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Chp1 : Pairwise SequenceAlignmentAlgorithms
1 . 1 Edit Graphs, DP ,
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1.2 Global Alignment Alg. w
ッ

1. 3 Scoring Schemes for Alignment
1. 4 Locol Alignment Alg.globalalignmennst,

Algorithm for Local Alignment
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Alignment of the SUFFIXES of PREFIXES :

X 護
= A , Y= 6 X 2

= A C . Y = 6

Suffix X, = A SUFF : Xz = C,AC

suffix Y
,

= 6 SUFF : Y2 = 6

X
,
= A

,
φ
2
= G6 XL=AG

,
Y 2 = 66

suffixX, = A
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GLOBAL ALIGNMENT OF RANDOM SEQUENCES Of SizeM] OIM)
LOCAL ALIGNMENT OF RANDOM SEQUENCES Of SIZEN] OLLogN)
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To evaluate the max : vertical , horizontal , diagonal ? Zero
Back track from th entry with the max number and stop at the first zero

GAPS ? ALIGNMENTS WITH GAPS

DOGMA ? MOLECULAR BIO

DNA- -> RNA- > PROTEIN

DNAmuONTONNTRON-
introns are splicedout

·wantexonsareconcatenated
↑

alignmenthelps
insert gaps thatwas

previously partof
introns


