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What is KEGG database? Give example.
Describe CATH database with example.

What is the characteristics DBMS should have?
What is database 3-tier architecture? Describe with diagram.

State about binary search and its importance.
Describe with diagram about merge sorting.

What is Back tracking paradigms?
State about BLAST algorithm to align two sequences.

What is the difference between sequence and molecular file format.
Do global alignment for the following two sequences, TTAGGC and TAAGGT where
match=1, mismatch=0 and gap=-1.
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