Supplementary Table1 Genotypic Distribution of the CR-KP Isolates
	Strains
	Resistance mechanism 
	Virulence genes 

	CR-KP01
	blaNDM-1, blaSHV-1
	fimH, wab G

	CR-KP02
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP03
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP04
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, ent B

	CR-KP05
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP06
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP07
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP08
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, ent B

	CR-KP09
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP10
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP11
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP12
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP13
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B

	CR-KP14
	blaNDM-1, blaCTXM-14, blaSHV-1
	fimH, wab G, ent B











Supplementary Table2 Significantly enriched KEGG pathways of DEGs between Type I and Type II K. pneumoniae
	Pathway ID
	Pathway Description
	DEGs with 
pathway annotation
	P value

	map00330
	[bookmark: _Hlk82105134]Arginine and proline metabolism
	6
	0.0001

	map00071
	Fatty acid degradation
	3
	0.0039

	map00281
	Geraniol degradation
	2
	0.004

	map05131
	Shigellosis
	2
	0.004

	map00340
	Histidine metabolism
	2
	0.024

	map05133
	Pertussis
	2
	0.037

	map02060
	Phosphotransferase system (PTS)
	4
	0.038

	map00642
	Ethylbenzene degradation
	3
	0.041

	map00280
	Valine, leucine and isoleucine degradation
	1
	0.042

	map00362
	Benzoate degradation
	1
	0.045




