
Figure S1. Molecular Phylogenetic anaylsis of recA by Maximum Likelihood method. 
The evolutionary history was inferred by using the Maximum Likelihood method based on the 
Tamura-Nei model [1]. The bootstrap consensus tree inferred from 500 replicates [2] is taken to 
represent the evolutionary history of the taxa analyzed [2]. Branches corresponding to partitions 
reproduced in less than 50% bootstrap replicates are collapsed. The percentage of replicate trees in 
which the associated taxa clustered together in the bootstrap test (500 replicates) are shown next to 
the branches [2].  Initial  tree(s)  for the heuristic  search were obtained automatically as follows. 
When the number of common sites was < 100 or less than one fourth of the total number of sites,  
the maximum parsimony method was used; otherwise BIONJ method with MCL distance matrix 
was used. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per  site.  The  analysis  involved  15  nucleotide  sequences.  Codon  positions  included  were 
1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated. There 
were a total of 981 positions in the final dataset. Evolutionary analyses were conducted in MEGA5 
[3].   New sequences  generated  in  the  present  study  are  indicated  with  black  circles  (●).  The 
previously sequenced  Xanthomonas albilineans is indicated with a black triangle (▲). GenBank 
and RefSeq accession numbers and coordinates are given in parentheses.

 Xylella_fastidiosa_M23_(NC_010577:117669-118712)

 Xylella_fastidiosa_Temecula1_(NC_004556:117832-118875)

 Xylella_fastidiosa_M12_(NC_010513:117216-118259)

 Xylella_fastidiosa_9a5c_(NC_002488:119366-120409)

Xylella

 X_albilineans_GPE_PC73_(NC_013722:1369531-1370520)

 X_sp_NCPPB1131_scf_19414_1316_contig_1_(AGHY01000900:3201-4191)

 X_sacchari_NCPPB_4393_scf_1875_93_contig_3_(AGDB01000096:3403-4392)

 X_sp_NCPPB1132_scf_4055_417_contig_1_(AGHZ01000388:3598-4587)

 Stenotrophomonas_maltophilia_K279a_(NC_010943:1783575-1784612)

 Stenotrophomonas_maltophilia_R5513_(NC_011071:1659068-1660105)

 X_campestris_pv_campestris_str_ATCC_33913_(NC_003902:2000077-2001108)

 X_oryzae_pv_oryzae_MAFF_311018_(NC_007705:3142956-3143971)

 X_axonopodis_pv_citri_str_306_(NC_003919:1999890-2000905)

 X_campestris_pv_vesicatoria_str_8510_(NC_007508:1994464-1995479)

Group 2

Outgroup P_aeruginosa_UCBPPPA14_(NC_008463:1505405-1506445)

97

97

93

85

45

60

66

69

100

91

99

0.05



Figure S2. Molecular Phylogenetic anaylsis of groEL by Maximum Likelihood method. 
The evolutionary history was inferred by using the Maximum Likelihood method based on the 
Tamura-Nei model [1]. The bootstrap consensus tree inferred from 500 replicates [2] is taken to 
represent the evolutionary history of the taxa analyzed [2]. Branches corresponding to partitions 
reproduced in less than 50% bootstrap replicates are collapsed. The percentage of replicate trees in 
which the associated taxa clustered together in the bootstrap test (500 replicates) are shown next to 
the branches [2].  Initial  tree(s)  for the heuristic  search were obtained automatically as follows. 
When the number of common sites was < 100 or less than one fourth of the total number of sites,  
the maximum parsimony method was used; otherwise BIONJ method with MCL distance matrix 
was used. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per  site.  The  analysis  involved  15  nucleotide  sequences.  Codon  positions  included  were 
1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated. There 
were a total of 1052 positions in the final dataset. Evolutionary analyses were conducted in MEGA5 
[3].  New  sequences  generated  in  the  present  study  are  indicated  with  black  circles  (●).  The 
previously sequenced  Xanthomonas albilineans is indicated with a black triangle (▲). GenBank 
and RefSeq accession numbers and coordinates are given in parentheses.
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Figure S3. Molecular Phylogenetic anaylsis of dnaK by Maximum Likelihood method.
The evolutionary history was inferred by using the Maximum Likelihood method based on the 
Tamura-Nei model [1]. The bootstrap consensus tree inferred from 500 replicates [2] is taken to 
represent the evolutionary history of the taxa analyzed [2]. Branches corresponding to partitions 
reproduced in less than 50% bootstrap replicates are collapsed. The percentage of replicate trees in 
which the associated taxa clustered together in the bootstrap test (500 replicates) are shown next to 
the branches [2].  Initial  tree(s)  for the heuristic  search were obtained automatically as follows. 
When the number of common sites was < 100 or less than one fourth of the total number of sites,  
the maximum parsimony method was used; otherwise BIONJ method with MCL distance matrix 
was used. The tree is drawn to scale, with branch lengths measured in the number of substitutions 
per  site.  The  analysis  involved  15  nucleotide  sequences.  Codon  positions  included  were 
1st+2nd+3rd+Noncoding. All positions containing gaps and missing data were eliminated. There 
were a total of 468 positions in the final dataset. Evolutionary analyses were conducted in MEGA5 
[3].  New  sequences  generated  in  the  present  study  are  indicated  with  black  circles  (●).  The 
previously sequenced  Xanthomonas albilineans is indicated with a black triangle (▲). GenBank 
and RefSeq accession numbers and coordinates are given in parentheses.

References

1. Tamura K. and Nei M. (1993). Estimation of the number of nucleotide substitutions in the control 
region of mitochondrial DNA in humans and chimpanzees. Molecular Biology and Evolution 
10:512-526. 

2. Felsenstein J. (1985). Confidence limits on phylogenies: An approach using the bootstrap. 
Evolution 39:783-791.

3. Tamura K., Peterson D., Peterson N., Stecher G., Nei M., and Kumar S. (2011). MEGA5: 
Molecular Evolutionary Genetics Analysis using Maximum Likelihood, Evolutionary Distance, and 
Maximum Parsimony Methods. Molecular Biology and Evolution (In Press).. 

 X_axonopodis_pv_citri_str_306_(NC_003919:1756186-1757125)

 X_campestris_pv_vesicatoria_str_8510_(NC_007508:1763676-1764615)

 X_campestris_pv_campestris_str_ATCC_33913_(NC_003902:1721738-1722677)

 X_oryzae_pv_oryzae_MAFF_311018_(NC_007705:2111174-2112113)

Group 2

 Stenotrophomonas_maltophilia_K279a_(NC_010943:2012856-2013786)

 Stenotrophomonas_maltophilia_R5513_(NC_011071:1797758-1798688)

 X_sp_NCPPB1131 (AGHY01000369:3183-4030)

 X_albilineans_GPE_PC73_(NC_013722:1981265-1982059)

 X_sacchari_NCPPB (AGDB01000435:7539-8389)

 X_sp_NCPPB1132 (AGHZ01000594:3248-4098)

Group 1

 Xylella_fastidiosa_9a5c_(NC_002488:2219199-2219795)

 Xylella_fastidiosa_M12_(NC_010513:1576611-1577159)

 Xylella_fastidiosa_M23_(NC_010577:1607344-1607892)

 Xylella_fastidiosa_Temecula1_(NC_004556:1593217-1593765)

Xylella

Outgroup P_aeruginosa_UCBPPPA14_(NC_008463:5619568-5620092)

73

63

97

81

83

76

64

50

100

80

96

0.02


