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Figure S1. Bioinformatic splice-site and branch-point analysis. To identify candidate regions 

for the LINE-1 insertion, different algorithms were used to evaluate potential acceptor splice 

sites and branch points within intron 51, namely the SpliceSiteFinder-Like, MaxEntScan (Yeo et 

al., 2004), NNSPLICE (Reese et al., 1997), GeneSplicer (Pertea et al., 2001) and Human Splice 

Finder (Desmet et al., 2009), integrated in Alamut Visual software (v2.8, Interactive Biosoftware, 

Rouen, France). 
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REGION 3 – Potential acceptor splice-site 
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REGION 5 – Potential acceptor splice-site 
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