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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
Ist+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 MEGAS
[3]. New sequences generated in the present study are indicated with black circles (®). The
previously sequenced Xanthomonas albilineans is indicated with a black triangle ( A). GenBank
and RefSeq accession numbers and coordinates are given in parentheses.
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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
Ist+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 MEGAS
[3]. New sequences generated in the present study are indicated with black circles (®). The
previously sequenced Xanthomonas albilineans is indicated with a black triangle ( A). 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
Ist+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 MEGAS
[3]. New sequences generated in the present study are indicated with black circles (®). The
previously sequenced Xanthomonas albilineans is indicated with a black triangle (A). GenBank
and RefSeq accession numbers and coordinates are given in parentheses.
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