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Table S1. Xanthomonas genome sequences examined in this studya. 
 

Organism Disease Abbr. 
Size 
(Mb) Components 

% 
G+C 

% 
coding Genes 

GenBank 
Accession(s) Ref. 

Xanthomonas 
axonopodis 
pv. citri 306 

Citrus 
canker 

Xac 5.27 Circular 
chromosome 
(5,175,554 
bp), plasmids 
pXAC64 
(64,920 bp), 
pXAC33 
(33,700 bp) 

64.8 90.3 5,809 NC_003919, 
NC_003922, 
NC_003921 

[1] 

X. axonopodis 
pv. 
vesicatoria 
(X. 
campestris 
pv. 
vesicatoria) 
85-10 

Bacterial 
spot 
disease 
of 
pepper 
and 
tomato 

Xav 5.42 Circular 
chromosome 
(5,178,466 
bp), plasmids 
pXCV183 
(182,572 
bp), 
pXCV38 
(38,116 bp), 
pXCV19 
(19,146 bp), 
pXCV2 
(1,852 bp) 

64.6 86.6 5,229 NC_007508, 
NC_007507, 
NC_007506, 
NC_007505, 
NC_007504 

[2] 

X. campestris 
pv. 
campestris 
8004 

Black 
rot of 
crucifers 

Xcc8 5.15 Circular 
chromosome 

65.0 87.2 5,079 NC_007086 [3] 

X. campestris 
pv. 
campestris 
ATCC33913 

Black 
rot of 
crucifers 

XccA 5.08 Circular 
chromosome 

65.1 90.1 5,832 NC_003902 [1] 

X. campestris 
pv. 
armoraciae 
756C 

Leaf 
spot 
disease 
of 
crucifers 

Xca 4.94 Circular 
chromosome 

65.3 85.3 4,598 Pendingb [4] 

X. oryzae pv. 
oryzae 
KACC10331 

Bacterial 
blight of 
rice 

XooK 4.94 Circular 
chromosome 

63.7 87.6 5,805 NC_006834 [5] 

X. oryzae pv. 
oryzae 
MAFF311018 

Bacterial 
blight of 
rice 

XooM 4.94 Circular 
chromosome 

63.7 83.9  5,091 NC_007705 [6] 
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Organism Disease Abbr. 
Size 
(Mb) Components 

% 
G+C 

% 
coding Genes 

GenBank 
Accession(s) Ref. 

X. oryzae pv. 
oryzicola 
BLS256 

Bacterial 
leaf 
streak of 
rice 

Xoc 4.83 Circular 
chromosome 

64.0 86.0 4,686 AAQN01000 
001c 

[4] 

 

a Genome statistics were derived from the TIGR automated annotation for each genome available 
through the Comprehensive Microbial Resource (CMR; http://cmr.jcvi.org). 
b Finished sequence and draft annotation are available through the CMR. 
c Finished sequence only. Finished sequence and draft annotation are available through the CMR.  
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