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MODULE 5: NEW SPECIES

Code |2008.005B (assigned by ICTV officers)

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

Genus: | “Epsilon15-like viruses” should be placed within a genus, but i_t is
Subfamilv: acceptable to propose a species that is
- y: — 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:

Escherichia phage phiV10 [

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.

Bacteriophage phiV10 is a temperate phage, which specifically infects Escherichia coli
0157:H7. The nucleotide sequence of the phiVV10 genome is 39 104 bp long and contains 55
predicted genes and is circularly permuted, which is consistent with a headful-packaging
mechanism (NC_007804). PhiV10 is closely related to two previously sequenced phages, the
Salmonella enterica serovar Anatum (Group E1) phage epsilon15 and a prophage from E.
coli APEC O1 (Figure 1). The attachment site of phiV10, like those of its two closest
relatives, overlaps the 3' end of guaA in the host chromosome. phiV10 encodes an O-
acetyltransferase, which modifies the O157 antigen. This modification is sufficient to block
phiV10 superinfection, indicating that the O157 antigen is most likely the phiVV10 receptor.
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Annexes:
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Figure 1: Genomes of phiV10 (a), epsilon15 (b), and prophage phiAP20 (c). The location of
the phiV10 and phiAP20 termini were chosen to allow alignment of these genome maps with
that of epsilon15, which is represented as published (Kropinski et al., 2007). The ruler
indicates length in kb. The abbreviation 'sc' denotes the three genes required for serotype

conversion in epsilon15.
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