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(a) -~-f~SWISPROT protein sequence database
began in the year A

() Bioinformatics database was first
created by

(c) The human genome contains
approximately ___ base pairs.
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" (@) Discuss STRING database. 13.:.,
various features.
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(e) How can you predict the structure of a
~ protein sequence ? Explain in detail one
ST nistgpothe ] knowledge-based method to

~ predict the protein structure.

(f) Expla.m the various apparatus used in
pairwise ‘sequence allgnment
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(g) What is B1ostat13t1cs ? How blOStatlSthS
i help in blologlcal sequence analysis ?
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(h) Calculate the standard dev1at10n from
- the following data :

X :20-30 30-40 40-50 50-60 60-70 7'0480'8:0-90 90-100
Y: 30 58 62 8 112 70 57 96
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