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Note: (a) All questions qre compulsory.

What is BLAST, and how does it help in sequence analysis? Provide an

example of how BLAST is used to search for homo_ld_g;’ggé’ sequences.

20 positions, 90 are identical

B

Two protein sequences are aligned, and out of ]
Calculate the sequence identity percentage;; \

Explain what multiple se
in bioinformatics,

Given two sequences:
Sequence A: AGGCT
Sequence B: AGCA SN

Using the NeedI_c_;:\nan-Wgyséh algorithm, perform global sequence alignment,
Assume the _follow_ipg scoring systen:

Match: +1--+ - ="

Mismatch: =10
Gap:penalty: -2

 Perform BLOSUM mairix calculation for the following sequences - {05)
[ Sequence " Position

Q6 a. Difference between PAM é;nﬁ_BLOSUM with an example (06)
b. Primary and secondary databases
C. Variants of BLAST
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