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Note: All questions are compulsory. Marks are indicated against each question in squi;é

brackelts.

Q1. What do understand by Phred score in a fastq file? What is the mmmmm requirement of
Phred score to start further downstream analysis? For a sequence, if Ph,réd:_sq_(jfe is 30, what will
be the percentage inaccuracy? [3 marks] (CO-3)

Q2. Suppose, the sequencing of Covid-19 patient was per‘fgrmed-.ahd;'paired end data have been
received by RNA sequencing. What will be the further é_t_eﬁsf'}ised for RNA-Seq data analysis.
What are the pipelines used for denovo and reference based assembly. [5 marks) (CO-1 & CO-3)

03. Explain sequence formats and feature formats commonly used in different steps of next
generation sequencing. [4 marks] (CO-2 & _C0i3) o

()4. Describe the principle of lllumina seque’r_ici:rig technology in detail? {3 marks] (CO-1 & CO-
2) o

Q5. How does NGS differ from trgldi;t_ion'al DNA sequencing techniques? [3 marks] (CO-1)

Q6. What challenges do yéu_think'a:researcher might face while.working with large volumes of
NGS data? [3 marks] (CO-1 & CO-2}

Q7. [4 marks] (CO-1 & CO-2)
(a) Can you eXplain what FASTQ format files are?

(b) Differehce_ between chain termination method and chemical degradation method.



