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Figure S1. 

Flow chart of recommended quality control measures. 



 

 

Figure S2. 

Normalized signal intensity plots for the rest of the SNPs that retain a highly significant 



plate bias (P-value < 10-7) upon removal of eight problem samples, but before the 

recall. Panels (A)-(E) correspond to Nsp-specific SNPs, (F)-(K), to Sty-specific, and (L)-

(X), to Nsp/Sty SNPs. 

 

 

 

 

 

Figure S3.  

Log-transformed normalized probe intensity and contrast distributions for the samples 

on plate 4RWG569. As in Figure 3, the top row corresponds to the panel of Nsp-

specific, and the bottom row, Sty-specific SNPs. Solid black curves representing the 

eight samples with Sty target preparation failure remain completely distinct. However, in 

contrast to Figure 3, the sample identified by SQC and CQC as failing on both Sty and 

Nsp panels appears “normal” in all four plots. 



 

 

 

 

 

Figure S4.  

Restriction fragment length distribution of the full (A,C) and CQC panel (B,D) set of 

enzyme-specific probes . The top row corresponds to Nsp, and the bottom row, to Sty 

enzyme. 



 

 

 

Table S1. 

Problem GoKinD samples identified by SQC and CQC tests. The problem samples 

discussed above appear in the top eight rows. Shaded rows next to them correspond to 

additional failed samples identified by all four variants of the tests. Figures in boldface 

correspond to score values meeting the threshold for sample removal for a specific QC 

test. 

 


