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Candidatus Arthromitus sp. SFB-mouse-Japan DNA 2 Mouse
Clostridium botulinum A2 str. Kyoto 3 Human
Clostridium botulinum B1 str. Okra 1 Human
Clostridium difficile 2007855 2 Bos taurus
Clostridium difficile 630 5 Human
Clostridium difficile BI1 2 Human
Clostridium difficile CD196 2 Human
Clostridium difficile CF5 3 Human
Clostridium difficile M68 2 Human
Clostridium difficile R20291 2 Human
Methanobrevibacter ruminantium M1 1 Bovine (rumen)
Xanthomonas albilineans GPE PC73 2 Sugarcane
bacteria draft genome

Clostridium botulinum Bf 2 Human
Clostridium difficile QCD-66c26 2 Human
Clostridium difficile QCD-76w55 2 Human
Clostridium difficile QCD-97b34 2 Human
Clostridium difficile QCD-37x79 2 Human
Clostridium difficile CIP 107932 2 Human
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Clostridium botulinum A2 Kyoto  Clostridium botulinum Bad str. 657 (prophage)
Clostridium botulinum A1 Okra Clostridium botulinum A str. ATCC 19397 (prophage)
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Clostridium difficile BI1 putative phage or plasmid sequence
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