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Improving de novo DNA sequence assembly with de Bruijn graphs and overlap correction 
Because of the availability of next generation sequencers that can produce from 100s of megabases to gigabases of DNA sequence a day, in reads ranging from 25 bases to several hundred bases long, new methods for de novo sequence assembly are required for improving  accurate assembly these sequencing reads.  Here we present two approaches to improve de novo sequence assembly.  The first approach uses error correction and de Bruijn graphs to assemble short reads into longer contigs.  The second approach improves traditional DNA sequence assembly programs by using machine learning to remove false overlaps from the assembly process.  Statistics such as k-mer frequency, percent mismatch and comparative genomics are used for classification of these overlaps.

