	gene id
	gene name
	description
	locus
	log2FC
	Pvalue
	Qvalue
	updown

	APECO1_1217
	ybjX
	conserved hypothetical protein
	CP000468.1:880514-881506
	-7.43675
	6.74E-105
	2.68E-101
	DOWN

	APECO1_3041
	glpD
	aerobic glycerol-3-phosphate dehydrogenase
	CP000468.1:3847604-3849109
	-2.35992
	1.34E-20
	2.68E-17
	DOWN

	APECO1_2612
	fadA
	acetyl-CoA acetyltransferase
	CP000468.1:4345953-4347116
	1.658662
	2.64E-17
	3.51E-14
	UP

	APECO1_2144
	argF
	ornithine carbamoyltransferase chain I
	CP000468.1:4889480-4890484
	-2.25882
	1.65E-15
	1.64E-12
	DOWN

	APECO1_4287
	nuoL
	NADH dehydrogenase I chain L
	CP000468.1:2498037-2499878
	-1.81071
	6.39E-15
	5.09E-12
	DOWN

	APECO1_4288
	nuoM
	NADH dehydrogenase I chain M
	CP000468.1:2496344-2497873
	-1.84738
	1.10E-14
	7.33E-12
	DOWN

	APECO1_3843
	proW
	glycine betaine/L-proline transport system permease protein P
	CP000468.1:2977767-2978831
	-2.06922
	1.54E-14
	8.73E-12
	DOWN

	APECO1_446
	yciW
	conserved hypothetical protein
	CP000468.1:1407824-1408951
	-1.9928
	3.85E-14
	1.92E-11
	DOWN

	APECO1_1746
	fadE
	acyl-CoA dehydrogenase
	CP000468.1:273336-275816
	1.413928
	1.08E-13
	4.80E-11
	UP

	APECO1_3844
	proV
	ATP-binding component of transport system for glycine%2C betaine and proline
	CP000468.1:2976572-2977774
	-2.03921
	1.21E-13
	4.83E-11
	DOWN

	APECO1_2410
	-
	2-oxoglutarate dehydrogenase E1 component
	CP000468.1:4596819-4599563
	-2.22056
	3.09E-13
	9.46E-11
	DOWN

	APECO1_2752
	tnaA
	tryptophanase
	CP000468.1:4183079-4184509
	-1.76353
	2.62E-13
	9.46E-11
	DOWN

	APECO1_3768
	-
	sulfite reductase [NADPH] flavoprotein alpha-component
	CP000468.1:3057441-3059240
	-1.79242
	3.08E-13
	9.46E-11
	DOWN

	APECO1_1645
	adhC
	alcohol dehydrogenase class III%3B formaldehyde dehydrogenase%2C glutathione-dependent
	CP000468.1:396882-397991
	-1.70326
	5.32E-13
	1.51E-10
	DOWN

	APECO1_2552
	sbp
	periplasmic sulfate-binding protein
	CP000468.1:4417810-4418799
	-1.9723
	5.35E-12
	1.42E-09
	DOWN

	APECO1_2930
	yhjA
	putative cytochrome C peroxidase
	CP000468.1:3967363-3968760
	2.016533
	9.77E-12
	2.43E-09
	UP

	APECO1_1950
	carA
	carbamoyl-phosphate synthase small chain
	CP000468.1:31497-32672
	-1.9247
	4.69E-11
	1.10E-08
	DOWN

	APECO1_3773
	cysN
	sulfate adenylyltransferase subunit 1
	CP000468.1:3050753-3052180
	-1.54777
	8.39E-11
	1.85E-08
	DOWN

	APECO1_4225
	-
	putative 3-hydroxyacyl-CoA dehydrogenase
	CP000468.1:2562241-2564385
	1.197504
	1.87E-10
	3.92E-08
	UP

	APECO1_3772
	cysD
	sulfate adenylyltransferase subunit 2
	CP000468.1:3052182-3053090
	-1.50893
	2.62E-10
	5.21E-08
	DOWN

	APECO1_1676
	betT
	high-affinity choline transport protein
	CP000468.1:357021-359054
	-1.51578
	3.72E-10
	7.05E-08
	DOWN

	APECO1_1949
	carB
	carbamoyl-phosphate synthase large subunit
	CP000468.1:32690-35911
	1.285848
	4.95E-10
	8.95E-08
	UP

	APECO1_4124
	cysA
	sulfate transport ATP-binding protein CysA
	CP000468.1:2671075-2672172
	-1.46577
	7.63E-10
	1.32E-07
	DOWN

	APECO1_2611
	fadB
	multifunctional protein%3B 3-hydroxyacyl-CoA dehydrogenase
	CP000468.1:4347126-4349441
	1.117456
	1.45E-09
	2.41E-07
	UP

	APECO1_241
	nmpC
	outer membrane porin protein NmpC precursor
	CP000468.1:1193929-1195071
	1.099859
	3.56E-09
	5.66E-07
	UP

	APECO1_4284
	nuoI
	NADH dehydrogenase I chain I
	CP000468.1:2500740-2501282
	-1.46836
	5.12E-09
	7.84E-07
	DOWN

	APECO1_4285
	nuoJ
	NADH dehydrogenase I chain J
	CP000468.1:2500174-2500728
	-1.45773
	5.84E-09
	8.61E-07
	DOWN

	APECO1_4122
	cysT
	sulfate/thiosulfate transporter subunit CysT
	CP000468.1:2673037-2673870
	-1.41201
	8.30E-09
	1.18E-06
	DOWN

	APECO1_372
	ompW
	outer membrane protein W precursor
	CP000468.1:1326217-1326933
	1.125103
	1.00E-08
	1.37E-06
	UP

	APECO1_4289
	nuoN
	NADH dehydrogenase I chain N
	CP000468.1:2494880-2496337
	-1.37002
	2.18E-08
	2.89E-06
	DOWN

	APECO1_3769
	cysI
	sulfite reductase [NADPH] hemoprotein beta-component CysI
	CP000468.1:3055729-3057441
	-1.3591
	2.27E-08
	2.91E-06
	DOWN

	APECO1_3770
	cysH
	phosphoadenosine phosphosulfate reductase
	CP000468.1:3054921-3055655
	-1.37451
	2.91E-08
	3.62E-06
	DOWN

	APECO1_1897
	ftsW
	cell division%3B membrane protein involved in shape determination
	CP000468.1:100826-102070
	-1.37611
	3.21E-08
	3.87E-06
	DOWN

	APECO1_3625
	gcvP
	glycine dehydrogenase
	CP000468.1:3240909-3243782
	-1.34594
	4.79E-08
	5.61E-06
	DOWN

	APECO1_3842
	proX
	glycine betaine transporter subunit
	CP000468.1:2978889-2979881
	-1.33093
	4.96E-08
	5.64E-06
	DOWN

	APECO1_864
	yeaY
	conserved predicted lipoprotein
	CP000468.1:1897865-1898446
	-1.2962
	5.26E-08
	5.81E-06
	DOWN

	APECO1_213
	purB
	adenylosuccinate lyase
	CP000468.1:1172984-1174354
	-1.52463
	6.73E-08
	7.23E-06
	DOWN

	APECO1_37732
	cysC
	sulfate adenylyltransferase subunit 1
	CP000468.1:3050148-3050753
	-1.55909
	8.17E-08
	8.33E-06
	DOWN

	APECO1_4070
	purM
	phosphoribosylaminoimidazole synthetase
	CP000468.1:2729542-2730594
	-1.94214
	1.01E-07
	1.00E-05
	DOWN

	APECO1_4121
	cysP
	thiosulfate binding protein
	CP000468.1:2673870-2674886
	-1.24255
	1.90E-07
	1.80E-05
	DOWN

	APECO1_2751
	tnaB
	low affinity tryptophan permease
	CP000468.1:4184601-4185848
	-1.58075
	2.75E-07
	2.55E-05
	DOWN

	APECO1_1493
	purK
	phosphoribosylaminoimidazole carboxylase ATPase subunit
	CP000468.1:563725-564792
	-1.95792
	5.12E-07
	4.63E-05
	DOWN

	APECO1_1895
	murC
	UDP-N-acetylmuramate--L-alanine ligase
	CP000468.1:103188-104663
	-1.23693
	5.43E-07
	4.80E-05
	DOWN

	APECO1_2807
	yicE
	putative purine permease YicE
	CP000468.1:4120138-4121529
	-2.57102
	6.09E-07
	5.27E-05
	DOWN

	APECO1_1678
	betB
	betaine aldehyde dehydrogenase%2C NAD-dependent
	CP000468.1:354819-356294
	-1.2177
	7.40E-07
	6.27E-05
	DOWN

	APECO1_2409
	-
	dihydrolipoamide succinyltransferase component of 2-oxoglutarate dehydrogenase complex
	CP000468.1:4599596-4600750
	-2.62762
	1.19E-06
	9.85E-05
	DOWN

	APECO1_4195
	-
	putative holin
	CP000468.1:2595534-2595857
	-1.35166
	1.22E-06
	9.90E-05
	DOWN

	APECO1_799
	ydjN
	hypothetical symporter YdjN
	CP000468.1:1826876-1828267
	-1.22701
	1.44E-06
	0.000114
	DOWN

	APECO1_4159
	ddg
	lipid A biosynthesis palmitoleoyl acyltransferase
	CP000468.1:2629449-2630369
	-1.14378
	1.72E-06
	0.000132
	DOWN

	APECO1_445
	rnb
	exoribonuclease II
	CP000468.1:1405822-1407756
	-1.36387
	1.73E-06
	0.000132
	DOWN

	APECO1_2340
	proP
	proline/betaine transporter
	CP000468.1:4676545-4678047
	-1.26133
	1.97E-06
	0.000148
	DOWN

	APECO1_4123
	cysW
	sulfate/thiosulfate transporter subunit CysW
	CP000468.1:2672162-2673037
	-1.17158
	2.04E-06
	0.00015
	DOWN

	APECO1_59
	fabA
	FabA
	CP000468.1:1012239-1012955
	-1.25773
	2.22E-06
	0.000161
	DOWN

	APECO1_4283
	nuoH
	NADH dehydrogenase I chain H
	CP000468.1:2501297-2502274
	-1.15566
	2.33E-06
	0.000166
	DOWN

	APECO1_105
	putA
	delta-1-pyrroline-5-carboxylate dehydrogenase
	CP000468.1:1060808-1064770
	-1.16683
	3.91E-06
	0.000261
	DOWN

	APECO1_2868
	sgbU
	putative hexulose-6-phosphate isomerase
	CP000468.1:4048690-4049583
	-3.09714
	3.93E-06
	0.000261
	DOWN

	APECO1_2910
	-
	conserved hypothetical protein
	CP000468.1:4000357-4000632
	-1.3384
	4.01E-06
	0.000261
	DOWN

	APECO1_1894
	ddlB
	D-alanine--D-alanine ligase B
	CP000468.1:104656-105576
	-1.14385
	4.78E-06
	0.000302
	DOWN

	APECO1_2686
	rffH
	lipopolysaccharide biosynthesis protein RffH
	CP000468.1:4266399-4267280
	-1.50984
	5.48E-06
	0.000341
	DOWN

	APECO1_2145
	-
	conserved hypothetical protein
	CP000468.1:4888020-4888973
	-1.53865
	6.50E-06
	0.000398
	DOWN

	APECO1_17
	ycaO
	YcaO
	CP000468.1:958351-960120
	-1.46348
	7.50E-06
	0.000452
	DOWN

	APECO1_1008
	yodA
	YodA
	CP000468.1:2048927-2049274
	1.171333
	8.28E-06
	0.000485
	UP

	APECO1_1770
	aec30
	conserved hypothetical protein
	CP000468.1:245273-248800
	-1.70165
	8.78E-06
	0.000506
	DOWN

	APECO1_4189
	-
	conserved hypothetical protein
	CP000468.1:2599282-2599542
	-1.23675
	9.17E-06
	0.000522
	DOWN

	APECO1_4125
	cysM
	cysteine synthase B (O-acetylserine sulfhydrolase B)
	CP000468.1:2670029-2670886
	-1.20183
	9.53E-06
	0.000534
	DOWN

	APECO1_3478
	kpsC
	capsule polysaccharide export protein KpsC
	CP000468.1:3366744-3368771
	-1.82858
	9.70E-06
	0.000536
	DOWN

	APECO1_1679
	betA
	choline dehydrogenase
	CP000468.1:353117-354721
	-1.10516
	1.01E-05
	0.000537
	DOWN

	APECO1_1896
	murG
	UDP-N-acetylglucosamine--N-acetylmuramyl- (pentapeptide) pyrophosphoryl-undecaprenol N-acetylglucosamine transferase
	CP000468.1:102067-103134
	-1.13214
	9.90E-06
	0.000537
	DOWN

	APECO1_1842
	pcnB
	poly(A) polymerase I
	CP000468.1:163751-165115
	-1.34063
	1.04E-05
	0.000542
	DOWN

	APECO1_3992
	suhB
	inositol monophosphatase
	CP000468.1:2822653-2823456
	-1.74907
	1.05E-05
	0.000542
	DOWN

	APECO1_1293
	rhlE
	putative ATP-dependent RNA helicase RhlE
	CP000468.1:795417-796778
	-1.40114
	1.12E-05
	0.000571
	DOWN

	APECO1_2147
	pyrB
	aspartate carbamoyltransferase%2C catalytic subunit
	CP000468.1:4886253-4887188
	-1.41907
	1.19E-05
	0.000598
	DOWN

	APECO1_1644
	frmR
	regulator protein that represses frmRAB operon
	CP000468.1:398026-398322
	-1.20475
	1.23E-05
	0.00061
	DOWN

	APECO1_1058
	irp2
	yersiniabactin biosynthetic protein
	CP000468.1:2099745-2105870
	-1.64692
	1.45E-05
	0.000711
	DOWN

	APECO1_4362
	ccmF
	heme lyase%2C CcmF subunit
	CP000468.1:2402531-2404474
	-1.81102
	1.64E-05
	0.000785
	DOWN

	APECO1_1824
	htrA
	periplasmic serine protease Do%2C heat shock protein HtrA
	CP000468.1:186681-188105
	-1.04026
	2.29E-05
	0.001062
	DOWN

	APECO1_4196
	-
	putative endolysin
	CP000468.1:2595074-2595550
	-2.00125
	2.32E-05
	0.001062
	DOWN

	APECO1_2469
	purH
	bifunctional AICAR formyltransferase/IMP cyclohydrolase PurH
	CP000468.1:4526454-4528043
	-1.33273
	2.39E-05
	0.001082
	DOWN

	APECO1_310
	-
	conserved hypothetical protein
	CP000468.1:1258821-1259633
	-2.77975
	2.53E-05
	0.001125
	DOWN

	APECO1_3974
	purL
	phosphoribosylformylglycinamidine synthase
	CP000468.1:2845733-2849620
	-1.13896
	2.55E-05
	0.001125
	DOWN

	APECO1_2726
	-
	conserved hypothetical protein
	CP000468.1:4213775-4214446
	#NAME?
	2.86E-05
	0.001214
	DOWN

	APECO1_1110
	yeeE
	predicted inner membrane protein
	CP000468.1:2173278-2174336
	-1.05863
	3.53E-05
	0.001448
	DOWN

	APECO1_1861
	gcd
	glucose dehydrogenase
	CP000468.1:144842-147232
	-1.16668
	4.07E-05
	0.001638
	DOWN

	APECO1_3479
	kpsU
	3-deoxy-manno-octulosonate cytidylyltransferase KpsU
	CP000468.1:3366007-3366747
	-1.84858
	4.69E-05
	0.001847
	DOWN

	APECO1_50
	pyrD
	PyrD
	CP000468.1:1001201-1002211
	-3.18758
	4.68E-05
	0.001847
	DOWN

	APECO1_3446
	-
	conserved hypothetical protein
	CP000468.1:3405570-3406712
	-3.40123
	5.00E-05
	0.001932
	DOWN

	APECO1_3161
	-
	conserved hypothetical protein
	CP000468.1:3723152-3724276
	-1.06407
	5.05E-05
	0.001932
	DOWN

	APECO1_3624
	gcvH
	glycine cleavage system protein H
	CP000468.1:3243900-3244289
	-1.13445
	5.16E-05
	0.001957
	DOWN

	APECO1_3577
	sprT
	SprT protein
	CP000468.1:3284502-3284999
	#NAME?
	5.33E-05
	0.002001
	DOWN

	APECO1_1457
	fepB
	ferric enterobactin (enterochelin) binding protein
	CP000468.1:609259-610215
	-1.81304
	6.44E-05
	0.002255
	DOWN

	APECO1_1479
	nfrB
	bacteriophage N4 receptor%2C outer membrane protein
	CP000468.1:578118-580355
	-1.71663
	6.52E-05
	0.002255
	DOWN

	APECO1_2230
	yjeP
	predicted mechanosensitive channel
	CP000468.1:4793583-4796906
	-1.09302
	6.45E-05
	0.002255
	DOWN

	APECO1_2685
	rffC
	lipopolysaccharide biosynthesis protein RffC
	CP000468.1:4267258-4267932
	-1.77521
	6.51E-05
	0.002255
	DOWN

	APECO1_3480
	kpsD
	polysialic acid transport protein KpsD precursor
	CP000468.1:3364321-3365997
	-1.71663
	6.52E-05
	0.002255
	DOWN

	APECO1_3876
	-
	conserved hypothetical protein
	CP000468.1:2947858-2948799
	-2.66423
	6.48E-05
	0.002255
	DOWN

	APECO1_3890
	-
	bacteriophage V large terminase subunit
	CP000468.1:2937879-2939612
	-1.71663
	6.52E-05
	0.002255
	DOWN

	APECO1_3858
	gabT
	4-aminobutyrate aminotransferase
	CP000468.1:2962615-2963901
	-1.29126
	6.86E-05
	0.002355
	DOWN

	APECO1_2110
	fimH
	type 1 fimbiral adhesin FimH
	CP000468.1:4929775-4930686
	-1.07675
	7.13E-05
	0.002404
	DOWN

	APECO1_4190
	-
	hypothetical protein
	CP000468.1:2598687-2599112
	-1.06676
	7.10E-05
	0.002404
	DOWN

	APECO1_2351
	phnI
	PhnI%2C carbon-phosphorus lyase complex subunit
	CP000468.1:4666146-4667216
	-3.75146
	8.08E-05
	0.002658
	DOWN

	APECO1_1150
	wzc
	protein-tyrosine kinase
	CP000468.1:2220644-2222842
	-3.32724
	8.47E-05
	0.002742
	DOWN

	APECO1_1460
	fepG
	ferric enterobactin transport system permease protein FepG
	CP000468.1:605901-606893
	-3.32724
	8.47E-05
	0.002742
	DOWN

	APECO1_4107
	eutB
	putative regulatory subunit of ethanolamine ammonia-lyase
	CP000468.1:2686289-2687650
	-1.45425
	9.35E-05
	0.002931
	DOWN

	APECO1_194
	ycfS
	conserved hypothetical protein
	CP000468.1:1151779-1152741
	-1.08224
	9.65E-05
	0.002978
	DOWN

	APECO1_4208
	-
	head assembly protein
	CP000468.1:2583715-2584170
	-1.08696
	9.80E-05
	0.002978
	DOWN

	APECO1_3891
	-
	phage portal protein
	CP000468.1:2936444-2937559
	-1.94958
	0.000109
	0.003248
	DOWN

	APECO1_308
	prrA
	putative outer membrane receptor%2C probably TonB dependent
	CP000468.1:1255974-1257944
	-1.23388
	0.000122
	0.003509
	DOWN

	APECO1_2451
	sorA
	putative sorbose-permease PTS system IIC component SorA
	CP000468.1:4551389-4552186
	-3.66401
	0.000143
	0.004011
	DOWN

	APECO1_2811
	spoT
	guanosine-3'%2C5'-bis pyrophosphate 3'-pyrophosphohydrolase
	CP000468.1:4113875-4115836
	-1.02982
	0.000153
	0.004224
	DOWN

	APECO1_852
	yeaH
	conserved hypothetical protein
	CP000468.1:1882431-1883714
	-1.06209
	0.000155
	0.00423
	DOWN

	APECO1_688
	ydgI
	putative arginine/ornithine antiporter
	CP000468.1:1701215-1702597
	-2.24912
	0.000185
	0.004967
	DOWN

	APECO1_1269
	ybiY
	putative pyruvate formate lyase activating enzyme
	CP000468.1:825428-826327
	-4.24969
	0.000187
	0.004985
	DOWN

	APECO1_3705
	-
	conserved hypothetical protein
	CP000468.1:3133547-3136885
	-1.37314
	0.000188
	0.004985
	DOWN

	APECO1_3717
	-
	conserved hypothetical protein
	CP000468.1:3117722-3119266
	-2.44171
	0.000201
	0.005259
	DOWN

	APECO1_3839
	ygaH
	conserved hypothetical protein
	CP000468.1:2982108-2982443
	-2.98598
	0.000207
	0.005385
	DOWN

	APECO1_1264
	yliA
	fused predicted peptide transport subunits of ABC superfamily: ATP-binding component
	CP000468.1:830228-832207
	-1.06772
	0.000215
	0.005491
	DOWN

	APECO1_1550
	acrR
	acrAB operon repressor
	CP000468.1:501490-502137
	-1.8086
	0.000219
	0.005491
	DOWN

	APECO1_4106
	eutA
	ethanolamine utilization protein EutA
	CP000468.1:2687662-2689065
	-1.8162
	0.000219
	0.005491
	DOWN

	APECO1_873
	yoaE
	putative membrane protein
	CP000468.1:1907943-1909499
	-1.02252
	0.000217
	0.005491
	DOWN

	APECO1_1930
	pdxA
	4-hydroxythreonine-4-phosphate dehydrogenase
	CP000468.1:55606-56595
	-1.22057
	0.00024
	0.00597
	DOWN

	APECO1_3802
	hycC
	NADH dehydrogenase subunit N
	CP000468.1:3021665-3023491
	-2.30154
	0.000255
	0.006165
	DOWN

	APECO1_2404
	-
	putative lactate dehydrogenase
	CP000468.1:4605841-4607052
	-1.66416
	0.000268
	0.006347
	DOWN

	APECO1_2381
	nrfE
	formate-dependent nitrite reductase subunit nrfE
	CP000468.1:4633208-4634866
	-2.03336
	0.000287
	0.006724
	DOWN

	APECO1_4105
	eutH
	putative ethanolamine utilization transport protein EutH
	CP000468.1:2689062-2690288
	-1.8246
	0.000305
	0.007063
	DOWN

	APECO1_3250
	dacB
	D-alanyl-D-alanine carboxypeptidase
	CP000468.1:3621693-3623126
	-1.41516
	0.000336
	0.007631
	DOWN

	APECO1_4083
	ypfI
	conserved hypothetical protein
	CP000468.1:2715978-2717993
	-1.16041
	0.000351
	0.007844
	DOWN

	APECO1_2928
	yhjB
	putative DNA-binding response regulator in two-component regulatory system
	CP000468.1:3970865-3971467
	1.025104
	0.000353
	0.007845
	UP

	APECO1_298
	nhaB
	Na(+)/H(+) antiporter 2
	CP000468.1:1244335-1245876
	-1.06205
	0.000408
	0.00869
	DOWN

	APECO1_966
	fliS
	flagellar protein FliS
	CP000468.1:2010536-2010946
	3.795484
	0.000413
	0.008752
	UP

	APECO1_2321
	cadB
	transport of lysine/cadaverine
	CP000468.1:4703108-4704442
	-2.47161
	0.000422
	0.008793
	DOWN

	APECO1_2634
	yahF
	conserved hypothetical protein
	CP000468.1:4324804-4326363
	-1.98606
	0.000419
	0.008793
	DOWN

	APECO1_442
	yciH
	putative translation initiation factor
	CP000468.1:1401500-1401829
	-2.73456
	0.000422
	0.008793
	DOWN

	APECO1_2774
	yidK
	putative symporter YidK
	CP000468.1:4156137-4157852
	-1.96372
	0.000427
	0.008801
	DOWN

	APECO1_2978
	nikA
	nickel-binding periplasmic protein precursor NikA
	CP000468.1:3912951-3914525
	-1.96372
	0.000427
	0.008801
	DOWN

	APECO1_1768
	aec28
	conserved hypothetical protein
	CP000468.1:250267-251010
	-3.47139
	0.000448
	0.00905
	DOWN

	APECO1_3460
	gspF
	putative type II secretion protein GspF
	CP000468.1:3383845-3385068
	-3.47139
	0.000448
	0.00905
	DOWN

	APECO1_3977
	yfhA
	putative DNA-binding response regulator in two-component system
	CP000468.1:2841528-2842901
	-1.1236
	0.000445
	0.00905
	DOWN

	APECO1_683
	ydgF
	putative chaperone
	CP000468.1:1694795-1695160
	-1.1976
	0.000445
	0.00905
	DOWN

	APECO1_4100
	eutM
	putative detox protein in ethanolamine utilization
	CP000468.1:2694338-2694673
	-1.29222
	0.00051
	0.01007
	DOWN

	APECO1_1833
	fhuD
	iron-hydroxamate transporter subunit
	CP000468.1:176495-177385
	-2.24914
	0.000538
	0.010346
	DOWN

	APECO1_2864
	yiaY
	predicted Fe-containing alcohol dehydrogenase
	CP000468.1:4053390-4054541
	-2.24914
	0.000538
	0.010346
	DOWN

	APECO1_1706
	yagX
	hypothetical protein YagX precursor
	CP000468.1:318993-321518
	-1.74217
	0.000577
	0.010884
	DOWN

	APECO1_1060
	ybtU
	yersiniabactin biosynthetic protein
	CP000468.1:2115444-2116544
	-2.01214
	0.000596
	0.010987
	DOWN

	APECO1_2396
	yjcB
	conserved hypothetical protein
	CP000468.1:4615835-4616185
	-1.19469
	0.000595
	0.010987
	DOWN

	APECO1_1605
	queA
	putative S-adenosylmethionine:tRNA ribosyltransferase-isomerase
	CP000468.1:440984-442054
	-1.84475
	0.000603
	0.011004
	DOWN

	APECO1_162
	flgI
	flagella basal body P-ring-like protein FlgI
	CP000468.1:1118624-1119724
	-1.93716
	0.000609
	0.011012
	DOWN

	APECO1_982
	fliK
	flagellar hook-length control protein
	CP000468.1:2025710-2026837
	-1.93716
	0.000609
	0.011012
	DOWN

	APECO1_4157
	ypdA
	YpdA%2C sensory kinase in two-component system with YpdB
	CP000468.1:2632494-2634173
	-1.57108
	0.000645
	0.011466
	DOWN

	APECO1_1933
	apaH
	bis(5'-nucleosyl)-tetraphosphatase%2C symmetrical
	CP000468.1:53553-54401
	-1.21167
	0.000682
	0.011898
	DOWN

	APECO1_1502
	ybbY
	putative uracil/xanthine transporter
	CP000468.1:552898-554205
	-3.07927
	0.000701
	0.012005
	DOWN

	APECO1_2355
	phnM
	PhnM%2C carbon-phosphorus lyase complex subunit
	CP000468.1:4662629-4663765
	-3.07927
	0.000701
	0.012005
	DOWN

	APECO1_3312
	tdcG
	L-serine dehydratase
	CP000468.1:3557097-3558467
	-1.16775
	0.000701
	0.012005
	DOWN

	APECO1_1492
	purE
	phosphoribosylaminoimidazole carboxylase catalytic subunit
	CP000468.1:564789-565298
	-2.3162
	0.000759
	0.012746
	DOWN

	APECO1_3336
	ygjK
	putative glycosyl hydrolase
	CP000468.1:3529593-3531944
	-1.70166
	0.000765
	0.012791
	DOWN

	APECO1_2412
	-
	NadR transcriptional repressor / NMN adenylyltransferase
	CP000468.1:4594340-4595362
	-2.13801
	0.000858
	0.014049
	DOWN

	APECO1_2058
	bglJ
	BglJ 2-component transcriptional regulator
	CP000468.1:4998159-4998836
	1.693397
	0.000878
	0.014323
	UP

	APECO1_4099
	eutI
	putative phosphotransacetylase subunit
	CP000468.1:2694670-2695686
	-1.56688
	0.000899
	0.014608
	DOWN

	APECO1_3697
	-
	conserved hypothetical protein
	CP000468.1:3146095-3147174
	-2.75146
	0.000911
	0.014735
	DOWN

	APECO1_2090
	iadA
	isoaspartyl dipeptidase
	CP000468.1:4957211-4958383
	-1.52398
	0.00095
	0.015243
	DOWN

	APECO1_2913
	yhjU
	conserved hypothetical protein
	CP000468.1:3997627-3999306
	-1.31328
	0.001017
	0.016188
	DOWN

	APECO1_913
	ruvC
	crossover junction endodeoxyribonuclease
	CP000468.1:1954840-1955364
	-1.26903
	0.001035
	0.016415
	DOWN

	APECO1_3410
	ygiRQ
	putative Fe-S oxidoreductase
	CP000468.1:3442426-3444645
	-1.05346
	0.001044
	0.016483
	DOWN

	APECO1_3291
	agaS
	tagatose-6-phosphate ketose/aldose isomerase
	CP000468.1:3580097-3581251
	-2.32724
	0.001069
	0.016811
	DOWN

	APECO1_1670
	yahF
	predicted acyl-CoA synthetase with NAD(P)-binding domain and succinyl-CoA synthetase domain
	CP000468.1:364339-365886
	-2.24909
	0.001178
	0.018116
	DOWN

	APECO1_1763
	aec23
	conserved hypothetical protein
	CP000468.1:256415-257707
	-2.98617
	0.001188
	0.018116
	DOWN

	APECO1_3642
	ygfQ
	putative transporter
	CP000468.1:3222883-3224250
	-1.25892
	0.001182
	0.018116
	DOWN

	APECO1_4071
	upp
	uracil phosphoribosyltransferase
	CP000468.1:2728607-2729233
	-1.18884
	0.001188
	0.018116
	DOWN

	APECO1_4384
	yeiO
	sugar efflux transporter B
	CP000468.1:2376601-2377782
	-1.80169
	0.001181
	0.018116
	DOWN

	APECO1_4364
	ccmH
	heme lyase%2C CcmH subunit
	CP000468.1:2400928-2401980
	-1.18571
	0.001248
	0.018862
	DOWN

	APECO1_1258
	yliG
	conserved hypothetical protein
	CP000468.1:839526-840851
	-1.19093
	0.001256
	0.018869
	DOWN

	APECO1_1419
	-
	conserved hypothetical protein
	CP000468.1:651699-652166
	-1.12914
	0.001353
	0.020091
	DOWN

	APECO1_1137
	wcaJ
	putative colanic acid biosynthsis UDP-glucose lipid carrier transferase
	CP000468.1:2207207-2208601
	-3.24904
	0.00141
	0.020742
	DOWN

	APECO1_894
	yobB
	conserved hypothetical protein
	CP000468.1:1933585-1934010
	-1.29424
	0.001418
	0.020747
	DOWN

	APECO1_4236
	mepA
	penicillin-insensitive murein endopeptidase
	CP000468.1:2550663-2551487
	-1.5055
	0.00149
	0.021637
	DOWN

	APECO1_1674
	yahB
	putative DNA-binding transcriptional regulator
	CP000468.1:361062-361994
	-1.75725
	0.001648
	0.023425
	DOWN

	APECO1_1511
	ybbB
	tRNA 2-selenouridine synthase%2C selenophosphate-dependent
	CP000468.1:542471-543565
	-1.55726
	0.001691
	0.023788
	DOWN

	APECO1_3012
	ggt
	gamma-glutamyltranspeptidase precursor Ggt
	CP000468.1:3879121-3880854
	-1.55726
	0.001691
	0.023788
	DOWN

	APECO1_20
	aroA
	AroA
	CP000468.1:962291-963574
	-1.31625
	0.001713
	0.024004
	DOWN

	APECO1_214
	ycfC
	conserved hypothetical protein
	CP000468.1:1174358-1175005
	-1.09357
	0.001791
	0.024659
	DOWN

	APECO1_3702
	-
	conserved hypothetical protein
	CP000468.1:3139452-3141089
	-1.83408
	0.001848
	0.025357
	DOWN

	APECO1_1769
	aec29
	conserved hypothetical protein
	CP000468.1:248820-250262
	-2.12362
	0.001888
	0.025729
	DOWN

	APECO1_3458
	gspD
	putative type II secretion protein GspD
	CP000468.1:3386561-3388621
	-2.12362
	0.001888
	0.025729
	DOWN

	APECO1_309
	modD
	putative pyrophosphorylase ModD
	CP000468.1:1257970-1258824
	-2.01773
	0.001905
	0.02584
	DOWN

	APECO1_4167
	evgA
	DNA-binding response regulator in two-component regulatory system with EvgS
	CP000468.1:2617560-2618174
	-1.00657
	0.001909
	0.02584
	DOWN

	APECO1_3893
	-
	major capsid protein precursor
	CP000468.1:2934596-2935801
	-1.36459
	0.001974
	0.026459
	DOWN

	APECO1_3290
	kbaY
	tagatose 6-phosphate aldolase 1%2C KbaY subunit
	CP000468.1:3581264-3582124
	-2.88665
	0.002009
	0.026577
	DOWN

	APECO1_3892
	-
	pro-head protease
	CP000468.1:2935816-2936502
	-2.88665
	0.002009
	0.026577
	DOWN

	APECO1_495
	dbpA
	ATP-independent RNA helicase DbpA
	CP000468.1:1464582-1465955
	-1.17874
	0.00201
	0.026577
	DOWN

	APECO1_3898
	-
	bacteriophage V tail sheath pro
	CP000468.1:2930916-2932412
	-1.58173
	0.002039
	0.026787
	DOWN

	APECO1_801
	katE
	catalase HPII
	CP000468.1:1828760-1831021
	-1.09481
	0.002065
	0.026952
	DOWN

	APECO1_4449
	gatY
	tagatose-bisphosphate aldolase GatY
	CP000468.1:2289963-2290817
	#NAME?
	0.002421
	0.030751
	DOWN

	APECO1_648
	marR
	multiple antibiotic resistance protein MarR
	CP000468.1:1657061-1657495
	-2.66401
	0.002426
	0.030751
	DOWN

	APECO1_1773
	yafT
	putative aminopeptidase
	CP000468.1:242282-243067
	-4.12418
	0.002504
	0.031239
	DOWN

	APECO1_2093
	ibeA
	invasion protein IbeA
	CP000468.1:4953360-4954730
	-3.12353
	0.002504
	0.031239
	DOWN

	APECO1_3597
	cmtA
	PTS system%2C mannitol (cryptic)-specific IIBC component
	CP000468.1:3270141-3271529
	-4.12418
	0.002504
	0.031239
	DOWN

	APECO1_471
	ycjV
	hypothetical ABC transporter ATP-binding protein YcjV
	CP000468.1:1438051-1439133
	-3.12353
	0.002504
	0.031239
	DOWN

	APECO1_1478
	cusS
	Sensor kinase cusS
	CP000468.1:580505-581947
	-1.77964
	0.002661
	0.032584
	DOWN

	APECO1_1708
	yagV
	conserved hypothetical protein
	CP000468.1:316681-317436
	-1.77964
	0.002661
	0.032584
	DOWN

	APECO1_3415
	yqhC
	putative DNA-binding transcriptional regulator
	CP000468.1:3437762-3438829
	-1.77964
	0.002661
	0.032584
	DOWN

	APECO1_1740
	fhiA
	FhiA protein
	CP000468.1:280336-282075
	-1.92718
	0.002758
	0.033516
	DOWN

	APECO1_2405
	-
	putative membrane-bound protein
	CP000468.1:4604462-4605967
	-1.66418
	0.002976
	0.035468
	DOWN

	APECO1_1209
	-
	hypothetical protein
	CP000468.1:893182-894489
	-1.01097
	0.002992
	0.035541
	DOWN

	APECO1_740
	ydhC
	putative transporter
	CP000468.1:1756896-1758107
	-1.17876
	0.003036
	0.03585
	DOWN

	APECO1_2336
	yjdE
	putative amino acid/amine transport protein%2C cryptic
	CP000468.1:4681737-4683074
	-1.66415
	0.003182
	0.037473
	DOWN

	APECO1_1286
	ybiL
	putative tonB-dependent receptor YbiL precursor
	CP000468.1:803667-805949
	-1.40118
	0.003377
	0.039302
	DOWN

	APECO1_1761
	-
	conserved hypothetical protein
	CP000468.1:258725-260575
	-1.40118
	0.003377
	0.039302
	DOWN

	APECO1_3437
	-
	conserved hypothetical protein
	CP000468.1:3416173-3416943
	-2.77975
	0.003394
	0.039387
	DOWN

	APECO1_4371
	yejH
	putative ATP-dependet helicase
	CP000468.1:2393372-2395132
	-1.17875
	0.003948
	0.044508
	DOWN

	APECO1_4112
	hemF
	coproporphyrinogen III oxidase%2C aerobic
	CP000468.1:2682196-2683095
	-1.27887
	0.003983
	0.044588
	DOWN

	APECO1_469
	ycjT
	hypothetical transport protein YcjT
	CP000468.1:1435114-1437381
	-1.86578
	0.004015
	0.044588
	DOWN

	APECO1_978
	fliG
	flagellar motor switch protein G
	CP000468.1:2022204-2023199
	-1.34866
	0.004044
	0.044588
	DOWN

	APECO1_283
	-
	conserved hypothetical protein
	CP000468.1:1233559-1234086
	-2.02674
	0.004327
	0.047054
	DOWN

	APECO1_312
	-
	putative iron compound ABC transporter%2C permease protein
	CP000468.1:1260398-1261378
	-2.24925
	0.004327
	0.047054
	DOWN

	APECO1_1489
	-
	conserved hypothetical protein
	CP000468.1:566547-567233
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_1764
	aec24
	conserved hypothetical protein
	CP000468.1:255894-256418
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_1843
	folK
	2-amino-4-hydroxy-6-hydroxymethyldihyropteridine pyrophosphokinase
	CP000468.1:163275-163754
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_2869
	sgbH
	3-keto-L-gulonate 6-phosphate decarboxylase
	CP000468.1:4048068-4048730
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_3125
	hofF
	putative general secretion pathway protein F
	CP000468.1:3750560-3751756
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_3277
	-
	conserved hypothetical protein
	CP000468.1:3591709-3592227
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_3444
	-
	conserved hypothetical protein
	CP000468.1:3408594-3409718
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_880
	-
	conserved hypothetical protein
	CP000468.1:1915467-1915730
	#NAME?
	0.004643
	0.048498
	DOWN

	APECO1_3091
	nirB
	nitrite reductase%2C large subunit%2C NAD(P)H-binding
	CP000468.1:3784792-3787335
	-1.28082
	0.004726
	0.04898
	DOWN

	APECO1_4297
	menD
	menaquinone biosynthesis protein MenD
	CP000468.1:2486299-2488158
	-1.02676
	0.004792
	0.04928
	DOWN

	APECO1_4154
	ypdD
	putative phosphoenolpyruvate-protein phosphotransferase YpdD
	CP000468.1:2635798-2638293
	-1.38853
	0.004818
	0.049291
	DOWN

	APECO1_679
	ynfM
	putative transporter
	CP000468.1:1691357-1692610
	-1.45264
	0.004818
	0.049291
	DOWN





