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Supplementary"Figure"S1.'a)'GotCloud'run0me'broken'down'into'subHtasks'for'lowH

pass'genome.'b)'SubHtask'run0me'es0mates'for'deep'exomes.'Run0mes'were'

measured'using'a'single'5'megaHbase'genomic'region'of'chromosome'20,'and'scaled'

by'600'to'es0mate'the'0me'required'for'processing'the'whole'genome.'''
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