Table S2: Genes specific of strain HL 0604 1035 with respect to strains Paris, Lens, Philadelphia, Corby and Lorraine.
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		Label		Gene Name		Product

		lpv0069		_		protein of unknown function

		lpv0179		_		protein of unknown function

		lpv0184		_		protein of unknown function

		lpv0185		_		protein of unknown function

		lpv0193		_		conserved protein of unknown function [pin domain]

		lpv0194		_		putative transcriptional regulator (helix-turn-helix motif, XRE-like)

		lpv0195		_		Addiction module killer protein HI1419

		lpv0197		_		protein of unknown function

		lpv0198		_		protein of unknown function [putative ankyrin repeat]

		lpv0201		_		protein of unknown function

		lpv0203		_		conserved protein of unknown function

		lpv0205		_		Putative intracellular protease/amidase [ThiJ/PfpI domain protein]

		lpv0207		_		conserved protein of unknown function

		lpv0220		_		protein of unknown function

		lpv0222		csiD		Protein csiD

		lpv0316		_		protein of unknown function

		lpv0420		rplD		50S ribosomal subunit protein L4

		lpvCDS447576D		rpmJ		50S ribosomal subunit protein L36

		lpv0490		_		conserved protein of unknown function

		lpvCDS534273D		icmT		substrate of Dot/Icm secretion system

		lpv0683		_		conserved protein of unknown function

		lpv0756		_		protein of unknown function

		lpv0758		_		protein of unknown function

		lpv0778		_		conserved protein of unknown function

		lpv0988		_		protein of unknown function

		lpv1015		_		protein of unknown function

		lpv1087		_		protein of unknown function

		lpv1111		_		protein of unknown function

		lpv1118		_		protein of unknown function

		lpv1186		_		protein of unknown function

		lpv1217		_		protein of unknown function

		lpv1218		_		putative HTH-like transcriptional regulator, phage-related

		lpv1227		_		protein of unknown function

		lpv1241		_		protein of unknown function

		lpv1437		_		Fragment of conserved protein of unknown function (part 1)

		lpv1452		_		conserved protein of unknown function

		lpv1587		_		Transposase IS3/IS911 family protein

		lpv1588		_		Integrase, catalytic region

		lpv1629		_		transposase

		lpv1630		_		Integrase, catalytic region

		lpv1730		_		conserved protein of unknown function

		lpv1770		_		Putative methyl-accepting chemotaxis sensory transducer

		lpv1771		_		Integrase, catalytic region

		lpv1772		_		Transposase IS3/IS911 family protein

		lpv1773		_		protein of unknown function

		lpv1776		_		Response regulator receiver

		lpv1778		_		conserved protein of unknown function

		lpv1783		_		protein of unknown function

		lpv1850		_		conserved protein of unknown function

		lpv1853		_		protein of unknown function

		lpv1956		_		Putative glycosyltransferase

		lpv1958		_		UDP-glucuronate 5\'-epimerase

		lpv1959		ugd		UDP-glucose 6-dehydrogenase

		lpv1973		_		Fragment of N-succinylarginine dihydrolase (part 1)

		lpv2159		_		protein of unknown function

		lpv2204		_		protein of unknown function

		lpv2206		_		protein of unknown function

		lpv2208		_		exported protein of unknown function

		lpv2230		_		Transposase, IS116/IS110/IS902

		lpv2240		_		Fragment of protein of unknown function

		lpv2257		_		protein of unknown function

		lpv2258		_		conserved protein of unknown function [ankyrin motif]

		lpv2259		_		protein of unknown function

		lpv2282		_		conserved exported protein of unknown function [leucine rich repeat]

		lpv2359		_		protein of unknown function

		lpv2360		_		Putative addiction module antidote protein, CC2985 family 

		lpv2361		_		putative toxin antitoxin plasmid stabilization system ParE

		lpv2366		_		Fragment of transposase

		lpv2485		_		protein of unknown function

		lpv2513		_		Integrase, catalytic region

		lpv2514		_		Transposase IS3/IS911 family protein

		lpv2559		_		conserved protein of unknown function

		lpv2637		_		conserved protein of unknown function

		lpv2638		_		conserved protein of unknown function

		lpv2640		_		conserved protein of unknown function

		lpv2641		_		protein of unknown function

		lpv2642		_		protein of unknown function

		lpv2645		_		protein of unknown function

		lpv2656		_		protein of unknown function

		lpv2657		_		Putative Peptidase, trypsin-like serine and cysteine

		lpv2663		_		putative Metallophosphoesterase

		lpv2671		_		protein of unknown function

		lpv2679		_		conserved membrane protein of unknown function

		lpv2693		_		exported protein of unknown function

		lpv2708		_		protein of unknown function

		lpv2740		_		protein of unknown function

		lpv2745		_		protein of unknown function

		lpv2756		_		Transposase, IS116/IS110/IS902

		lpv2878		_		protein of unknown function

		lpv2892		_		protein of unknown function

		lpv2984		_		Transposase, IS116/IS110/IS902

		lpv3008		_		putative Biotin carboxylase





Feuil2

		Gene name		Sequence lenght (range)		Number of haplotypes		Haplotype diversity		Nucleotide diversity		Average number of nucleotide differences		Average number of nucleotide differences		Polimorfic sites

		uvrB		1989		5		0.933		0.01716		34.1333		34.1333		84

		pgk		1188		6		1		0.03013		35.8000		35.8		87

		rpoA		990		6		1		0.00902		8.9333		8,9333		22

		ffh		1374		6		1		0.01853		25.4667		25,4666		63

		serS		1278		6		1		0.01315		16.8000		16.8		43

		proS		1707-1767		6		1		0.02183		37.2667		37.2667		94

		glyA		1251		5		0.933		0.01577		19.7333		19.7333		50

		dnaB		1380		5		0.933		0.01242		17.1333		17.1333		44

		pgi		1482-1500		5		0.933		0.02304		33.9333		33.9333		92

		lig		2019-2049		6		1		0.01932		39.0000		39		95

		cysS		1368		6		1		0.01511		20.6667		20.6667		52

		trpS		1212-1215		5		0.933		0.01722		20.8667		20.8667		48

		aspD		1779		5		0.933		0.0175		31.1333		31.1333		68

		ruvB		954-1029		6		1		0.01258		12.0000		12		29

		nrdA		2751-2826		5		0.933		0.01519		41.8000		41.8		95

		recA		1044		4		0.8		0.02229		23.2667		23.2667		60

		tig		1329-1377		6		0.933		0.01585		21.0667		21.0667		49

		lepA		1830		6		1		0.01556		28.4667		28.4667		70

		metK		1146		6		1		0.01414		16.2000		16.2		43

		dnaJ		1137		6		1		0.01349		15.3333		15.3333		39

		argS		1758-1767		6		1		0.0165		29.0000		29		74

		eno		1266		6		1		0.02438		30.8667		30.8667		81

		ftsZ		1194		6		1		0.0096		11.4667		11.46667		29

		uvrC		1854		6		1		0.02024		37.5333		37.5333		87

		dnaX		1668		6		1		0.0265		44.2000		44.2		107

		recN		1665		6		1		0.03007		50.0667		50.0667		111

		metG		1992-2079		6		1		0.01807		36.0000		36		87

		rho		1260-1269		5		0.933		0.01069		13.4667		13.4667		33

		atpD		1374		6		1		0.0115		15.8000		15.8		42

		atpA		1551		6		1		0.01341		20.8000		20.8		57

		thdF		1332-1338		6		1		0.01892		25.2000		25.2		67





Feuil3

		Data set

		Tree topology		uvrB		pgk		rpoA		ffh		serS		proS		glyA		dnaB		pgi		lig		cysS		trpS		aspD		ruvB		nrdA		recA

		uvrB		  (best)		 0.416 		0.042*		0.000*		0.244 		0.000*		0.002*		0.013*		0.000*		0.077 		0.008*		0.545 		0.270 		0.020*		0.352 		0.017*

		pgk		 0.494 		  (best)		0.042*		0.000*		0.017*		0.006*		0.003*		0.080 		0.000*		0.064 		0.020*		0.814 		0.256 		0.006*		0.000*		0.017*

		rpoA		 0.507 		 0.421 		   (best)		0.000*		0.016*		0.000*		0.004*		0.013*		0.000*		0.959 		0.478 		0.944 		0.757 		0.031*		0.000*		0.085 

		ffh		 0.010*		 0.001*		0.197 		0.105 		0.036*		0.001*		0.002*		0.009*		0.000*		0.206 		0.234 		0.070 		0.000*		0.030*		0.000*		0.017*

		serS		 0.093 		 0.001*		0.027*		0.009*		  (best)		0.000*		0.002*		0.013*		0.000*		0.013*		0.011*		0.000*		0.000*		0.024*		0.299 		0.383 

		proS		 0.002*		 0.003*		0.027*		0.001*		0.018*		  (best)		0.025*		0.883 		0.000*		0.006*		0.024*		0.000*		0.000*		0.010*		0.000*		0.017*

		glyA		 0.000*		 0.001*		0.028*		0.004*		0.026*		0.200 		  (best)		0.591 		0.416 		0.014*		0.014*		0.000*		0.000*		0.010*		0.000*		0.017*

		dnaB		 0.000*		 0.004*		0.027*		0.002*		0.025*		0.649 		0.578 		  (best)		0.740 		0.008*		0.026*		0.000*		0.000*		0.010*		0.000*		0.017*

		pgi		 0.000*		 0.004*		0.035*		0.047*		0.033*		0.006*		0.194 		0.247 		  (best)		0.008*		0.028*		0.000*		0.000*		0.011*		0.000*		0.020*

		lig		 0.586 		 0.382 		0.888 		0.000*		0.017*		0.000*		0.004*		0.013*		0.000*		  (best)		0.458 		0.946 		0.647 		0.023*		0.000*		0.069 

		cysS		 0.004*		 0.001*		0.740 		0.000*		0.037*		0.001*		0.004*		0.013*		0.000*		0.666 		  (best)		0.153 		0.000*		0.030*		0.000*		0.085 

		trpS		 0.453 		 0.855 		0.031*		0.000*		0.016*		0.006*		0.004*		0.094 		0.003*		0.223 		0.020*		  (best)		0.324 		0.007*		0.000*		0.017*

		aspD		 0.423 		 0.420 		0.249 		0.000*		0.016*		0.000*		0.003*		0.013*		0.000*		0.613 		0.036*		0.868 		   (best)		0.239 		0.000*		0.017*

		ruvB		 0.002*		 0.001*		0.253 		0.061 		0.021*		0.000*		0.005*		0.009*		0.000*		0.263 		0.041*		0.097 		0.000*		  (best)		0.000*		0.017*

		nrdA		 0.017*		 0.001*		0.309 		0.000*		0.087 		0.000*		0.004*		0.013*		0.000*		0.071 		0.195 		0.001*		0.000*		0.052 		   (best)		0.796 

		recA		 0.002*		 0.001*		0.303 		0.000*		0.016*		0.000*		0.004*		0.013*		0.000*		0.071 		0.195 		0.000*		0.000*		0.029*		0.000*		  (best)

		tig		 0.002*		 0.001*		0.016*		  (best)		0.279 		0.000*		0.006*		0.009*		0.000*		0.054 		0.009*		0.000*		0.000*		0.228 		0.000*		0.371 

		lepA		 0.005*		 0.001*		0.723 		0.061 		0.021*		0.000*		0.007*		0.009*		0.000*		0.742 		0.498 		0.128 		0.000*		0.281 		0.000*		0.085 

		metK		 0.371 		 0.421 		0.303 		0.000*		0.016*		0.000*		0.003*		0.013*		0.000*		0.606 		0.041*		0.868 		0.925 		0.249 		0.000*		0.017*

		dnaJ		 0.596 		 0.458 		0.254 		0.078 		0.033*		0.000*		0.003*		0.008*		0.000*		0.613 		0.053 		0.780 		0.714 		0.037*		0.000*		0.020*

		argS		 0.007*		 0.001*		0.723 		0.000*		0.028*		0.001*		0.004*		0.013*		0.000*		0.666 		0.918 		0.128 		0.000*		0.022*		0.000*		0.085 

		eno		 0.004*		 0.002*		0.035*		0.000*		0.094 		0.301 		0.010*		0.107 		0.000*		0.006*		0.009*		0.001*		0.000*		0.028*		0.472 		0.020*

		ftsZ		 0.012*		 0.001*		0.180 		0.611 		0.025*		0.000*		0.005*		0.009*		0.000*		0.256 		0.053 		0.062 		0.000*		0.325 		0.000*		0.017*

		uvrC		 0.592 		 0.467 		0.358 		0.000*		0.017*		0.000*		0.006*		0.029*		0.000*		0.519 		0.201 		0.808 		0.255 		0.007*		0.000*		0.069 

		dnaX		 0.507 		 0.424 		0.889 		0.000*		0.016*		0.000*		0.004*		0.013*		0.000*		0.964 		0.444 		0.944 		0.757 		0.030*		0.000*		0.085 

		recN		 0.010*		 0.001*		0.203 		0.079 		0.036*		0.001*		0.002*		0.009*		0.000*		0.208 		0.180 		0.077 		0.000*		0.047*		0.000*		0.017*

		metG		 0.016*		 0.006*		0.309 		0.000*		0.033*		0.002*		0.008*		0.032*		0.000*		0.164 		0.361 		0.004*		0.000*		0.006*		0.000*		0.085 

		rho		 0.501 		 0.834 		0.042*		0.000*		0.021*		0.004*		0.004*		0.080 		0.003*		0.236 		0.020*		0.915 		0.275 		0.008*		0.000*		0.017*

		atpD		 0.919 		 0.499 		0.034*		0.051 		0.038*		0.000*		0.003*		0.007*		0.000*		0.069 		0.010*		0.545 		0.375 		0.016*		0.000*		0.017*

		atpA		 0.816 		 0.382 		0.446 		0.000*		0.140 		0.000*		0.004*		0.013*		0.000*		0.304 		0.195 		0.652 		0.270 		0.019*		0.469 		0.085 

		thdF		 0.599 		 0.509 		0.249 		0.079 		0.029*		0.000*		0.003*		0.009*		0.000*		0.617 		0.049*		0.793 		0.770 		0.049*		0.000*		0.017*

		Concatenate		 0.608 		 0.509 		0.205 		0.087 		0.026*		0.000*		0.003*		0.009*		0.000*		0.613 		0.053 		0.780 		0.730 		0.030*		0.000*		0.017*



		Data set

		Tree topology		tig		lepA		metK		dnaJ		argS		eno		ftsZ		uvrC		dnaX		recN		metG		rho		atpD		atpA		thdF		Concatenate

		uvrB		0.000*		0.000*		0.307		0.231		0.017*		0.517 		0.010*		0.143 		 0.014*		0.000*		0.004*		0.829 		0.868 		0.535		0.133		0.000*

		pgk		0.001*		0.000*		0.307		0.230		0.009*		0.333 		0.011*		0.161 		 0.013*		0.000*		0.002*		0.840 		0.368 		0.337		0.132		0.000*

		rpoA		0.000*		0.437 		0.815		0.830		0.318 		0.362 		0.203 		0.455 		 0.957 		0.047*		0.056 		0.511 		0.210 		0.763		0.784		0.008*

		ffh		0.106 		0.385 		0.308		0.542		0.773 		0.025*		0.696 		0.000*		 0.000*		0.901 		0.000*		0.160 		0.098 		0.095		0.619		0.000*

		serS		0.007*		0.002*		0.057		0.085		0.022*		0.115 		0.009*		0.000*		 0.000*		0.000*		0.007*		0.429 		0.600 		0.090		0.078		0.000*

		proS		0.001*		0.001*		0.050		0.108		0.029*		0.385 		0.010*		0.000*		 0.000*		0.000*		0.002*		0.109 		0.053 		0.102		0.061		0.000*

		glyA		0.003*		0.001*		0.055		0.092		0.022*		0.311 		0.009*		0.000*		 0.000*		0.000*		0.001*		0.037*		0.048*		0.091		0.078		0.000*

		dnaB		0.001*		0.001*		0.052		0.108		0.022*		0.311 		0.009*		0.000*		 0.000*		0.000*		0.002*		0.092 		0.050 		0.091		0.070		0.000*

		pgi		0.030*		0.002*		0.052		0.117		0.022*		0.030*		0.011*		0.000*		 0.000*		0.000*		0.002*		0.092 		0.050 		0.077		0.074		0.000*

		lig		0.000*		0.439 		0.777		0.831		0.289 		0.357 		0.205 		0.508 		 0.925 		0.037*		0.061 		0.701 		0.242 		0.742		0.759		0.011*

		cysS		0.000*		0.411 		0.339		0.529		0.846 		0.036*		0.203 		0.001*		 0.033*		0.169 		0.050 		0.206 		0.055 		0.273		0.632		0.000*

		trpS		0.001*		0.000*		0.342		0.408		0.009*		0.325 		0.011*		0.729 		 0.014*		0.000*		0.368 		0.782 		0.185 		0.339		0.133		0.000*

		aspD		0.000*		0.304 		0.903		0.874		0.311 		0.416 		0.203 		0.264 		 0.192 		0.047*		0.002*		0.544 		0.212 		0.364		0.727		0.000*

		ruvB		0.032*		0.689 		0.475		0.497		0.319 		0.038*		0.295 		0.000*		 0.000*		0.028*		0.001*		0.098 		0.051 		0.094		0.521		0.000*

		nrdA		0.000*		0.003*		0.051		0.090		0.032*		0.073 		0.012*		0.000*		 0.005*		0.000*		0.323 		0.169 		0.035*		0.410		0.071		0.000*

		recA		0.000*		0.003*		0.051		0.088		0.032*		0.032*		0.012*		0.000*		 0.004*		0.000*		0.271 		0.038*		0.043*		0.224		0.067		0.000*

		tig		  (best)		0.016*		0.084		0.125		0.033*		0.021*		0.523 		0.000*		 0.000*		0.000*		0.008*		0.046*		0.076 		0.062		0.256		0.000*

		lepA		0.031*		  (best)		0.381		0.544		0.316 		0.033*		0.307 		0.006*		 0.035*		0.022*		0.050 		0.128 		0.041*		0.275		0.581		0.000*

		metK		0.000*		0.327 		  (best)		0.874		0.319 		0.422 		0.203 		0.262 		 0.192 		0.047*		0.002*		0.480 		0.210 		0.365		0.722		0.000*

		dnaJ		0.048*		0.377 		0.715		  (best)		0.286 		0.352 		0.749 		0.287 		 0.193 		0.340 		0.002*		0.556 		0.374 		0.444		0.899		0.941 

		argS		0.000*		0.459 		0.319		0.545		  (best)		0.033*		0.205 		0.001*		 0.035*		0.134 		0.050 		0.172 		0.049*		0.338		0.513		0.000*

		eno		0.000*		0.002*		0.054		0.102		0.022*		  (best)		0.010*		0.000*		 0.000*		0.000*		0.007*		0.096 		0.028*		0.173		0.065		0.000*

		ftsZ		0.532 		0.769 		0.361		0.536		0.325 		0.026*		   (best)		0.000*		 0.000*		0.247 		0.001*		0.148 		0.108 		0.126		0.680		0.000*

		uvrC		0.000*		0.001*		0.337		0.399		0.030*		0.355 		0.012*		   (best)		 0.653 		0.000*		0.856 		0.638 		0.212 		0.742		0.167		0.000*

		dnaX		0.000*		0.421 		0.770		0.841		0.308 		0.364 		0.203 		0.455 		  (best)		0.054 		0.062 		0.511 		0.182 		0.768		0.819		0.007*

		recN		0.076 		0.331 		0.304		0.539		0.769 		0.025*		0.718 		0.000*		 0.000*		   (best)		0.000*		0.101 		0.111 		0.099		0.644		0.000*

		metG		0.000*		0.001*		0.051		0.260		0.042*		0.046*		0.014*		0.027*		 0.020*		0.000*		   (best)		0.141 		0.049*		0.224		0.071		0.000*

		rho		0.001*		0.000*		0.333		0.395		0.009*		0.351 		0.011*		0.757 		 0.013*		0.000*		0.367 		  (best)		0.368 		0.337		0.184		0.000*

		atpD		0.036*		0.000*		0.307		0.347		0.042*		0.467 		0.394 		0.143 		 0.014*		0.001*		0.002*		0.687 		  (best)		0.374		0.309		0.000*

		atpA		0.000*		0.002*		0.331		0.232		0.045*		0.494 		0.013*		0.318 		 0.660 		0.000*		0.065 		0.801 		0.245 		  (best)		0.181		0.000*

		thdF		0.076 		0.339 		0.770		0.913		0.268 		0.356 		0.718 		0.264 		 0.186 		0.404 		0.002*		0.769 		0.360 		0.363		  (best)		0.921 

		Concatenate		0.079 		0.388 		0.715		0.912		0.283 		0.330 		0.749 		0.287 		 0.193 		0.382 		0.002*		0.556 		0.374 		0.363		0.898		     (best)












Specific_Environmental

		Label		Gene Name		Product

		lpv0069		_		protein of unknown function

		lpv0179		_		protein of unknown function

		lpv0184		_		protein of unknown function

		lpv0185		_		protein of unknown function

		lpv0193		_		conserved protein of unknown function [pin domain]

		lpv0194		_		putative transcriptional regulator (helix-turn-helix motif, XRE-like)

		lpv0195		_		Addiction module killer protein HI1419

		lpv0197		_		protein of unknown function

		lpv0198		_		protein of unknown function [putative ankyrin repeat]

		lpv0201		_		protein of unknown function

		lpv0203		_		conserved protein of unknown function

		lpv0205		_		Putative intracellular protease/amidase [ThiJ/PfpI domain protein]

		lpv0207		_		conserved protein of unknown function

		lpv0220		_		protein of unknown function

		lpv0222		csiD		Protein csiD

		lpv0316		_		protein of unknown function

		lpv0420		rplD		50S ribosomal subunit protein L4

		lpvCDS447576D		rpmJ		50S ribosomal subunit protein L36

		lpv0490		_		conserved protein of unknown function

		lpvCDS534273D		icmT		substrate of Dot/Icm secretion system

		lpv0683		_		conserved protein of unknown function

		lpv0756		_		protein of unknown function

		lpv0758		_		protein of unknown function

		lpv0778		_		conserved protein of unknown function

		lpv0988		_		protein of unknown function

		lpv1015		_		protein of unknown function

		lpv1087		_		protein of unknown function

		lpv1111		_		protein of unknown function

		lpv1118		_		protein of unknown function

		lpv1186		_		protein of unknown function

		lpv1217		_		protein of unknown function

		lpv1218		_		putative HTH-like transcriptional regulator, phage-related

		lpv1227		_		protein of unknown function

		lpv1241		_		protein of unknown function

		lpv1437		_		Fragment of conserved protein of unknown function (part 1)

		lpv1452		_		conserved protein of unknown function

		lpv1587		_		Transposase IS3/IS911 family protein

		lpv1588		_		Integrase, catalytic region

		lpv1629		_		transposase

		lpv1630		_		Integrase, catalytic region

		lpv1730		_		conserved protein of unknown function

		lpv1770		_		Putative methyl-accepting chemotaxis sensory transducer

		lpv1771		_		Integrase, catalytic region

		lpv1772		_		Transposase IS3/IS911 family protein

		lpv1773		_		protein of unknown function

		lpv1776		_		Response regulator receiver

		lpv1778		_		conserved protein of unknown function

		lpv1783		_		protein of unknown function

		lpv1850		_		conserved protein of unknown function

		lpv1853		_		protein of unknown function

		lpv1956		_		Putative glycosyltransferase

		lpv1958		_		UDP-glucuronate 5\'-epimerase

		lpv1959		ugd		UDP-glucose 6-dehydrogenase

		lpv1973		_		Fragment of N-succinylarginine dihydrolase (part 1)

		lpv2159		_		protein of unknown function

		lpv2204		_		protein of unknown function

		lpv2206		_		protein of unknown function

		lpv2208		_		exported protein of unknown function

		lpv2230		_		Transposase, IS116/IS110/IS902

		lpv2240		_		Fragment of protein of unknown function

		lpv2257		_		protein of unknown function

		lpv2258		_		conserved protein of unknown function [ankyrin motif]

		lpv2259		_		protein of unknown function

		lpv2282		_		conserved exported protein of unknown function [leucine rich repeat]

		lpv2359		_		protein of unknown function

		lpv2360		_		Putative addiction module antidote protein, CC2985 family 

		lpv2361		_		putative toxin antitoxin plasmid stabilization system ParE

		lpv2366		_		Fragment of transposase

		lpv2485		_		protein of unknown function

		lpv2513		_		Integrase, catalytic region

		lpv2514		_		Transposase IS3/IS911 family protein

		lpv2559		_		conserved protein of unknown function

		lpv2637		_		conserved protein of unknown function

		lpv2638		_		conserved protein of unknown function

		lpv2640		_		conserved protein of unknown function

		lpv2641		_		protein of unknown function

		lpv2642		_		protein of unknown function

		lpv2645		_		protein of unknown function

		lpv2656		_		protein of unknown function

		lpv2657		_		Putative Peptidase, trypsin-like serine and cysteine

		lpv2663		_		putative Metallophosphoesterase

		lpv2671		_		protein of unknown function

		lpv2679		_		conserved membrane protein of unknown function

		lpv2693		_		exported protein of unknown function

		lpv2708		_		protein of unknown function

		lpv2740		_		protein of unknown function

		lpv2745		_		protein of unknown function

		lpv2756		_		Transposase, IS116/IS110/IS902

		lpv2878		_		protein of unknown function

		lpv2892		_		protein of unknown function

		lpv2984		_		Transposase, IS116/IS110/IS902

		lpv3008		_		putative Biotin carboxylase





Feuil2

		Gene name		Sequence lenght (range)		Number of haplotypes		Haplotype diversity		Nucleotide diversity		Average number of nucleotide differences		Average number of nucleotide differences		Polimorfic sites

		uvrB		1989		5		0.933		0.01716		34.1333		34.1333		84

		pgk		1188		6		1		0.03013		35.8000		35.8		87

		rpoA		990		6		1		0.00902		8.9333		8,9333		22

		ffh		1374		6		1		0.01853		25.4667		25,4666		63

		serS		1278		6		1		0.01315		16.8000		16.8		43

		proS		1707-1767		6		1		0.02183		37.2667		37.2667		94

		glyA		1251		5		0.933		0.01577		19.7333		19.7333		50

		dnaB		1380		5		0.933		0.01242		17.1333		17.1333		44

		pgi		1482-1500		5		0.933		0.02304		33.9333		33.9333		92

		lig		2019-2049		6		1		0.01932		39.0000		39		95

		cysS		1368		6		1		0.01511		20.6667		20.6667		52

		trpS		1212-1215		5		0.933		0.01722		20.8667		20.8667		48

		aspD		1779		5		0.933		0.0175		31.1333		31.1333		68

		ruvB		954-1029		6		1		0.01258		12.0000		12		29

		nrdA		2751-2826		5		0.933		0.01519		41.8000		41.8		95

		recA		1044		4		0.8		0.02229		23.2667		23.2667		60

		tig		1329-1377		6		0.933		0.01585		21.0667		21.0667		49

		lepA		1830		6		1		0.01556		28.4667		28.4667		70

		metK		1146		6		1		0.01414		16.2000		16.2		43

		dnaJ		1137		6		1		0.01349		15.3333		15.3333		39

		argS		1758-1767		6		1		0.0165		29.0000		29		74

		eno		1266		6		1		0.02438		30.8667		30.8667		81

		ftsZ		1194		6		1		0.0096		11.4667		11.46667		29

		uvrC		1854		6		1		0.02024		37.5333		37.5333		87

		dnaX		1668		6		1		0.0265		44.2000		44.2		107

		recN		1665		6		1		0.03007		50.0667		50.0667		111

		metG		1992-2079		6		1		0.01807		36.0000		36		87

		rho		1260-1269		5		0.933		0.01069		13.4667		13.4667		33

		atpD		1374		6		1		0.0115		15.8000		15.8		42

		atpA		1551		6		1		0.01341		20.8000		20.8		57

		thdF		1332-1338		6		1		0.01892		25.2000		25.2		67





Feuil3

		Data set

		Tree topology		uvrB		pgk		rpoA		ffh		serS		proS		glyA		dnaB		pgi		lig		cysS		trpS		aspD		ruvB		nrdA		recA

		uvrB		  (best)		 0.416 		0.042*		0.000*		0.244 		0.000*		0.002*		0.013*		0.000*		0.077 		0.008*		0.545 		0.270 		0.020*		0.352 		0.017*

		pgk		 0.494 		  (best)		0.042*		0.000*		0.017*		0.006*		0.003*		0.080 		0.000*		0.064 		0.020*		0.814 		0.256 		0.006*		0.000*		0.017*

		rpoA		 0.507 		 0.421 		   (best)		0.000*		0.016*		0.000*		0.004*		0.013*		0.000*		0.959 		0.478 		0.944 		0.757 		0.031*		0.000*		0.085 

		ffh		 0.010*		 0.001*		0.197 		0.105 		0.036*		0.001*		0.002*		0.009*		0.000*		0.206 		0.234 		0.070 		0.000*		0.030*		0.000*		0.017*

		serS		 0.093 		 0.001*		0.027*		0.009*		  (best)		0.000*		0.002*		0.013*		0.000*		0.013*		0.011*		0.000*		0.000*		0.024*		0.299 		0.383 

		proS		 0.002*		 0.003*		0.027*		0.001*		0.018*		  (best)		0.025*		0.883 		0.000*		0.006*		0.024*		0.000*		0.000*		0.010*		0.000*		0.017*

		glyA		 0.000*		 0.001*		0.028*		0.004*		0.026*		0.200 		  (best)		0.591 		0.416 		0.014*		0.014*		0.000*		0.000*		0.010*		0.000*		0.017*

		dnaB		 0.000*		 0.004*		0.027*		0.002*		0.025*		0.649 		0.578 		  (best)		0.740 		0.008*		0.026*		0.000*		0.000*		0.010*		0.000*		0.017*

		pgi		 0.000*		 0.004*		0.035*		0.047*		0.033*		0.006*		0.194 		0.247 		  (best)		0.008*		0.028*		0.000*		0.000*		0.011*		0.000*		0.020*

		lig		 0.586 		 0.382 		0.888 		0.000*		0.017*		0.000*		0.004*		0.013*		0.000*		  (best)		0.458 		0.946 		0.647 		0.023*		0.000*		0.069 

		cysS		 0.004*		 0.001*		0.740 		0.000*		0.037*		0.001*		0.004*		0.013*		0.000*		0.666 		  (best)		0.153 		0.000*		0.030*		0.000*		0.085 

		trpS		 0.453 		 0.855 		0.031*		0.000*		0.016*		0.006*		0.004*		0.094 		0.003*		0.223 		0.020*		  (best)		0.324 		0.007*		0.000*		0.017*

		aspD		 0.423 		 0.420 		0.249 		0.000*		0.016*		0.000*		0.003*		0.013*		0.000*		0.613 		0.036*		0.868 		   (best)		0.239 		0.000*		0.017*

		ruvB		 0.002*		 0.001*		0.253 		0.061 		0.021*		0.000*		0.005*		0.009*		0.000*		0.263 		0.041*		0.097 		0.000*		  (best)		0.000*		0.017*

		nrdA		 0.017*		 0.001*		0.309 		0.000*		0.087 		0.000*		0.004*		0.013*		0.000*		0.071 		0.195 		0.001*		0.000*		0.052 		   (best)		0.796 

		recA		 0.002*		 0.001*		0.303 		0.000*		0.016*		0.000*		0.004*		0.013*		0.000*		0.071 		0.195 		0.000*		0.000*		0.029*		0.000*		  (best)

		tig		 0.002*		 0.001*		0.016*		  (best)		0.279 		0.000*		0.006*		0.009*		0.000*		0.054 		0.009*		0.000*		0.000*		0.228 		0.000*		0.371 

		lepA		 0.005*		 0.001*		0.723 		0.061 		0.021*		0.000*		0.007*		0.009*		0.000*		0.742 		0.498 		0.128 		0.000*		0.281 		0.000*		0.085 

		metK		 0.371 		 0.421 		0.303 		0.000*		0.016*		0.000*		0.003*		0.013*		0.000*		0.606 		0.041*		0.868 		0.925 		0.249 		0.000*		0.017*

		dnaJ		 0.596 		 0.458 		0.254 		0.078 		0.033*		0.000*		0.003*		0.008*		0.000*		0.613 		0.053 		0.780 		0.714 		0.037*		0.000*		0.020*

		argS		 0.007*		 0.001*		0.723 		0.000*		0.028*		0.001*		0.004*		0.013*		0.000*		0.666 		0.918 		0.128 		0.000*		0.022*		0.000*		0.085 

		eno		 0.004*		 0.002*		0.035*		0.000*		0.094 		0.301 		0.010*		0.107 		0.000*		0.006*		0.009*		0.001*		0.000*		0.028*		0.472 		0.020*

		ftsZ		 0.012*		 0.001*		0.180 		0.611 		0.025*		0.000*		0.005*		0.009*		0.000*		0.256 		0.053 		0.062 		0.000*		0.325 		0.000*		0.017*

		uvrC		 0.592 		 0.467 		0.358 		0.000*		0.017*		0.000*		0.006*		0.029*		0.000*		0.519 		0.201 		0.808 		0.255 		0.007*		0.000*		0.069 

		dnaX		 0.507 		 0.424 		0.889 		0.000*		0.016*		0.000*		0.004*		0.013*		0.000*		0.964 		0.444 		0.944 		0.757 		0.030*		0.000*		0.085 

		recN		 0.010*		 0.001*		0.203 		0.079 		0.036*		0.001*		0.002*		0.009*		0.000*		0.208 		0.180 		0.077 		0.000*		0.047*		0.000*		0.017*

		metG		 0.016*		 0.006*		0.309 		0.000*		0.033*		0.002*		0.008*		0.032*		0.000*		0.164 		0.361 		0.004*		0.000*		0.006*		0.000*		0.085 

		rho		 0.501 		 0.834 		0.042*		0.000*		0.021*		0.004*		0.004*		0.080 		0.003*		0.236 		0.020*		0.915 		0.275 		0.008*		0.000*		0.017*

		atpD		 0.919 		 0.499 		0.034*		0.051 		0.038*		0.000*		0.003*		0.007*		0.000*		0.069 		0.010*		0.545 		0.375 		0.016*		0.000*		0.017*

		atpA		 0.816 		 0.382 		0.446 		0.000*		0.140 		0.000*		0.004*		0.013*		0.000*		0.304 		0.195 		0.652 		0.270 		0.019*		0.469 		0.085 

		thdF		 0.599 		 0.509 		0.249 		0.079 		0.029*		0.000*		0.003*		0.009*		0.000*		0.617 		0.049*		0.793 		0.770 		0.049*		0.000*		0.017*

		Concatenate		 0.608 		 0.509 		0.205 		0.087 		0.026*		0.000*		0.003*		0.009*		0.000*		0.613 		0.053 		0.780 		0.730 		0.030*		0.000*		0.017*



		Data set

		Tree topology		tig		lepA		metK		dnaJ		argS		eno		ftsZ		uvrC		dnaX		recN		metG		rho		atpD		atpA		thdF		Concatenate

		uvrB		0.000*		0.000*		0.307		0.231		0.017*		0.517 		0.010*		0.143 		 0.014*		0.000*		0.004*		0.829 		0.868 		0.535		0.133		0.000*

		pgk		0.001*		0.000*		0.307		0.230		0.009*		0.333 		0.011*		0.161 		 0.013*		0.000*		0.002*		0.840 		0.368 		0.337		0.132		0.000*

		rpoA		0.000*		0.437 		0.815		0.830		0.318 		0.362 		0.203 		0.455 		 0.957 		0.047*		0.056 		0.511 		0.210 		0.763		0.784		0.008*

		ffh		0.106 		0.385 		0.308		0.542		0.773 		0.025*		0.696 		0.000*		 0.000*		0.901 		0.000*		0.160 		0.098 		0.095		0.619		0.000*

		serS		0.007*		0.002*		0.057		0.085		0.022*		0.115 		0.009*		0.000*		 0.000*		0.000*		0.007*		0.429 		0.600 		0.090		0.078		0.000*

		proS		0.001*		0.001*		0.050		0.108		0.029*		0.385 		0.010*		0.000*		 0.000*		0.000*		0.002*		0.109 		0.053 		0.102		0.061		0.000*

		glyA		0.003*		0.001*		0.055		0.092		0.022*		0.311 		0.009*		0.000*		 0.000*		0.000*		0.001*		0.037*		0.048*		0.091		0.078		0.000*

		dnaB		0.001*		0.001*		0.052		0.108		0.022*		0.311 		0.009*		0.000*		 0.000*		0.000*		0.002*		0.092 		0.050 		0.091		0.070		0.000*

		pgi		0.030*		0.002*		0.052		0.117		0.022*		0.030*		0.011*		0.000*		 0.000*		0.000*		0.002*		0.092 		0.050 		0.077		0.074		0.000*

		lig		0.000*		0.439 		0.777		0.831		0.289 		0.357 		0.205 		0.508 		 0.925 		0.037*		0.061 		0.701 		0.242 		0.742		0.759		0.011*

		cysS		0.000*		0.411 		0.339		0.529		0.846 		0.036*		0.203 		0.001*		 0.033*		0.169 		0.050 		0.206 		0.055 		0.273		0.632		0.000*

		trpS		0.001*		0.000*		0.342		0.408		0.009*		0.325 		0.011*		0.729 		 0.014*		0.000*		0.368 		0.782 		0.185 		0.339		0.133		0.000*

		aspD		0.000*		0.304 		0.903		0.874		0.311 		0.416 		0.203 		0.264 		 0.192 		0.047*		0.002*		0.544 		0.212 		0.364		0.727		0.000*

		ruvB		0.032*		0.689 		0.475		0.497		0.319 		0.038*		0.295 		0.000*		 0.000*		0.028*		0.001*		0.098 		0.051 		0.094		0.521		0.000*

		nrdA		0.000*		0.003*		0.051		0.090		0.032*		0.073 		0.012*		0.000*		 0.005*		0.000*		0.323 		0.169 		0.035*		0.410		0.071		0.000*

		recA		0.000*		0.003*		0.051		0.088		0.032*		0.032*		0.012*		0.000*		 0.004*		0.000*		0.271 		0.038*		0.043*		0.224		0.067		0.000*

		tig		  (best)		0.016*		0.084		0.125		0.033*		0.021*		0.523 		0.000*		 0.000*		0.000*		0.008*		0.046*		0.076 		0.062		0.256		0.000*

		lepA		0.031*		  (best)		0.381		0.544		0.316 		0.033*		0.307 		0.006*		 0.035*		0.022*		0.050 		0.128 		0.041*		0.275		0.581		0.000*

		metK		0.000*		0.327 		  (best)		0.874		0.319 		0.422 		0.203 		0.262 		 0.192 		0.047*		0.002*		0.480 		0.210 		0.365		0.722		0.000*

		dnaJ		0.048*		0.377 		0.715		  (best)		0.286 		0.352 		0.749 		0.287 		 0.193 		0.340 		0.002*		0.556 		0.374 		0.444		0.899		0.941 

		argS		0.000*		0.459 		0.319		0.545		  (best)		0.033*		0.205 		0.001*		 0.035*		0.134 		0.050 		0.172 		0.049*		0.338		0.513		0.000*

		eno		0.000*		0.002*		0.054		0.102		0.022*		  (best)		0.010*		0.000*		 0.000*		0.000*		0.007*		0.096 		0.028*		0.173		0.065		0.000*

		ftsZ		0.532 		0.769 		0.361		0.536		0.325 		0.026*		   (best)		0.000*		 0.000*		0.247 		0.001*		0.148 		0.108 		0.126		0.680		0.000*

		uvrC		0.000*		0.001*		0.337		0.399		0.030*		0.355 		0.012*		   (best)		 0.653 		0.000*		0.856 		0.638 		0.212 		0.742		0.167		0.000*

		dnaX		0.000*		0.421 		0.770		0.841		0.308 		0.364 		0.203 		0.455 		  (best)		0.054 		0.062 		0.511 		0.182 		0.768		0.819		0.007*

		recN		0.076 		0.331 		0.304		0.539		0.769 		0.025*		0.718 		0.000*		 0.000*		   (best)		0.000*		0.101 		0.111 		0.099		0.644		0.000*

		metG		0.000*		0.001*		0.051		0.260		0.042*		0.046*		0.014*		0.027*		 0.020*		0.000*		   (best)		0.141 		0.049*		0.224		0.071		0.000*

		rho		0.001*		0.000*		0.333		0.395		0.009*		0.351 		0.011*		0.757 		 0.013*		0.000*		0.367 		  (best)		0.368 		0.337		0.184		0.000*

		atpD		0.036*		0.000*		0.307		0.347		0.042*		0.467 		0.394 		0.143 		 0.014*		0.001*		0.002*		0.687 		  (best)		0.374		0.309		0.000*

		atpA		0.000*		0.002*		0.331		0.232		0.045*		0.494 		0.013*		0.318 		 0.660 		0.000*		0.065 		0.801 		0.245 		  (best)		0.181		0.000*

		thdF		0.076 		0.339 		0.770		0.913		0.268 		0.356 		0.718 		0.264 		 0.186 		0.404 		0.002*		0.769 		0.360 		0.363		  (best)		0.921 

		Concatenate		0.079 		0.388 		0.715		0.912		0.283 		0.330 		0.749 		0.287 		 0.193 		0.382 		0.002*		0.556 		0.374 		0.363		0.898		     (best)












