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for solving problems

Q.No

Questicn

Q1

Crick in 1956

Q2

of the sequence read or error rate

The Phred score is a measure of how likely it iS'that a'hase was called
) Fy

incorractly during DNA sequencing. If the'Rhred ¢ _oz:és of the DNA sequence

Sample-1 and Sample-2 are Q20 and re§pectively, analyse the guality
hich one is better in terms of the

quality of the sequences? &

Q3

Describe the mechantsm of fradttlonal DNA sequence methedology and

how it differs from next generatmn sequencing technology such as

Q4

## v ,//fl

eukaryot genome Give genomic deta (estimated genome size and gene

At ber) 1rf Escherichiv coll and human genome

2.5

| '?—Descnbtn the details of insight into Highly repetnwe segquence, Modenately

-epptltnve and Unique sequences in the human genome

P',ffoscquencing i 2 DNA sequercing method that sequences DNA in real
time by detecting light signals. It's based on the grinciple of "sequencing by
synthesis. Write the cascade of reactions involved in pyrosequencing and

their various apnllrc.tnozw pyro\muenunv in gmumics




