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MT3755451 Bacillus_velezensis_strain_HAB-2

MK7799991 Bacillus_velezensis_strain_19742-1_TCGGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGGACAGATGGGAGCTT

MK7800021 Bacillus_velezensis_strain_19742-2_TCGGAGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGAGCGGACAGATGGGAGCTT

OR8887291 Bacillus_subtilis_strain_BSP110
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KY6823041 Enterococcus_faecium_strain_17OM39_AGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGTACGCTTCTTTTTCCACCGGAGC

KX0184391 Streptococcus_sp._NCIM2610

KY6823041 Enterococcus faecium strain 17OM39 AGAGTTTGATCCTGGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGTACGCTTCTTTTTCCACCGGAGC(2)

KX4262691 Enterococcus_faecium_strain_GG2

MK2293511 Enterococcus_faecium_strain_LMEM_18_AGTCGTAACAAGGTAACCGTTATAGTTTGATTCCTGCTCAGGACGAACGCTGGCGGCGTGCCTAATACATGCAAGTCGTA

KY9309261 Enterococcus_faecium_strain_RCM5

HQ2427191 Enterobacter_asburiae_isolate_PSB6_ATTAGAGTTTGATCCTGGCTCAGATTGAACGCTGGCGGCAGGCCTAACACATGCAAGTCGAGCGGCAGCGGAAAGTAGCT

FJ1905352 Enterobacter sp. B-14(2009)
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