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WeD haveD genomeD consistingD ofD nucleobasesD
accgcttacacgctttacZD TheD questionD isúD howD manyD
timesD mustD beD theD sequenceD cgcttD presentD inD
readDfragmentsDtoDdetermineDtheDoriginalDnumberD
ofD sequencesD inD referenceD genomeD forD givenD
readDlengthúDerrorDmodelDandDcoverageN
LongD journeyDconsistingDofDsimulationsúDstatisticsD
andDdistributedDcomputingZ
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TheDgoalDofDthisDprojectDwasDsettingDupD3OIN6D
serverDtoDbeDusedDforDeducationalDandDresearchD
purposesZD ResearchersD willD beD ableD toD easilyD
testDtheirDownDalgorithmsDdistributedDwayZ

ObtainedD skillsD areD transformedD intoD materialsD
forD universityD researchersúD whichD areD inD needD
forD greaterD computingD performanceD forD theirD
ownDprojectsZ
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