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Supplementary Table 1: Statistics of molecules and de novo assembled genome maps. 

 
Control (F) 

Integrating 
retrovirus (R3) 

Non-integrating 
Sendai virus 

(S2) 

Non-integrating 
mRNA (M3) 

Molecules > 150 kb (Gb) 156.98 160.69 160.69  160.66  

Molecule N50 (kb) 284.15  261.35  259.91  255.55  

Molecule Coverage (X) 50.71 51.91 51.91 51.90 

Assembly Genome Maps 
(#) 

3,886 3,832 3,930 3,799 

Total Genome Map Len 
(Mb) 

2,855.30 2,820.79 2,829.19 2,847.77 

Genome Map N50 (Mb) 0.93 0.95 0.90 0.97 

Total Genome Map Len / 
Ref Len   

0.92 0.91 0.91 0.92 

Total Unique Len / Ref Len    0.89 0.89 0.88 0.89 

 

 

  



Supplementary Table 2 

The number of synonymous and non-synonymous coding mutations identified in each sample 
using MuTect. 

 

 

 

 

Sample 

Number of variants identified by MuTect 

Synonymous 
Nonsense and 

nonsynonymous 

M1 92 32 

M2 133 42 

M3 24 20 

R1 8 13 

R2 25 20 

R3 7 21 

S1 44 17 

S2 31 20 

S3 7 9 


