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Questions

Which techniuge is used to determine the 3D-struture of proteins.

The tool used for sequene salignemnt in bioinformatics

Which one of the following is a sequene alignemnt tool that compares a query sequence to a
database of sequences.

Ortholgs are.

Which computational approach is used to predict protein stuture based on amino acid
sequence.

e/mis a link for.

If two proteins have strutural homology what can be inferred.

A researcher wants to search protein and nucleotide databases to identify sequee homology

, which one is most approrjate to study.

Whcih data base stores 3D strutures of macromolecules.

What is primary role of computational biology

Generally, the functon of a protin depends on its

Which of the followng is not the area in computationalbiology.

The active site of enzyme is important is designing a drug, because.

Human histone H1,1 and Chimpanzee histone H1,1 are.

Answers Choice

. Electron microscopy
. Mass spectrometry

. X-ray crystallography
. spectromery

FASTA
PDB

Gen Bank
Ensembl

FASTA
BLAST
BEMBL
PDB

Genes in same species
Humanhistone H1,1 and H1,2
Sequences in different species
Arise from same ancestralgene

. Multiple sequence alignment
Homology modelling
Clustering analysis

BLAST Searches

GenBank
Em BL

. PDP

. DDBJ

OOW>r DOWP» OOWP UOWr U0WE OOmR

>

. They likely share functional
similarities

B. They have identical DNA
sequences

C. They share orthologs

D. Does not give clue about unknown
gene

. Uni Port KB
FASTA

. Gen Bank
Swiss port

PDB
Ensembl
GenBank
BLAST

> Dowm» DOUR

. Using computer algorithms to
analyze data

B. Identifying genetic multations

. Studying protein functions

. Analyzing the expression patterns

@]

. One dimensional structure

. Two -dimentsional structue

. Three- dimensional struture
. Four-dimensional structure

D

A

B

C

D

A. Genomics

B. Ergonomics
C. Proteomics
D. Bioinformatics
A
B
C
D
A
B

. It deterimines enzyme physiology
. It is where a substrate binds

. It provides informaton about drug
. It is made up of lipids

. Ortholog

. Paralog
C. Metalog
D. Algorithm
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The database of nuclelotid sequences and supporting bibliographic annotations is.

Human histone HI,” and Human histone H1,2 are.

Orthology differ from paraalogs in

The field that uses computional tools to anayze biologicla data is.

the biologist compare proteins sturtures to unknown genes.

What is sequence homology.

B. FASTA
C. BLAST
D. PDB

B. Ortholog
C. Metalog
D. Bothaand b

B. Orthoogs arise form gene
duplication and paralogs frm
specieation

C. Orthologs have idential genetic
sequence

D.Bothaandc

A. quantum physics
B. Geography
C. Geo Physics

B. To study novel proteins
C. To discover drugs
D. To make an act

B. 3D-strutre of proteins due to
shared ancestry

C. Large scale study of proteins
D. none of above



