Figure S6. Alignment of three fosmids to a pelagiphage genome (HTVC010P) by MAUVE.
The red and green blocks indicate two collinear genomic regions that are internally homologous
across all four genome or fosmid sequences. The line inside each colored block indicates the
level of similarity within each block for the specified region.
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Pelagibacter phage HTVC010P (NC_020481)



