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Table S4: Numbers of false positive sites, true positive sites, ambiguous sites, and gaps detected in consensus sequences 
calculated from alignments of Illumina short-read data to a nearly identical reference with four reference-guided 
assemblers. The ability of four reference-guided short-read sequence assemblers (BWA, MOSAIK, Novoalign, and SMALT) to 
align Listeria monocytogenes strain 08-5578 genome sequence data was assessed by aligning twelve sets of reads to a reference 
chromosome sequence that differs by three nucleotides. The ranges of events observed are shown with averages in parentheses. 
The values for all twelve datasets are provided as well as those with 50-fold or greater coverage.  The best values for each 
category are bolded. 

 

 

 False Positive Sites True Positive Sites Ambiguous Sites Gaps 

 Total ≥ 50X Total ≥ 50X Total ≥ 50X Total ≥ 50X 
BWA 0-22 (3.75) 1 (1.00) 1-3 (2.33) 3 (3.00) 13-363 (147.00) 13-14 (13.5) 4-322 (81.08) 4 (4.00) 

MOSAIK 0-19 (3.50) 0 (0.00) 1-3 (2.33) 3 (3.00) 12-277 (90.75) 12-14 (13.00) 8-341 (86.75) 4 (4.00) 
Novoalign 0-15 (3.33) 0 (0.00) 1-3 (1.92) 2 (2.00) 10-312 (119.00) 11-21 (14.67) 13-469 (122.25) 13-19 (16.67) 
SMALT 0-20 (3.42) 0 (0.00) 1-3 (2.33) 3 (3.00) 17-431 (192.25) 17-23 (19.33) 2-424 (111.42) 2-6 (3.67) 


