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[bookmark: _GoBack]Fig. S2 Digestion patterns of the safflower genome using ApeKI and two other enzyme combinations, highlighting the distribution of fragments within the 300–700 bp range following enzymatic cleavage. a) ApeKI b) NlaIII_Msel c) EcoRI_Msel. Panels d to f display the fragments remaining after size selection of 300–700 bp, based on the total number of fragments produced: (d) ApeKI, (e) NlaIII_MseI, and (f) EcoRI_MseI.
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