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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 a textfile) in the same format
as HW4

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

What does the entire node list look like?

How can you be sure that parents come
before children?
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Building the edit graph

(pretend these are protein sequences)
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Building the edit graph

(pretend these are protein sequences)
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Building the edit graph

(pretend these are protein sequences)
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Building the edit graph:
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Moving to 3D Example:

GPATW
TWAPG
TYWPP



Moving to 3D Example
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Moving to 3D:

Seq1

0
COQQ

~ Seq2

GPATW
TWAPG
TYWPP

Joe Min



Moving to 3D:

o GPATW
7 (0,0,0) (1,0,0) TWA PG
weight(GTT)=
| 0,0 1)% w TYWPP weight(em) +
e \(1'0’1) weight(TT) +
- weight(TG)

(0,1,0)

Seq 2

weight(G-T)=
(1,1,0) weight(G-) +
: weight(-T) +

(0,1,1) (1,1,1) weight(TG)




Moving to 3D:

# INPUT FILE

V 0,0,0

V1,00

V0,10
GPATW V0,0,1
TTWAPG  |vios
T.YWPP V0,11

V1,11

E G--0,0,01,0,0 ---
E-T-0,000,1,0 ---
E--T.0,0,00,0,1 --
E GT:.-0,001,1,0 ---
EG-T-0,0,01,0,1 -
E-T:T.-0,0,00,1,1 ---
EGT:T.0,001,1,1 -—-

e

weights??? —

Joe Min



What to turn In:

Edge counts:

Score: 82.0 A = 8832
--C = 17664
Edge weights: --D = 52992
~A=-12 —-E = 70656
. ~C=-12 —F = 44160
* The highest path score D=-12 .
. , —E=-12
* Al pOSSIt.)le edge we Ights (SO rted ~F=-12 list all the edge counts in alphabetical order
3 l.p h a b et| ca “.y) Fonly first/last 5 shown here)
e H istogra m of ed ge counts (frO m list all edge weights in alphabetical order .
. ly first/last 5 sh h YYS =48
the fLIU. edlt graph) .(ony irst/last 5 shown here) Midaby:
. ] ] . YYV =72
* Highest scoring alignment (the . Aoy
. ' YYS=3
highest path, edge names!) VYT =3 Local alignment
YYV =5 KKK
YYW =11 DLK
YYY = 21 YWY
G--
LFL
KVN
REH
IPI

Joe Min
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