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presenting the
complete genome
sequence of
Proteus mirabilis

Through this genomic
analysis, we gain
valuable insights into
environmental
adaptability, antibiotic
resistance, virulence

Antibiotic

Proteus mirabilis
has genes for
urease, hemolysin
and other toxins
which contribute to
tissue damage and
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Understanding this
genomic feature is
possible to target

urease and flagella

Proteus mirabilis: "An Alkalator" alkalizing acidic environment for biological adaptation
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Genomics of
Proteu irabilis
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Species confirmation
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Genome size: 4.06mb

GC percent: 38.5%
CDS: 3663
rRNA=10, tRNA=82
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AMR genes: tet(C),
tet(J), floR, dfr, sul,
ant(3")-lla, aph(3")-1b,
aph(3), aph(6)-1d,
aadA, ereA, InuF, cat




