
Supplementary Table S1. Alignment and processing statistics for sequencing read data against 

the tomato genome reference sequence version 2.5 (ITAG2.4). 

 Moneymakera sin wild-type poolb sin mutant poolc 

Total sequencing reads 63,575,958 94,007,596 99,685,109 

Uniquely mapped reads 
56,571,716  
(88.98 %) 

88,279,910  
(93.91 %) 

92,975,595  
(93.27 %) 

Multi-mapped reads 
1,032,320  
(1.62 %) 

1,355,151  
(1.44 %) 

1,496,688  
(1.50 %) 

Unmapped reads 
5,971,922  
(9.39 %) 

4,372,535  
(4.65 %) 

5,212,826  
(5.23 %) 

Sequencing depth 15.40 X 34.02 X 36.04 X 

Sequence variants 813,450 6,100,013 6,707,616 

a NCBI SRA BioSample accession: SAMN04093174. 

b NCBI SRA BioSample accession: SAMN30553549. 

c NCBI SRA BioSample accession: SAMN30553548. 

 

 
 


