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Introduction

We are providing since 2004 a Geants Virtual Machine for Geanty users,
which emulates a Scientific Linux machine (6.6), where Geant4 and many other

software are already installed. It is reqularly updated with Geants releases.

Advantages
— No Geanty installation needed
— Accessible fully through download
— Fully free

— Canrun with the VMware software suite for Windows, Mac...

We use it reqularly for Geanty tutorials

— All our hands-ons will be demontrated on this virtual machine



1) Install Vmware Player or Fusion

You need the Vmware software : go to http://www.vmware.com

For Windows users:
Vmware player is free

(the « PRO » version is not free)
For Mac users:
Vmware Fusion is shareware

VMware Player Pro

VMware Fusion
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2) Download the virtual machine

On Mac, we
recommend the
usage of FIREFOX
or CHROME for
download
(not SAFARI)

It may take
some time
(size = a few Go)
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» Shortcut: download the Geant4 virtual machine files here.

Since 2004, the Centre d’Etudes Nu ires de Bordeaux- nan, a CNRS/IN2P3 - Bordeaux 1
University laboratory, is happy to provide free of charge and licensing to Geant4 users a Geant4 virtual
machine, that is a set of files that can be used with a virtualization software (tested so far on VMware for
Windows or or Mac), containing the latest version of Geant4 with Scientific Linux as well as several utility
packages (visualisation, analysis, development, already installed in a fully operational environment for
your system (CD-ROM, display, cable & wireless network,... no system installation required at all). Once fully
decompressed, these files can be read directly by your virtualization software : launch the virtualization
software, open the decompressed files and you will emulate a real Scientific Linux machine with the
latest supported version of Geant4 already installed including several useful tools !

New releases of the Geant4 virtual machine are announced regularly on Twitter. Follow us with Twitter on
Geant4VM.

» Reference

Important notice: users are kindly requested to cite the following paper in their publications and
communications describing research or teaching activities based on the use of this virtual machine: Int. J.
Model. Simul. Sci. Comput. 1 (2010) 157178 (link)

» What is included ?
The distribution contains the following software already fully installed for you :
Operating system : Scientific Linux 6.6, 64 bits version
Geant4 version 10.1+patch01 with all sets of data files, including CLHEP. Please note that Geant4 A
BETA versions are never installed since they are not supported by the Geant4 collaboration. e W I e
Visualisation tools : Qt, OpenGL, HepRA| DAWN, WIRED, VRMLView Pro
Analysis tools : ROOT, OpenScientist (allowing you to create hbook/PAW, ROOT and AIDA histogram

files in Geant4 applications), gnuplot G t
Integrated development environment : Source-Navigator IDE, Eclipse U S I n e a n 4
Debugger : gdb, Insight
Valgrind, sublime_text, meld B ET
10.2 A




3) Uncompress the VM

Uncompress the downloaded archive
Start VMware Player or VMware Fusion
Open the *.vmx file located in the uncompressed archive

The virtual machine will start....

Important notes

— On Mac, you may uncompress your archive using the ‘Unarchiver’ application, freely available

in the App Store
On Windows, you may uncompress your archive using the ‘7-Zip’ application, freely available
If asked, declare that the virtual machine has been copied (and not moved)

Windows users may need to check that virtualization has been activated in the BIOS




Your virtual machine
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Terminal

Internet

System — Preferences — Keyboard

Your local account username and password are
local1
local1




Some Hints

You can enable exchange of files between Host & Guest system

—  GotoVirtual Machine menu, then Settings, Exchange
—  Select the folder you want to share, such as Desktop

—  From the virtual mchine you can use this directory as /mnt/hgfs/Desktop

You may increase the size of the memory of your virtual machine

You may change the number of processors (the machine must be off)

The root password is scilinux6.6

Other hints at

Environment variables
—  $G4SRC: Geants sources

—  $G4EXAMPLES : all examples



Let’s check that the VM works fine

Type the following sequence in a Termina

cd

cp —R $SG4EXAMPLES/basic/B3 .
mkdir build-b3

cd build-b3

cmake ../B3

make

./exampleB3

The Qt interface will show up, then enter in « Session » window the command:

/control/execute runl.mac




Useful software

ROOT (root)

OpenOffice (soffice)
SourceNavigator (snavigator)
Eclipse (eclipse)

Firefox (firefox)

Thunderbird (thunderbird)
nedit

geany
gdb




Some usual difficulties

* You may need to update Vmware tools in case the exchange directory does not appear

» Did you get the following message “Virtualized Intel VT-x/EPT or AMD-V/RVI is not
supported on this platform” ? If yes:
— Go to "“Virtual Machine — settings”
— In"“Hardware” tab, select “Processors”

— Inthe “Virtualization engine” frame, in the “preferred mode” combo box, choose "“Intel VT-x or

AMD-V”

* If you do not have network access on your virtual machine, you may try to remove as root

the following file /etc/udev/rules.d/7o-persistent-net.rules and reboot your machine.




USB key

* AUSB key is available containing
— The virtual machine v

— Vmware P ayer " REMOVE BEFORE FLIGHT

A

— Vmware Fusion &
—7Zip

* Please return it when done, thanks!




Using Eclipse CDT

https://eclipse.org/cdt/

a fully functional C and
C++ Integrated
Development

Environment based on

the Eclipse platform

Convenient for editing,
compiling, running,
debugging your

application

= eclipse

Eclipse CDT Download Documentation Support Developers About

1 Download
Eclipse Distribution,
Update Site, Dropins

Documentation
Tutorials, Examples,
&= Videos, Online Reference

Eclipse CDT (C/C++ Development Tooling)

The CDT Project provides a fully functional C and C++ Integrated Development Environment based on the Eclipse
platform. Features include: support for project creation and managed build for various toolchains, standard make build,
source navigation, various source knowledge tools, such as type hierarchy, call graph, include browser, macro definition
browser, code editor with syntax highlighting, folding and hyperlink navigation, source code refactoring and code
generation, visual debugging tools, including memory, registers, and disassembly viewers.

Search

Support
Bug Tracker, Newsgroup
Professional Support

Getting Involved
CVS, Workspace Setup,
Wiki, Committers

Current Status

Development is underway for the CDT 8.8.0 due
September 25, 2015.

CDT 8.7.0 Now Available

June 24, 2015 - CDT 8.7.0 for Eclipse Mars.
Check the Download link on how to get yours.

CDT 8.6.0 Now Available

February 27, 2015 - CDT 8.6.0 for Eclipse Luna.
Check the Download link on how to get yours.

Thanks to Mathieu Karamitros




How to ?

First copy your example locally and configure

cmake accordingly

cd

cp —R SG4EXAMPLES/extended/medical/dna/dnaphysics .
mkdir build-dna-eclipse

cd build-dna-eclipse

cmake ../dnaphysics -G "Eclipse CDT4 - Unix Makefiles"




Then open Eclipse CDT

Start Eclipse

Import your project

File = Import — General — Existing projects into Workspace — Next —
Browse — select root directory— OK — Finish

Build it

Go to C/C++ Workspace — right-click on projects — Build Project

Run it

Binaries — dnaphysics — right-click = Run As — Run Configurations —
double click C/C++ Application — go to Arguments — add dnaphysics.in
— Apply = Run




http://sourcenav.sourceforge.net/

Alternative: SourceNavigator

[ o locall  FriAug 21, 11:18 AM

Go to the example source

directory

Sta rt It Wlth: - Source-Navigator [chem1] chem1l.cc

Tools  History

snavigator &

Click-on New Project then
OK ! include

Mainly for editing

Compilation, run...
in your build directory in

another terminal window

Terminal =1 Symbols: [chem1] =1 cheml.cc: [chem1]




Let’s dig into Geant4-DNA...




