Table S1. Predicted antimicrobial resistance genes in K. pneumoniae 9KP WGS data

Gene name Accession contig Position in genomic contig Coverage Identity

sul2 AY034138 48 3467-4282 100% 100%
aph(6)-Id M28829 5146-5982 100% 100%
aph(3”')-Ib AF321551 4343-5146 100% 100%

blastv-2s AF299299 1 27860-28720 100% 99.88%

fosA6 ACWO01000079 4 333936-334355 100% 99.28%
aac(6’)-Ib-cr DQ303918 1541-2140 100% 100%

blaoxa1 HQ170510 1410-580 100% 100%

tet(A) AJ517790 9 2135-3334 100% 100%

CatB3 AJ009818 11563..12738 70% 100%
Table S2. Predicted virulence factors in K. pneumoniae 9KP
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Table S3. Overview of the clustered and singletons proteins among different species used in comparison with K. pneumoniae 9KP
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Figure S1. String test showing hypermucoviscocity of 9KP strain.
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Figure S2. Pie chart of the annotated subsystem and genes of K. pneumoniae 9KP
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Figure S2. Whole-genome comparison of different K. pneumoniae control strains with K. pneumoniae
9KP, showing regions with a low protein sequence identity of 9KP (in red and yellow colors), while
blue colors indicate high similarity. List of tracks, from outside to inside: MGH 78578, 9KP, 23KE,
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Figure S4. Map of K. pneumoniae plasmid pKPN3-307 type B; the horizontal line indicates the length
of the plasmid, the middle gray line contains information about plasmid length, and coverage, and
the purple arrows indicate mobile elements, the green arrows indicate ARGs, and efflux pump
genes.
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Figure S5. Map of K. pneumoniae plasmid pMDR; the black horizontal lines indicates the length of the plasmid, the gray
line contains information about plasmid length and coverage, the purple arrows indicate transposases and the green
arrows represents tet(A) MFS family efflux pump and TefR regulatory gene.
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Figure S6. Map of K. pneumoniae plasmid p3K157; the black horizontal lines indicate the length of the plasmid, the gray
line contains information about plasmid length and coverage, and the green arrows represent the ARGs
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Figure S7. Map of K. pneumoniae strain 9PK plasmid p1_020143, the horizontal line indicates the
length of the plasmid, the middle gray line contains information about plasmid length, and

coverage, and the purple arrows contain IncF related genes.



