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Figure 1: Positive weighted connectivity correlation across all genes and drugs,
for each of the 80 cell lines in the sparse matrix. Methods are denoted by single-
letter labels: N : neighborhood collaborative approach; S : SVD; T : two-way
average; G : tissue-aGnostic (baseline method). Organized by cell type (cancer,
immortalized, stem and primary) and ordered by percentage of drugs profiled
in each cell. Error bars show variation across cross validation runs.

6



7



8



9



Figure 2: Percent change in positive weighted connectivity correlation compared
to the tissue-agnostic method. Methods are denoted by single-letter labels: N :
neighborhood collaborative approach; S : SVD; T : two-way average; G : tissue-
aGnostic (baseline method). Organized by cell type (cancer, immortalized, stem
and primary) and ordered by percentage of drugs profiled in each cell. Error
bars show variation across cross validation runs.
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Figure 3: Negative weighted connectivity correlation across all genes and drugs,
for each of the 80 cell lines in the sparse matrix. Methods are denoted by single-
letter labels: N : neighborhood collaborative approach; S : SVD; T : two-way
average; G : tissue-aGnostic (baseline method). Organized by cell type (cancer,
immortalized, stem and primary) and ordered by percentage of drugs profiled
in each cell. Error bars show variation across cross validation runs.

14



15



16



17



Figure 4: Percent change in negative weighted connectivity correlation com-
pared to the tissue-agnostic method. Methods are denoted by single-letter la-
bels: N : neighborhood collaborative approach; S : SVD; T : two-way average;
G : tissue-aGnostic (baseline method). Organized by cell type (cancer, immor-
talized, stem and primary) and ordered by percentage of drugs profiled in each
cell. Error bars show variation across cross validation runs.
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Figure 5: Percent of drugs correctly expressing strong connectivity to their
drug class using the fully imputed sparse matrix by the neighborhood approach.
Cells are organized by cell type (cancer, immortalized, stem and primary) and
ordered by percentage of drugs profiled in each cell. PCL sets are ordered by the
number of drugs in each set that are in the sparse matrix. The darker the shade
of blue, the higher percentage of drugs with statistically significant NES scores.
Grey dots represent PCL/cell combinations in which there were no statistically
significant NES scores. In the main text, primary cells were pulled out and the
plot was transposed for readability.
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Figure 6: Percent of drugs correctly expressing strong connectivity to their drug
class using the fully imputed sparse matrix by the tissue agnostic approach.
Cells are organized by cell type (cancer, immortalized, stem and primary) and
ordered by percentage of drugs profiled in each cell. PCL sets are ordered by the
number of drugs in each set that are in the sparse matrix. The darker the shade
of blue, the higher percentage of drugs with statistically significant NES scores.
Grey dots represent PCL/cell combinations in which there were no statistically
significant NES scores. In the main text, primary cells were pulled out and the
plot was transposed for readability.
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Figure 7: Change in average positive and negative query correlation scores
across all cells and drugs obtained by varying ε by a factor of either two or ten
in either direction from the values of ε = .01 used in this work.
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Figure 8: Percent change in average positive weighted connectivity correlation
across all drugs and genes obtained by varying k by a factor of two from the
values of k = 120 for nearest neighbors and k = 55 for svd used in this work for
the sparse data set. Outlier cell lines labelled with %data.

Figure 9: Percent change in average negative weighted connectivity correlation
across all drugs and genes obtained by varying k by a factor of two from the
values of k = 120 for nearest neighbors and k = 55 for svd used in this work for
the sparse data set. Outlier cell lines labelled with %data.
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