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11. Summary of the new findings of the thesis

- Extracted and purifed metagenomic DNA from the living gut microbiota of C. gestroi. The size of the metagenomic data set is 5.431,60 Mbp. Within this, 125.431 ORFs were putatived. About 1460 species of micobiota were predicted, of which 1368 were bacteria.

- 316 ORFs encoding eight types cellulose-degrade enzymes were identified.
- Cloned and expressed an endoglucanase encoding gene.

- Enzymatic activity occurs optimally at pH range of 5,5-6,0 and a temperature of 40oC. Km and Vmax of endoglucanase toward CMC were 16,14 mg/ml and 2,28 (mol/minute, respectively. 10 mM Co2+ enhaced the enzymatic activity to 257%.
12. Paratical applicability, if any: the endoglucanase can be utilized for production in biotechnological  fields.
13. Further research directions, if any: cloning and expression of other cellulase genes from the metagenomic data set.
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