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treated as case of unfair means. o,

1. How do you use scoring matrix values to determine the extenf oftami
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2. If we do not have scoring matrix (PAM, BLOSUM{?%; theén how do we carry out
sequence alignment? (1)

3. Suppose you Jomed a genomics lab, how do )f(a 1ferent bioinformatics (BI) tools
for enhancing your research outputs? g(‘,é;ﬁ&\%}%; s Juld be specific with examples). (2.5)
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4. How does dot matrix plot ide: 1@1%w u?}%lexﬂy regions? Why does most software
remove this region before align V&&%{%)

5. Why is sequence co ,lecf . ”’@rtant in bioinformatics? Suppose you use different MSA

software for a gwex é% %%q ences, how do you determine accuracy of MSA? (1+2)
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6. NJ metho%‘%‘éﬁdgs b‘etter inferred tree than UPGMA and NR method, why? Provide the

limitatigns *‘:._aQﬁJ;nUm parsimony inferred trees. (2)

7. Provide th %”“ajor applications of local patterns such as motif, evolutionary profile, Pfam

#"domait g&OSITE patterns,etc. (2)
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S%Dls‘%ss the pros and cons of culturing and metagenomic techniques for the study of gut
microbiome. (3)

9. (a) Distinguish between alpha and beta diversity and various measures used to calculate

it. (5)

(b) Why is weighted UniFrac better than Bray-Curtis or Chi-square measures for studymg
beta diversity? (2)



10. Explain the various steps involved in homology modeling. (3)

11. Discuss any two methods used for protein fold recognition. (4)

12. Discuss HMM and ANN used for gene prediction. (4)




