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Figure S2. Reproducibility of the ChIP technique. RNAPII and H3me3K27 ChIP-chip experiments were
performed in duplicate using normal and tumor liver samples. The Maxfour values for each promoter on the
duplicate arrays are plotted for RNAPII (A) or H3me3K27 (B) to show reproducibility of the assay. For
comparison, the values for each promoter in the RNAPII vs. the H3me3K27 arrays are also shown (C).
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Figure S3. Gene ontology analysis of deregulated gene promoters using DAVID (http://david.abcc.nciferf.gov/) functional
annotation from tables S23-S25. Up arrow indicates increased binding and down arrow indicates decreased binding by RNA
Polymerase Il (RNAP Il), Histone H3me3K27 and H3me3K9. X axis indicates the number of genes in each category.
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Figure S4. vCGH schematic. To perform a vCGH analysis, the data from the genomic (input)
samples is extracted. For the analyses performed in this study, the input signals from two
independent ChIP-chip experiments (POLII and me3K27) were used for both the tumor and
normal samples. The genomic DNA channels of the "duplicate” arrays were guantile normalized
(using the median values) to produce a single "merged” gDNA vector of values and then the
average of all probes for a single promoter was calculated so that the promoter was
represented by a single value. After calculation of the ratio of tumor/normal, the data was
smoothed using a 21-point mean filter and displayed using the snapCGH package in R.
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Figure S5. PCR confirmations of vCGH data. Semiquantitative PCR
reactions were performed using specific primers for the promoter
region of the indicated genes. Deletions represent loss of copy
number in tumor. Amplifications depict gain of copy number in tumor.
Controls represent regions with no change in copy number.
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Figure S6. vCGH analysis of Hela and Ntera Cells across the 22 autosomal chromosomes. (A) The genomic DNA channels from Hela S3 ChIP-chip

experiments was compared to genomic DNA channels from human ES cell (normal cell) ChIP-chip experiments. Same procedure was used as in main text,

except that “cell line” was used in place of tumor (see RESULTS and METHODS for vCGH procedure description). Arrow indicates the large amplification in
5p, consistent with published studies using SKY and conventional CGH (see RESULTS). (B) Same procedure as A, except that genomic DNA channels from
Ntera ChIP-chip experiments was used as “tumor” sample. Arrows indicate copy number changes observed in these experiments that are frequently observed
in testicular carcinomas. Note that the patterns differ greatly between Ntera and Hela cells. The source of all of this data was 1.5 kb promoter array datasets,
illustrating that the vCGH procedure can be used with both 5 kb array platforms (as in patient data in main text) and for other array designs.
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Acevedo Supplementary Figure S7. Cateqgories of nuclear proteins uprequlated in tumors.
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