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Taxonomic proposal to the ICTV Executive Committee

MODULE 5: NEW SPECIES

Code |2008.031B.01 (assigned by ICTV officers)

To create new species assigned as follows:
Fill in all that apply. Ideally, species

Genus: | The 44AHJD-like viruses should be placed within a genus, but it is
—— - — acceptable to propose a species that is
Subfamily: | Picovirinae within a Subfamily or Family but not

Family: | Podoviridae assigned to an existing genus (in which
Order: | Caudovirales case put “unassigned” in the genus box)

Name(s) of proposed new species:

| Streptococcus phage C1 |

Argument to justify the creation of the new species:
If the species are to be assigned to an existing genus, list the criteria for species demarcation and
explain how the proposed members meet these criteria.

C(2), a lytic bacteriophage infecting group C streptococci, is one of the earliest-isolated
phages, and the method of bacterial classification known as phage typing was defined by
using this bacteriophage. C(1) genome consists of a linear double-stranded DNA molecule of
16,687 nucleotides with 143-bp inverted terminal repeats.

Examination of the C(1) DNA polymerase suggests that this phage utilizes a protein-primed
mechanism of replication, which is prominent in the Picovirinae.

Comparative genomics revealed no close evolutionary matches, the closest being 44AHJD.
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