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Figure S3. Neighbor-Joining tree of cyanophycin ligases and cyanophycin ligase-like
proteins.

Nodes with Bootstrap values >50% are marked with black filled circles. Groups VI and VII,
which contain the cyanophycin ligase and cyanophycin ligase-like protein of Octadecabacter
arcticus 238 respectively, are underlined. The taxonomic composition of organisms
represented by each group is indicated by different color proportions. The number of
sequences in each group is given in parentheses. Groups that were originally described by

FUserand Steinbuchel [1] are marked with an asterisk (*).
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