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CBCS) DEGREE EXAMINATION, APRIL 2018.

Fifth Semester
Microbiology — Main
Major Elective — BIOINFORMATICS
(For those who joined in July 2012-2015)
ree hours Maximum : 75 marks
PART A — (10 x 1 = 10 marks)
er ALL questions, choosing either (a) or (b).

pose the correct answer:

Teseiluieden sheng erar i BLieuT wmT?

) veellar apréEGeus (<) GuM& srs
CLefll eNGwesr  (/F)  erieuimi

) is called as father of bioinformatics?
Paulién Hogeweg

Friderick Sangar

David Lipman
Edward



GUI erémmugen Quimper —————— . Tel B emewrih 2 GNESDS).

(=) euayuL LwaTumr® @anL_(psid
@) Qsrene@griri Denemmwib

(<) euepTLIL (P& QbSWIT
(@) Geurananan apseLn BT s =) Qzrad sarsdH Wb
() ergiaySlebanad ) Qsnenessm & GAevaorwid
GUI means oemandgiid &
(a) Graphical user interface

d i . el net stands for
(b) Graphical union India
(¢) Guanine union Index Tele Communication Network
(d) None Tele calculate network
HTML-~g @dlssipg Television network
<) 2w ey Coe : i
(=) B All of these
(=) Serey Gophs 2 ey Coawdls st _amrd Wil _
1) e B @rearLreug) L7s euflleng SyeySerio.

()

HTML stands for

()
(b)
(©)
(d)

ergle|flama i) Prosite (=) P fam

) Blocks (m)  iewenggd &

H k !
yper text mark up are secondary protein sequence

Hypo text mark up language

Hypo text language Prosite (b) Pfam

None
Blocks (d) All of these
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'm@mmmgbgjm ahg euflengs FrenipiiLy &(hHellenw
\CBI—g Qar(psgiereang?

@) Chime (<) BLAST

Qggerm eumiludied, Blupsefls <o cuflens srey se
pgrwifliiigy

(=) YyGprsQaeusr Camgenarsdal Lb FASTA (%) Clustal W
(=) muumer DNA syeserid

(@) EMBL

Nhich of the following is a sequence alignment
ol provided by NCBI?

Chime (b) BLAST
(d) Clustal W

() NCBI

In Gen bank the nucleic acid sequence datali
maintained by

L cuengey Qurgeurs ———— 8 sarflés
(a) Brookhaven Laboratory

(b) DNA database of Japan 1) S @reLnoug) Sianioliy

(¢) EMBL ) wrHon Qe semb
(d) NCBI ) Spour QuarLTeug el
s sienfl Lyrs euflens Frenwinle e Qi ) epennreug SeD
QETLfyenL g .
Wlropathy plots are usually used to predict
(=) PAM 250 (<) PAM 60 ]
(@) PAM 45 (/) PAM 1 Beta secondary structure

Which matrix is based upon the aligni - Transmembrano domains

closely related protein sequence?
(a) PAM 250 (b) PAM 60
(¢) PAM 45 (d) PAM 1

Alpha secondary structure

Tertiary structure
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10.  eueridiyp &Mips Lre LrEf B Laes —

CTENM SIEMLPEHELD.

(=) @UEE wrd

(<) Gupup wrd

(@) Afisse

()  SAECLr senfliiy

Template based protein modeling techniquow:

called as

(a) Comparative modeling
(b) Surface modeling

(¢) Threading

(d) Abinito prediction

PART B — (5 x 5 = 25 marks)
Answer ALL questions, choosing either (a) or (h);

Each answer should not exceed 250 words.

11. (=) saflafl ecramprd eranen? igean @pgenal

LIGHTLSE 6T 651 6T&H &,

What is computer? Mention their

characteristics.

Or
Page 6

o) QeaTSeT 2 @TeHl ETETDTe) ETEET? EFHTeUS)
S fsnrs 2 LGUTASEILHD BHS QaTuIGET
o @refufen QuWET eT(pEIE.

What is web browser? Name any five web
browsers frequency used.
HGP giiss e fn Ghliy auops.
Write short notes on HGP.
Or

y) 2ufit  grey  gETEMS  UMTWD.  AHET
LIGHTL{SEDETWL D (DHMID LIRS ETLLD 6T(LHSIS.
Define biological databases. Give the general
account of their properties and uses.

. Pubmed @ilég erpals.
Give a notes on Pubmed.
Or
- EMBL @ihsg eleré@s.
Explain about EMBL.
Qg auidl wHYL dgen agasms GHlsl
efloul.

;Brieﬂy discuss about Gen Bank and its
format.

Or
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(<) Lrs ALY GHISS TREIS:
Write an account of protein threading.

o Wit sEauedlLIadlan SleneTsar GN&S TWHIS.

15. (=)
Enumerate the branches of bioinformatics,
Or
(<) 2l gsaussiwailen FmseT GHES eleaTéEs.

Discuss about  the components

bioinformatics.

PART C — (5 x8=40 marks)
Answer ALL questions, choosing either (a) or (h);
Answer should not exceed 600 words.

16. (=) saiefllfiar slLawoliy  GDSS

LL_his@pLan elaréGs.

Explain the architecture of a compular

suitable diagram.
Or
(<) eno&EGyT Tl Leufumuden - GMSS W)
QUGN

Write an essay on Microsoft power pal
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(=) sy wasb GTETDNE  erevren? o medufen
ADOUY GHEH eflardss.

What you mean b
hOm 2 -
browser anatomy. 1 e page? Explain

Or
() senflafl quen@urmar @ Hlsg eNerssors T(PGIS.
Write a detail notes on computer hardware.
) aflemsarus STQsLIHED enioriy GOIEs eflatsEs.
Discuss about sequence retrieval system,
Or

) BlusefiCGuimen aflae
Dieninl119 e e &Nss TS5,

BoBeTSElen
:Zzllilsgncibg:ttabt;};z | structure of nucleotide
| SWISS-PORT @iss1 5 s ey euanys.
Write an essay on SWISS-PORT.
Or
HI8 SiamwouL sreygend Ghlss) arpgis.

Give an account '
ce. of protein structural data
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20.

(=)

(<)

Gy curflwian anfleng Srenioliy GBS a9l
(PSS,

Write a detail notes on pair wise sequi
alignment.

Or
o e @ rmiEAGed 2 ulrssedl
LiermH&eT @&MEg 69leréEs.

Describe the applications of bioinformatl
biological research.
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