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Figure 1. Transmission electron microscope photo of S. suis
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Figure 2. Transmission electron microscope photo of S. suis prophage (15000 x
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Figure 3. Comparative genome alignments of the twelve S. suis (pro) phages tel

phiNJ2, phiST1,

(phiSS12, phi20c, phi5218, phi7917, phis91591,

. Modular organization of twelve S. suis (pro) phage genomes

phi30c, phiS10, SMP, phiD12, and phiSsUD. 1). Genes are

grouped into five functional modules associated with the phage life cycle: lysogeny, replication, packaging, morphogenesis and lysis. The

likely functions of the genes are indicated by colorcoding. The bottom line provides a base pair scale of the genomes.
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Lytic phages and prophages of Streptococcus suis —A review
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Abstract : Streptococcus suis (S. suis) is an important zoonosis and pathogen that can carry prophages. In this review, we
focus on the recent advances in our understanding of lytic phage and lysogenic phage of S. suis, including the morphology
of S. suis lytic phage, the functions of lysin and terminase large subunit encoded by S. suis lytic phage, comparative
genomics of S. suis prophages, lysogenic conversion between S. suis lytic phage and prophage. Furthermore, prospective
evolution of interactions between phage and host was discussed.
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