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initPop <- InitializePopulation(PopSize)
FastNonDominatedSort(initPop)
RankSolutions(initPop) //based on nondomination level
P0 Select(Pe, N)
Qe MakeNewPop(P0)
WHILE t < T DO //run for T generations

Rt Pt U Qt //combine parent and offspring
F ^ FastNonDominatedSort(Rt)
Pt+i =0 //next parents
i = 1 //front(nondominated) level
WHILE |Pt+i| + |Fi| < N DO //N num of parents

CrowdingDistanceAssignment(Fi)
Pt-fi ^ Pt+i U Fi
1 =

END

i + 1

Sort(Fi, <n) //<n crowded-comparison operator
Pt+i <- Pt+i U Fi[l:(N-|Pt+i|)] //fill the last by distance
Qt+i <- MakeNewPop(Pt+i)
t ̂  t + 1

END

RETURN Qt

Pseudocode 4: The algorithm used for the main loop of the NSGA-Il MOEA [35].
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the m_ overlap eonatraim for assembling ACO-generated eondgs in MOEA
proeessmg can increase the number of aitetnaUve formation of eontigs which in turn will
likely increase the overall fitn#»cc

measurement along each fitness objective. In addition,
increasing the mutation rate to increase the level of stochasticity in the solution
expioration can leverage the rate of fimess improvement while keeping the benefit of the
edge recombination genetic operator.

5.6 Evaluation of output behaviors under varying input settings

The system output behavior under different input sequence settings were

examined to further characterize the strengths and weaknesses of the proposed method.

The varied input settings for the study were: 1) genome size, 2) read length, 3) read noise

level, and 4) sequencing coverage. The observed output behavior was analyzed by the

fitness measurements along each fitness objective. The current version of the proposed

system was unable to produce outputs under some input settings due to insufficient

memory or its lack of efficient memory management; hence, output measurements under

a diverse range of input settings were not possible for a better comprehensible

characterization of the output behavior.






























































































