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Fig. 1. Schematic showing the reconstructed primary metabolism of parabasalian protests
in the gut of termites, with the emphasis on the flow of reducing equivalents (¢").
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Table 1. Characteristics of two Fe-hydrogenases in P. grassii.

Activity Optimal
pH
H, evolution H, uptake
Long-form 121+7.8 ND 6.0
Short-form 2131+ 54 431+ 12 8.0

Hydrogenase activity (= standard deviation) measured using
methylviologen as an electron carrier is expressed as mmol H,
min_' mg-protein . ND, not detected.
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