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Figure S2 The pathogenicity prediction of patient’s LPL mutants using SIFT (Sorting Intolerant From Tolerant). The two mutants 
(c.461A>G; p.His154Arg and c.788T>A; p.Leu263Gln) were analyzed using SIFT and both were predicted to be ‘damaging’.

Figure S1 The pathogenicity prediction of patient’s LPL mutants using PANTHER (Protein ANalysis THrough Evolutionary 
Relationships) classification system. The two mutants (c.461A>G; p.His154Arg and c.788T>A; p.Leu263Gln) were analyzed using 
PANTHER and their PSEP (position-specific evolutionary preservation) was calculated. According to the analysis, both mutants were 
predicted to be ‘probably damaging’. 
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