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Q.1 Choose the most appropriate alternative for the following questions: [8]

31. Sequence submission tool of GenBank database is .
! A) Bankin and Bankout B) Bankit and Sequin

C) Entrez D) Submitlt
E) None of Above

2. In GCG format of nucleotide sequence, nucleotide sequence starts with
A) Start , B) SEQ - T
C) Origin D) SO
E) None of Above

3. According to IUPAC Nucleotide base code for c or g or a; ie. not t is represented by

{etter. .
A) b ‘ B) d
Cyv-. D) e

E) None of Above

4. According to IUPAC IUB Joint Commission on Bzochemlcal Nomenclature glutamlc acid is -

represented by - letter.
A)K B) G
CE - . DyM

E) None of Above
5. is mduced electrlcal interactions which contrlbute Slgﬂ]f](lall_ﬂ)-f to conformatlonal o
stability in the interior of the protein.
A) Hydrophilic interactions B) Covalent interacﬁon'g'
C) Van der Waals interactions D) Hydrophobic interactions
E) None of above.

6. may not be an indicator of an evolutionary relationship.
A) Sequence similarity B) Genome similarity
C) Structural similarity D) Allof Above .

E) None of Above
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7. The primary sequence of a protein is called as
A) Consensus B) Conformation

C) Contiguration. - - - D) Conservation
E) None of above.

8. The is an extremely rare secondary structural element in proteins.

A) = - helix B) « helix y
C) 31 helix D) ¢ helix ‘
- e

' F) None of above.

Q.2 Attempt any seven of the following questions: [14]
1. Explain different types of Gap penalties for pairwise sequence alignment. e

L Write short note on Neural Networks and its use m Blomformahcs

Write short note on genebank database and its detailed file format,
Write short note on gene prechctlon.

Write short note on secondary databases of bioinformatics.
Explam dihedral angles present in the pr1mary structure of protein.

7. Explam 1mportance of IC'50 value i drug designing.

fExplam Quantltatwe structure

acthlty'relatlonslul models (QSAR models)

Discuss on Dot Plot method of pairwise sequence alignment with example. [6]

B. Enlist and describe various types of BLAST prbgfa@me ava'ﬂgible for s-equence:__,m[ﬁl'__w

: : OR o :
-B. Descnbe local and global ahgnment algontlrun for pairwise sequence ahgnment o -+ 6]

Q4 A Descrlbe the protem structure pred1ct10n and usefulness of Ramachandran plot in protem [6] -
" structure evaluation. ' ' ' o
- B.  Define and explain Sensitivity and Specificity for measuring sequence detection efficiency. - [e}

OR

« . Explain gene predlction Discuss . different parameters that help in the gene predlcnon for - [6]__:_:_=

eukaryohc orgamsm
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Q5 A. Define phylogenetics analysis? Construct the phylogenetic tree by using UPGMA [6]
algorithm with given distance matrix. ,
A|B|C|D|E

Al0122(39(39 41
B| |0 (414143
C 018120
D 0110
E 0

B. Describe acquisition process of protein structure information from protein database by [6]

explaining UniProt database.

OR
B What i scormg matr1ces7 Explam how the values in scoung matrix are derwed by dlscussmg [6] '

value denvahon method of PAMI scor ing matrix.

Q.6 A. Explain anyone maskless photodeprotection technology for construction of oligonucleotide 6]
mlcroarray synthesis.

g6

B. __.Explauppnmary, seccmdary, ancl terhary protem si‘ructure w1th dlagrams
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