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Course Name: High Throughput Technologies Max. Time: 1 Hr
Course Credit: 03

Note: Attempt all questions. Be precise in answers

1. What is the genome size of E. coli and approximate number of genes? (‘1 mér‘k)

2. What is use of microbial typing using high throughput sequenc{ﬁg apbro:;leh‘? (1(‘marks)

3. Write of Genomic survey sequence (1 marks) |

4. Describe that how human genome is organized, hiéhlight nol.ho'f_‘bases that adds complexity to
the genome? (2 marks) |

5. Draw a well labeled structure of a‘euka‘.ryoti;{ gene; highlfght the splicing signals and their
importance? (2 marks) »

6. What is BLAST? Discuss tHe importancé of different BLAST programs? Who develop the BLAST
and when? Write thé formula used tb calculate the E-value? (2 marks)

7. Write on rpyrosequérilc'ing wfth aifferent reactions steps? Discuss enzymes and their role and
sources?r”What_,are the ap;ﬁlications of this high throughput sequencing methods? (3 marks)

8. DescribeVhigh_th‘r‘oughput illumine sequencing method? Describe each step with a well labeled
diagram? Where do you find the importance of illumina sequencing method? And where it

differs from Sanger sequencing method? (3 marks)



