Metabomatching Settings

Pseudospectrum of rs10774021 in SLC6A13
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(A) x?-scoring metabomatching of SLC6A13 pseudospectrum.

rel. h: 0< <0.2<M<0.8<H<1
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(B) Z-scoring metabomatching of SLC6A13 pseudospectrum.
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(C) Z-scoring metabomatching with decorrelation of SLC6A13 pseudospectrum.
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