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Abstract

Although microbial organisms take a significant portion of taxa, most of them are not trivially

cultured under the laboratory condition. Recent advances in microbiology and availability of

Metagenome sequences enable the study of microbial organisms under the natural condition.

Although Metagenome sequences are essential to apply genomics technologies to the study of

microbial organisms, the strategy to assemble Metagenome sequences is yet to be established.

Whole-genome Shotgun Sequencing (WGSS) has been widely used to sequence genomes. Because

the assembly strategy of WGSS has focused on assembling less polymorphic genomes, it undermines

the continuity of assembled genome sequences, applied to highly polymorphic genomes. The

impairment of the sequence continuity becomes more serious in assembling metagenomes. In this

paper, we note the problem of the impaired continuity, and emphasize the urgency of optimizing

assembly strategy for metagenomes.
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