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Tools

Segway segmentation
Pseudogene.org

hg19 assembly
Genome browser

Chromosome 10:
e 370 processed pgenes,
e 108 duplicated pgenes,
e 2/6 ambiguous pgenes.
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To Do’s

e Complete analysis for all chromosomes

e Segmentation distribution for the parent-gene
e Comparison parent-gene vs pgene

e Sequence profiling



