es: % Total ( % HDR, no. )

Seguenc

0.0% (0.0% , 0)-

2.1% (32.6% , 513)-

1.6% (26.0% , 410)-

1.2% (19.5% , 308)-

N 0.8% (13.0% , 205)-

0.4% (6.5% , 102)1

Mutation position distribution: HDR
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