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Integrated JavaHelp User Manual Al to .
The user manual for TOPALI v2 is now integrated into the Ignmen Verviews
application in JavaHelp format, allowing you to easily move
between help sections or to print areas of interest. Using the Alignment Overview feature you can view the
entire alignment in a floating window while still working with
a close-up area in detail. Scrolling around the overview
T -~ automatically moves the main display too.
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Run Jobs Remotely and in Parallel Support for Drag n Drop
TOPALI now runs its main analysis jobs on remote - — On supported systems, you can use standard
HPC clusters, which frees up your PC for other tasks TRy rrry ya—s drag and drop operations to load alignments
while you wait on results. You can submit more than H Analysis 2on pry-9692 (414 sequences) or TOPALI projects into the application. i i
one job at a time too, and they'll queue up for running s g - TOPALi supports dragging and dropping of Floatlng Tree TOOItIpS
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Work with Multiple, Multiple Alignments

A TOPALI project can now import and
deal with as many DNA/Protein
alignments as your PC has memory
- for. Each alignment in listed in a new
ekt tree" view down the left-hand side of
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s the screen, along with all the analysis
=0 results that relate to that dataset.
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As your analysis jobs run (either locally or per-graph basis.
remotely) their status is continually tracked by
TOPALI and displayed in the status bar. A e
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coloured icon represents overall job status -

green for OK, blue for communication errors, and
red for critical job errors!
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now comes with tips to help you
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Support for Authenticating Proxy Servers

If you are behind a proxy server that controls
your access to the internet, TOPALI can be set to
send all its internet requests through this

machine. Support for proxies that require Other settings:
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