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Experimental ValidationExperimental Validation
Gene inactivation, genetic complementation in E. coli, enzymatic assay, EMSA
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Gu et al. BMC Genomics 2010, 11: 255.
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A l l i (X lA II) id tifi d d th

1
A novel xylose isomerase (XylA-II) was identified and the gene 
coding for xylulokinase was unambiguously assigned in clostridia. A 
new XylR-binding DNA motif  was identified in several Clostridium
species. 

A novel ribulokinase (AraK) was identified in clostridia. In addition to 

2
( )

the genes involved in arabinose utilization and arabinoside
degradation, extension of the AraR regulon to the pentose phosphate 
pathways genes in several Clostridium species was revealedpathways genes in several Clostridium species was revealed. 

The use of the phosphoketolase pathway for xylose catabolism in C. 
f3 acetobutylicum was revealed. The split ratio of the phosphoketolase

pathway to the pentose phosphate pathway was increased when 
cells were grown at a higher concentration of xylose. 
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