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structured and unstructured data representation! (4)
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J. rilln the missing cliements: (4)
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Peptide bond

‘edit-distance and Hamming distance! (4)
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ms find the best solution by constructing the solution from the
' algorithm is a well-known
ler to perform the alignment, a matrix is created which
SCOT -'the score of the et alignment
7(0,( n we pt'eceed to fill the




Solution 1or global scquence alignment. In order to perform the alignment, a matrix is created which
v allows us to compare the two sequences. The score F(i,j) is the score of the  « - alignment
i .jhet'wecn the initial segment x, ; and y, ;. We mltlallzc F(0,0) = 0. Then we proceed to fill the
trix from top left to bottom right. There are possible ways that the best score F(i,j)
a]ngmnent up to x;, y; could be obtained:

.F(l— =D +s(x;,y;)
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and di 1s the al . The equation

& h the ho*“ou«, -m,t‘\t corner. As we fill in the F(i,j) values we
each cell showing the cell it was derived from. Using these

the a,l_i__mment of our sequcnces.
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SLeectbe” BOG be e O algorithm is a solution for local sequence alignment. The algorithm is
similar to global alignment, there are two main differences. First. at calculating F mamx an extra
possibility is added allowing F(ij) to take the value 0 if all other options are ts o P ;

ing this option corresponds to starting a new . If the best alignment up to some
 has a score, it is better to start a new one rather than extend the old one. The second
is that now an alignment can end anywhere in the matrix, so at instead of
' lue m thc bottam»nght corner, we look for the : ~ value F(i,j) in the
art tt from there.

SD structure information? (2)
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N sequencing (list the advantages. disadvantages)!
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y explain at least 3 examples!
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[C. GICG. GACG. AHQA TCGA. CGAC.
m ;r:ph (k-mer = 3) based algorithm for




