WGS analysis of NDM-1, CMY-4 and SHV-12 co-producing Salmonella enterica serovar Typhimurium isolated from a case of fatal burn wound infection
Supplementary file 1:

Antibiotic Resistance (Salmonella typhimurium TR7095 KB1E2 - Genome ID 178328.3  - Taxon ID 178328 - Source CARD - BLASTP) 
	PRODUCT
	e

value
	patric id
	identity
	feature id
	subject coverage
	query

coverage
	property source
	classification
	function
	source_id
	organism
	id

	Multidrug translocase MdfA
	0
	fig|178328.3.peg.4437
	100
	PATRIC.178328.3.178328.3.con.0027.CDS.19754.20995.rev
	100
	100
	 ARDB
	Chloramphenicol
Acriflavine

Norfloxacin
	Major facilitator superfamily transporter. Multidrug resistance efflux pump.
	Q7CP73
	
	01957418-0780-4108-951c-b3c9d113984c

	SSU rRNA (adenine(1518)-N(6)/adenine(1519)-N(6))-dimethyltransferase (EC 2.1.1.182)
	0
	fig|178328.3.peg.1963
	100
	PATRIC.178328.3.178328.3.con.0007.CDS.36384.37205.rev
	100
	100
	 ARDB
	Kasugamycin
	Specifically dimethylates two adjacent adenosines in the loop of a conserved hairpin near the 3'-end of 16S rRNA in the 30S particle. Its inactivation leads to kasugamycin resistance.
	ZP_03217864
	Salmonella enterica subsp. enterica serovar Javiana str. GA_MM04042433
	1ade1708-1b97-4494-a8e3-4e77973a3682

	Redox-sensitive transcriptional activator SoxR
	0
	fig|178328.3.peg.1015
	100
	PATRIC.178328.3.178328.3.con.0003.CDS.238368.238826.rev
	100
	100
	 CARD
	ARO:3000836

ARO:1000001
	
	CP001138.1.gene4489.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	8a8da84b-28ec-41fc-a465-df41978bf001

	Regulatory protein SoxS
	0
	fig|178328.3.peg.1016
	100
	PATRIC.178328.3.178328.3.con.0003.CDS.238913.239236.fwd
	100
	100
	 CARD
	ARO:1000001

ARO:3000168
	
	CP001138.1.gene4488.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	bd7ffa3d-2f89-42d0-98d0-9a388773b423

	Multidrug resistance protein D
	0
	fig|178328.3.peg.1125
	100
	PATRIC.178328.3.178328.3.con.0004.CDS.12233.13417.rev
	100
	100
	 CARD
	ARO:1000001

ARO:3000309
	
	CP001138.1.gene3995.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	e0fb169a-ebcb-4167-a594-21f81e2cdacc

	Type I secretion outer membrane protein, TolC precursor
	0
	fig|178328.3.peg.3643
	100
	PATRIC.178328.3.178328.3.con.0018.CDS.70038.71507.fwd
	100
	100
	 ARDB
	Aminoglycoside
Glycylcycline
Beta_lactam
Macrolide
Acriflavin
	Resistance-nodulation-cell division transporter system. Multidrug resistance efflux pump.
	YP_002042453
	Salmonella enterica subsp. enterica serovar Newport str. SL254
	2e7a0660-22c7-4dcd-8c76-793459c044a4

	Transcriptional activator RamA
	0
	fig|178328.3.peg.139
	99
	PATRIC.178328.3.178328.3.con.0001.CDS.146686.147027.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000168
	
	CP001138.1.gene612.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	881dc2a1-dc59-4724-97b7-2ef5ed055c7e

	Dihydropteroate synthase type-2 (EC 2.5.1.15) @ Sulfonamide resistance protein
	0
	fig|178328.3.peg.5290
	100
	PATRIC.178328.3.178328.3.con.0063.CDS.445.1260.fwd
	85
	100
	 ARDB
	Sulfonamide
	Sulfonamide-resistant dihydropteroate synthase, which can not be inhibited by sulfonamide. 
	YP_001969930
	Actinobacillus pleuropneumoniae serovar 7 str. AP76
	3b0f68ad-417c-4e35-be19-fd1fe673783b

	Undecaprenyl-diphosphatase (EC 3.6.1.27)
	0
	fig|178328.3.peg.3663
	100
	PATRIC.178328.3.178328.3.con.0018.CDS.92028.92849.rev
	99
	100
	 ARDB
	Bacitracin
	Undecaprenyl pyrophosphate phosphatase, which consists in the sequestration of Undecaprenyl pyrophosphate. 
	YP_002227921
	Salmonella enterica subsp. enterica serovar Gallinarum str. 287/91
	4f67fa39-b2a7-415e-9337-54d17cd526be

	Multidrug-efflux transporter, major facilitator superfamily (MFS) (TC 2.A.1)
	0
	fig|178328.3.peg.1407
	100
	PATRIC.178328.3.178328.3.con.0005.CDS.20706.21920.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3001329
	
	CP001138.1.gene2020.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	e9ed2c51-a62b-47ef-a20b-9e6446651fb5

	Dihydrofolate reductase (EC 1.5.1.3)
	0
	fig|178328.3.peg.4362
	100
	PATRIC.178328.3.178328.3.con.0026.CDS.3007.3480.rev
	100
	100
	 ARDB
	Trimethoprim
	Group A drug-insensitive dihydrofolate reductase, which can not be inhibited by trimethoprim.
	ABG26445
	Salmonella enterica subsp. enterica
	5a396c39-6318-430e-9c35-766e2296c6d6

	Beta-lactamase (EC 3.5.2.6)
	0
	fig|178328.3.peg.4533
	100
	PATRIC.178328.3.178328.3.con.0028.CDS.53299.54444.rev
	100
	100
	 ARDB
	Cephalosporin
Cephamycin
Cefoxitin
Ceftriaxone
Carbapenem
Ceftazidime
	Class C beta-lactamase. This enzyme breaks the beta-lactam antibiotic ring open and deactivates the molecule's antibacterial properites. 
	CAA07695
	Escherichia coli
	60fed7ce-3474-4ee5-a25f-021916f35139

	Beta-lactamase (EC 3.5.2.6)
	0
	fig|178328.3.peg.5253
	100
	PATRIC.178328.3.178328.3.con.0056.CDS.189.1049.fwd
	100
	100
	 ARDB
	E_cephalosporin
N_cephalosporin
Monobactam
Penicillin
	Class A beta-lactamase. This enzyme breaks the beta-lactam antibiotic ring open and deactivates the molecule's antibacterial properites. 
	ABX46813
	Salmonella enterica subsp. enterica serovar Livingstone
	62153626-86bd-4f22-9c93-8167112b60f0

	Dihydropteroate synthase type-2 (EC 2.5.1.15) @ Sulfonamide resistance protein
	0
	fig|178328.3.peg.5211
	100
	PATRIC.178328.3.178328.3.con.0051.CDS.633.1472.fwd
	100
	100
	 ARDB
	Sulfonamide
	Sulfonamide-resistant dihydropteroate synthase, which cannot be inhibited by sulfonamide. 
	NP_511228
	IncN plasmid R46
	760023c7-69db-407d-aa93-de98895dd3ad

	Acriflavine resistance protein A (AcrA)
	0
	fig|178328.3.peg.248
	100
	PATRIC.178328.3.178328.3.con.0001.CDS.252663.253856.fwd
	100
	100
	 ARDB
	Aminoglycoside
Glycylcycline
Beta_lactam
Macrolide
Acriflavin
	Resistance-nodulation-cell division transporter system. Multidrug resistance efflux pump.
	NP_455073
	Salmonella enterica subsp. enterica serovar Typhi str. CT18
	7aa86fea-4966-44ce-b9a4-a17b280d49ab

	Aminoglycoside 3'-phosphotransferase (EC 2.7.1.95) @ Streptomycin 3'-kinase StrA (EC 2.7.1.87)
	0
	fig|178328.3.peg.5291
	100
	PATRIC.178328.3.178328.3.con.0063.CDS.1321.2124.fwd
	100
	100
	 ARDB
	Streptomycin
	Aminoglycoside O-phosphotransferase, which modifies aminoglycosides by phosphorylation.
	AAS21310
	Pseudomonas syringae pv. syringae
	8415cd88-8ac1-4ad6-b5bd-e4be6318779a

	MFS superfamily export protein YceL
	0
	fig|178328.3.peg.1420
	100
	PATRIC.178328.3.178328.3.con.0005.CDS.30520.31728.rev
	100
	100
	 ARDB
	Deoxycholate
Fosfomycin
	Major facilitator superfamily transporter. Multidrug resistance efflux pump.
	ZP_03077561
	Salmonella enterica subsp. enterica serovar Kentucky str. CVM29188
	841d94d2-e05c-47c7-b773-2f37dcefdda9

	Multidrug resistance protein D
	0
	fig|178328.3.peg.1125
	100
	PATRIC.178328.3.178328.3.con.0004.CDS.12233.13417.rev
	100
	100
	 ARDB
	
	Multidrug resistance efflux pump.
	YP_002148734
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	8a7649e6-1875-4f0f-b818-64426ee2854c

	MFS superfamily export protein YceL
	0
	fig|178328.3.peg.1420
	100
	PATRIC.178328.3.178328.3.con.0005.CDS.30520.31728.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3001216
	
	CP001138.1.gene2007.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	acb56b3f-faf6-4e1e-87c9-b01df9133183

	Sensor histidine kinase PhoQ (EC 2.7.13.3)
	0
	fig|178328.3.peg.1486
	99
	PATRIC.178328.3.178328.3.con.0005.CDS.96684.98147.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000835
	
	CP001138.1.gene1940.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	62cb86f1-e62d-4fd7-a7e1-4c3b40a59c6f

	Macrolide export ATP-binding/permease protein MacB (EC 3.6.3.-)
	0
	fig|178328.3.peg.3945
	100
	PATRIC.178328.3.178328.3.con.0021.CDS.84824.86770.fwd
	100
	100
	 ARDB
	Macrolide
	Resistance-nodulation-cell division transporter system. Multidrug resistance efflux pump. Macrolide-specific efflux system. 
	ZP_02831928
	Salmonella enterica subsp. enterica serovar Weltevreden str. HI_N05-537
	96737705-5d53-45b0-987f-521323c17881

	Transcriptional regulatory protein PhoP
	0
	fig|178328.3.peg.1487
	100
	PATRIC.178328.3.178328.3.con.0005.CDS.98147.98821.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000834
	
	CP001138.1.gene1939.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	2eac6443-5b81-4e6d-8b95-edac0eba15c3

	Streptomycin 3''-O-adenylyltransferase (EC 2.7.7.47) @ Spectinomycin 9-O-adenylyltransferase
	0
	fig|178328.3.peg.1525
	99
	PATRIC.178328.3.178328.3.con.0005.CDS.126633.127502.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000232
	
	NC_003198.gene.p01
	Salmonella enterica subsp. enterica serovar Typhi str. CT18
	03840b83-9d10-4a00-ad3a-1333c80f6cb2

	Aminoglycoside efflux pump AcrD
	0
	fig|178328.3.peg.2197
	99
	PATRIC.178328.3.178328.3.con.0008.CDS.41650.44763.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000491
	
	CP001138.1.gene2601.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	0beef167-4cc4-4489-8dab-38d87292aa2a

	Response regulator BaeR
	0
	fig|178328.3.peg.2358
	100
	PATRIC.178328.3.178328.3.con.0009.CDS.9989.10711.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000828
	
	CP001138.1.gene2239.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	ed4d8d54-f0b4-40f6-8a8f-8362bb80a508

	Sensory histidine kinase BaeS
	0
	fig|178328.3.peg.2359
	99
	PATRIC.178328.3.178328.3.con.0009.CDS.10708.12111.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000829
	
	CP001138.1.gene2238.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	5f393d4f-d773-4eef-a33f-607ad99b57a0

	Multidrug transporter MdtD
	0
	fig|178328.3.peg.2360
	85
	PATRIC.178328.3.178328.3.con.0009.CDS.12111.13523.rev
	99
	99
	 CARD
	ARO:1000001
ARO:3000795
	
	NC_002695.1.916587.p01
	Escherichia coli O157:H7 str. Sakai
	8d78133b-d96c-4eef-91d2-14fad6d5f4fd

	Bicyclomycin resistance protein
	0
	fig|178328.3.peg.3341
	100
	PATRIC.178328.3.178328.3.con.0016.CDS.10033.11223.fwd
	100
	100
	 ARDB
	
	
	ZP_02699951
	Salmonella enterica subsp. enterica serovar Newport str. SL317
	befb9fbf-7e7f-4e58-8ad1-479fec385268

	Multidrug transporter MdtC
	0
	fig|178328.3.peg.2361
	99
	PATRIC.178328.3.178328.3.con.0009.CDS.13520.16600.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000794
	
	CP001138.1.gene2236.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	5cba14fd-6858-4c26-b38f-56c420045b34

	Bicyclomycin resistance protein
	0
	fig|178328.3.peg.5264
	100
	PATRIC.178328.3.178328.3.con.0058.CDS.442.1656.rev
	100
	100
	 ARDB
	Chloramphenicol
	Major facilitator superfamily transporter, chloramphenicol efflux pump.  
	YP_002879466
	Vibrio cholerae MJ-1236
	c1597230-a2d0-4a9e-82af-c9a1c1da88f3

	Multidrug transporter MdtB
	0
	fig|178328.3.peg.2362
	99
	PATRIC.178328.3.178328.3.con.0009.CDS.16601.19723.rev
	100
	100
	 CARD
	ARO:3000793
ARO:1000001
	
	CP001138.1.gene2235.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	16c808f9-ff4a-42bf-9458-0473bc167ee8

	Multidrug transporter MdtA
	0
	fig|178328.3.peg.2363
	98
	PATRIC.178328.3.178328.3.con.0009.CDS.19723.20964.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000792
	
	CP001138.1.gene2234.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	8642f3de-271c-4a8d-9ada-1b40911b2093

	Transcriptional regulator of acrAB operon, AcrR
	0
	fig|178328.3.peg.247
	87
	PATRIC.178328.3.178328.3.con.0001.CDS.251868.252521.rev
	99
	98
	 CARD
	ARO:1000001
ARO:3000702
	
	CP000034.1.gene455.p01
	Shigella dysenteriae Sd197
	76b7fb03-f932-43e3-86da-e7e68c3d1854

	Acriflavine resistance protein A (AcrA)
	0
	fig|178328.3.peg.248
	91
	PATRIC.178328.3.178328.3.con.0001.CDS.252663.253856.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000207
	
	NC_002695.1.914620.p01
	Escherichia coli O157:H7 str. Sakai
	71a9730f-6499-4321-bc54-56aef2883451

	Acriflavine resistance protein B (AcrB)
	0
	fig|178328.3.peg.249
	93
	PATRIC.178328.3.178328.3.con.0001.CDS.253879.257028.fwd
	100
	100
	 CARD
	ARO:3000216
ARO:1000001
	
	CP000034.1.gene457.p01
	Shigella dysenteriae Sd197
	6bac9a63-421d-484b-bde9-fe39638601a6

	DNA gyrase subunit A (EC 5.99.1.3)
	0.0
	fig|178328.3.peg.2647
	99
	PATRIC.178328.3.178328.3.con.0010.CDS.139968.142604.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000618
	
	CP001138.1.gene2385.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	ad1f17c7-5073-472d-8c5c-780b1a1ca784

	Multidrug and toxin extrusion (MATE) family efflux pump YdhE/NorM
	0
	fig|178328.3.peg.2990
	100
	PATRIC.178328.3.178328.3.con.0013.CDS.17941.19314.rev
	100
	100
	 ARDB
	Enoxacin
Norfloxacin
	Major facilitator superfamily transporter. Multidrug resistance efflux pump.
	ZP_02834293
	Salmonella enterica subsp. enterica serovar Weltevreden str. HI_N05-537
	ebaa803b-bb6c-41ec-ae1b-bd3763d7f795

	Dihydropteroate synthase (EC 2.5.1.15)
	0
	fig|178328.3.peg.2765
	100
	PATRIC.178328.3.178328.3.con.0011.CDS.93261.94109.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000226
	
	CP001138.1.gene3456.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	d56521a5-4379-45bd-9675-6e003eff356a

	Multidrug translocase MdfA
	0
	fig|178328.3.peg.3904
	100
	PATRIC.178328.3.178328.3.con.0021.CDS.46317.47549.fwd
	100
	100
	 ARDB
	
	
	ZP_02665677
	Salmonella enterica subsp. enterica serovar Heidelberg str. SL486
	eee0025d-13f8-4ca2-93b6-a65020b374be

	Aminoglycoside 3'-phosphotransferase 2 (EC 2.7.1.95) @ Streptomycin 3'-kinase StrB (EC 2.7.1.87)
	0
	fig|178328.3.peg.5292
	100
	PATRIC.178328.3.178328.3.con.0063.CDS.2124.2960.fwd
	100
	100
	 ARDB
	Streptomycin
	Aminoglycoside O-phosphotransferase, which modifies aminoglycosides by phosphorylation.
	AAQ96760
	Escherichia coli
	fb674653-9bb8-4d32-a2e4-bfe0e28c0606

	Multidrug-efflux transporter, major facilitator superfamily (MFS) (TC 2.A.1)
	0
	fig|178328.3.peg.1407
	100
	PATRIC.178328.3.178328.3.con.0005.CDS.20706.21920.rev
	100
	100
	 ARDB
	Deoxycholate
Fosfomycin
	Major facilitator superfamily transporter. Multidrug resistance efflux pump.
	ZP_02834592
	Salmonella enterica subsp. enterica serovar Weltevreden str. HI_N05-537
	fcde9f87-21a5-413f-8d28-40a52759ee72

	Acriflavine resistance protein B (AcrB)
	0
	fig|178328.3.peg.249
	100
	PATRIC.178328.3.178328.3.con.0001.CDS.253879.257028.fwd
	100
	100
	 ARDB
	Aminoglycoside
Glycylcycline
Beta_lactam
Macrolide
Acriflavin
	Resistance-nodulation-cell division transporter system. Multidrug resistance efflux pump.
	ZP_02665237
	Salmonella enterica subsp. enterica serovar Heidelberg str. SL486
	ff3f90f7-b771-4ed5-8cf7-f2fded87dba5

	Beta-lactamase (EC 3.5.2.6)
	1e-109
	fig|178328.3.peg.5298
	100
	PATRIC.178328.3.178328.3.con.0065.CDS.1.465.fwd
	53
	100
	 ARDB
	Cephalosporin
Penicillin
	Class A beta-lactamase. This enzyme breaks the beta-lactam antibiotic ring open and deactivates the molecule's antibacterial properites. 
	CAA74912
	Capnocytophaga ochracea
	cc7b2961-9513-47b9-bafb-bf9d3a8a39c8

	Ethidium bromide-methyl viologen resistance protein EmrE
	0
	fig|178328.3.peg.2826
	99
	PATRIC.178328.3.178328.3.con.0012.CDS.3855.4193.fwd
	100
	100
	 CARD
	ARO:3000264
ARO:1000001
	
	CP001138.1.gene1489.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	374d55bc-4bef-43fd-b88d-f5aacb870f25

	Aminoglycoside N(6')-acetyltransferase (EC 2.3.1.82)
	0
	fig|178328.3.peg.2861
	98
	PATRIC.178328.3.178328.3.con.0012.CDS.43039.43476.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000345
	
	CP001138.1.gene1529.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	c64101a6-d235-47ad-a9b3-a42f755fcf5b

	Multidrug and toxin extrusion (MATE) family efflux pump YdhE/NorM
	0
	fig|178328.3.peg.2990
	92
	PATRIC.178328.3.178328.3.con.0013.CDS.17941.19314.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3001327
	
	NC_002695.1.912329.p01
	Escherichia coli O157:H7 str. Sakai
	642daf54-59d7-4569-9119-7cef5b47626d

	Beta-lactamase class D
	2e-97
	fig|178328.3.peg.5332
	100
	PATRIC.178328.3.178328.3.con.0084.CDS.447.857.rev
	48
	100
	 ARDB
	Cloxacillin
Penicillin
	Class D beta-lactamase. This enzyme breaks the beta-lactam antibiotic ring open and deactivates the molecule's antibacterial properites. 
	ABA54978
	Pseudomonas putida
	e16c59e3-e92f-44a3-806e-61578f9395cd

	Multiple antibiotic resistance protein MarA
	0
	fig|178328.3.peg.3092
	100
	PATRIC.178328.3.178328.3.con.0013.CDS.113497.113880.rev
	100
	100
	 CARD
	ARO:3000263
ARO:1000001
	
	CP001138.1.gene1637.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	2092ce9d-41e7-4e6a-8235-9bb752db89b5

	Multiple antibiotic resistance protein MarR
	0
	fig|178328.3.peg.3093
	86
	PATRIC.178328.3.178328.3.con.0013.CDS.113900.114334.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000718
	
	CP001918.1.gene2032.p01
	Enterobacter cloacae subsp. cloacae ATCC 13047
	0aa8d1a3-dec3-4852-ae82-a22e67882985

	Osmolarity sensory histidine kinase EnvZ
	0
	fig|178328.3.peg.3251
	95
	PATRIC.178328.3.178328.3.con.0015.CDS.27911.29263.rev
	100
	100
	 CARD
	ARO:3000493
ARO:1000001
	
	CP000034.1.gene3672.p01
	Shigella dysenteriae Sd197
	9ef42b3c-3064-4e93-abb2-11f3208ae538

	Acriflavine resistance protein F (AcrF)
	0
	fig|178328.3.peg.4577
	99
	PATRIC.178328.3.178328.3.con.0030.CDS.1883.4996.rev
	100
	100
	 ARDB
	Aminoglycoside
Glycylcycline
Beta_lactam
Macrolide
Acriflavin
	Resistance-nodulation-cell division transporter system. Multidrug resistance efflux pump.
	ZP_03222019
	Salmonella enterica subsp. enterica serovar Javiana str. GA_MM04042433
	0208253a-4d94-49f5-966a-1b70851dafe1

	Two-component system response regulator OmpR
	0
	fig|178328.3.peg.3252
	100
	PATRIC.178328.3.178328.3.con.0015.CDS.29260.29979.rev
	100
	100
	 CARD
	ARO:3000493
ARO:1000001
	
	CP000034.1.gene3671.p01
	Shigella dysenteriae Sd197
	8ca8cb49-fb1c-4f22-9869-0f8eb3b50bbf

	Copper sensory histidine kinase CpxA
	0
	fig|178328.3.peg.3521
	96
	PATRIC.178328.3.178328.3.con.0017.CDS.67400.68773.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000830
	
	NC_002695.1.914983.p01
	Escherichia coli O157:H7 str. Sakai
	3eceecd7-ca57-4d28-b570-1e1e7930633d

	Copper-sensing two-component system response regulator CpxR
	0
	fig|178328.3.peg.3522
	100
	PATRIC.178328.3.178328.3.con.0017.CDS.68770.69468.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000831
	
	CP001138.1.gene4273.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	d63abd82-7f73-4ac0-881d-193ea580a180

	Topoisomerase IV subunit A (EC 5.99.1.-)
	0.0
	fig|178328.3.peg.3630
	99
	PATRIC.178328.3.178328.3.con.0018.CDS.58412.60670.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000619
	
	CP001138.1.gene3329.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	8d8d6bd4-4b53-4aee-90fa-97c31aa33430

	Topoisomerase IV subunit B (EC 5.99.1.-)
	0
	fig|178328.3.peg.3638
	100
	PATRIC.178328.3.178328.3.con.0018.CDS.65427.67319.rev
	100
	100
	 CARD
	ARO:3000457
ARO:1000001
	
	CP001138.1.gene3336.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	a219eabe-52ec-4239-b373-fdad50c79373

	Type I secretion outer membrane protein, TolC precursor
	0
	fig|178328.3.peg.3643
	100
	PATRIC.178328.3.178328.3.con.0018.CDS.70038.71507.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000237
	
	CP001138.1.gene3341.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	56f4de7f-1754-49cb-b91f-ce118a96fe7b

	Penicillin-binding protein 2 (PBP-2)
	0
	fig|178328.3.peg.479
	99
	PATRIC.178328.3.178328.3.con.0002.CDS.75149.77020.rev
	100
	100
	 ARDB
	Penicillin
	The enzyme has a penicillin-insensitive transglycosylase N-terminal domain (formation of linear glycan strands) and a penicillin-sensitive transpeptidase C-terminal domain (cross-linking of the peptide subunits)
	YP_002637384
	Salmonella enterica subsp. enterica serovar Paratyphi C strain RKS4594
	3547aea4-8f69-4cfb-9c83-de515dcf15a6

	RND efflux system, outer membrane lipoprotein
	0
	fig|178328.3.peg.383
	99
	PATRIC.178328.3.178328.3.con.0001.CDS.392365.393822.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000379
	
	CP001138.1.gene376.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	a79da9f7-01bb-4543-af68-5aea1ab095c8

	Multidrug translocase MdfA
	0
	fig|178328.3.peg.3904
	100
	PATRIC.178328.3.178328.3.con.0021.CDS.46317.47549.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3001328
	
	CP001138.1.gene894.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	a4f4fdc1-bdda-4bce-aac5-53f5cc5a9a38

	Macrolide-specific efflux protein MacA
	0
	fig|178328.3.peg.3944
	99
	PATRIC.178328.3.178328.3.con.0021.CDS.83709.84827.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000533
	
	CP001138.1.gene934.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	2f2181e4-4f8c-4654-be9f-600ee4e8cd4b

	Macrolide export ATP-binding/permease protein MacB (EC 3.6.3.-)
	0
	fig|178328.3.peg.3945
	99
	PATRIC.178328.3.178328.3.con.0021.CDS.84824.86770.fwd
	100
	100
	 CARD
	ARO:3000535
ARO:1000001
	
	CP001138.1.gene935.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	a18c75d0-c832-476e-aa7b-b913523767d9

	Putative transport protein
	0
	fig|178328.3.peg.4328
	99
	PATRIC.178328.3.178328.3.con.0025.CDS.45590.46777.rev
	100
	100
	 CARD
	ARO:3001215
ARO:1000001
	
	CP001138.1.gene4042.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	2258d07f-1bab-4d84-a560-1413f7a14e78

	N-3-oxohexanoyl-L-homoserine lactone quorum-sensing transcriptional activator @ N-3-oxooctanoyl-L-homoserine lactone quorum-sensing transcriptional activator
	0
	fig|178328.3.peg.443
	99
	PATRIC.178328.3.178328.3.con.0002.CDS.41273.41995.fwd
	100
	100
	 CARD
	ARO:3000826
ARO:1000001
	
	CP001138.1.gene1162.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	649d2e56-de94-47eb-802a-7bff439f8660

	Multidrug translocase MdfA
	0
	fig|178328.3.peg.4437
	99
	PATRIC.178328.3.178328.3.con.0027.CDS.19754.20995.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3001328
	
	CP001138.1.gene4809.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	adcc89f3-2775-4800-ac81-c40bb43a7c94

	UDP-4-amino-4-deoxy-L-arabinose formyltransferase (EC 2.1.2.13) / UDP-glucuronic acid oxidase (UDP-4-keto-hexauronic acid decarboxylating) (EC 1.1.1.305)
	0
	fig|178328.3.peg.2620
	99
	PATRIC.178328.3.178328.3.con.0010.CDS.108229.110211.rev
	100
	100
	 ARDB
	Polymyxin
	Bifunctional enzyme that catalyzes the oxidative decarboxylation of UDP-glucuronic acid (UDP-GlcUA) to UDP-4-keto-arabinose (UDP-Ara4O) and the addition of a formyl group to UDP-4-amino-4-deoxy-L-arabinose (UDP-L-Ara4N) to form UDP-L-4-formamido-arabinose (UDP-L-Ara4FN). The modified arabinose is attached to lipid A and is required for resistance to polymyxin and cationic antimicrobial peptides.
	YP_002115369
	Salmonella enterica subsp. enterica serovar Schwarzengrund str. CVM19633
	6a33914d-350a-45d7-8716-1c0c0739b684

	6'-N-acetyltransferase
	7e-107
	fig|178328.3.peg.4477
	99
	PATRIC.178328.3.178328.3.con.0028.CDS.1.489.rev
	77
	90
	 CARD
	ARO:1000001
ARO:3000345
	
	AY103455.gene.p01
	Vibrio cholerae
	1758222f-520b-4ea9-88db-5931ffbb29b6

	Beta-lactamase (EC 3.5.2.6)
	0
	fig|178328.3.peg.4533
	99
	PATRIC.178328.3.178328.3.con.0028.CDS.53299.54444.rev
	100
	100
	 CARD
	ARO:3000019
ARO:1000001
ARO:3000069
	
	AJ555825.2.gene1.p01
	Proteus mirabilis
	383950a6-d6cc-4988-84fa-9e656c9b7493

	Acriflavine resistance protein F (AcrF)
	0
	fig|178328.3.peg.4577
	91
	PATRIC.178328.3.178328.3.con.0030.CDS.1883.4996.rev
	100
	100
	 CARD
	ARO:3000502
ARO:1000001
	
	CP000647.1.gene3710.p01
	Klebsiella pneumoniae subsp. pneumoniae MGH 78578
	a0768663-7d93-46f3-8f73-ecb085a9c783

	Acriflavine resistance protein E (AcrE)
	0
	fig|178328.3.peg.4578
	88
	PATRIC.178328.3.178328.3.con.0030.CDS.5008.6165.rev
	98
	98
	 CARD
	ARO:1000001
ARO:3000499
	
	NC_002695.1.916015.p01
	Escherichia coli O157:H7 str. Sakai
	6bb5f3ec-1a39-4bb8-a4b9-9b6ed319c31e

	DNA-directed RNA polymerase beta subunit (EC 2.7.7.6)
	0.0
	fig|178328.3.peg.4889
	99
	PATRIC.178328.3.178328.3.con.0037.CDS.24266.28294.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000210
	
	CP001138.1.gene4362.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	afc006af-f44e-4161-9e41-3008b32d4069

	Chromosome (plasmid) partitioning protein ParA
	0
	fig|178328.3.peg.5106
	99
	PATRIC.178328.3.178328.3.con.0044.CDS.10444.11610.rev
	47
	95
	 ARDB
	Tetracycline
	Major facilitator superfamily transporter, tetracycline efflux pump.
	XP_002333050
	Populus trichocarpa
	f1cbaadd-af51-4c53-b6d4-b12b634dc12a

	Translation elongation factor Tu
	2e-38
	fig|178328.3.peg.4896
	100
	PATRIC.178328.3.178328.3.con.0037.CDS.32415.32609.rev
	16
	100
	 CARD
	ARO:1000001
ARO:3001312
	
	CP001918.1.gene242.p01
	Enterobacter cloacae subsp. cloacae ATCC 13047
	eb67a775-c819-43a4-a974-61a1df8d1925

	Translation elongation factor Tu
	8e-56
	fig|178328.3.peg.4897
	98
	PATRIC.178328.3.178328.3.con.0038.CDS.2.250.rev
	27
	100
	 CARD
	ARO:1000001
ARO:3001312
	
	CP001918.1.gene4764.p01
	Enterobacter cloacae subsp. cloacae ATCC 13047
	47b60de2-2ed2-43e0-907a-4b98be4db3de

	Cyclic AMP receptor protein
	0
	fig|178328.3.peg.4918
	100
	PATRIC.178328.3.178328.3.con.0038.CDS.16264.16896.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000518
	
	CP000647.1.gene3780.p01
	Klebsiella pneumoniae subsp. pneumoniae MGH 78578
	c4cdb8a1-a057-4049-a180-89e8a445719d

	Translation elongation factor Tu
	2e-38
	fig|178328.3.peg.5014
	100
	PATRIC.178328.3.178328.3.con.0042.CDS.3.197.fwd
	16
	100
	 CARD
	ARO:1000001
ARO:3001312
	
	CP001918.1.gene242.p01
	Enterobacter cloacae subsp. cloacae ATCC 13047
	6cdd1007-763e-4902-a14e-b68e22640443

	Multidrug resistance protein ErmB
	0
	fig|178328.3.peg.5067
	99
	PATRIC.178328.3.178328.3.con.0043.CDS.5692.7230.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000074
	
	CP001138.1.gene2906.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	21d45cb7-38ab-4dfe-8cfd-9763dd394137

	Multidrug resistance protein ErmA
	0
	fig|178328.3.peg.5068
	99
	PATRIC.178328.3.178328.3.con.0043.CDS.7247.8419.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000027
	
	CP001138.1.gene2905.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	6d6f3703-1ce5-4bc2-918a-9dec0f40d3cf

	Transcriptional repressor MprA
	0
	fig|178328.3.peg.5069
	93
	PATRIC.178328.3.178328.3.con.0043.CDS.8546.9076.rev
	99
	99
	 CARD
	ARO:1000001
ARO:3000516
	
	CP000034.1.gene2879.p01
	Shigella dysenteriae Sd197
	e16c5694-58bb-4eff-adc1-67fe910acbfc

	Dihydropteroate synthase type-2 (EC 2.5.1.15) @ Sulfonamide resistance protein
	0
	fig|178328.3.peg.5211
	100
	PATRIC.178328.3.178328.3.con.0051.CDS.633.1472.fwd
	96
	100
	 CARD
	ARO:1000001
ARO:3000410
	
	AF191564.1.gene5.p01
	Pseudomonas aeruginosa
	9ce6d48f-6b6b-4382-b73e-c5187f84dfcf

	beta-lactamase
	0
	fig|178328.3.peg.5216
	100
	PATRIC.178328.3.178328.3.con.0051.CDS.5785.6597.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000589
	
	HQ451074.1.gene14.p01
	Escherichia coli
	2286cf1a-7572-4431-8bdc-515c73eb6ddf

	Beta-lactamase (EC 3.5.2.6)
	0
	fig|178328.3.peg.5253
	99
	PATRIC.178328.3.178328.3.con.0056.CDS.189.1049.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3001121
	
	DQ174306.1.gene1.p01
	Klebsiella pneumoniae
	689f199b-d0c6-487a-b14a-46bd194fb001

	Translation elongation factor Tu
	8e-56
	fig|178328.3.peg.5262
	98
	PATRIC.178328.3.178328.3.con.0057.CDS.4196.4444.fwd
	27
	100
	 CARD
	ARO:1000001
ARO:3001312
	
	CP001918.1.gene4764.p01
	Enterobacter cloacae subsp. cloacae ATCC 13047
	33272616-6465-4993-bb07-7492733dc26f

	Mobile element protein
	3e-112
	fig|178328.3.peg.5269
	100
	PATRIC.178328.3.178328.3.con.0059.CDS.3318.3803.fwd
	73
	100
	 CARD
	ARO:3000903
ARO:1000001
	
	GU371926.1.gene95.p01
	Escherichia coli
	19ff9c89-0290-4ed8-8d8c-58eb1da3bc02

	Streptomycin 3''-O-adenylyltransferase (EC 2.7.7.47) @ Spectinomycin 9-O-adenylyltransferase
	0.0
	fig|178328.3.peg.5322
	96
	PATRIC.178328.3.178328.3.con.0077.CDS.67.858.rev
	82
	100
	 ARDB
	Spectinomycin
Streptomycin
	Aminoglycoside O-nucleotidylyltransferase, which modifies aminoglycosides by adenylylation. 
	ZP_03063004
	Escherichia coli B171
	e2c08312-e7c4-4855-9ffd-9ff6d07f0451

	Dihydropteroate synthase type-2 (EC 2.5.1.15) @ Sulfonamide resistance protein
	0
	fig|178328.3.peg.5290
	98
	PATRIC.178328.3.178328.3.con.0063.CDS.445.1260.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000412
	
	DQ464881.1.gene2.p01
	Escherichia coli
	748393b8-5c0a-4757-9634-b19bc1a22459

	Chromosome (plasmid) partitioning protein ParB
	0
	fig|178328.3.peg.5105
	95
	PATRIC.178328.3.178328.3.con.0044.CDS.9473.10444.rev
	40
	97
	 ARDB
	Tetracycline
	Major facilitator superfamily transporter, tetracycline efflux pump.
	XP_002333050
	Populus trichocarpa
	c5bbadd5-0b5a-4f0f-9c02-7292f5360e17

	Aminoglycoside 3'-phosphotransferase (EC 2.7.1.95) @ Streptomycin 3'-kinase StrA (EC 2.7.1.87)
	0
	fig|178328.3.peg.5291
	100
	PATRIC.178328.3.178328.3.con.0063.CDS.1321.2124.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3001211
	
	AF024602.1.gene5.p01
	Pseudomonas aeruginosa
	20905904-6492-45bc-82f1-4b866e9f4a8f

	Aminoglycoside 3'-phosphotransferase 2 (EC 2.7.1.95) @ Streptomycin 3'-kinase StrB (EC 2.7.1.87)
	0
	fig|178328.3.peg.5292
	100
	PATRIC.178328.3.178328.3.con.0063.CDS.2124.2960.fwd
	100
	100
	 CARD
	ARO:3001212
ARO:1000001
	
	DQ464881.1.gene5.p01
	Escherichia coli
	c0ed8f8d-1ab7-47ae-b1a6-526957935657

	Beta-lactamase (EC 3.5.2.6)
	3e-110
	fig|178328.3.peg.5298
	100
	PATRIC.178328.3.178328.3.con.0065.CDS.1.465.fwd
	53
	100
	 CARD
	ARO:1000001
ARO:3000926
	
	FJ405211.1.gene1.p01
	Escherichia coli
	8aeacb50-5a0d-4434-ba62-b20e4529d528

	hypothetical protein
	0
	fig|178328.3.peg.5299
	100
	PATRIC.178328.3.178328.3.con.0065.CDS.635.1390.fwd
	100
	100
	 CARD
	ARO:1000001
ARO:3000860
	
	DQ345788.gene.p01
	Escherichia coli
	9ed3dfb3-09a3-45f2-b32f-995670899a18

	Streptomycin 3''-O-adenylyltransferase (EC 2.7.7.47) @ Spectinomycin 9-O-adenylyltransferase
	0.0
	fig|178328.3.peg.5322
	97
	PATRIC.178328.3.178328.3.con.0077.CDS.67.858.rev
	98
	100
	 CARD
	ARO:1000001
ARO:3000232
	
	AJ584652.2.gene7.p01
	Pseudomonas aeruginosa
	a06160b8-c759-4835-b041-0031ebe9f6be

	6'-N-acetyltransferase
	2e-103
	fig|178328.3.peg.4477
	91
	PATRIC.178328.3.178328.3.con.0028.CDS.1.489.rev
	77
	96
	 ARDB
	Tobramycin
Netilmicin
Isepamicin
Amikacin
Dibekacin
Sisomicin
	Aminoglycoside N-acetyltransferase, which modifies aminoglycosides by acetylation. 
	AAC46343
	Pseudomonas aeruginosa
	033e1387-37f5-4ddc-8da2-2eb3b7579f24

	Mobile element protein
	2e-36
	fig|178328.3.peg.5331
	100
	PATRIC.178328.3.178328.3.con.0084.CDS.2.181.rev
	27
	100
	 CARD
	ARO:3000903
ARO:1000001
	
	GU371926.1.gene95.p01
	Escherichia coli
	985a96dc-f2e5-4aa1-83fe-f9bc3c3556a8

	Beta-lactamase class D
	5e-98
	fig|178328.3.peg.5332
	100
	PATRIC.178328.3.178328.3.con.0084.CDS.447.857.rev
	49
	100
	 CARD
	ARO:1000001
ARO:3000017
	
	M55547.gene.p01
	Klebsiella pneumoniae
	fec85200-1adf-4fa6-84c1-a8ddf6cd96c4

	Translation elongation factor Tu
	2e-163
	fig|178328.3.peg.5344
	98
	PATRIC.178328.3.178328.3.con.0094.CDS.3.677.rev
	73
	100
	 CARD
	ARO:1000001
ARO:3001312
	
	CP001918.1.gene4764.p01
	Enterobacter cloacae subsp. cloacae ATCC 13047
	13b7b8af-8d0d-4925-a328-13adec67cde0

	DNA-binding protein H-NS
	0
	fig|178328.3.peg.649
	100
	PATRIC.178328.3.178328.3.con.0002.CDS.231468.231881.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000676
	
	CP001138.1.gene1383.p01
	Salmonella enterica subsp. enterica serovar Agona str. SL483
	d06c0c42-046b-438a-bc02-fe21aae5bcb3

	Cob(I)alamin adenosyltransferase (EC 2.5.1.17)
	0
	fig|178328.3.peg.683
	88
	PATRIC.178328.3.178328.3.con.0002.CDS.263356.263946.rev
	100
	100
	 CARD
	ARO:1000001
ARO:3000559
	
	CP000034.1.gene1340.p01
	Shigella dysenteriae Sd197
	6db0b6c2-31a1-477e-94fd-f64c663aebdd

	Putative transport protein
	0
	fig|178328.3.peg.231
	81
	PATRIC.178328.3.178328.3.con.0001.CDS.234086.235762.fwd
	97
	98
	 ARDB
	Fosmidomycin
	Efflux pump/potassium antiporter system. RosA: Major facilitator superfamily transporter. RosB: Potassium antiporter. 
	YP_001477377
	Serratia proteamaculans 568
	af234136-927d-451c-8c0e-125a96c695a4

	Putative transport protein
	0
	fig|178328.3.peg.4328
	80
	PATRIC.178328.3.178328.3.con.0025.CDS.45590.46777.rev
	100
	100
	 ARDB
	Chloramphenicol
	Major facilitator superfamily transporter. Multidrug resistance efflux pump.
	YP_001451669
	Citrobacter koseri ATCC BAA-895
	dcbe6eea-4380-4b7d-887d-ae2aa40bd4a7


