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CCRE-XXX-01 (Caulobacter crescentus)
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BBAC-100-01 (Bdellovibrio bacteriovorus)
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MMYC-G1T-01 (Mycoplasma mycoides subsp.mycoides SC)
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LJOH-533-01 (Lactobacillus johnsonii)
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TDEN-405-01 (Treponema denticola)
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BCER-987-01 (Bacillus cereus)
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WPIP-WME-01 (Wolbachia pipientis)
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LINT-130-01 (Leptospira interrogans)
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TTHE-B27-01 (Thermus thermophilus)
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CMER-10D-01 (Cyanidioschyzon merolae)
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CPAR-TII-01 (Cryptosporidium parvum)
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PCHL-E25-01 (Parachlamydia sp.)
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DVUL-HIL-01 (Desulfovibrio vulgaris)
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LMON-365-01 (Listeria monocytogenes)
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LMON-854-01 (Listeria monocytogenes)
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LMON-858-01 (Listeria monocytogenes)
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PTOR-790-01 (Picrophilus torridus)
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BHEN-HOU-01 (Bartonella henselae)
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BQUI-TOU-01 (Bartonella quintana)
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SAUR-252-01 (Staphylococcus aureus)
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SAUR-476-01 (Staphylococcus aureus)
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CGLA-138-01 (Candida glabrata)
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DHAN-767-01 (Debaryomyces hansenii var. hansenii)
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KLAC-210-01 (Kluyveromyces lactis)
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YLIP-B99-01 (Yarrowia lipolytica)
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ECAR-043-01 (Erwinia carotovora subsp. atroseptica)
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PACN-202-01 (Propionibacterium acnes)
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MMOB-63K-01 (Mycoplasma mobile)
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SPY0O-394-01 (Streptococcus pyogenes)
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LXYL-B07-01 (Leifsonia xyli subsp. xyli)
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RTYP-144-01 (Rickettsia typhi)
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