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- for the questlons

is State Whether the followmg statements are True
~ or False : j 1x6=6 .

@ Ol'thologous genes are related through gene
duplication events.

- (b) WHATTF g a software to venf)' structure of
‘ the Protein molecule. .

(©)° TIGR is 5 protein database.

(d) The branch lengths in Cladogram are
- constant,

[Turn over




o (e) Mlcro-array techmque is used in- functlonal
A genomlcs o :

.. (f) BLOSUM62 is not a seonng matnx |

: T‘Deﬁne the followmg o e 2x5_10 "

(@) -?Systems Blology
) ‘.(f,._)i.-":iMetabolonues o
_ (c) Genome Annotation
@ Palog
“(e)g,‘fPubMed

. Wnte short notes on. any szx from the follo%g )
, , T 5><6=3O

"(a,), E Value LE e
(b) 'UsesofChl SquareTest SR
(c) FASTA Format
(@ NCBI |
() Types of BLAST
| (QPAMMatrm
@ Primary Database
) .ANOVA |
G, TCHIP,

- Answer any two from the. followmg questnons

102220

(@ Discuss the lmportance of - bwlngcalf S

_databases in blomfom:atlcs

® What 1s ‘meant by secondary database ?
- What are the major secondary databases K

© Describe PHI-BLAST.

Answer any one ﬁ'om the followmg questmns

uxi=14

(a) Descnbe the method of structure baSEd Drug
Desxgnlng | R L
(b) Name the protem structure predwtwc[”l .

_ note on theu- advantages and dlsadvantages,. R
| ‘ 4+5+5“14]',7
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