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Human transition to transversion
ratio (AKA ti/tv) is ~2.1
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Human substitution rate= 1in 1,000
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Small-gap rateis = 1 in 3,000



Penalty matrix

2 | Transitions (A< G, C+T)

4 | Transversions

8 | Gaps

CO(OC0[(OC0( OO !

—| N>
AN
OINP~O|PA~IO
NN P,~(O|PL[(N O
NIO(PH|INPB|




edist(a, ,3) + O(X, y)

edist(ax, py) = min{ edist(ax, P)+1
edist(q, ,By) + 1

galign(Q, ,8) + p(X, y)
galign(aXx, ,8)/) = min { galign(aX, ,8) + p(X, -)
galign(Q, ﬁy) +p(-, Y)

T

Use penalty matrix
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Local alignment

Find the most similar pair of substrings from X and Y
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Local alignment

Find the most similar pair of substrings from X and Y

X he will after his sour_ fashion tell you
\ \ _his sour_

) | |
) | |
| | | |

N his_hour
Y struts_and_frets_his_hour_upon_the_stage ™ - -



lalign(a, B) +s(x, )

lalignax, By) = max { 1align@x, P) +s(x, -)

lalign(a, BY)+s(-y)
0
Alcla[T] -

Al 2(-4]-4]-4]-6
Scoring matrix: matches are Cl-4[2|-4|-4|-6
positive, differences negative |9 |41-4121-4]-6

T |[-al-al-4]2|-6
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