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HapMap www.hapmap.org

1KY/ Ls www.1000genomes.org

TS5FF+57 A www.illumina.com/platinumgenomes
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https://www.youtube.com/watch?v=twYrwlLXHzw
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ML T T D Instruction HA F&#CHERIEITET

- é_‘;_“{'_ BaseSpace VariantStudio™ v2.2
Software User Guide
BWA Isaac | |
Enrichment Enrichment VariantStudio

http://support.illumina.com/downloads/basespace core apps_user_guides.html
http://support.illumina.com/sequencing/sequencing_software/variantstudio.html
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http://www.illumina.com/applications/sequencing/dna_sequencing/exome-sequencing.html
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