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Figure S7 lllumina sequencing libraries done with or without bacterial carrier.
(A) CEBPA ChIP library. (B) H3K4me3 ChlIP library. A and B done with DNA from ChIP on

10,000 Cells (ca. 100 pg for CEBPA and 60 pg for H3K4me3) + 400 pg sonicated bacterial
DNA carrier. (C) Failed CEBPA ChlIP library (D) Failed H3K4me3 ChIP library. C and D
done with DNA from ChIP on 10,000 Cells (ca. 100 pg for CEBPA and 60 pg for H3K4me3)
and no bacterial DNA carrier. Output assesed by Agilent Bioanalyzer High Sensitivity assay
using 1/30 dilutions. (E) Assessment of enrichment in CEBPA libraries (from A and C).
Ratio of enrichment as arbitrary gPCR units of Ptgs2 over Sfi3 amplicons. (F) Assessment
of enrichment in H3K4me3 libraries (from B and D). Ratio of enrichment as arbitrary gPCR
units of Smc4 over Sfi3 amplicons. A four-point dilution series used as standard for comparison.
See supplemental Table 1 for primer sequences.



