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that facilitates finding patterns and outliers within the data.
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These include Flapjack to visualize

graphical genotypes from extensive SNP

and GBS data sets, and CurlyWhirly to

visualize spatial xyz plots such as those Exemplar allele-frequency analysis pipeline in Maize

obtained from principal coordinates
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basic data exchange. Starting with Germinate (1), here we see summary statistics on

stored maize allele-frequency data presented as a histogram. The user can choose one

s : —= of several binning schemes to apply to the underlying data so that it can be passed to
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Flapjack (2) for further visualization and exploration. URL mapping embedded in the
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o d34d noiddinaadisn s o fuiteih _jshpit umeserar built (3) that is used (via R web services) to perform a cluster analysis, leading to the
Avtemate boring _ display of a dendrogram (4) whose order can be applied back to Flapjack’s main dis-

The data will be binned automatically, with each (variable-width) bin containing an equal amount of the distribution.

play. The matrix also forms the basis of a PCoA analysis, ultimately leading to the 3D
1 visualization shown in CurlyWhirly (5), shown here colouring by geographic origin.
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Although standalone, these applications
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also seamlessly integrate with a wider
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suite of tools forming part of this project
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(for example Germinate that handles and

presents the storage of genetic resources
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and experimental data) so that
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information can be easily passed from
database to analysis to visualization and
back again.

Conclusions
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