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Fig 1a: Linking Attack Scenario
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Fig 1b: Datasets
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Fig 2a
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Fig 2a
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Fig 2bcd: Predictability vs
Information leakage
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Fig 3: 3 Steps of Linking Attack
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Figure 4a: MAP Genotype
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Fig 4b: Fraction of Vulnerable
Individuals

1 B ———

0.95

o
©

0.85¢

Fraction of Vulnerable individuals
o
oo

0.75¢
0.7 H ——MAP
— MAP+Gender
0.65 —— MAP+Population
MAP+Gender+Population
0.6 | | -
0 0.2 0.4 0.6 0.8

Absolute Gradient Threshold



Fig 5a: Extremity based genotype
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Supplementary Figures
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Fig S1: eQTL properties
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Fig SXX: lllustration of a priori, a
posteriori distributions
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Figure SXX: Genotype Prediction
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Assigned Rank
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Figure SXX

Distribution of Assigned Ranks per Individual
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