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gi|158318395 [Frankia sp. EAN1pec]
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Supplement 1: Protein neighbour-joining tree for SII0783 homologues, indicated with gi
numbers, from known bacteria containing the SIl0783 homologues (Species name in
parentheses). On the right side the major bacterial kingdoms are shown. The tree was
constructed from an alignement using Clustal X v2.0.11. Bootstrap values are given at
nodes if at least 50.



