C318(0 9/14/ 2025
Chd. SEQUENCE ALIGNMENT ALEORITHMS

1.1. The Clbal Al izh weend Al Mecd Lenian- Wunsth ([‘?'70)
b M J’/CU}'TJ"#C Tt rprctation ot altgy nvend scope as 2 (haadd™
4. 2. :Cf"k’-l‘lfl?-j Jbys henc = WLaff’LLc M,&?‘?f(:ﬁf( nn b'““f/_j' th 6!/17/ u—;t)‘c?m

_B@icr;v/ e of g1

In a divecete jmfh i+ wa(f/r%-/j/_fouf’gl//afg'ﬂ%f, 'ﬂ\{-
naAxXinNuna  cos- Pﬂ"'[a [aﬁmMM} 5 nace out of- of_fL'l"V!ﬁ)/
nax  cast Jubra—n";’/\i.

P@O‘P‘ g(j Ca n')ﬁrao!? chHon

e have an WWM ,M«%L L.cfu/et’n v, and Va.

i

—>

/| - max Cds"f'fm% between V, and Vs
sl I CONTRADICTION.

SC,OY"\"\" J‘C’MM
BLOSOM — /»«Luqfkmcﬂg et-al.

PAM — | Maggarct nyho-/%a
Probabilich c | Models of &;‘Onna/ccé(ar‘ Seguences (DNA, RIVA,
| 1L . me‘cMJ)
W w Y IR _
Aol
¢ onSered

Extract+ie rudes oF ch[u-/vbw ]

kﬂﬂdom noded s
. -FQ(—P/-\:N/&M seguences v/
e —for faamw Ct{i?hw'u,h-l'-
ot chm J{fuemC?S

Wekn: prb(#) = 54
S |
c: ¢ PrE(B)Y=Eg

St 2M FDL?(C) = —2_%

0!2,0.5,0.1,0.8, ..



Y eslumns y. /4) B3 L | a.lffﬂfcj-fa’w

eac colunin 6 [ efders ol et ter T

/A /r:jneof Frepuency EX,J{ ctcd 3 fob obsfree
pedrS oJ,hccmccf “R*cywncq L - exp- ’Jprtf
ron 2 gt s B o
A_{O@ —-585 2. x %K%’J e 'L_gL.—'fZ- —}.0?

Ao C 10l Dt Ee e

2 fo B 2 | B t |d& |. 70
_ yg

B C ";ﬁc? - . B -'5?'72 0.5%

crel | BT e

These are uscd 4 Coclcu a+¢ 1”«»'& - A B C
5 (J—fwwmiu! =ar hoocf m—}{v “ L |

Lﬁejz(oei;im ) | |

1.Y. Local Mignment Algorthma _Smith- Wafetman Alg

L 1 || ] |
: T T Loest |
¥ =
’ - ‘ ﬁ OJN.) liy@tf]wﬂ-{'
e : (j[obq '_ @lcfjhwwﬂ+: ' LoCAL D!cr}-_ O(/J N)
OP'}‘. (DCJQ' E?(o ?S paX Scere an q”
a(fjnm-m-mL o ﬁahba{ djnmn‘f:f
Prefixes ‘A' 6
Suffixes | AC L] <6 cc.
| ACC | CC6 C
X=AcCcG Accfy ACCE

= pref(K) = Suff(x) = sub shings (X)



