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1. Discuss the shortcomings of UPGMA method and get the 1

ee f&f‘”"thé"following data based on
UPGMA method. (2+6) [CO-V] '

A B C D E -
B 2
C 4 4
D 6 6 6 |
E 6 6 6 4
F 8 8 g8 18 . |8

2. Why are rRNA molecules prefe red for performing phylogenetic analysis? (4) [CO-V]
3. Discuss the different typesof .{':'dotplots along with the pros and cons of each. (3) [CO-II]

. How is the itéféﬁv;z?mﬁthod of multiple sequence alignment better than the progressive
method? (4) {CO*'III] *

5. Disti,_ll_lfui‘é'h-b‘etween the following: (6) [CO-II]
(a);PSI_-—BLA'ST and PHI-BLAST

(b) Rlertwszclére and bit score in the BLAST program
(¢) BLASTX and TBLASTX



