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QL. If you have several DNA sequence reads from a NGS experiments,:_hdw will ybu proceed
with computational analysis in a step-wise manner? [5] P

Q2. A Sanger sequence output must be processed before cond_ugtitig'défaﬁase similarity search.
What should be the guidelines to help with DNA sequencing troubléshooting and analysis? [3]

Q3. Conventional approaches for DNA sequencing were nidfé_epipensive and time consuming,
How the introduction of NGS technologies has affected the feasibility of DNA sequencing? [4]

Q4. A Sanger sequencing output is obtained in 'tha_a_ form of a chromatogram. What does
amplitude of peaks and colors indicate? (4] .

Q5. What does a score of Q(30) cprresﬁbnds_; for in a FASTQ file? Discuss importance of quality
scores in a FASTQ file. [4] [

Q6. In a general NGS data analy_sis p‘_ro.c.:redure several types of files are produced. Briefly explain
the file types and type of data they may store? [3]



