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(a) Pre-Tx (1044 genes)
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547 611 681 2858

(b) Post-Tx (1044 genes)
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p < 0.001

Number of significant gene pairs

F
re

qu
en

cy

38 65 88 430

(c) Pre-Tx (263 genes)
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44 67 90 538

(d) Post-Tx (263 genes)

Replication Data Set
p < 0.001

Number of significant gene pairs
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10 21 35 38

(e) Pre-Tx (263 genes)

Replication Data Set
p < 0.001

Number of significant gene pairs
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7 21 36 50

(f) Post-Tx (263 genes)

Additional file 2 — Permutation testing for coexpression. Permutation tests were designed to randomize
the expression values for each gene, across samples, within each time point. After randomization, we calculated
coexpression by the 1st-order Spearman’s correlation coefficient. We counted the number of significant results (α =
0.001) then repeated 1000 times to generate a null distribution. Arrows indicate the number of observed coexpression
relationships for a given data set.
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