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HW5 Review



Overview

1. Build an edit graph (WDAG) for the 3

amino acid sequences of insulin
(Homo sapiens, Bubalus bubalis, Xenopus tropicalis)

2. Save it (as atextfile) in the same format
as HW4

3. Run the highest path algorithm from HW4
on the edit graph



Building the edit graph
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Building the edit graph
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Building the edit graph
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Building the edit graph
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Building the edit graph
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Building the edit graph
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Building the edit graph

LLL

LRRMVNVDSVIVF

.

=3

LNKYIRKDIDSVILF

-1 -4
-1 -4

1-1-4

1
3

1 4-1-4

-1 -2 -1 -4
0 0-1-4
-3 -3 -1 -4
4 -3 -1 -4
0
3
3

R TR

AN

TP T T

TYYTTeTa

SeTRNeTy

T ANANMM AN
| T R R N B I |

Sl

\
i=5

LLQYTPVESGLMLF

RNSTTIRNTY

TN

TN M <t mMmoN
[ e

TN TSy

FYCoyReSey

Ty TYYTYyY

TN

— N
i

* S S| T

LI I I O B I |
Xl T
Z-I__00133
ikl
SRk
SENAEh
Sl_l_..lo.l.o
= el
SRR B
=T TTe
Sk Ak
HemMmmMmmem

A NI MANN M

LI I | 1
Mm < ™M
[ |

TIPINGS

SRR T

TeNTTNTT

PSR

245_420

T T T

TeTRRNSTTY

TATNTITONY

TR

RN TOSTY

FORAPR TN

TOTPRRTTTY

NyeRRTeR

MM ed A MmN
[ F R N N B B |

NTETRTTTT

SeTRRoRT

oINS Ty

Med NN MMNM AN S
L R A O AR A A |

TOTTRR I

D S AR

SHeTNNTT

T O N =N
I | I R N B I |

WOIDIHJANX = W

TN T

TreoyeR TSy

onNEFE=>>o0NX ¥

k=2

-6

Gap penalty:



What to turn in:

* The highest path score

* All possible edge weights (sorted
alphabetically)

* Histogram of edge counts (from
the full edit graph)

* Highest scoring alignment (the
highest path, edge names!)

Score: 82.0
Edge weights:
-A=-12
-C=-12
-D=-12
-E=-12

~F=-12

list all edge weights in alphabetical order
(only first/last 5 shown here)

YYS=3
YYT=3
YYV=5
YYW =11
YYY =21

Edge counts:
--A = 8832
--C = 17664
--D = 52992
--E = 70656
--F = 44160

list all the edge counts in alphabetical order
(only first/last 5 shown here)

YYS =48
YYT=24
YYV =72
YYW =24
YYY =60

Local alignment:

KKK
DLK
YWY
G--
LFL
KVN
REH
IPI

Joe Min



Highest weight path

Local Alighment

(What does that
mean for the WDAG
program you run?)

Score: 82.0

Local alignment:
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Edit graph stats

* NOT all possible edge weights,
only those which appear in the
graph. (How many distinct edges
could there be, theoretically?)

* Each entry in the edge weight
table should have an entry in the
edge count histogram.

Edge weights:
-A=-12
-C=-12
-D=-12
-E=-12
-F=-12

list all edge weights in alphabetical order
(only first/last 5 shown here)

YYS=3
YYT=3
YYV=5
YYW =11
YYY =21

Edge counts:
--A = 8832
--C =17664
--D = 52992
--E = 70656
--F = 44160

list all the edge counts in alphabetical order
(only first/last 5 shown here)

YYS =48
YYT =24
YYV =72
YYW =24
YYY =60



