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1. Construction of database for specific class of proteins / enzymes, genes/ORF/EST/Promoter
sequences/ DNA motifs or protein motifs using oracle.
2. Access an_d use of different online protein and gene alignment softwares
i, Gene fmdlmg related_search for a given nucleotide sequence in order to predict the gene
- ORF prediction for different proteins out of some given nucleatide sequences.
2. Exon identification using available softwares for a given nucleotide sequences.

Secondary structure prediction for amino acid sequences of a given protein.
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