
Supplementary Figure 1A.  Classification of swarming-associated genes according to their predicted 
functions.
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Supplementary Figure 1B.  Classification of genes from PA14 genome according to their 
predicted functions.
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Supplementary Figure 1C. Comparison of the functional composition of the swarming-
associated genes to the composition of the PA14 genome.

Each gene may be represented more than once.


