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FIG. S1. Homology at amino acid level of the putative VDHatcc39116 Of Amycolatopsis sp.

ATCC 39116 to different enzymes with VDH activity. The amino acid sequence of the VDHarcc 39116

of Amycolatopsis sp. ATCC 39116 was compared to sequences of a VDH of Pseudomonas sp. HR199

(36); a VDH of P. fluorescens AN103 (12); a VDH of P. putida WCS358 (46); a VDH of P. putida

KT2440 (28) and a VDH of S. paucimobilis SYK-6 (22). Identical amino acids are labeled in black,

while similar amino acids are shaded in grey. The characteristic motif of aldehyde dehydrogenases

with glutamic acid in the catalytic center is underlined in black (amino acids 251 to 258).



