102,

o b, Explam SNPs

: 0 SCAPE and CAT"*--
o _“-(111) CAT

 PAUPisa_
- ) Macmtosh
R ;}(111) LINUX

m
. {-j‘ (111) Gene of Vector

"i";;'."_:]:,f;’(x) parallel
L _(111) perpendlcular

@ Lupl
@ CHEM3D

Recommend the use of markupnavnc.l sorlpt language in: blomformatlcs
. a }; State the functlons of PAM and Blosum SN

;,‘.:;Show the dlfference between PSI and Ph1 Blast

. ;}Dlscuss the proteln sequence analy ‘ s :

_Support the pnnmples of neur, )-b!
_'-:j};personahzed medlclne R

software 1s used‘fo Phylc

(on)

;.gl;Analyze the pnnmple for PCR prlmer De51gn

(o).

?‘ Determme the methods used to 1dent1fy dlseased gene

. e;Recommend the homology modellmg as a functlonal genomlc tool | o T

e : i(Or)

‘mfor_mati”'es",“ as next generationtoolin




Rt

V)

o 13 "_a Apprarse the ut111ty of mlcroarray m genome mappmg database o

S 14

Page2

 18BTP09

Cont... }' o

g Answer ALL questlons . RIS =
ALL questrons carry EQUAL Marks =~ (5x6=30)

‘a. Assess the use of RDBMS for genome and proteln related mformatlons

(or)

L fb Evaluate the s1gn1ﬁcance of EST and STS in data resource querles

a. Compare the BLAST and FASTA techmque for the retrreval of the sequence
Informatron o _ ,

(or)

B b Construct a phylogeny for specres of your own example to explam sequence

homology

(o).

Vi '-,b Crltrcrze the genomlc tool usage for gene annotatlon methods

i a. Develop the protocol for the proteln structure predlctron usmg the mformatrons
‘ from the secondary databases w1th sultable examples. : :

(or)

’-'b Elucrdate the functlons of molecular vrsuahzmg tools m detarl

a. Interpret the. apphcatlons of QSAR in systems Blology
- fon)

o ‘b Predlct the apphcatron of metabolomrcs in medrcal mformatrcs

zzz s END



