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Uncover the structure
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Uncover the structure

Model [ actual data

(4

5| ok >=NEEEEE

)
. .
> - -
) 2 2 .
2N s
.
g T
. . . -
. . b
. . L
. .
. . .
. . . -
. . k! -
. . - -
. Y . .
Y
. . .

. . .
. . 2 .
. . E .
) . e .
. . . )

. . E .
. . . l
. . . 3
. . . v
. .
. . . &

40%

60%



Uncover the structure
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Uncover the structure
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Results
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Some more results
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Interface
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1440770000 -> 1441440000
1390690000 -> 1440600000
1312440000 -> 1312490000
1217750000 -> 1312380000
1217640000 -> 1217750000
1148510000 -> 1148880000
1145980000 -> 1148230000
1144860000 -> 1145540000
1141660000 -> 1141790000
1139290000 -> 1139590000
1137550000 -> 1139280000
1136330000 -> 1136430000
1127060000 -> 1133380000
1029310000 -> 1030300000

G

Subclone 1 0.0500975
Subclone 2 0.0853004
Subclone 3 0.205944
Subclone 4  0.0629169
Subclone 5 0.202048
Subclone 6  0.204358
Normal 0.189336

Score: 194.39




Discussion

Advantages:

% Simultaneously estimates both the normal cell admixture ratio
and the tumor heterogeneity

% Fast Decomposition of subclone structure: O(L) iterations
% Provides prior to down-stream analysis (SNP calling, etc...)

Method independent of CNV caller.
Structure model is biologically motivated

Future Direction:
® Validation (looking for collaborators)
® Work with capture data
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