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No Dillution 
 

10-fold Dilution   

Sample MLP KMeans M Human   MLP KMeans M Human 

Number of 

Replicates 

49G    4 4 4   0 0 0 8 

14G    1 1 1   1 1 1 8 

92G    0 0 0   5 5 5 8 

98G    0 0 0   4 4 4 8 



104G   1 1 1   6 6 6 8 

121G   4 4 4   3 3 3 8 

152G   0 1 1   4 4 4 8 

157G   3 3 3   4 4 4 8 

158G   2 2 2   4 4 4 8 

205G   1 5 5   1 2 2 8 

206G   1 5 5   0 0 0 8 

212G   0 0 0   4 4 4 8 

217G   3 3 3   2 2 2 8 

267G   0 0 0   5 5 5 8 

379G   3 3 3   0 0 0 8 

319G   4 4 4   3 3 3 8 

368G   1 1 1   4 4 4 8 

321G   0 0 0   4 4 4 8 

325G   0 0 0   3 4 4 8 

Supplementary Table 1 A Comparison of MLP, K-Means Trained on Metrics Data, and Human 
Annotations of Ambiguously Labeled Samples 

 

 



No Dilution 
 

10-fold Dilution 
 

Sample SVM 

Raw 

SVM 

Metric 

Human 
 

SVM 

Raw 

SVM 

Metrics 

Human Number of 

Replicates 

49G 4 4 4 
 

0 0 0 8 

14G 1 1 1 
 

0 1 1 8 

92G 0 0 0 
 

4 5 5 8 

98G 0 0 0 
 

4 4 4 8 

104G 1 1 1 or 0 
 

5 6 6 8 

121G 4 4 4 
 

3 3 3 8 

152G 1 1 1 or 0 
 

4 4 4 8 

157G 3 3 3 
 

3 4 4 8 

158G 2 2 2 
 

3 4 4 8 

205G 3 5 5 
 

1 2 2 8 

206G 4 5 5 
 

0 0 0 8 

212G 0 0 0 
 

4 4 4 8 

217G 3 3 3 
 

2 2 2 8 

267G 0 0 0 
 

4 5 5 8 

379G 3 3 3 
 

0 0 0 8 



319G 4 4 4 
 

3 3 3 8* 

368G 1 1 1 
 

3 4 4 8 

321G 0 0 0 
 

3 4 4 8 

325G 0 0 0 
 

3 4 4 or 3 8 

 
Supplementary Table 2 A Comparison of SVM Trained on Raw Data, SVM Trained on Metrics 

Data, and Human Annotations of Ambiguously Labeled Samples 
 


