
 
Supp_Fig. 1 Summary performance statistics for spike-in predictions (including that from 
PCR array). 



Due to the low resolution of the PCR array platform as compared to the oligonucleotide 
platforms, we considered a region to be predicted correctly (true positive) if the single predicted 
coordinate was less than 1kb away from the spike-in region, instead of within the spike-in region, 
as shown in Fig. 2. Please see legend of Fig. 2 for details. 
 
 

 
Supp_Fig. 2 Enrichment-specific E-O distances (including those from PCR array). 
The spike-in clones were divided up into 4 levels of enrichment: High fold-change (64-192); 
Medium fold-change (6-10); Low fold-change (3-4) and Ultra Low fold-change (1.25-2).  The E-
O distance metrics at various spike-in enrichment levels were shown. Please see legend of Fig. 4 
for details. 
 



Supplemental Table S1.  Genome locations (UCSC hg17; NCBIv34) of plasmid clones used for 
the "amplified" spike-in mixture.  Corresponding fold enrichments over the genomic DNA input 
are given.  This mixture was delivered to participating labs at 3ng/µL, which necessitated 
amplification prior to microarray hybridization. 
 
Supplemental Table S2.  Genome locations (UCSC hg17; NCBIv34) of plasmid clones used for 
the "unamplified" spike-in mixture.  Corresponding fold enrichments over the genomic DNA 
input are given.  This mixture was delivered to participating labs at 77ng/µL, and did not require 
amplification prior to microarray hybridization. 
 
Supplemental Table S3.  Critical sequence characteristics for false positive (FP), false negative 
(FN), and true positive (TP) predictions for each amplified experiment.  Included are percentage 
of nucleotides that are G or C (GC%), percentage of nucleotides that are RepeatMasked (% 
repeat), percentage of clones that have more than one significant BLAT match, and percentage of 
nucleotides in simple tandem repeats (% STR).  In the true amplified spike-in mixture, 38% of 
the nucleotides are GC, 28% of the nucleotides are RepeatMasked, 1.7% of the nucleotides are 
contained within simple tandem repeats, and 11% of the clones have more than one significant 
BLAT match. 
 
Supplemental Table S4.  Critical sequence characteristics for false positive (FP), false negative 
(FN), and true positive (TP) predictions for each unamplified experiment.  Included are 
percentage of nucleotides that are G or C (GC%), percentage of nucleotides that are 
RepeatMasked (% repeat), percentage of clones that have more than one significant BLAT match, 
and percentage of nucleotides in simple tandem repeats (% STR).  In the true amplified spike-in 
mixture, 38% of the nucleotides are GC, 28% of the nucleotides are RepeatMasked, 1.1% of the 
nucleotides are contained within simple tandem repeats, and 11% of the clones have more than 
one significant BLAT match. 
 



 



 



 


