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In the last year, high-throughput sequencing technologies Error Correction and Assembly
have progressed from proof-of-concept to production .
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guality. Although each technology is able to produce vast HiSeq Read (High Qualty Short Read)
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guantities of sequence information, in every case the i
. . . PacBio corrected Read(PBcR)
underlying chemistry limits reads to very short lengths.
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