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Note: (a) All questions are compulsory. /4//% '
(b)Marks are indicated against each question in square brackets. /Zf///’/@ %//%

(¢} The candidate is allowed io make Suitable numeric assumptions wherevqffffe_g//yirei for«////%
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Q1. The Phred score is a logarithmic measure of the quality of base calls in l%//yﬁ sequencing. It is
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widely used in bioinformatics to assess the accuracy of thé’%se&upnced bases, providing a
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quantitative measure of the likelihood of an error in basef//”c%lll’%;g, tfthe Phred score is 30, what do
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you interpret from the sequence data? [5 marks] COI 7, //’4{’//%
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Q2. How does Hlumina sequencing technology fit i%to”ch
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tealidof next-generation sequencing, and
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how does it work to analyze the genome-wiéf’e//,,

ion analysis transcriptomics study? [5
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}% %r,gé%ay facility, how do you carry on to identify the

Q3. If you have been supported with 9}}}
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gene expression pattern in d/r},g-rc;?sfé}ant{/}/gﬁgyﬁomonas aeroginosa in comparison to drug-sensitive
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Pseudomonas aeroginosa? I&@g/}ttlo@/ﬁ'ﬁlclustrate the equation to normalize the microarray data? |5
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Q4. MALDI-TOF 41% used 10 id}}ntiﬁz the proteins from the given protein clinical or environmental
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somple Desff,///{é/e/”f’c, e/({tdet/' methodology using ‘MALDI TOF’ to identify the sets of proteins.
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What ar%t-lz;//g profe,j/% /;Elj or databases for the protein identification [5 marks] COIII

QS%P_;oteinfproEf:in interactions (PPIs) are the physical contacts between two or more proteins and
the; 1':i5r§£ent (;:)mplex biological functions, Nowadays, PPls have been used to construct PPI
networks tg’;-study complex pathways for revealing the functions of unknown proteins, explain PPI
with a suitable example using a protein chip, an invitro assay. [5 marks] CO [I]

Q6. Notes on the following (2.5 marks each) COII & I
a. Metagenomics

b. Screening of phosphorylated and Glycosylated protein
¢. Characteristics of Protein array
d. ChiP Seq



