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  Visualization tool for genome-scale population 
data 

  Written in Java 
  Swing GUI 
  Uses JRI to generate maps using the 

rworldmap library in R 
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  4 Parts: Sample Genomes, Locations, Gene IDs, 
Stop List 

  Test-Case Data: 31 samples of individuals of 
Drosophila melanogaster (the common fruit fly) 

  Full DNA sequences 
  Locus 

  Unique organism ID 
  Location within sequence 

  RADTag 
  Subsequences of base pairs 
  Restriction site Associated 

DNA marker 
  Immediately flank each 

instance of a restriction 
enzyme 

  Long enough to be unique 
across multiple genomes 
(38 in Drosophila data set) 
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  Latitude/Longitude at 
which sample was 
collected 

  In Drosophila data sets, 
samples were collected 
from Ethiopia, Guinea, 
Nigeria, South Africa, 
Uganda, Zambia, and 
France 

  Sets of RADTags that 
differ by no more 
than 4 nucleotides 

  Different expressions 
of a gene 
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  Borrowed from text 
mining 

  a, an, the 
  High-frequency 

RADTags 
  Incredibly rare 

RADTags 
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  GeneIDManager, LocationManager, 
SampleManager, StopListManager 
  maintain data mappings, file associations, update 

status 

  ColorManager 
  color coordination between components 

  MapManager 
  Interfaces with R using JRI 
  Frequency table to pie charts on world map 
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  Allele distribution patterns 
  Phylogeography 
  In Drosophila: 

  recent admixture event with French flies 
  some African flies more French than African 

  Dataset 1: GeneID 359 
  Dataset 2: GeneID 16520 
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  Produce same output with clustering algorithm 
output 

  RADTag split/merge 
  Pan/Zoom map 
  Better Pie Charts 
  Possibly abandon R altogether 
  Scalability 


