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Figure 2. Ort32 encoded protein was purified close to homogenity. Left- IMAC chromatography Right- SDS-PAGE with the purified protein
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Figure 3. Determination of native molecular mass of ORKF32 protein.
1.6 mg purified ORF40 protein was injected on a HiLoad 16/60 Superdex 200 previosly calibrated using Figure 4. Superimposition of the computer—generated pAO
Bluedextran, Aldolase (158 kDa), Ovalbumine (47 kDa) and Chimiotripsinogen (25 kDa). putative transcriptional factor GntR (green) and
Corynebacterium glutamicum LdIR transcriptional factor
Conclusions (black; PDB code: 2di3).

The orf32 gene of Arthrobacter nicotinovorans pAO1 encodes a monomeric 32 kDa protein containing no metal 1ons. Due to its position and orientation, i1t 1s most probable the repressor protein for the whole putative
carbohydrate catabolic operon.
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