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Multiplex PCR

]

Name Sequence(5’-3") Comment
ClpX _28F TGG CGT CGA GTT GGG CA F—

clpX 411R  TCC TGC TFC GGATGT TTAcg MO

| GOGCGCIGC TIT CAT ATA TIC 1T

CTG ATT E.albertii
CTT GCT GAA CCA GAT TCT TCA e 23
mdh_164R CAA TAC CG
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Multiplex PCR
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N

Identities = 401/401 (100%)

KX765476.1 Escherichia albertii strain SP20150270
16S ribosomal RNA gene, partial sequence.

/83203.1 H.alvei 165 ribosomal RNA;.

KF917183.1 Bacillus sp. BAB-3453
16S ribosomal RNA gene,partial sequence.

AY696682.1 Shigella boydii strain 3552-77
16S ribosomal RNA gene, partial sequence.
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