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Summary:

j L 2- Transposons of yeast (Ty1l) amplified by delta PCR provide fingerprints distinguishing among yeast strains
Foreign contamination

3- DNA sequencing of delta PCR products for in-house strains provides a reference library

5- Apply appropriate corrective action for cross 4- Cross contamination versus foreign contamination distinguished by matching to in-house reference library
versus foreign yeast contamination

Software:
A-https://github.com/mattcottrell/yeastfingerprint
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