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SUPPLEMENTARY FIGURE 1
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In order to evaluate the reliability of H
cross-species hybridization, results from

the human probes are compared to

results from the probes for the non-

human primates (e.g., a comparison of

the results between the human and the
orangutan probes).
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Multi-species array with
orthologous probes from
human (H), chimpanzee (C),
orangutan (O), and rhesus
(R). The results from the
probe sets shaded in white
were ignored in this
experiment

This design allows us to estimate the
size of the probe effect between human
and rhesus probes. Also, we can
measure the difference between gene
expression estimates from multi-species
arrays (by using all the data from the
human and rhesus probes in A-C and
accounting for sequence mismatches)
to estimates from species-specific
arrays (by comparing the results from
only the human probes in B to results
from only the rhesus probes in C).



 SUPPLEMENTARY FIGURE 3
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SUPPLEMENTARY FIGURE 4: A comparison of log2 fold difference between samples, as estimated using either a multi-species analysis (x-axis) or a species-specific analysis (y-axis). 
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SUPPLEMENTARY FIGURE 2: Sequence mismatch effects (tp) estimated in � ADDIN EN.CITE <EndNote><Cite><Author>Gilad</Author><Year>2006</Year><RecNum>412</RecNum><record><rec-number>412</rec-number><ref-type name="Journal Article">17</ref-type><contributors><authors><author>Gilad, Y.</author><author>Oshlack, A.</author><author>Smyth, G. K.</author><author>Speed, T. P.</author><author>White, K. P.</author></authors></contributors><auth-address>Department of Genetics, Yale University, New Haven, Connecticut 06510, USA. gilad@uchicago.edu</auth-address><titles><title>Expression profiling in primates reveals a rapid evolution of human transcription factors</title><secondary-title>Nature</secondary-title></titles><periodical><full-title>Nature</full-title></periodical><pages>242-5</pages><volume>440</volume><number>7081</number><dates><year>2006</year><pub-dates><date>Mar 9</date></pub-dates></dates><accession-num>16525476</accession-num><urls><related-urls><url>http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&amp;db=PubMed&amp;dopt=Citation&amp;list_uids=16525476</url></related-urls></urls></record></Cite></EndNote>�(Gilad, et al., 2006)� are used as a proxy for divergence levels between probes, and are plotted against the difference in expression estimates () between the human probes and either the chimpanzee (A), orangutan (B), or rhesus (C). 
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