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Introduction

We assemble a quasispecies consensus genome from 32nt metagenomic reads with 91.1% identity to the original refer-
ence. Briefly, we used a permissive (BlastN) and a strict (Maq) mapping algorithm and assembled a majority consensus
[1]. As the initial assembly better represents the sequenced genomes than the reference genome does, we iterated the
mapping and assembly several times.

Reference
Map reads o % e L - - &
=
Q)
r-l-
- ®
Assembly o — -
Figure 1. Outline of the iterative mapping and assembly approach.

Positive control The assembly converged toward the
consensus genome of the sequenced quasispecies: the
metagenomic reads were mapped with lower e-value,
and the translated ORFs mapped more metaproteomic

Results

The number of mapped reads increases, the assembly
converges, and the assembly diverges from the original

reference with iterations. peptides.
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Figure 5. Example of how the assembly changes. Single nucleotides
are settled and gaps are filled.
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