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Note: All questions are compulsory. Attempt all questions of a particular section a%\g&r}gé%glace.
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Answer each question to the point. o
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1. Explain why RNA-seq has superseded the traditional technologies fogps’fa&ﬁmé}ne expression
profile. (2 Marks) (CO2,C03) 10
2. Distinguish between alpha and beta diversity, outlining the ,ﬁiﬁfééce of each to microbiome
profiling. (2 marks) (CO2, CO3) ;;g;:,xé’
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3. Discuss the application of fastQC program in contem "6?%’”‘;§b?omedical research. (1) (C02,3)
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evﬁlﬁu%opn of biological sequences: (3 marks) (CO1)
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4: Discuss the following terms in the contex

a) Homologues
b) Paralogues
¢) Orthologues
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5. Explain global and local sequ.'!é_g}g;ﬁalignment. Discuss similarities and differences and the cases

where each typq_g)ﬁ{é‘fi%%ment is relevant. (4 marks) (CO1)
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Qmatrices used in sequence alighment programs. (3 marks) (CO1)
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