PF05939 - Phage minor tail protein
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PF03245 - Bacteriophage Rz lysis protein
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PF05099 - Tellurite resistance protein TerB
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PF03433 — EspA-like secreted protein
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PF06316 — Enterobacterial Ail/Lom protein
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PF00950 — ABC 3 transport family
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PF17508 — Microcin V bacteriocin
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PF01501 - Glycosyl transferase family 8
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PF04313 - Type | restriction enzyme R protein N terminus (HSDR_N)
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PF00589 - Phage integrase family
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PF00449 - Urease alpha—subunit, N—terminal domain
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PF03549 — Translocated intimin
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PF13007 — Transposase C of IS166 homeodomain
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PF14883 — Hypothetical glycosyl hydrolase family 13
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PF08437 — Glycosyl transferase family 8 C—terminal
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PF01471 - Putative peptidoglycan binding domain
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