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- DNA statistical

model. The observed counts of dinucleotides are as follows:
i C A G

T 500 | 200 | 300 | 100
C 200 | 200 | 300 | 300
A 1250 | 350 | 300 | 300
G | 400 | 200 | 300 | 200

1. A 3000 nt long DNA sequence is used as trainin g set for parameter
4

Find the maximum likelihood estimates of transitjot
model for the DNA strand complementary to t

2. Distinguish between: (9+2)
(a) Mealy machine and Moore machingwi
(b) Viterbi decoding and posterior
(c) Context-free and context-se
(d) Entropy and gain-ratio for

Mliberal and conservative performance in ROC analysis. Which zone should be
tion? Why and how do we compare ROC curves? (3)

6. Why are psedocounts used in Forward-Backward algorithm? Why is it called EM algorithm.
Elaborate. (5)

7. Derive the various palindromic strings from the following context free gramarras with lengths
between 8 and 16. S-> aSa|bSb|aa|bb. (5)



