Table S1. Features of genomes of eight PB-resistant K. pneumoniae isolates.
	Genome
	Genbank Accession
	Genome Size (bp)
	G+C (%)
	Contigs (n)
	CDS (n)

	KP14
	SAMN27478462
	5,616,838
	57.16
	133
	5646

	KP16
	SAMN27478463
	5,538,404
	57.49
	107
	5514

	KP17
	SAMN27478464
	5,865,303
	57.01
	131
	5948

	KP18
	SAMN27478465
	5,685,521
	57.18
	127
	5704

	KP20
	SAMN27478466
	5,684,219
	57.16
	134
	5701

	KP21
	SAMN27478467
	5,866,112
	57.01
	133
	5953

	KP24
	SAMN27478468
	5,693,187
	57.09
	140
	5746

	KP25
	SAMN27478469
	5,863,695
	57.01
	129
	5944



Table S2. Allelic profiles of eight PB-resistant K. pneumoniae isolates.
	Strain
	ST
	gapA
	infB
	mdh
	pgi
	phoE
	rpoB
	tonB

	KP14
	11
	3
	3
	1
	1
	1
	1
	4

	KP16
	5254
	3
	3
	1
	1
	515
	1
	4

	KP17
	11
	3
	3
	1
	1
	1
	1
	4

	KP18
	11
	3
	3
	1
	1
	1
	1
	4

	KP20
	11
	3
	3
	1
	1
	1
	1
	4

	KP21
	11
	3
	3
	1
	1
	1
	1
	4

	KP24
	11
	3
	3
	1
	1
	1
	1
	4

	KP25
	11
	3
	3
	1
	1
	1
	1
	4





[bookmark: _Hlk111662882][image: ]Figure S1. Paired SNP distance of eight PB-resistant K. pneumoniae isolates.
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Figure S2. PROVEAN result shows the effect of S85R in PmrB. 
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PROVEAN Result (Download)

PROVEAN

« Query sequence (fasta)
- Supporting sequence set used for prediction
Number of sequences: 224 (fasta, E-values)
Number of clusters: 30
« Score thresholds for prediction
(1) Default threshold is -2.5, that is:
~Variants with a score equal to or below -2.5 are considered "deleterious,"
~Variants with a score above -2.5 are considered "neutral.”
(2) How to use a more stringent threshold.

- PROVEAN score Prediction (cutoff= -2.5)

S85R -2.931 Deleterious




