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Q-1. Describe the classification of protein databases with appropriate examples. Differentiate (12)

Q-2.

Q-2.

Q-3.

Q-4.

between sequence, structure, and classification databases, and explain their roles in
understanding protein function and interactions.

(W2lot 321AAell cd(l5201e] 92 GElsWN AU cllot 5. $H, Ut Wal (50 321 A
dsteld 5 AR YElot 512l Aol BauylAsauzlal el Aus(l ofRsi Axesdl)
OR

. What are scoring matrices? Compare PAM and BLOSUM matrices in terms of construction (12)

and application. How do they affect the quality and interpretation of sequence alignment?
@RS\Rot ARRRU 9 B? diusiH wal AAAZAstoll AECIH PAM 3l BLOSUM R2RS qeteatl 5.

Axlle(l 51 N6l iAol dfRteltll Wal U ezetal Fcll A UAR 53 B?)

Describe the principle and applications of microarray-based technologies in transcriptomics. (12)
How is gene expression data analyzed and interpreted using computational tools?

LB RMsUHL HBSIRAR-BUUR A 25e0AYell Rigict Ual GUADNe] it 5. 511220l

2GRl GUlaL 53la Afollot U@ cu(5el 3elof [A2ANQL UA wuzat Fcll A sl A B?)

OR
Explain the biological significance of RNA secondary structure prediction. Describe the (12)
computational methods used for prediction, such as minimum free energy and comparative
sequence analysis.

(RNA 9lGL R Uatl Aol glej BAs Hecel MLl Ul HIZ2 GUAHE Acltdl oeld 3l uglda,
BU ¥ AYtiH Y5 Bl ol dcolleds sH (AANERLe] adlst 5

. Discuss the computational strategies involved in protein structure modeling. Compare (12)

homology modeling, ab initio methods, and threading. How are these applied in rational

drug design?

(W&ot 25UR M3(AdHL AUAEA QAT M S cfgR UailAloll AT 5. SHlA W3 (Ao, Aoll RN
U (Qull A Yslotoll etotl 5. ol ectl Sastesetul 2 3cll A o) ud 8?)

OR
Explain the use of visualization and structural analysis tools like RasMol and DeepView in  (12)
understanding protein 3D structures. How do these tools enhance insights into protein-ligand

interaction and drug design? (U&let 3D HLOULlal UHS AL RasMol e DeepView %l
(AosgeesRaet wal HiowslaA (ARl Alslloll GUDL UMl L Aol WElot-([AdUes
BaulQBa ua el 3BsetHl i 3l A aw d?)

What is functional genomics? Describe the various approaches used in functional genomics (12)

1



and their applications in discovering gene functions and regulatory networks.
(staUleds allls 9 B? staleds Palllsuml GuAoHl Adldl QA @201 ua

ooflot 512l Wl [A2uHet513] Aecls] AWucHi AMell GUANe] cllet 53

OR

Q-4. Discuss the various methods for phylogenetic inference, including distance-based (UPGMA,

Neighbor-Joining) and character-based methods (Maximum Parsimony, Maximum Likelihood).

Compare their strengths and limitations.
(SLAABARS ojHlet Hizell (AlAY uglAoll UUL 5, BHL BidR-WUUR A (UPGMA, U\ 2l-81518)

Wl ULAL-ALULR d U QA (Mot WRMMA(l, HetiH AUl AHIA UL B, AHoll AR 2a
Halellell detall 53

Q-5. Write Short Note on Any Two (6 + 6=12)

1.

Write a short note on pairwise sequence alignment. Explain the difference between local
and global alignment with an example of each. (ﬂﬂC{l? sH o6 C{@,ﬂ U As QE(SI ol

AL LS U dRs o cRll clRAA dslald £250ll GELEWL UL UML)

Write a short note on signal-based and content-based gene prediction methods. How are
they used to locate genes in genomic sequences? (@MC’[—MLHLQ(‘L Wl AHIYL-R

ogoflot WIOUEL UGIAN UR g5l ol cull. oAy RsclortHl oselloll 2uall M2 Asll
Gualol 3l dla ata B?)

. Write a short note on comparative and functional genomics. How do these approaches

complement each other in genome studies? (JClollcHS Ual slAlHS PAlPsU UR Qﬂ
el AL %olli weAUML L AN Asollotal Fcll Il Y wotld 87)

Write a short note on types of proteomics and their applications. Differentiate between
expression and functional proteomics. (Iﬂaiﬂm&%{ Aol AHall GUAN UR Qél altl

AL (@A Ao slAleHs WERAMSU LA dgleld wRULCl)
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