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13. Percent of drugs enriched for PCL set in full neighborhood matrix: all cell
types (Fig. S13).

14. Percent of drugs enriched for PCL set in full tissue agnostic matrix: all
cell types (Fig. S14).

2



3



Figure S2: Percent change in WSpe for negative (top) and positive (bottom)
connectivity 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 cell name and %
data available for that cell.
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Figure S3: 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 S4: Percent change in Negative connectivity WSpe across all genes and
drugs, for each of the 12 cell lines in the complete data set. Methods are denoted
by single-letter labels: N : Neighborhood collaborative filtering; S : SVD; M :
Median of medians; T : Tissue-agnostic (baseline method). Error bars show
variation across cross validation runs.

6



Figure S5: Percent change in Positive connectivity WSpe across all genes and
drugs, for each of the 12 cell lines in the complete data set. Methods are denoted
by single-letter labels: N : Neighborhood collaborative filtering; S : SVD; M :
Median of medians; T : Tissue-agnostic (baseline method). Error bars show
variation across cross validation runs.
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Figure S6: Negative Weighted Spearman 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 filtering; S :
SVD; M : Median of medians; T : Tissue-agnostic. Ordered by cell type (cancer,
immortalized, stem and primary) and then by percentage of drugs profiled in
each cell. Error bars show variation across cross validation runs.
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Figure S7: Percent change in negative Weighted Spearman connectivity corre-
lation compared to the tissue-agnostic method. Methods are denoted by single-
letter labels: N : neighborhood collaborative filtering; S : SVD; M : Median of
medians; T : Tissue-agnostic. Ordered by cell type (cancer, immortalized, stem
and primary) and then by percentage of drugs profiled in each cell. Error bars
show variation across cross validation runs.
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Figure S8: Positive Weighted Spearman 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 filtering; S :
SVD; M : Median of medians; T : Tissue-agnostic. Ordered by cell type (cancer,
immortalized, stem and primary) and then by percentage of drugs profiled in
each cell. Error bars show variation across cross validation runs.
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Figure S9: Percent change in positive Weighted Spearman connectivity correla-
tion compared to the tissue-agnostic method. Methods are denoted by single-
letter labels: N : neighborhood collaborative filtering; S : SVD; M : Median of
medians; T : Tissue-agnostic. Ordered by cell type (cancer, immortalized, stem
and primary) and then by percentage of drugs profiled in each cell. Error bars
show variation across cross validation runs.
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Figure S10: By cell type, boxplots of median WSpe distributions in each cell,
for negative (top) and positive (bottom) connectivity, across all drugs in the
complete data set. Horizontal lines instead of boxes indicate that there is only
one cell of that type in the data set.
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Figure S11: By cell type, boxplots of median WSpe distributions in each cell, for
negative (top) and positive (bottom) connectivity, across all drugs in the sparse
data set. Because of the unreliability of the cell-specific imputation methods
when fewer than 10% of drugs are present, only cells with at least 10% of the
compounds assayed are included here. Horizontal lines indicate that there is
only one cell of that type in the data set.
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Figure S12: By cell type, boxplots of WSpe distributions for negative (top) and
positive (bottom) connectivity, averaged across all replicates and drugs. These
are noisier than in the previous figure because all cells, including those with
data for under 10% of the drugs, are included. Note that these noisy cases with
too little data account for half of the stem cells, 3/5 of the primary cells, and
5/6 of the immortalized non-cancer cells, explaining the increased variability
compared to the prior boxplot.

26



Figure S13: 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 NCS scores.
Grey dots represent PCL/cell combinations in which there were no statistically
significant NCS scores. In the main text, primary cells were pulled out and the
plot was transposed for readability.
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Figure S14: 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 NCS scores.
Grey dots represent PCL/cell combinations in which there were no statistically
significant NCS scores. In the main text, primary cells were pulled out and the
plot was transposed for readability.
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