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. Who first isolated “nuclein” (DNA) from
the pus cells of discarded surgical

1. “vgeFellel” (DNA) I HIH Tgel Uhehr
TS gfcierd Ucfedl 7 98 HIRNHBRT &

bandages?
a) Watson fhaeT 3TctaT Thar ar
b) Crick o
c) Miescher a) dfcHed
d) Griffith b) fohen
c) HIeRR
d) fafthyr
. Griffith’s transformation experiment 2. FAIfRYr T TTHwIERST AT (1928)
1928) demonstrated: ~
(1928) Ig yeid Far

a) DNA is the genetic material

b) Bacteria can uptake a “transforming
principle”

c) Protein is the hereditary material

d) RNA acts as an enzyme

a) DNA 37iefafish gerdl &

b) SFERRT T “TrEwiEeT RifAge” #r
TAGUT & Thd &

¢) WET FRMegered gerd g

d) RNAT& USSH & & H FRT HIAT
e

. Avery, MacLeod, and McCarty (1944)
proved that the “transforming principle”
in Griffith’s experiment was:

a) Protein

b) RNA

c) DNA

d) Lipid

3. vall, AFenits 3R Al (1944)
g ey fohar f& sy & gamer &
“ZTABIHT BT T

a) At

b) RNA

c) DNA

G

. The Hershey—Chase experiment used
bacteriophage T2 and showed that:

a) Proteins enter the bacterial cell to
cause infection

b) DNA enters the bacterial cell to cause
infection

c¢) Both protein and DNA enter the cell
d) RNA is the infectious agent

4. gt yAeT & SFEIRAGST T2 T
3UgT R Ig feErar o

a) WIETeT SFEIRAT HITART H TIA T
HhaOT T §

b) DNA SEFEIRAT HIfepr H gaer &
THHT FIAT g

c) MET 3R DNA ST & FIfrepr &
4 F &

d) RNA &Y HehTHeh dcd &

. The structure of DNA as a double helix

was proposed by:
a) Hershey and Chase
b) Watson and Crick

5. DNA T gaol gfeldrd =T &1
geaa e fear am




occurs on which strand?
a) Leading strand

b) Lagging strand

c¢) Both strands

d) Parental strand only

c) Franklin and Wilkins a)geff 3k @9
d) Avery and MacLeod o
b) ArcHsT AR foFm
c) therfere 3R Tafesha
d) Tl 3T AfFesis
6. Which type of DNA is the most common | g omr{iRer gRTEAUTIAT (physiological
form under physiological conditions? o .
a) A-DNA conditions) # DNA &I HE HHT &
b) B-DNA Her-a &7
c) Z-DNA a) A-DNA
d) C-DNA b) B-DNA
¢} Z-DNA
d) C-DNA ]
7. Which of the following is NOT a type of | 7 ymafa@ag & T PIF-d7 JEaTH
enetic material? V ) 2
f) DNA Tere] (Genetic material) gl g7
b) RNA a) DNA
c¢) Protein b) RNA
d) dsRNA ¢) W&
d) dsRNA
8. The mode of DNA replication in both 8. NihRaeT 3R gFRaew o=t &
prokaryotes and eukaryotes is: /)
a) Conservative DNA Flic1-.=5.i?. (Replication) shT et %}:
b) Dispersive a) $ordfed (Conservative)
¢) Semi-conservative ) )
d) Rolling circle b) Brafda (Dispersive)
¢) GHT-dhordfed (Semi-conservative)
) EUGEIRE T (Rolling circle)
9. In prokaryotic replication, the DNA 9. MR RAfes ufasfa & ona @Y
replication starts at: o “
a) Multiple origins of replication el 3 e et & e eIl &7
b) A single 0nrigin of replication (OriC) a) qﬁa{’;% &I 3Tt 3T (Multiple
3)) l;ﬁndom pouly origins of replication)
¢ telomeres
b) Tehel 3cUfd (OriC)
c) alqicaas ﬁg (Random points)
d) TATHIAR (Telomeres)
10. The discontinuous synthesis of DNA 10. DNA &7 3Tdd T2aN0T

(Discontinuous synthesis) fhe T¢3 WX
g &7

a) CUEEL Q-_a_s'

b) AT €3




c) el &3
d) haeT Need T3

11. Which enzyme removes RNA primers
and fills the gaps in prokaryotic DNA
replication?

11. fhRANTEH DNA UTdHia & Hi-ar
USTSH RNA UISHR geTa 31T T 8?

a) DNA polymerase | 2) DNA SYRIFR |
b) DNA polymerase III e
c) DNA ligase b) DNA =1 Il
d) Primase c) DNA ferdtst
d) ITSHT
12. The “end replication problem” in 12. gHRAfes W@ JoEET (Linear
N o) o

eukaryotic linear chromosomes is solved
by:

a) DNA ligase

b) Primase

c) Telomerase

d) Topoisomerase

chromosomes) H “U5 RiCershered Hiseld”
Pl PlsT g HLAT g7

a) DNA TerraT

b) WSAT

c) éTvﬂ':ﬁiE’

d) SIS ATEST

13. Which of the following RNA carries
genetic information from DNA to
ribosomes?

a) rRNA
b) tRNA
c) mRNA
d) snRNA

13. Ffaf@a & & +I9-ar RNA DNA
O TSI deh 3T e e

e &
a) rRNA

b) tRNA

) MRNA
d) snRNA

14. Which RNA has a clover-leaf structure
and helps in bringing amino acids to
ribosomes?

a) mRNA
b) tRNA
c) rRNA
d) siRNA

14. FIA-TT RNA FAlal-ollh I
@dr g 3R 3T 3w & asEEH
ddh Tl H HGE FXAT 87

a) mRNA

b) tRNA

c) rRNA

d) siRNA

15. Ribosomal RNA (rRNA) mainly
functions as:
a) Template for proteins
b) Structural and catalytic component of
ribosomes
c¢) Carrier of amino acids
d) Inhibitor of protein synthesis

15. TSSIEIAS RNA (rRNA) 3T HE&T S
g

a) W & forw TFuee

b) TSAAH T TITATCHS 3R 3cRP
t3reca)

¢) AT 37Fl & dEH

d) TN HLATUT HI AR




16. Which enzyme is responsible for

transcription in prokaryotes?

a) DNA polymerase

b) RNA polymerase (single type)
¢) RNA polymerase I

d) DNA ligase

16. N RACH (Prokaryotes) H
crafereee & foT Sia-ar tersa
e &2

a) DNA TiTeldsT

b) RNA GITelHAST (Teh & 9hR)

¢) RNA TSt |

d) DNA fordtat

17.

In eukaryotes, RNA polymerase II is
responsible for synthesizing:

a) tRNA

b) rRNA

c) mRNA

d) snRNA only

17. HRACH (Eukaryotes) H RNA

OiteldsT | fohTepT HRAWUT adr g7
a) tRNA
b) rRNA
c) mRNA

d) hdel snRNA

18.

The process of converting mRNA into a
polypeptide chain is called:

a) Transcription

b) Translation

¢) Replication

d) Recombination

18. mRNA I TIUTCISS Sl
(polypeptide chain) H Sceolel T 9TshdT
FIT Fgelldl g?

a) T feheere

b) TRTCILIT

c) ‘;Ifa?f% (Replication)

d) NepTfFaarere

19.

The genetic code is called “degenerate”
because:

a) One codon codes for multiple amino
acids

b) Multiple codons can code for the
same amino acid

c) It is ambiguous

d) It changes in all organisms

19.3—1’@?@35 $IS (Genetic code) T
feae” a7 &gl JTdr g2

a) Th PIET Haeh FHAT THRAS F FIS
AT &

b) 3Teieh HIBIT Teh & AT TTAS &l
RIS I Thd o

c) I IHEIC §

d) Ig T8l Shat 7 seerdr T &

20.

In the Lac operon, the inducer is:
a) Lactose

b) Glucose

c) Tryptophan

d) Galactose

20. ol HTRIA (Lac operon) H 33'&34?
T 8?

a) oferetat

b) TeTehIST

c) feeerthet

d) dretrcrat




21.

The lac operon is an example of:
a) Negative inducible system

b) Negative repressible system
c) Positive repressible system

d) Constitutive expression

21. o AT foRaeT 30T 82

a) ARRIcHS ORI YuTrell (Negative
inducible system)

b) APRIcHS GHALNS JUTell (Negative
repressible system)

c) GhRTcHS GHAME YUTell (Positive
repressible system)

d) ddd 3ifAcafFa (Constitutive

expression)

22.

In the tryptophan (trp) operon, when
tryptophan is abundant, the operon is:
a) Switched on

b) Switched off

c¢) Induced

d) Amplified

22. fTeeithaT (trp) TR H, ST
fecathel W= AT 7 g g, o
JTORTeT:

a) @Te] (Switched on) gar g

b) §i& (Switched off) 81T &

¢) IR (Induced) 8T &

d) yata (Amplified) T g

23.

Gene expression in eukaryotes is mainly
regulated at the level of:

a) DNA replication

b) Transcription initiation

c) Translation elongation

d) Post-translational modifications only

23. gHRACH # ST ifFcafFd (Gene
expression) HEI ¥9 T P8 TR W}
a3 grdr g2

a) DNA Tfdepfc

b) grafshcere 3R (Transcription
initiation)

c) T faFAR (Translation
elongation)

d) el JeIaTarey AT (Post-

translational modifications only)

24,

Which of the following is NOT a
mechanism of gene regulation in
eukaryotes?

a) Chromatin remodeling

b) Histone modification

c) RNA splicing

d) Operon model

24, fArAfAf@T & @ sie-a1 gHRACH
# ST At T (Gene regulation) &T
SERG R

a) srafesT JrATSfelr

b) feEcleT Tey

¢) RNA Tarsf@ar

d) 3iTRI=T Alsel

25.

Southern blotting is used for the
detection of:

a) RNA

b) Protein

25. TT3¢aT sollfedr (Southern blotting) T
39T fhderT 9ar o9 o e o
STar &2




c) DNA
d) Lipids

a) RNA
b) FETeT
c) DNA

d) fafdgw

26. Northern blotting is mainly used to
detect:
a) DNA
b) RNA
c) Proteins
d) Lipids

26. 3i1¢aT sallfedl (Northern blotting) 3T
39N HET & F fFAHT gar o9ma
& o grar &2

a) DNA
b) RNA

c) PIEG
S AGINE]

27. Western blotting is used to detect:
a) RNA

27. 3T sl (Western blotting) T
39T fhder gdr &9 & forw fohar

b) DNA
¢) Proteins Srar g7
b) DNA
c) 9T
d) fafaga
28. DNA fingerprinting is based on which 28. DNA TherRIfeer fpg Aeuia o
principle? )
a) Restriction Fragment Length TR §?
Polymorphism (RFLP) a) YA hardie oY areldAthod
b) PCR only RELP
c) ELISA test ( )
d) Monoclonal antibody production b) hdel PCR
c) ELISA &F&

d)ﬁl‘ﬂl?ﬂlrlﬂ TGS 3cuTest

29. Which molecular marker uses random
primers to amplify DNA fragments?

29. SPIA-TT 3MMUTIIE AT (molecular
marker) {8H YISHAT &7 39T HT DNA

a) RFLP
b) SNP sl & Jafed (amplify) AT 82
3) %PD " a) RFLP
) Microsatellite b) SNP
c) RAPD
d) ATShIACATST
30. S)stf Stallmli\? folfi e Proged 30. SNP T qUT &9 (full form) &1 &2
a) Single Nucleotide Protein . _
b) Single Nucleotide Polymorphism a) f&ere rqz\i FAANCITS AT (Single
c¢) Small Nucleotide Probe Nucleotide Protein)
d) Sequence Nucleotide Pair b) ITeT =FAeSs I R
N T

(Single Nucleotide Polymorphism)




¢) TATS FgfFdIerss Wi (Small
Nucleotide Probe)

d) HieFdd gfFerdicgs G (Sequence

Nucleotide Pair)

31. The chain termination method of DNA
sequencing was developed by:

31. DNA 3esh#HOT (sequencing) T T

a) Kary Mullis cfAeresT fafer fras CARI fasfaa &
b) Frederick Sanger 15 oA
c¢) Watson and Crick
d) Har Gobind Khorana a) &Y i) fore
b) heRer HIR
¢) diedsT 3R foep
d) 8¥ aMfde T=r

32. The technique used to amplify DNA in
vitro is:
a) Blotting
b) PCR
¢) ELISA
d) DNA fingerprinting

32. DNA &I in vitro (FITeTRITel H) yafda
(amplify) =T I Thellh g

a)@lﬁﬁ'ﬂ

b) PCR

c) ELISA

d) DNA TheR ST

33. Reverse Transcriptase-PCR (RT-PCR) is
used to detect:
a) DNA
b) Proteins
c) RNA
d) Antibodies

33. Ra¥ T afhced-PCR (RT-PCR) &7
39191 fhgerr gdr oo & fow foRar
STl &?

a) DNA

b) AT

c) RNA

d) Terarsr

34. Hybridoma technology is used for the
production of:
a) Recombinant DNA
b) Moenoclonal antibodies

34. EIBTSIBIAT dasile (Hybridoma
technology) T IYAET fhEeh 3cUlesT &
grar &2

c) RNA probes v !
d) DNA polymerase a) Reif#aeic DNA
b) AllFellelel TEIGISr
c) RNA Sl
d) DNA GiferdAST
35. E)L]I)SA isvma]islll\}IIAused fo'r: 35. ELISA T H& 31T &
a) Detecting mutations _
b) Detecting antigen-antibody a) DNA 3c9Raclel (mutation) &I Tl
interactions G
c) DNA sequencing . o v . -
d) Gene cloning b) UCISIF-TETATST 31cT:Foham3it T o

ElGIH




c) DNA 37eJsh#0T
d) ST Felifaaar

36. Immunodetection methods rely on:
a) Base pairing between nucleotides
b) Antigen—antibody interaction
c) RNA splicing
d) Restriction digestion

36. BFZI‘\T-ﬂ%é'EI:%IH (Immunodetection)
faferar fra o 3meaRa g 82

a) TfFoICISSH & St 99 UIRar
b) TEISTI-UEIaer 37d:fehar

¢) RNA Toarsfaar

d) YA B

37. Antibody engineering is mainly done to:

a) Create stronger nucleotides

b) Produce modified antibodies with
improved specificity and stability

¢) Amplify DNA sequences

d) Enhance RNA stability

37. VSIS Solfaaiar #A&d &9 4 ford
32T § T ST g7

a) A =g[ForACISs T & foT

b) dgaR fafersear 3k Fexar arelr
FMAT e g & foT

c) DNA 3TTsh#AT &1 Jaftid & & favw
d) RNA TERAT delel & foiw

38. Bt-cotton is genetically engineered to
resist:
a) Viral infections
b) Bacterial blight
c) Insect pests
d) Herbicides

38. dIcr-plcaT (Bt-cotton) &T 3To':|_"6|"rf5l'EF
0 ¥ fhas gfaly & fou dsfad
o o g2

a)%QTU;F HHAUT (Viral infections)

b) GﬁElTU;r Setar 9T (Bacterial blight)
c)Fre Eﬁ"cfrU;r (Insect pests)

d) 2=l (Herbicides)

39. RoundUp Ready soybean is resistant to:
a) Drought
b) Herbicides
c¢) Fungal infection
d) Insects

39. A33HT 38T FTET (RoundUp Ready
soybean) TFTa& 9far S &2

a) qgar

b) MRATRIT (Herbicides)

c) HaTel TshauT

d) i

40. The first genetically modified food crop
approved for human consumption was:
a) Golden rice
b) Flavr Savr tomato
c) Bt-brinjal
d) Moondust carnation

40. AT 39T & AT Ffipd Tgelm
3RS ¥ § FAMEAT Weg wao
HleT-AT AUT?

a) Mesd TS

b) Fela¥ T THTEX (Flavr Savr tomato)




c) IET-S91e (Bt-brinjal)
d) FHASEE leielet

41. Golden rice is rich in:

41. 9ess H fhad HACY §?

a) Iron
b) Vitamin A (B-carotene) a) 31T
¢) Vitamin C b) TR A (B-31E1)
d) Calcium
) Calet o) Rt
d) S
42. Moondust carnation is an example of a | 4. FASEE FIAAT Teh 3HIIAS T &
genetically engineered flower with: e ) 2
a) Insect resistance HRATTE Rl o, forast am fawivar g2
b) Improved fragrance a) e gfaer

c¢) Novel color (blue/violet shades)
d) Drought resistance

o) gt g6
c) AT T&T (Arer/daTeiT A3H)
d) Fg@r wfae

43. The “Superbug” developed by Ananda
Mohan Chakraborty is used for:
a) Increasing crop yield
b) Bioremediation of oil spills
¢) Producing insulin
d) Pesticide production

43. 311576 HIgeT Tshadl GanT faepfad
GRS T 39T fohgdd fhar Sirarn
g?

a) B 3G gl

b) AT RAT@ (oil spills) 1 FTARATSTAT
H

c) $gToiel ol H

d) e 39T &

44. Which of the following is an industrial
enzyme produced using genetic
engineering?

a) DNA polymerase
b) Aspergillase

c) Helicase

d) Ligase

14 FrerRTET & & F-AT e
Scurfed fRam Simar 2

a) DNA TiforatsT

b) TERITeIST (Aspergillase)

c) Brellhal (Helicase)

d) ferrer

45. Protease and lipase enzymes produced
using genetic engineering are commonly
used in:

a) Detergent industry
b) Textile dyeing

c) DNA sequencing
d) Gene therapy

45, gifeusT (Protease)3—ﬁT?~|’I3'q_\;l'
(Lipase) USTTSH, ST Sieifcdh SollfIATaT
¥ 3 g & 7% ¥9 ¥ g
ST % T frT ST
a)%ﬁ?m

b) I TS




c) DNA 3TeIsh 0T
d) ST 2Rdr

46. Which genetically engineered product is
used to treat diabetes?
a) Golden rice
b) Recombinant insulin
c) Bt-brinjal
d) Flavr Savr tomato

46.H?:]Dﬁ€ (Diabetes) & Sellol & folT
3YANT fhaT Sfiet dTell 3efaiieleh &9 &
FAMAT 3curg SiA-ar1 72

a) MMesd I5H

b) RepliFeieic it

c) -t

d) Fela¥ TG THTX

47. Biosafety concerns in genetic
engineering include:
a) Gene flow to wild relatives
b) Allergic reactions in humans
c) Development of superweeds
d) All of the above

47. e golfAaRer & argRen
(Biosafety) HaefT fIam’ wla-#r g2

a) STITell FETOAT H ST 918 (Gene
flow)

b) s 3 wafi SfafRe

¢) qRAISH (Superweeds) FT ahra
d) 3UerdT g

48. Which of the following is a transgenic
plant developed for pest resistance?
a) Golden rice
b) Bt-brinjal
c) Flavr Savr tomato
d) Moondust carnation

48. Fff@a # & Sia-a1 Fie
gfeRiy & fov efaa e gasfas
gierr g2

a) Mesd ST

b) -

¢) FolaX AT THTCK

d) FASEE iRl

49. The major benefit of using genetic
engineering in agriculture is;
a) Reduced crop yield
b) Improved crop traits like resistance
and nutrition
c) Increased use of chemical pesticides
d) Limited variety of crops

495 3 SR goNfraRer &1 s
et &

a) B 3cUIGed H HAT

b) Pre gfeRIer 3R dIvoT SR FER g
ST&ToT

c) TEafdAs dIeATT & 3TANT H
e

C ~

d) ®Eer T AT [faear

50. Bioinformatics is mainly concerned
with:
a) Studying fossils
b) Storage, retrieval, and analysis of
biological data using computers

50. SRASHRATCFH LT &7 & fhad
Tefla g7
a) SHATRAT &7 37ETTT




c¢) Observing cells under a microscope
d) Production of enzymes

b) YN &I Heg H Sifdeh 3T
HEROT, Iof: ITfe 3R faerwor

c) geACe & HIRARIAT &1 eilenet
d) TATSH T 3cdlceT

51. Which of the following is NOT a 51. fa@a & O sia-ar
programming language commonly used .o .
in bioinformatics? TRASHRATFE 7 3 AR R 5T
a) Python Qe HINT FSl &7
b) R
¢) Perl a) YU (Python)
d) Photoshop b) 3T (R)
¢) 9ef (Perl)
d) BRI (Photoshop)
52. Supercomputers are mainly used in 52. SRNEhRATCFT H GURHTIEL HT
bioinformatics for: ‘ RN o
a) Word processing 39T LT T q foraa faw giar g2
b) Large-scale simulations and genome | 3) g8 MrATHT
analysis SO R r S
c¢) Drawing diagrams b) I3 A THH R IR
d) Printing data faeryor
¢) 3INW TATAT
d) ST T9e e
53. Who is regarded as one of the pioneers 53. WIS 37eTshd TXWUT (Protein
of bioinformatics for protein sequence 2 = e
alignment? sequence alignment) H STASHIRATCHT
a) Linus Pauling & 319Sql (pioneers) H & Ueh ahlel HIe
b) Margaret Dayhoff y %
c) Watson and Crick e
d) Kary Mullis a) o arfeier
b) FIE 3BIH
¢) dicha 3R foheh
d) T Horw
54. The study of the complete set of genes in | 54 el g & AT & W FHg &
an organism is called: ° ~
a) Proteomics HEAAT FAT FEelldl &2
b) Genomics a) ST
c¢) Transcriptomics N3
d) Metabolomics b)
c) TrafheelATT
d) Aerare @y
55. Transcriptomics deals with the study of: | 55 aTgfealf@ad (Transcriptomics)

a) Proteins
b) mRNA transcripts

e 3eTIT @ gefag 82




c) Enzymes
d) Lipids

a) 9rere

b) MRNA grefsheed
c) TaTrgH

d) ferasd

56.

The large-scale study of proteins, their
structure, and function is known as:

a) Proteomics

b) Genomics

c¢) Metabolomics

d) Phylogeny

56. FEIA, 3R TXAAT 3R FET &1 53
AT W HETTT FAT Fgelldl 8?

a) SN Asg

b) S AT

NEEEIGIEER:]

d) BISellstar (Phylogeny)

57.

The study of small molecules and
metabolites in a biological system is
called:

a) Genomics

b) Metabolomics

c¢) Transcriptomics

d) Proteomics

57. fhdlY Sifas dF & BT 30T 3R
ACTSTTSCH T HETAT FIT Fhgelldl
g?

a) ST

SE:EEIGIEERS]

c) STl AT

d) e AT

38.

Molecular phylogeny is used to study:
a) Protein folding

b) Evolutionary relationships among
organisms

c¢) Metabolic pathways

d) DNA replication

58. 3TTUTfdsh WIScllatal (Molecular
phylogeny) T 3T fhaepr 3regTeT
FA 7 g 87

a) Il BlfesdT

b) Sfat & g fawraardr deyr

¢) TATITAT AT (Metabolic pathways)
d) DNA gfeshfa

59.

Computer-aided drug design involves:
a) Trial-and-error chemical mixing

b) Structure-based and ligand-based
approaches

c) Only DNA sequencing

d) Only protein synthesis

59. TCET-HERIdT wicd 3iwier fSarge
(Computer-aided drug design) H Fr
Qfder grar g2

a) 9{1&T0T 3R IfE EERT TG
AT

b) T3 3R ferdts-3menia
gfeapoT

c) hael DNA 3TeIsha0T

d) shdel UIElsT HLeIWoT




60. Systems biology mainly focuses on:
a) Individual molecules only
b) Interactions in complex biological
systems
¢) Single genes
d) Only enzymes

60. RATcFT IrATATST (Systems biology)
qET &9 ¥ g W e gl &2

a) Shdel TP 03T T

b) Sifeer Afass gonferar A 3ra:foramai
oy

c) hdel Tehel Sl U

d) o TlgH T

61. A major application of bioinformatics in
medicine is:
a) Making vaccines and drugs through
computer models
b) Only sequencing DNA
c) Plant breeding
d) Food preservation

61. Rfhcar (Medicine) #

SRS hNATEFH S Teh FHE T
g
a) HYeT AlSel g dFd AR
garsdl ST

b) hael DNA 3TeJshaoT

c) 9Igq Tl (Plant breeding)

d) @Ied |IE&TT

62. One limitation of bioinformatics is:
a) Inability to process biological data
b) Over-dependence on computational
predictions, requiring experimental
validation
c) Lack of databases
d) No use in biology

62. STAIS-hRATCHFT T Teh HHAT
(Limitation) &:

a) Sifds Ser o aarfdd & #
gAY

b) HFGLAAST YalJAAT TR T
fosiee, e yranfaes qite &
ARl gl g

c) See &I HAT

d) Safaater | A5 39T gl

63. Biological databases are mainly used for:

a) Storing and analyzing biological data
b) Growing cells in labs

¢) Measuring blood pressure

d) Counting chromosomes under a
microscope

63. 5ifdeh STIEH &1 HEF IUANT &
a)sifde 3er 1 HeRoT 3R fagevor
b) TARTRMTET H HITARIT SMTAT

c) TFAATT HATIAT

d) geFesdt & qorgd feten

64. Primary databases contain:
a) Derived or interpreted data
b) Raw experimental data submitted by
researchers
c¢) Only metabolic pathways
d) Only protein structures

64. ITUTA® 3eT&T (Primary databases) H
gId &

a) Yool AT SATEITA ST

b) AMETRATIHT SIRT Tl e
grafate 3er




c) had TIATIIAAT AT (Metabolic
pathways)
d) FHael WET TIATT

65. Secondary databases are:
a) Unprocessed experimental data
b) Curated and analyzed data derived
from primary databases
c¢) Only structural data
d) Irrelevant to bioinformatics

65. GidciIgeh STIed (Secondary
databases)iﬂ?f g

a) TR rafaes Ser

b) ITUTAH Seed & Hehfeld 3R
fasef¥a ser

¢) had FITATCHS el

d) SES-pRATeFT ¥ IEafaT

66. Composite databases are formed by:
a) Mixing chemical solutions
b) Combining data from multiple
databases
c¢) Only protein folding studies
d) Storing microscope images

66. THIA SCEH (Composite databases)
FEa S99 87

a) TETIIh °lell sl e &

b) 37sieh ST & ST &l et

c) hael WheT Hifes 3eayedl |

d) geHAeel =t & Fafgd s

67. The full form of NCBI is:
a) National Center for Biotechnology
Information
b) National Committee for Biological
Inventions
c) Natural Center for Biochemical
Insights
d) National Council for Bioinformatics
Institute

67. NCBI &T qUT &7 &

a) AT HeX B STACFATATSHT
RIS

b) AT FHHCT BR ST TRl
Seaeed

¢) TR YT B AT Hevel
SodocH

d) FerTer FETS BR A ShRATCFH
gReeye

68. Which of the following is a nucleotide
sequence database?
a) GenBank
b) SwissProt
c) PIR
d) PDB

68. AT & @ whier-ar
[FIANCISS 3HeJshH ST d g2

a) GenBank
b) SwissProt
c) PIR

d) PDB

69. The European equivalent of GenBank is:
a) SwissProt
b) EMBL (ENA)
¢) DDBJ
d) PIR

69. GenBank &1 JUIIT THRET §:
a) SwissProt

b) EMBL (ENA)

c) DDBJ

d) PIR




70. The Japanese nucleotide sequence 70. STATAT #IfFer eSS 36ThA 36y
database is: ° °
a) DDBJ €
b) PDB a) DDBJ
¢) PIR b) PDB
d) SwissProt c) PIR
d) SwissProt
71. Which database provides 3D structures | 71, Siq-@T Se9d ~ATFoleh 3T T
of nucleic acids? ) o °
a) GenBank 3D TXTATT Yeld AT g7
b) NDB a) GenBank
c¢) SwissProt b) NDB
d) KEGG c) SwissProt
d) KEGG
72. SwissProt is a: 72. SwissProt &
a) Nucleic acid database i
b) Curated protein sequence database a) sqedeh 3Tl SerE
c¢) Metabolic pathway database b) GhTold WIE 3eIshd Sered
d) Small molecule database >
) c) TATIIAT AT ST
d) oY 319] STEH
73. lehich ‘da,tgl;ege stor@s experimen‘?tally 73. SIF-TT 29T YAEcHS &9 o
etermine protein structures? . . .
a) PDB fTTRT 3D NET TIAATHT &l FIeld
b) PIR T 87
et s
) b) PIR
¢) EMBL
d) DDBJ
74. K)E(?G is a database for: 74. KEGG Thaehr 2eed &2
a) Genomic sequences A
b) Metabolic pathways and systems a) Sfi=lfA HIhH
biology b) TATIAT AT AR REerw srdreren
c) Protein folding ~ .
d) Small molecules only ¢) ST ifesar
d) Shdel og 377
75. PubChem is a database of: 75. PubChem fhdaT 2e9d 272
a) Proteins
b) Small molecules and chemical a) SICHT
compounds b) og 3707 3R TERfA® s
c) DNA sequences 2 2
d) RNA structures c) DNA 3fefshH ‘
d) RNA EITITT
76. Gene sequencing is used to determine: 76. SN 31eIehATT (Gene sequencing) T
9

a) Protein 3D structure
b) Order of nucleotides in DNA
¢) Metabolic pathways

39T TR faRor & g ar &2
a) MéeT 3D AT




d) Amino acid interactions

b) DNA H =g[FerICISS &I HHA
¢) TATIRT AT
d) 3T 3T 3ia:ferare

77.

Protein sequencing helps in identifying:
a) mRNA codons

b) Amino acid sequence of proteins

c) DNA bases

d) RNA folding

77. 9réET 3TeIshaCT (Protein sequencing)
ThgehT ggaTd e H Heg FIdT 87
a) mMRNA &isiT

b) MET & 3THAT 31Fel A

c) DNA &

d) RNA Hifesdr

78.

Mass spectrometry is a tool mainly used
for:

a) DNA sequencing

b) Protein identification and analysis

c) RNA transcription

d) Gene cloning

78. ATH TAFCIALT (Mass spectrometry)
AETq: frad fow ggaa g &2

a) DNA 37eJshHUT

b) AT ggard 3R fagaiwor

c) RNA TraTeheere

d) S FATTAsT

79.

Microarray technology is useful for
studying:

a) Gene expression patterns

b) Protein folding

c) DNA replication

d) Enzyme kinetics

79. ATSSHITY deheilh Pl 3UANT haH
3T H gidr g?

a) St 3ffAeafad dea

b) M wifesaT

c) DNA fciehf

d) USIIS8H ITTaeiierdr

80.

Which tool is used for direct sequence
submission to GenBank?

80. GenBank H YcT&T 3TeIshd TfALwT
& T HlT-a1 T TIET g &7

a) Webin
b) Sequin a) Webin
c) Banklt b) Sequin
d) Entrez ¢) Bank!t
d) Entrez
81. Sequin is a sequence submission tool 81. Sequin T 3T gafaeeT oo &,
developed by: S
2 DDB) By ey Rt e 32
b) EMBL a) DDBJ
c) NCBI b) EMBL
d) PDB c) NCBI
d) PDB
82. Webin is the sequence submission tool 82. Webin 3TeTshH TR o has
for: 3 R
forw g2

a) GenBank (USA)
b) EMBL-ENA (Europe)
c) DDBJ (Japan)

a) GenBank (USA)




d) SwissProt (Switzerland) b) EMBL-ENA (Wq’)
¢) DDBJ (SITIT=T)
d) SwissProt (FEagoiieis)
83. FASTA format is widely used for: 83. FASTA Bid e &l 39T <I96 &9 &
a) DNA and protein sequences
representation fehereh fere fopam e &7
b) Metabolic pathway maps a) DNA 3R 9IdIeT 3eThaAm &r fawqor
c) Protein 3D models 5 oﬁ
d) RNA folding structures b) A
¢) MY 3D AlSol
d) RNA HifessT GTaamT
84. Which of the following is a database- 84. = a@a &7 O ala-ar s
specific flat file format? o
a) FASTA Serea-faferse Fele Hrsel B He g7
b) EMBL format a) FASTA
¢) Clustal b) EMBL BT
d) Phylip c) Clustal
d) Phylip
85. The process of attaching functional 85. 35T AT ¥ FRITHS AR S
information to sequences is called: T '
a) Data retrieval T afshar e &
b) Annotation a) ST YWt (Data retrieval)
¢) Sequencing J )
d) Translation b) TAICLA (Annotation)
c) 3 HATT (Sequencing)
d) 3ejare (Translation)
86. SRS (Sequence Retrieval System) is 86. SRS (Sequence Retrieval System) ahT
used for:
a) Protein structure modeling 39T fhash fow fomar Srar &2
b) Searching and retrieving biological a) NI T3 Az
sequences from multiple databases o os sy \ [
¢) RNA transcription studies b) &5 ST & SHfa SFeTsha Wt
d) Gene cloning 3R gerwed e & fau
c) RNA TTETheRIA 3TEqgel
d) STieT Felifalar
87. Entrez is a retrieval system developed 87. Entrez Uoh TeT:9TTCd YuTelr &, ford
by: > '
a) EMBL foheel fasfad fomar
b) PDB a) EMBL
¢) NCBI b) PDB
d) DDBJ c) NCBI
d) DDBJ
88. Which of the folllovcxlling rzfers to 88. A=af@a & & sia-ar W *
evolutionary relatedness between ..
sequences? T fashrHardy Teer 1 AT &2




a) Similarity
b) Identity

c) Homology
d) Alignment

a) GATAAT (Similarity)
b) gdTsl (ldentity)

¢) YATATS (Homology)
d) QT (Alignment)

&9.

Local alignment is used to:

a) Compare only similar regions within
sequences

b) Align entire sequences end-to-end
c¢) Construct phylogenetic trees

d) Store data in databases

89. TUTATT TXWUT (Local alignment) T
39reT fhdT SATCT &

a) 3ThAT & AT hael HATT &1 I
Jefell el |

o) X Tt A R & Y
W@ HT A

c) Ei'QIT:‘[?ﬂ' (Phylogenetic trees) AT H

d) ST &I ScIEH H HILd el H

90.

Which alignment compares two
sequences completely?

a) Local alignment

b) Global alignment

c¢) Multiple sequence alignment
d) Phylogenetic alignment

90. HIA-TT TXQUT & JgsheAl HT T
TN JoleTl Il &2

a) TUATT TIGT (Local alignment)

b) 3fRaeh TIGUT (Global alignment)
c)5|§' 3l A EIGUT (Multiple sequence

alignment)

d) BrEdiola e TIX@UT

91. Pairwise sequence alignment involves: 91. 3AF (Pairwise) 3eTshd Ty@or F
a) Comparing one sequence to many > S 2
b) Comparing two sequences enfAer
c) Constructing a tree a) Teh 3eTshd I 3eich @ Telell latl
d) Protein sequencin | .
) q g b) & AT BT o BT
c) U gaT &l TAHATOT el
d) WIS 3eTshaoT
92. Which method is graphical and uses dots | 97 slg-&d I IPepor g & 3k
to represent similarity? L
a) BLAST HATAAT FF g2l & forw %g&ﬂ' Cal
b) FASTA 3T T g2
c¢) Dot matrix
a) BLAST
d) Dynamic Programming b)) FASTA
c) sfc Afgwra
d) SIATTAS afaer
93. The Needleman—Wunsch algorithm is an

example of:
a) Local alignment
b) Homology search

93. F—ﬁ?ﬂﬁﬁ-@%f (Needleman—Wunsch)
TeIlRGA fohEeT 3GI8T0T §7?
a) TYEY EX@OT




c¢) Multiple alignment
d) Global alignment

b) BYATITST @raT
c)aglﬁ'@'UT
d) 3f¥ger T@or

94.

Which algorithm is commonly used for
database searching of sequences?

a) Dot matrix

b) FASTA and BLAST

¢) Phylip

d) ClustalW

94. - TeIMRNEH ST H IHeTshal
et & v ARG 9T gaier fRar
ST 82

a) gle AfeFd

b) FASTA 31X BLAST

c) Phylip
d) Clustalw

95.

Multiple sequence alignment is mainly
used for:

a) Comparing two sequences only

b) Constructing phylogenetic trees

c¢) Visualizing protein structures

d) Submitting data to GenBank

95.EI§' 3ieIhHA TGOUT {Multiple sequence
alignment) shT qed 39T &

a) hael @l 3TeJshAl &l Jolell el

b) BISelsiolicer gaT aeflell

c) NET GEATT AT

d) GenBank # 3¢T STHT AT

96.

A phylogenetic tree is a diagram
showing:

a) Evolutionary relationships

b) Sequence alignment gaps

c) Protein secondary structures
d) Gene expression levels

96. Th FIScilolsiicedh gaT (Phylogenetic
tree) Tch 3IRG § S gTdar g

a) faerrEaTdy Haer

b) 3efshal FX@OT g

0) NET ERIfEH T

d) SfieT fAeafFd T

97.

A dendrogram is:

a) A type of blotting technique

b) A type of phylogenetic tree diagram
c) A protein structure database

d) A DNA fingerprinting method

97. ST (Dendrogram) &:

a) SATCIT dhelleh I Teh YhR

b) BISeNSIATEed gaT NG & UH JhR
¢) GIcIeT TXTAT SCIad

d) DNA TR fSfeer fafer

98.

Which method of phylogenetic tree
construction is based on evolutionary
distance?

a) Maximum parsimony

b) Neighbor-joining

c¢) Dot matrix

d) Dynamic programming

98. HiA-HY BIScllolaticeh gaT faior
fafer fasraarer Z‘,:ff (evolutionary
distance) X 3TeTRT &?

a) AfFaHe WREFAT (Maximum

parsimony)

b) ASI-SASTAT (Neighbor-joining)
c) 3fc AfeFT
d) SRIATTAS HaTfHdT




99. BLAST stands for:
a) Basic Local Alignment Search Tool
b) Biological Local Analysis Sequence
Test
¢) Basic Level Annotation System Tool
d) Bioinformatics Linked Alignment
System Test

99. BLAST &T UT &9 g

a) IH el TASe+HE T T

b) ST clldhel TAIfEd Hierdd
¥

c) ST dge TR [fTeA ot

d) SAE-hRATCFT folds Taseac
faeeH ¢ve

100.  FASTA is used for:
a) Sequence alignment and searching
b) Protein purification

c) Gene sequencing
d) DNA blotting

100. FASTA ST 3YJNIT 8T &:
a) 3TshA WU 3R Tl &
b) W Qe franoT

c) SiteT 3TeIshauT

d) DNA sdlifear
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