly line made up from this toolbox is the following: greyjwhite classification for \Voxel Based
Morphometry, Meshes of each hemisphere surface for visualization purpose, Spherical meshes of each hemisphere white
matter surface, a graph of the cortical folds, a labeling of the cortical folds according to a nomenclature of the main sulci.

Conquest-dicom-server

L T S— e e i
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Noch mehr Projekte involvieren

@ Verbesserung Webtools und blends-dev
@ Uberzeugen von DebiChem und Debian Accessibility, die
beschriebenen Werkzeuge zu verwenden

@ Debian externe Projekte und Derivate durch attraktive
Werkzeuge zu Integration in Debian zu Uberzeugen
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http://alioth.debian.org/projects/debichem/
http://www.debian.org/devel/debian-accessibility

Der Vortrag ist verfugbar unter
http://people.debian.org/" tille/talks/
Andreas Tille <tille@debian.org>
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