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Nofte: (a)All questions are compulsory.

(b)Marks are indicated against each question in square brackets.
{c) The candidate is allowed to make Suitable numeric assumptions wheréri/er reqwred for

solving problems

[3]

(3]
[3]
[3]
[5]
(a) S L) (c) (o) | (e)
9123456789 { 8123456789 8123456788 2123456784 21234567890123456
AAGTC TAGAA (ref) .| AAGTC TAGAA (raf) | AAGTCTAGAA (ref) | AAGTCTAGAA (ref) | CCCTACGTCCCAGTCAC (ref)
GTCGATAG (query) | GTCGATAG (query) GAATAG (query) 6T TAG (query) TAC TCAL (query)
Q7.What formation is typically included in the header section of a SAM file? [3]
Q8. EE{"plain the following fields that provide information about the paired-end reads and their
alignments: [3=1]
a) RNEXT
b) PNEXT
¢) TLEN
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Q9. Write down some of important applications of genetic variants identified in genomic data.

[3]

Q10. The Variant Call Format (VCF) is a standard file format used in bioinformatics to store
information about genetic variants identified in genomic data. Explain the mandatory columns of
a VCF file? (3]

Q11. How are single nucleotide polymorphisms (SNPs) and insertions/deletions (indqlsf \
represented in VCF files? [3]
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