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The Genotype Visualisation Tool (GVT is a Java application s -
designed for the visualisation and analysis of plant genotype data
in the form of graphical genotypes. It has been designed to
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support a range of genotyping technologies, including SSRs, 52513?313335 = JE——
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GVT currently has two colour models, plus custom options, to SRS
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Additional facilities include a query interface to search for o e = =~ moE Ema =8
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facilities to sort by similarity to an anchor genotype or to generate
a subset of the population. The resulting graphical genotypes
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Data can be loaded into the GVT platform through the o ﬁ BESE o s = E
GERMINATE database (see Poster 865) or similar GDPC enabled il ===3 .. J |
databases or from a local Excel spreadsheet based on a supplied | e - |

template. GVT is a Java 1.5 application and currently we are ' o e
working to develop additional analysis tools as well as the
visualisation of genotypes in both pedigree and clustering contexts :
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We are currently working to expand the number of analytical and
visual functions available in GVT, including different clustering
options, one or more haplotype block algorithms and a range of
rporting tools.
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