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For Reg. / NC : 40 Marks
Maximum Marks : 

For Reg. / NC : 50 Marks

Instructions for Students

¼Nk=ksa ds fy, funsZ'k½

Students are required to read the instructions carefully before starting
solving the question paper.

Nk=ksa dks iz'u i= gy djuk 'kq: djus ls igys lHkh funsZ'kksa dks /;ku ls i<+uk vko';d gSA

1. Attempt all the 40 questions. Each question carries 1 mark for regular student and 1.25 mark for

Non Collegiate student.

lHkh 40 iz'u gy dhft,A izR;sd iz'u fu;fer fo|kfFkZ;ksa ds fy, 1 vad dk gS rFkk Lo;aikBh fo|kfFkZ;ksa

ds fy, 1.25 vad gSA

2. Make sure that your question booklet has all the 40 questions. Defective Booklet can be changed

within 10 minutes.

iz'u&iqfLrdk esa lHkh 40 iz'u Nis gSaA =qfViw.kZ iqfLrdk dks 10 feuV esa cnyok;k tk ldrk gSA

3. All entries should be filled by blue or black ball-point pen. Select the best possible answer and

darken the correct answer A or B or C or D in the circle corresponding to that question in OMR

sheet with pen.

lHkh izfof"V;ka uhys vFkok dkys ckWy&IokbaV isu ls gh HkjsaA fn;s x;s pkj fodYiksa (a) ;k (b) ;k (c) ;k

(d) esa ls loksZPp fodYi dks OMR 'khV ds mfpr òÙk esa HkjsaA

SET B
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1. Which four nucleotides are found in DNA

sequences?

(a) A, U, G, C

(b) A, C, T, G

(c) A, T, U, G

(d) T, G, C, U

2. Which nucleotide replaces Thymine (T) in

RNA sequences?

(a) Adenine

(b) Cytosine

(c) Guanine

(d) Uracil

3. What are protein sequences composed of :

(a) Nucleotides

(b) Amino acids

(c) Fatty acids

(d) Carbohydrates

4. What is the main purpose of sequence

alignment?

(a) To shorten sequences

(b) To find similarities and differences between

sequences

(c) To delete sequences

(d) To change the color of sequences

5. Which type of sequence alignment compares

sequences over their entire length?

(a) Global alignment

(b) Local alignment

(c) Partial alignment

(d) Sequential alignment

1. DNA vuqØeksa esa Fkk;ehu (T) dh txg dkSu

lk U;wDy;ksVkbM gksrk gS\

(a) A, U, G, C

(b) A, C, T, G

(c) A, T, U, G

(d) T, G, C, U

2. RNA vuqØeksa esa Fkk;ehu (T) dh txg dkSu lk

U;fDy;ksVkbM gksrk gS\

(a) ,fMukbu

(b) lkbVkslhu

(c) xqvkukbu

(d) ;wjSfly

3. izksVhu vuqØeksa dk fuekZ.k fdlls gksrk gS\

(a) U;wfDy;ksVkbM

(b) vehuks ,flM

(c) QSVh ,flM

(d) dkcksZgkbMªsV

4. vuqØe lajs[k.k dk eq[; mís'; D;k gS\

(a) vuqØeksa dks NksVk djuk

(b) vuqØeksa dh chp lekurk vkSj varj dk irk

yxkuk

(c) vuqØeksa dks gVkuk

(d) vuqØeksa dk jax cnyuk

5. fdl izdkj dk vuqØe lajs[k.k iwjh yackbZ ds

vuqØeksa dh rqyuk djrk gS\

(a) Xykscy lajs[k.k

(b) yksdy lajs[k.k

(c) vkaf'kd lajs[k.k

(d) vuqØe lajs[k.k
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6. Which type of sequence alignment identifies

the most similar regions of sequences?

(a) Global alignment

(b) Local alignment

(c) Complete alignment

(d) External alignment

7. How many sequences are analyzed in a

pairwise sequence alignment?

(a) One

(b) Two

(c) Three

(d) Four or more

8. Why is Multiple Sequence Alignment (MSA)

necessary?

(a) To compare sequences from the same

species

(b) To identify conserved regions among

many related sequences

(c) To compare only two sequences

(d) To predict the structure of a protein

9. What is the principle behind progressive

sequence alignment?

(a) It starts with the most diverent sequences

(b) It starts with pairwise alignments of the

most similar sequences

(c) It aligns sequences randomly

(d) It only works on gene sequences

10. What is the advantage of the iterative

sequence alignment method?

(a) It only works on protein sequences

(b) It is very fast

(c) It refines the initial alignment

(d) It is better is better for building phylogenetic

trees

6. fdl izdkj dk vuqØe lajs[k.k vuqØeksa ds lcls
leku {ks=ksa dh igpku djrk gS\
(a) Xykscy lajs[k.k
(b) yksdy lajs[k.k
(c) iw.kZ lajs[k.k
(d) ckgjh lajs[k.k

7. is;jokbt vuqØe lajs[k.k esa fdrus vuqØeksa dk
fo'ys"k.k fd;k tkrk gS\
(a) ,d
(b) nks
(c) rhu
(d) pkj ;k vf/kd

8. cgq&vuqØe lajs[k.k (MSA) D;ksa vko';d gS\
(a) ,d gh iztkfr ds vuqØeksa dh rqyuk djus ds

fy,
(b) dbZ lacaf/kr vuqØeksa ds chp lajf{kr {ks=ksa

dh igpku djus ds fy,
(c) dsoy nks vuqØeksa dh rqyuk djus ds fy,
(d) izksVhu dh lajpuk dk vuqeku yxkus ds

fy,

9. izxfr'khy vuqØe lajs[k.k fdl fl)kUr ij
vk/kkfjr gS\
(a) ;g lcls vyx vuqØeksa ls 'kq# gksrk gS
(b) ;g lcls leku vuqØeksa ds is;jokbt

vykbuesaV ls 'kq# gksrk gS
(c) ;g ;kn`fPNd :i ls vuqØeksa dks lajsf[kr

djrk gS
(d) ;g dsoy thu vuqØeksa ij dke djrk gS

10. iqujko`Ùkh; vuqØe lajs[k.k fof/k dk D;k Qk;nk
gS\
(a) ;g dsoy izksVhu vuqØeksa ij dke djrk gS
(b) ;g cgqr rst gS
(c) ;g izkjafHkd lajs[k.k esa lq/kkj djrk gS
(d) ;g QkbykstsusfVd isM+ cukus ds fy, csgrj

gS
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11. What is the main purpose of phylogenetic

analysis?

(a) To study protein structure

(b) To detect mutations in sequences

(c) To determine evolutionary relationships

along biological entities

(d) To convert DNA to RNA

12. What kind of data is typically used to build a

phylogenetic tree?

(a) Sequence data

(b) Structural data

(c) Lipid data

(d) Carbohydrate data

13. In what kind of analysis is Clustal used?

(a) Only pairwise alignment

(b) Only gene alignment

(c) Phylogenetic analysis

(d) Only DNA alignment

14. What is the function of GenBank in

bioinformatics?

(a) Storing genetic data

(b) Storing chemical compounds

(c) Storing biological samples

(d) Storing patient medical history

15. What is the full form of NCBI?

(a) National Center for Biotech Industries

(b) National Center for Biotechnology

Information

(c) Nucleotide Coding Bioinformatics

(d) National Chemistry Biology Institute

11. QkbykstsusfVd fo'ys"k.k dk eq[; mís'; D;k
gS\
(a) izksVhu dh lajpuk dk v/;;u djuk
(b) vuqØeksa esa mRifjorZu dk irk yxkuk
(c) tSfod laLFkkvksa ds chp fodkloknh laca/kksa

dks fu/kkZfjr djuk
(d) Mh,u, dks vkj,u, esa cnyuk

12. QkbykstsusfVd isM+ cukus ds fy, vkerkSj ij
dkSu ls MsVk dk mi;ksx fd;k tkrk gS\
(a) vuqØe MsVk
(b) lajpukRed MsVk
(c) fyfiM MsVk
(d) dkcksZgkbMªsV MsVk

13. Clustal dk mi;ksx fdl izdkj ds fo'ys"k.k esa
fd;k tkrk gS\
(a) dsoy is;jokbt lajs[k.k
(b) dsoy thu lajs[k.k
(c) QkbykstsusfVd fo'ys"k.k
(d) dsoy DNA lajs[k.k

14. tSo lwpuk foKku esa GenBank dk D;k dk;Z
gS\
(a) vkuqoaf'kd MsVk dk HkaMkj.k
(b) jklk;fud ;kSfxdksa dk HkaMkj.k
(c) tSfod uewuksa dk HkaMkj.k
(d) jksxh ds fpfdRlk bfrgkl dk HkaMkj.k

15. NCBI dk iw.kZ :i D;k gS\

(a) us'kuy lsaVj QkWj ck;ksVsd baMLVªht

(b) us'kuy lsaVj QkWj ck;ksVsDuksykWth baQkWesZ'ku

(c) U;wfDy;ksVkbM dksfMax ck;ksbaQksesZfVDl

(d) us'kuy dsfeLVªh ck;ksykWth baLVhV~;wV
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16. What is the main reason to use sequence

alignment?

(a) To reduce the size of databases

(b) To understand genetic relationships

(c) To increase computer speed

(d) To clean up sequences

17. What does the header line in a FASTA format

represent?

(a) The sequence’s name or identifier

(b) The sequence’s length

(c) The source of the sequence

(d) The type of sequence

18. Which database is considered a gold standard

for protein sequences?

(a) GenBank

(b) NCBI

(c) UniProt

(d) PDB

19. What is a common algorithm for pairwise

alignment?

(a) Needleman-Wunsch

(b) Clustering

(c) Data mining

(d) Machine learning

20. Which tool is most commonly used for

Multple Sequence Alignment?

(a) BLAST

(b) Clustal

(c) GenBank

(d) VCF

16. vuqØe lajs[k.k dk mi;ksx djus dk eq[; dkj.k

D;k gS\

(a) MsVkcsl dk vkdkj de djuk

(b) vkuqoaf'kd laca/kksa dks le>us ds fy,

(c) daI;wVj dh xfr c<+kuk

(d) vuqØeksa dks lkQ djuk

17. FASTA izk:i esa gsMj ykbu D;k n'kkZrh gS\

(a) vuqØe dk uke ;k igpkudrkZ

(b) vuqØe dh yackbZ

(c) vuqØe dk lzksr

(d) vuqØe dk izdkj

18. fdl MsVkcsl dks izksVhu vuqØeksa ds fy, ,d

lqugjk ekud ekuk tkrk gS\

(a) GenBank

(b) NCBI

(c) UniProt

(d) PDB

19. is;jokbt lajs[k.k ds fy, ,d lkekU; ,Yxksfjne

D;k gS\

(a) uhMyeSu&oqU'k

(b) DyLVfjax

(c) MsVk ekbfuax

(d) e'khu yfu±x

20. eYVhiy lhDosal vykbuesaV ds fy, dkSu lk

midj.k lcls vf/kd mi;ksx fd;k tkrk gS\

(a) BLAST

(b) Clustal

(c) GenBank

(d) VCF
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21. What is used to analyze biological data in

bioinformatics?

(a) Computer tools and software

(b) Laboratory equipment

(c) Only microscopes

(d) Only biological reagents

22. Which data format is most suitable for

detecting mutations in sequences?

(a) FASTA

(b) FASTQ

(c) SAM/BAM

(d) VCF

23. What is the purpose of “sequence alignment”

in bioinformatics?

(a) To encrypt data

(b) To find similarities and differences in

sequences

(c) To reduce file space

(d) To copy sequences

24. What type of alignment is used for multiple

sequence alighment?

(a) Only local alignment

(b) Only global alignment

(c) Progressive and iterative

(d) Pairwise alignment

25. What does a “phylogentic tree” show?

(a) The food chain between species

(b) The evolutionary relationship between

species

(c) The number of different species

(d) The geographical location of species

21. tSo lwpuk foKku esa tSfod MsVk dk fo'ys"k.k

djus ds fy, fdldk mi;ksx fd;k tkrk gS\

(a) daI;wVj midj.k vkSj lkW¶Vos;j

(b) iz;ksx'kkyk midj.k

(c) dsoy ekbØksLdksi

(d) dsoy tSfod fj,tsaV

22. vuqØeksa esa mRifjorZu dk irk yxkus ds fy,

dkSu lk MsVk izk:i lcls mi;qDr gS\

(a) FASTA

(b) FASTQ

(c) SAM/BAM

(d) VCF

23. tSo lwpuk foKku esa ̂ ^vuqØe lajs[k.k** dk mís';

D;k gS\

(a) MsVk dks ,fUØIV djuk

(b) vuqØeksa esa lekurk,a vkSj varj [kkstuk

(c) Qkby dh txg de djuk

(d) vuqØeksa dh izfrfyfi cukuk

24. eYVhiy lhDosal vykbuesaV ds fy, fdl izdkj

ds lajs[k.k dk mi;ksx fd;k tkrk gS\

(a) dsoy yksdy vykbuesaV

(b) dsoy Xykscy vykbuesaV

(c) izxfr'khy vkSj iqujko`Ùkh;

(d) is;jokbt lajs[k.k

25. ^^QkbykstsusfVd isM+** D;k n'kZrk gS\

(a) iztkfr;ksa ds chp [kk| Ük̀a[kyk

(b) iztkfr;ksa ds chp fodkloknh laca/k

(c) fofHkUu iztkfr;ksa dh la[;k

(d) iztkfr;ksa dk HkkSxksfyd LFkku
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26. When comparing DNA and RNA sequences,

which tool would be most suitable?

(a) BLAST

(b) Clustal

(c) GenBank

(d) UniProt

27. Using bioinformatics, what can a scientist

do?

(a) To predict the structure of a protein

(b) To design new drugs

(c) To analyze genetic diseases

(d) All of the above

28. Who controls the entry and storage of data in

a database?

(a) Any user

(b) Only scientists

(c) Database curators

(d) The government

29. After sequence alignment, what do gaps

mean?

(a) Similarity in sequences

(b) Insertions or deletions in sequences

(c) Errors in sequences

(d) Nothing

30. What kind of data is most frequently analyzed

in bioinformatics?

(a) Numerical data

(b) Sequence data

(c) Image data

(d) Sound data

26. Mh,u, vkSj vkj,u, vuqØeksa dh rqyuk djrs

le;] dkSu lk midj.k lcls mi;qDr gksxk\

(a) BLAST

(b) Clustal

(c) GenBank

(d) UniProt

27. tSo lwpuk foKku dk mi;ksx djds] ,d oSKkfud

D;k dj ldrk gS\

(a) izksVhu dh lajpuk dk vuqeku yxkuk

(b) ubZ nok,a fMtkbu djuk

(c) vkuqoaf'kd jksxksa dk fo'ys"k.k djuk

(d) mijksDr lHkh

28. MsVkcsl esa MsVk ds izos'k vkSj HkaMkj.k dks dkSu

fu;af=r djrk gS\

(a) dksbZ Hkh mi;ksxdrkZ

(b) dsoy oSKkfud

(c) MsVkcsl D;wjsVj

(d) ljdkj

29. vuqØe lajs[k.k ds ckn] xSIl (gaps) dk D;k

eryc gksrk gS\

(a) vuqØeksa esa lekurk

(b) vuqØeksa esa lfEeyu ;k foyksiu

(c) vuqØeksa esa =qfV;ka

(d) dqN ugha

30. tSo lwpuk foKku esa fdl izdkj ds MsVk dk

lcls vf/kd fo'ys"k.k fd;k tkrk gS\

(a) la[;kRed MsVk

(b) vuqØe MsVk

(c) Nfo MsVk

(d) /ofu MsVk
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31. What is the main purpose of bioinformatics?

(a) To analyze biological data using computers

(b) To only create databases

(c) To only do programming

(d) To collect biological samples

32. Which of the following is not an application

of bioinformatics?

(a) Drug design

(b) Gene sequencing

(c) Protein structure prediction

(d) Crop cultivation

33. What symbol marks the beginning of

sequence data in a FASTA format?

(a) @

(b) >

(c) S

(d) %

34. What kind of additional information is

included in the FASTQ format?

(a) Sequence length

(b) Date of sequencing

(c) Quality scores

(d) Manufacturer’s name

35. What is the SAM/BAM format primarily used

for?

(a) To store protein sequences

(b) To store sequencing alignment data

(c) To store raw DNA sequences

(d) To build phylogenetic trees

31. tSo lwpuk foKku dk eq[; mís'; D;k gS\

(a) daI;wVjksa dk mi;ksx djds tSfod MsVk dk

fo'ys"k.k djuk

(b) dsoy MsVkcsl cukuk

(c) dsoy izksxzkfeax djuk

(d) tSfod uewus ,d= djuk

32. fuEufyf[kr esa ls dkSu lk tSo lwpuk foKku dk

,d vuqiz;ksx ugha gS\

(a) nok fMtkbu

(b) thu vuqØe.k

(c) izksVhu lajpuk dh Hkfo";ok.kh

(d) Qly mxkuk

33. FASTA izk:i esa vuØe MsVk dh 'kq#vkr fdl

izrhd ls gksrh gS\

(a) @

(b) >

(c) S

(d) %

34. FASTQ izk:i esa fdl izdkj dh vfrfjDr

tkudkjh 'kkfey gksrh gS\

(a) vuqØe dh yackbZ

(b) vuqØe.k dh frfFk

(c) xq.koÙkk Ldksj

(d) fuekZrk dk uke

35. SAM/BAM izk:i dk mi;ksx eq[; :i ls

fdlfy, fd;k tkrk gS\

(a) izksVhu vuqØeksa dks laxzghr djus ds fy,

(b) vuqØe.k lajs[k.k MsVk laxzghr djus ds fy,

(c) izkFkfed DNA vuqØeksa dks laxzghr djus ds

fy,

(d) QkbykstsusfVd isM+ cukus ds fy,
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36. What is the full form of VCF?

(a) Variant Control Format

(b) Virus Collection File

(c) Variant Call Format

(d) Visual Comparison File

37. Which of the following is a biological database?

(a) Google

(b) Wikipedia

(c) GenBank

(d) Amazon

38. What kind of data does the UniProt database

store?

(a) DNA sequences

(b) RNA sequences

(c) Protein sequences

(d) Lipid sequences

39. What is the function of the BLAST tool?

(a) To compare sequences

(b) To download data from database

(c) To compress files

(d) To edit sequences

40. What is Clustal W used for?

(a) Single sequence alignment

(b) Pairwise sequence alignment

(c) Multiple sequence alignment

(d) Database searching

36. VCF dk iw.kZ :i D;k gS\

(a) osfj,aV daVªksy QkWesZV

(b) ok;jl dysD'ku Q+kby

(c) osfj,aV dkWy QkWesZV

(d) fotqvy dkWEisfjtu Q+kby

37. fuEufyf[kr esa ls dkSu lk ,d tSfod MsVkcsl gS\

(a) xwxy

(b) fofdihfM;k

(c) tsucSad

(d) vest+Wu

38. UniProt MsVkcsl fdl izdkj ds MsVk dks laxzghr

djrk gS\

(a) DNA vuqØe

(b) RNA vuqØe

(c) izksVhu vuqØe

(d) fyfiM vuqØe

39. BLAST midj.k dk D;k dk;Z gS\

(a) vuqØeksa dh rqyuk djuk

(b) MsVkcslksa ls MsVk MkmuyksM djuk

(c) Qkbyksa dks laihfMr djuk

(d) vuqØeksa dks laikfnr djuk

40. Clustal W dk mi;ksx fdlfy, fd;k tkrk gS\

(a) flaxy vuqØe lajs[k.k

(b) is;jokbt vuqØe lajs[k.k

(c) eYVhiy vuqØe lajs[k.k

(d) MsVkcsl [kkst
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