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Figure S1. Protein domain enrichment across strains. Protein domains expanded (Wilcoxon rank sum test, p < 0.05; 4-fold copy number) 
either in Group 1 (S1a) or Group 2 (S1b) were colored from light to dark blue and the number is rescaled between 0 to 1 (for each domain, 
copy number from each of 48 strains is divided by the maximum copy number). 
The names of protein domains are labeled in the horizontal axis and the names of strains are labeled in the vertical axis. 
The domain of unknown function (DUF) is not shown.
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Figure S2a. The carbohydrate fermentation test of 1114GL showed acid production 
when using D-galactose as the sole carbon source.
Tube 1: basal medium without D-galactose and without 1114GL; 
Tubes 2-4: basal medium without D-galactose but inoculated with 1114GL; 
Tube 5: basal medium with D-galactose but without 1114GL; 
and Tubes 6-8: basal medium with D-galactose but inoculated with 1114GL. 
The color was observed after 10 hours. 

1      2       3     4       5     6      7     8  

Figure S2b. The growth curves of 1114GL on basal medium and on basal medium 
with D-galactose. Three replicates were conducted for both conditions. 
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Figure S3. The number of the proteins related to galactose fermentation in V. campbellii.



Figure S4. The sequence alignment of Chromosome I (a) and Chromosome II (b) 
               between V. campbellii 1114GL and ATCC BAA-1116.
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Figure S5. Correlation between transposase gene number and the size of synteny break.
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Figure S6. Phylogenetic tree based on the transposase protein sequences from the synteny break. 

                 The color of a lineage is labeled according to its position in the synteny break.



Figure S7a. Diagram of V. campbellii 1114GL superintegron gene cassette array. 39 aatC sites were predicted 
across the coding sequence from Vca1114GL_00040 to Vca1114GL_00146 (box arrow).

Figure S7b. The alignment of 39 predicted attC site containing partially palindromic sequences 
    (labeled with R’, R”, L’, and L”).
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