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	Probe ID
	Annotation

	AARI_0068_s_at
	99% similar to LMHCC_2375

	AARI_0069_s_at
	NK

	AARI_0075_s_at
	NK

	AARI_0221_x_at
	99% similar to lmo0897

	AARI_0239_at
	98% similar to lmo0901

	AARI_0244_s_at
	98% similar to LMHCC_2380

	AARI_0309_s_at
	98% similar to lmo0723

	AARI_0318_s_at
	NK

	AARI_0325_s_at
	98% similar to LMHCC_2378

	AARI_0328_s_at
	99% similar to LMHCC_0054

	AARI_0334_s_at
	NK

	AARI_0337_x_at
	NK

	AARI_0338_x_at
	NK

	AARI_0346_at
	NK

	AARI_0431_s_at
	99% similar to lmo2760

	AARI_0449_s_at
	100% similar to lmo2446

	AARI_0469_s_at
	NK

	AARI_0479_s_at
	99% similar to lmo1838

	AARI_0502_s_at
	NK

	AARI_0510_x_at
	98% similar to lmo2470

	AARI_0553_s_at
	99% similar to LMHCC_0760

	AARI_0615_x_at
	100% similar to LMOf2365_0491

	AARI_0622_s_at
	99% similar to lmo1811

	AARI_0629_x_at
	NK

	AARI_0692_x_at
	99% similar to lmo1479

	AARK_0198_s_at
	99% similar to LMOf2365_0095

	AARK_1185_s_at
	100% similar to LMOf2365_0510

	AARK_1755_s_at
	100% similar to LMOf2365_1702

	AARK_1862_s_at
	NK

	AARK_1905_s_at
	100% similar to LMOf2365_1498

	AARL_0186_x_at
	NK

	AARL_0257_x_at
	98% similar to LMHCC_2123

	AARL_0284_s_at
	NK

	AARL_0295_x_at
	NK

	AARL_0356_x_at
	NK

	AARL_0602_at
	NK

	AARL_0669_at
	NK

	AARL_0669_x_at
	NK

	AARL_0702_x_at
	NK

	AARL_0704_x_at
	NK

	AARL_0707_x_at
	NK

	AARL_0808_at
	98% similar to LMHCC_0399

	AARL_0816_at
	NK

	AARL_0868_s_at
	99% similar to lmo0678

	AARM_0092_s_at
	NK

	AARM_0100_at
	NK

	AARM_0103_x_at
	NK

	AARM_0295_s_at
	99% similar to lmo2138

	AARM_0410_at
	NK

	AARM_0472_at
	98% similar to lmo1927

	AARM_0539_x_at
	98% similar to lmo2693

	AARM_0824_s_at
	99% similar to lmo1728

	AARM_0844_s_at
	NK

	AARM_0875_at
	NK

	AARM_0875_x_at
	NK

	AARM_0959_at
	98% similar to lmo1675

	AARM_0988_s_at
	98% similar to lmo0489

	AARM_1125_s_at
	100% similar to lmo1838

	AARM_1323_s_at
	NK

	AARM_1327_x_at
	NK

	AARM_1422_s_at
	99% similar to LMHCC_1448

	AARM_1482_at
	NK

	AARM_1557_s_at
	NK

	AARM_1630_s_at
	NK

	AARM_1652_at
	NK

	AARM_1658_x_at
	98% similar to lmo1987

	AARM_1665_at
	100% similar to lmo1360

	AARM_1775_s_at
	NK

	AARO_0227_s_at
	NK

	AARO_0227_x_at
	NK

	AARO_1102_s_at
	100% similar to LMOf2365_1391

	AARO_1143_s_at
	99% similar to LMOf2365_0063

	AARO_1671_s_at
	100% similar to LMOf2365_2417

	AARO_1687_x_at
	100% similar to LMOf2365_1628

	AARO_1738_at
	NK

	AARO_1857_s_at
	NK

	AARY_0088_s_at
	99% similar to lmo2121

	AARY_0114_s_at
	100% similar to lmo1821

	AARY_0115_s_at
	99% similar to lmo1820

	AARY_0176_s_at
	99% similar to lmo1913

	AARY_0201_s_at
	99% similar to lmo1759

	AARY_0549_s_at
	100% similar to lmo0199

	AARY_0684_s_at
	99% similar to lmo0401

	AARY_0715_s_at
	99% similar to lmo2172

	AARY_0854_x_at
	100% similar to lmo2766

	AARY_0860_s_at
	100% similar to lmo1165

	AARY_0864_s_at
	99% similar to lmo0327

	AARY_0961_x_at
	99% similar to lmo1135

	AARY_0964_s_at
	100% similar to lmo2591

	AARY_1136_s_at
	99% similar to lmo2561

	AARY_1157_s_at
	100% similar to lmo0841

	AARY_1177_x_at
	100% similar to lmo1431

	AARY_1222_s_at
	100% similar to lmo1360

	AARY_1354_x_at
	100% similar to lmo2023

	AARY_1408_s_at
	100% similar to lmo1764

	AARY_1409_s_at
	100% similar to lmo1764

	AARY_1417_at
	100% similar to lmo1286

	AARY_1545_s_at
	100% similar to lmo1559

	AARY_1570_s_at
	100% similar to lmo1660

	IGLm4b_00274_x_at
	intergenic region

	IGLm4b_00397_at
	intergenic region

	IGLm4b_00397_x_at
	intergenic region

	IGLm4b_00488_x_at
	intergenic region

	IGLm4b_01128_at
	intergenic region

	IGLm4b_01489_x_at
	intergenic region

	IGLm4b_02138_x_at
	intergenic region

	IGLm4b_02207_x_at
	intergenic region

	IGLm4b_02290_x_at
	intergenic region

	IGLMHCC_0098_s_at
	intergenic region

	IGLMHCC_0287_at
	intergenic region

	IGLMHCC_0300_at
	intergenic region

	IGLMHCC_0401_at
	intergenic region

	IGLMHCC_0534_x_at
	intergenic region

	IGLMHCC_0575_s_at
	intergenic region

	IGLMHCC_0583_x_at
	intergenic region

	IGLMHCC_1058_at
	intergenic region

	IGLMHCC_1092_at
	intergenic region

	IGLMHCC_1114_s_at
	intergenic region

	IGLMHCC_1316_at
	intergenic region

	IGLMHCC_1318_s_at
	intergenic region

	IGLMHCC_1333_at
	intergenic region

	IGLMHCC_1333_x_at
	intergenic region

	IGLMHCC_1387_at
	intergenic region

	IGLMHCC_1387_x_at
	intergenic region

	IGLMHCC_1434_at
	intergenic region

	IGLMHCC_2069_x_at
	intergenic region

	IGLMHCC_2079_at
	intergenic region

	IGLMHCC_2165_x_at
	intergenic region

	IGLMHCC_2168_x_at
	intergenic region

	IGLMHCC_2169_at
	intergenic region

	IGLMHCC_2169_x_at
	intergenic region

	IGLMHCC_2181_at
	intergenic region

	IGLMHCC_2182_at
	intergenic region

	IGLMHCC_2230_at
	intergenic region

	IGLMHCC_2385_at
	intergenic region

	IGLMHCC_2419_x_at
	intergenic region

	IGLMHCC_2862_at
	intergenic region

	IGLMHCC_2862_x_at
	intergenic region

	IGlmo0081_at
	intergenic region

	IGlmo0082_at
	intergenic region

	IGlmo0115_at
	intergenic region

	IGlmo0142_at
	intergenic region

	IGlmo0143_at
	intergenic region

	IGlmo0144_at
	intergenic region

	IGlmo0145_at
	intergenic region

	IGlmo0145_x_at
	intergenic region

	IGlmo0146_s_at
	intergenic region

	IGlmo0146_x_at
	intergenic region

	IGlmo0175_at
	intergenic region

	IGlmo0281_at
	intergenic region

	IGlmo0293_at
	intergenic region

	IGlmo0293_x_at
	intergenic region

	IGlmo0295_s_at
	intergenic region

	IGlmo0296_at
	intergenic region

	IGlmo0296_s_at
	intergenic region

	IGlmo0296_x_at
	intergenic region

	IGlmo0324_x_at
	intergenic region

	IGlmo0334_at
	intergenic region

	IGlmo0339_at
	intergenic region

	IGlmo0424_at
	intergenic region

	IGlmo0452_at
	intergenic region

	IGlmo0452_x_at
	intergenic region

	IGlmo0459_at
	intergenic region

	IGlmo0460_at
	intergenic region

	IGlmo0464_x_at
	intergenic region

	IGlmo0662_x_at
	intergenic region

	IGlmo0792_x_at
	intergenic region

	IGlmo0866_at
	intergenic region

	IGlmo0900_at
	intergenic region

	IGlmo0981_x_at
	intergenic region

	IGlmo1014_at
	intergenic region

	IGlmo1014_x_at
	intergenic region

	IGlmo1190_at
	intergenic region

	IGlmo1479_x_at
	intergenic region

	IGlmo1571_at
	intergenic region

	IGlmo1572_at
	intergenic region

	IGlmo1604_at
	intergenic region

	IGlmo1648_at
	intergenic region

	IGlmo1649_at
	intergenic region

	IGlmo1659_at
	intergenic region

	IGlmo1660_at
	intergenic region

	IGlmo1762_x_at
	intergenic region

	IGlmo2034_at
	intergenic region

	IGlmo2256_at
	intergenic region

	IGlmo2272_at
	intergenic region

	IGlmo2310_at
	intergenic region

	IGlmo2444_at
	intergenic region

	IGlmo2500_at
	intergenic region

	IGlmo2500_x_at
	intergenic region

	IGlmo2538_at
	intergenic region

	IGlmo2538_x_at
	intergenic region

	IGlmo2560_at
	intergenic region

	IGlmo2760_x_at
	intergenic region

	IGLMOf2365_0151_s_at
	intergenic region

	IGLMOf2365_0156_s_at
	intergenic region

	IGLMOf2365_0161_at
	intergenic region

	IGLMOf2365_0161_s_at
	intergenic region

	IGLMOf2365_0163_x_at
	intergenic region

	IGLMOf2365_0188_x_at
	intergenic region

	IGLMOf2365_0266_s_at
	intergenic region

	IGLMOf2365_0267_s_at
	intergenic region

	IGLMOf2365_0272_s_at
	intergenic region

	IGLMOf2365_0274_s_at
	intergenic region

	IGLMOf2365_0285_s_at
	intergenic region

	IGLMOf2365_0330_s_at
	intergenic region

	IGLMOf2365_0372_s_at
	intergenic region

	IGLMOf2365_0481_at
	intergenic region

	IGLMOf2365_0482_s_at
	intergenic region

	IGLMOf2365_0493_x_at
	intergenic region

	IGLMOf2365_0498_x_at
	intergenic region

	IGLMOf2365_0505_s_at
	intergenic region

	IGLMOf2365_0696_x_at
	intergenic region

	IGLMOf2365_0860_x_at
	intergenic region

	IGLMOf2365_0921_x_at
	intergenic region

	IGLMOf2365_1162_x_at
	intergenic region

	IGLMOf2365_1257_s_at
	intergenic region

	IGLMOf2365_1275_at
	intergenic region

	IGLMOf2365_1275_x_at
	intergenic region

	IGLMOf2365_1365_at
	intergenic region

	IGLMOf2365_1498_x_at
	intergenic region

	IGLMOf2365_1573_x_at
	intergenic region

	IGLMOf2365_1621_x_at
	intergenic region

	IGLMOf2365_1733_x_at
	intergenic region

	IGLMOf2365_2176_x_at
	intergenic region

	IGLMOf2365_2177_at
	intergenic region

	IGLMOf2365_2177_x_at
	intergenic region

	IGLMOf2365_2253_x_at
	intergenic region

	IGLMOf2365_2366_at
	intergenic region

	IGLMOf2365_2537_x_at
	intergenic region

	IGLMOf2365_2796_x_at
	intergenic region

	IGLMOf2365_2797_at
	intergenic region

	IGLMOf2365_2797_x_at
	intergenic region

	Lm4b_01128_at
	GI=225876187

	Lm4b_01270_s_at
	proB gamma-glutamyl kinase/GI=225876325

	Lm4b_01815_s_at
	Putative peptidoglycan bound protein (LPXTG motif)/GI=225876864

	Lm4b_02041_s_at
	Hypothetical protein of unknown function/GI=225877088

	Lm4b_02459_x_at
	Putative CsbA protein/GI=225877500

	LMBG_01686_at
	phage protein

	LMBG_01686_x_at
	phage protein

	LMBG_02156_x_at
	thiaminephosphate pyrophosphorylase/Pfam=PF02581.9

	LMFG_00724_s_at
	D-alanine-D-alanine ligase

	LMFG_02515_at
	predicted protein

	LMFG_02674_at
	predicted protein

	LMFG_02675_at
	conserved hypothetical protein

	LMFG_02675_x_at
	conserved hypothetical protein

	LMFG_02953_s_at
	conserved hypothetical protein

	LMFG_03116_s_at
	predicted protein/Pfam=PF00746.13

	LMFG_03220_x_at
	predicted protein

	LMFG_03225_s_at
	conserved hypothetical protein

	LMFG_03235_s_at
	predicted protein

	LMHCC_0008_s_at
	alkaline phosphatase synthesis transcriptional regulatory proteinphoP/GI=217332580

	LMHCC_0010_at
	ABC transporter, permease protein/GI=217332582

	LMHCC_0098_s_at
	membrane protein, putative/GI=217332666

	LMHCC_0260_s_at
	L-cystine import ATP-binding protein TcyN/GI=217332826

	LMHCC_0348_s_at
	oligopeptide transport system permease protein OppC/GI=217332914

	LMHCC_0401_at
	mannose-6-phosphate isomerase, class I, putative/GI=217332966

	LMHCC_0401_s_at
	mannose-6-phosphate isomerase, class I, putative/GI=217332966

	LMHCC_0537_x_at
	nadB L-aspartate oxidase/GI=217333100

	LMHCC_0832_x_at
	glutamate synthase (NADPH) small chain/GI=217333390

	LMHCC_0833_s_at
	ABC transporter permease protein/GI=217333391

	LMHCC_0834_s_at
	ABC transporter, permease protein/GI=217333392

	LMHCC_1056_s_at
	cysteine desulfurase/GI=217333610

	LMHCC_1057_x_at
	trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase/GI=217333611

	LMHCC_1091_s_at
	lepA GTP-binding protein LepA/GI=217333645

	LMHCC_1117_s_at
	S-adenosylmethionine/GI=217333671

	LMHCC_1156_s_at
	conserved hypothetical protein/GI=217333710

	LMHCC_1199_s_at
	2-oxoisovalerate dehydrogenase subunit alpha (branched-chain alpha-keto acid dehydrogenase e1 component alpha chain)/GI=217333752

	LMHCC_1223_s_at
	gcvT glycine cleavage system T protein/GI=217333776

	LMHCC_1315_s_at
	hydrolase, alpha-beta fold family/GI=217333866

	LMHCC_1333_x_at
	conserved hypothetical protein/GI=217333884

	LMHCC_1489_s_at
	propanediol utilization protein PduM/GI=217334039

	LMHCC_1774_s_at
	small multidrug resistance protein/GI=217334321

	LMHCC_2150_x_at
	MutTnudix family protein/GI=217334694

	LMHCC_2164_x_at
	transposase OrfA, IS3 family, putative/GI=217334708

	LMHCC_2167_s_at
	conserved hypothetical protein/GI=217334711

	LMHCC_2182_s_at
	PBP 5 synthesis repressor/GI=217334726

	LMHCC_2211_x_at
	pts system fructose-specific eiibbc component (eiibbc-fru)/GI=217334755

	LMHCC_2333_s_at
	PRDPTS system IIA 2 domain regulatory protein/GI=217334876

	LMHCC_2497_s_at
	hypothetical protein/GI=217335038

	LMHCC_2520_s_at
	ABC transporter, ATP-bindingpermease protein/GI=217335061

	LMHCC_2600_s_at
	glyoxylate reductase (Glycolate reductase)/GI=217335141

	LMHCC_2600_x_at
	glyoxylate reductase (Glycolate reductase)/GI=217335141

	LMHCC_2771_s_at
	hydrolase, CocENonD family/GI=217335311

	LMHCC_2803_s_at
	HAD-superfamily hydrolase, subfamily IA, variant 1/GI=217335342

	LMHCC_2836_x_at
	phosphosugar-binding transcriptional regulator, RpiR family/GI=217335374

	LMHCC_2859_at
	hydrolase, alphabeta fold family/GI=217335396

	LMHCC_2859_x_at
	hydrolase, alphabeta fold family/GI=217335396

	LMHCC_2860_x_at
	ImpBMucBSamB family protein/GI=217335397

	LMHCC_2861_s_at
	conserved hypothetical protein/GI=217335398

	LMHCC_2889_s_at
	conserved hypothetical protein/GI=217335426

	LMHCC_3006_s_at
	lipoprotein, putative/GI=217335543

	LMHG_00214_at
	ABC transporter/Pfam=PF01497.10

	LMHG_00237_at
	hisA/Pfam=PF00977.13

	LMHG_00512_at
	conserved hypothetical protein/Pfam=PF07006.3

	LMHG_00512_x_at
	conserved hypothetical protein/Pfam=PF07006.3

	LMHG_00893_s_at
	ImpBMucBSamB family protein/Pfam=PF00817.12

	LMHG_00894_x_at
	hydrolase/Pfam=PF00561.12

	LMHG_00906_s_at
	hypothetical protein

	LMHG_00908_at
	Nacetylmuramoyl-L-alanine amidase/Pfam=PF01832.12

	LMHG_00908_s_at
	Nacetylmuramoyl-L-alanine amidase/Pfam=PF01832.12

	LMHG_00910_x_at
	thymidylate kinase/Pfam=PF02223.9

	LMHG_01289_at
	alsS/Pfam=PF02776.10

	LMHG_01437_x_at
	hydrolase/Pfam=PF00561.12

	LMHG_01678_x_at
	Disomer specific 2hydroxyacid dehydrogenase/Pfam=PF02826.11

	LMHG_01684_at
	CBS domaincontaining protein/Pfam=PF07085.4

	LMHG_01923_x_at
	MutTnudix family protein/Pfam=PF00293.20

	LMHG_02484_at
	conserved hypothetical protein/Pfam=PF04055.13

	LMHG_02678_s_at
	propanediol utilization protein PduM

	LMHG_03094_at
	conserved hypothetical protein

	LMHG_03149_at
	PTS system protein

	LMHG_03157_x_at
	peptidoglycan binding protein/Pfam=PF00746.13

	LMIG_00006_at
	crisprassociated protein/Pfam=PF09711.2

	LMIG_00007_at
	crisprassociated protein cas2

	LMIG_00333_s_at
	DHH family protein/Pfam=PF02272.11

	LMIG_00411_s_at
	EAL domaincontaining protein/Pfam=PF00563.12

	LMIG_00413_x_at
	conserved hypothetical protein/Pfam=PF06902.3

	LMIG_00630_s_at
	acetolactate synthase 3 regulatory subunit/Pfam=PF01842.17

	LMIG_00662_at
	alphaDmannosidase/Pfam=PF09261.3

	LMIG_01005_s_at
	septum sitedetermining protein MinC/Pfam=PF03775.8

	LMIG_01364_s_at
	trehalose6phosphate hydrolase/Pfam=PF00128.16

	LMIG_01517_at
	glycosyl hydrolase/Pfam=PF03422.7

	LMIG_01913_x_at
	conserved hypothetical protein/Pfam=PF00356.13

	LMIG_01920_s_at
	phosphoglucomutasephosphomannomutase/Pfam=PF02879.8

	LMIG_01940_s_at
	protoporphyrinogen oxidase/Pfam=PF01593.16

	LMIG_01965_s_at
	phosphoglycerate mutase/Pfam=PF00300.14

	LMIG_02175_s_at
	conserved hypothetical protein

	LMIG_02249_x_at
	conserved hypothetical protein/Pfam=PF05675.4

	LMIG_02280_at
	GTPbinding protein TypA/Pfam=PF08477.5

	LMIG_02564_s_at
	betaglucosidase/Pfam=PF01915.14

	LMIG_02570_s_at
	transcriptional regulator GltC/Pfam=PF03466.12

	LMIG_02662_at
	NADH:flavin oxidoreductase/Pfam=PF00724.12

	LMIG_02662_x_at
	NADH:flavin oxidoreductase/Pfam=PF00724.12

	LMIG_02677_s_at
	alcohol dehydrogenase/Pfam=PF08240.4

	LMIG_02826_s_at
	conserved hypothetical protein/Pfam=PF01841.11

	LMIG_02843_x_at
	conserved hypothetical protein/Pfam=PF01527.12

	LMIG_02887_s_at
	predicted protein

	LMIG_02909_s_at
	predicted protein

	LMIG_02910_s_at
	predicted protein

	LMIG_02939_at
	predicted protein

	LMIG_02947_s_at
	predicted protein

	LMIG_02948_s_at
	conserved hypothetical protein

	LMJG_02806_s_at
	predicted protein

	LMKG_00453_s_at
	predicted protein

	LMKG_01576_at
	predicted protein

	LMKG_01623_x_at
	predicted protein

	LMKG_01740_at
	predicted protein

	LMKG_01740_x_at
	predicted protein

	LMKG_02495_x_at
	conserved hypothetical protein

	LMLG_00020_x_at
	conserved hypothetical protein

	LMLG_00205_at
	major facilitator family transporter/Pfam=PF07690.8

	LMLG_00210_x_at
	conserved hypothetical protein

	LMLG_00291_at
	glycosyl hydrolase/Pfam=PF01074.14

	LMLG_00315_at
	conserved hypothetical protein/Pfam=PF00881.16

	LMLG_00377_x_at
	pantetheinephosphate adenylyltransferase/Pfam=PF01467.18

	LMLG_00453_at
	glucose6phosphate 1dehydrogenase/Pfam=PF02781.8

	LMLG_00524_at
	glutamate dehydrogenase/Pfam=PF02812.10

	LMLG_00527_s_at
	imidazoleglycerol phosphate synthase/Pfam=PF00977.13

	LMLG_00570_at
	conserved hypothetical protein/Pfam=PF01554.10

	LMLG_00741_x_at
	conserved hypothetical protein

	LMLG_00754_s_at
	transcriptional regulator

	LMLG_00790_at
	internalin D/Pfam=PF09479.2

	LMLG_00804_at
	RTCB proteinlike protein/Pfam=PF01139.9

	LMLG_00804_x_at
	RTCB proteinlike protein/Pfam=PF01139.9

	LMLG_00815_x_at
	RNA polymerase sigma30 factor/Pfam=PF08281.4

	LMLG_00838_s_at
	iron compound ABC transporter/Pfam=PF01032.10

	LMLG_00951_at
	conserved hypothetical protein/Pfam=PF03466.12

	LMLG_00991_at
	conserved hypothetical protein

	LMLG_00991_x_at
	conserved hypothetical protein

	LMLG_00992_at
	glutamate 5kinase/Pfam=PF00696.20

	LMLG_00993_at
	gammaglutamyl phosphate reductase

	LMLG_00994_x_at
	hydrolase/Pfam=PF00561.12

	LMLG_00996_at
	MutTnudix family protein/Pfam=PF00293.20

	LMLG_00996_x_at
	MutTnudix family protein/Pfam=PF00293.20

	LMLG_00997_s_at
	PTS system/Pfam=PF02378.10

	LMLG_00998_s_at
	trehalose6phosphate hydrolase/Pfam=PF00128.16

	LMLG_01200_at
	conserved hypothetical protein/Pfam=PF00425.10

	LMLG_01200_s_at
	conserved hypothetical protein/Pfam=PF00425.10

	LMLG_01200_x_at
	conserved hypothetical protein/Pfam=PF00425.10

	LMLG_01203_at
	conserved hypothetical protein/Pfam=PF02574.8

	LMLG_01283_at
	ribose 5phosphate isomerase B/Pfam=PF02502.10

	LMLG_01395_at
	glutathione reductase/Pfam=PF07992.6

	LMLG_01402_s_at
	succinatesemialdehyde dehydrogenase/Pfam=PF00171.14

	LMLG_01532_at
	methionine aminopeptidase/Pfam=PF00557.16

	LMLG_01718_s_at
	pyruvate formatelyase activating enzyme/Pfam=PF04055.13

	LMLG_01752_at
	DHH subfamily protein/Pfam=PF02272.11

	LMLG_02001_at
	sigma70 region 2 family protein/Pfam=PF08281.4

	LMLG_02001_x_at
	sigma70 region 2 family protein/Pfam=PF08281.4

	LMLG_02040_at
	thiaminepyrophosphaterequiring enzyme/Pfam=PF02775.13

	LMLG_02575_at
	conserved hypothetical protein/Pfam=PF04095.8

	LMLG_02607_at
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