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Ql Explain the complexity of the human genome. P% de fﬁ?itatelated tothe | 2.5
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human genome and calculate the gene delyl&of%human genome
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Q2 If the Phred quality score is 30 for % pje%A in a sequencing length of | 2.5
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1 billion base pairs, determ;nétht; i‘ rate in Sample A.

Q3 Explain the principle ancﬁs‘%as f’/efved in the Sanger method of DNA 2:5
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sequencing. Illustrafef,j)ow secﬁmce information is generated
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Q4 Ilustrate al; %;}(pjmﬁ thgzhfferences in genome organisation between a 25
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Q) yfscuss thig advantages of physical mapping. Describe Expressed Sequence | 2.5
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"Bescribe the principle and workflow of Illumina sequencing technology. It's | 2.5
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based on the principle of "sequencing by synthesis. Explain the steps

involved in amplification and sequencing in this NGS technology?
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