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Note: (a) All questions are compulsory. 5‘%
(b) The candidate is allowed to make Suitable numeric assumptions w{j:gv zf‘%'equzred

for solving problems

Q.No

Question

Ql

Explain protein structure classification by CATH

Q2

Comparative modeling is a computational me eddo predict the
3D structure of a protein from its amino acj ze. What are the
major sources of error in comparative m d how do they arise
during model construction? itng,

Q3

Consider two proteins with PDB% )3, T4
you compare these proteins, dnd wh %approaches or cnterla would you
use to interpret the results o s

Q4

A protein has 100 amin Its actual secondary structure is H = 40,
E=4(0, andC'"?:@ he prédicted structure is H =35, E= 25, and C =

Qs

- &iHHHHHCCCCCCCCCCHHHHHHCCcccccc

40. What is t% Q3 é}e for this secondary structure prediction?

he | téfhgucal propensmes of Leucine and Alanine residues in
nafjon of the given sequence.

;\i AVLLTSAPLPTPLESRYRARIYRGNAITV

%hat is energy mmlmlzatlon process? Why it is essential to minimize
a biomolecular system before production run?

To compute the intermolecular potential between two like atoms is
calculates using Lennard-Jones (LJ) potential. Give explanation and

mathematical expression for calculating I.J potential.
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5

for the given sequence using the given

Evaluate the first seed window
Chou-Fasman parameters.

Seq - LDVRDSKSVAAARERVTEGRVDVLVCNAGLGLLGP

Q8
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