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What is a transgene?

Why map transgene insertion sites?
1) Local influences on transgene expression
2) Off-target effects at protein-coding genes
3) Complications arising from copy number variations
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Why is this significant? *

Identification of insertion sites from heterozygous
transgenic lines

Identification of multiple insertion sites

Detailed protocol of Tol2Mapping library generation,
step-by-step sequencing analysis, and a user-friendly
Shiny app

Proposed method and results
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