
Figure 1 Generate cross
ME49-FUDRr X VAND-SNFr
& select informative progeny

See: Khan et. al. 2014

Sequence progeny & 
create genetic map
See: Shaik et. al. 2015 

Assess SNFr
in progeny:

See: Protocol Section 1

QTL mapping
See: Protocol Section 2

Locate SNFr associated SNP
See: Protocol Section 3

Validate with CRISPR/Cas9
See: Protocol Sections 4
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