
phylogeny of the species, the fist principal component of the data
separates humans and chimpanzees from rhesus macaques and the
second principal component separates humans from chimpanzees.
Found at: doi:10.1371/journal.pgen.1001249.s012 (0.09 MB
DOC)

Figure S13 Overlap between species (y-axis) in the ranks of
genes showing the strongest responses to LPS-stimulation (x-axis).
Found at: doi:10.1371/journal.pgen.1001249.s013 (0.16 MB
DOC)

Figure S14 Cutoff defined to exclude genes that are not
expressed. Average intensity (y-axis) is plotted against estimates
of the between-individual variance (x-axis). The red line is the
cutoff below which genes are likely not to be expressed; hence we
excluded these genes from the enrichment analyses.
Found at: doi:10.1371/journal.pgen.1001249.s014 (0.06 MB
DOC)

Figure S15 Impact of the monocytes’ purification method on
the measured immune responses to LPS stimulation. Correlation
between the LPS responses of monocytes purified by positive
selection and monocytes purified by negative selection, at (A)
4 hours, (B) 12 hours, and (C) 24 hours after LPS treatment. (D)
Venn-diagram showing the number of genes whose expression
levels were altered following stimulation with LPS in monocytes
purified by positive selection (yellow) and monocytes purified by
negative selection (green).
Found at: doi:10.1371/journal.pgen.1001249.s015 (0.15 MB
DOC)

Figure S16 Lack of association between genes that responded to
LPS only in monocytes purified by negative section and genes
classified as responding to LPS treatment exclusively in chimpan-
zees. In the y-axis we report the P-value for the enrichment (using
a re-sampling procedure) of chimpanzee-specific response genes
among genes classified as responding to LPS only in monocytes
purified by negative section, using different cutoffs (x-axis). Blue
dots refer to a two-cutoff approach as we did in our manuscript.
Specifically, condition on observing a gene differently expressed in
one of the purification methods at a given cutoff (in the x-axis) we
consider that that gene was also differently expressed after LPS
treatment in the other purification method at a nominal P-
value = 0.05.
Found at: doi:10.1371/journal.pgen.1001249.s016 (0.07 MB
DOC)

Table S1 List of genes analysed in the study.
Found at: doi:10.1371/journal.pgen.1001249.s017 (10.08 MB
XLS)

Table S2 KEGG pathways and Gene Ontology (GO) enrich-
ment analyzes for the set of genes that responded to LPS in all
three species. Only the top 100 GO enrichment terms are shown.
Found at: doi:10.1371/journal.pgen.1001249.s018 (0.16 MB
DOC)

Table S3 Results of transcription factor binding sites enrichment
analyzes using the promoter sequences of the set of genes that
responded to LPS in all three species.
Found at: doi:10.1371/journal.pgen.1001249.s019 (0.08 MB
DOC)

Table S4 List of genes that responded to the LPS treatment in
our experiment and that, following the findings from Amit et al.,
were classified as being part of the universal TLR response, the
immune responses specific to bacterial infections, or the immune
responses specific to viral infections. As expected, genes classified

as part of the universal response are highly enriched for genes
annotated as being involved in the toll-like receptor signaling
pathway (FDR,10-9; no such enrichment is observed among
bacterial- or viral-specific response genes), whereas genes classified
as primarily involved in immune responses to viral infections are
markedly enriched for genes classified as involved in ‘‘response to
viruses’’ (GO term 0009615; FDR = 0.005), and virus-host
interaction (GO term 0019048; FDR = 0.04).
Found at: doi:10.1371/journal.pgen.1001249.s020 (0.29 MB
DOC)

Table S5 KEGG pathways enrichment analyzes for the 335
genes that responded to LPS only in humans.
Found at: doi:10.1371/journal.pgen.1001249.s021 (0.05 MB
DOC)

Table S6 KEGG pathways enrichment analyzes for the 273
genes that responded to LPS only in chimpanzees.
Found at: doi:10.1371/journal.pgen.1001249.s022 (0.03 MB
DOC)

Table S7 KEGG pathways enrichment analyzes for the 393
genes that responded to LPS only in rhesus macaques.
Found at: doi:10.1371/journal.pgen.1001249.s023 (0.03 MB
DOC)

Table S8 Functional interaction scores between the set of 335
genes that respond to LPS exclusively in humans. Only
interactions with a score higher than 0.4 (the default cutoff in
STRING) are shown.
Found at: doi:10.1371/journal.pgen.1001249.s024 (0.17 MB
DOC)

Table S9 Sources of information used to support evidence of a
functional interaction between genes that responded to LPS only
in humans.
Found at: doi:10.1371/journal.pgen.1001249.s025 (0.13 MB
DOC)

Table S10 Co-expression modules and GO enrichement
analyses for Human-specific response genes.
Found at: doi:10.1371/journal.pgen.1001249.s026 (0.09 MB
XLS)

Table S11 Co-expression modules and GO enrichement
analyses for Chimpanzee-specific response genes.
Found at: doi:10.1371/journal.pgen.1001249.s027 (0.08 MB
XLS)

Table S12 Co-expression modules and GO enrichement
analyses for Rhesus-specific response genes.
Found at: doi:10.1371/journal.pgen.1001249.s028 (0.10 MB
XLS)

Table S13 Details on the samples used in this study
Found at: doi:10.1371/journal.pgen.1001249.s029 (0.04 MB
DOC)

Table S14 Primer sequences and PCR conditions for the genes
used to validate the immune response to the treatment.
Found at: doi:10.1371/journal.pgen.1001249.s030 (0.03 MB
DOC)

Table S15 Overlap between the top-ranked genes that respond-
ed to the treatment in the different species. We considered the N
genes (100, 200, 300, 400, 500, or 1000) showing the largest
absolute changes in expression levels following the treatment for
each species, and then compared the sets of top ranked genes
among species. We report the fold-enrichment for overlap in the
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