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https://github.com/davidhwyllie/ADAPTIVEMASKING/blob/master/doc/kraken.md
https://github.com/davidhwyllie/ADAPTIVEMASKING/blob/master/pipeline/testdata/map_with_stampy.sh
https://github.com/davidhwyllie/ADAPTIVEMASKING
https://github.com/davidhwyllie/ADAPTIVEMASKING/blob/master/pipeline/testdata/map_with_stampy.sh
https://github.com/davidhwyllie/ADAPTIVEMASKING/blob/master/doc/extractmaf.md
https://github.com/davidhwyllie/ADAPTIVEMASKING/blob/master/doc/model_maf.md
https://github.com/davidhwyllie/ADAPTIVEMASKING/blob/master/doc/depict.md
https://github.com/davidhwyllie/findNeighbour2

