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GPP (Gene-Specific Probability of Pathogenicity)

N/A

p = 7.8x10-140

p = 2.9x10-88

p = 0.0002

p = 0.04

N/A

Mann-Whitney U
test comparing to
Control Group 2
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0.76 0.920.39
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Median 0.02 vs 0.04
p = 3.0x10 -8

Median 0.87 vs 0.81
p = 4.1x10 -6

Median 0.83 vs 0.76
p = 0.01

Median 0.01 vs 0.03
p = 2.0x10 -7

Median 0.01 vs 0.03
p = 4.5x10 -9

N/A

Mann-Whitney U test
comparing to the same
group’s scores in Figure 7
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Combined 
11 genes 

Feature ExAC v1
    MTR  VEST3 FATHMM Mutation 

Assessor PROVEAN SIFT 

AIC 2051.6 1367.6 1290.7 1221.9 1211.7 1206.8 
p-value N/A p=3.0x10-159 P=2x10-17 P=1.1x10-15 P=0.006 P=0.09 

Combined 
11 genes 

Feature Intercept ExAC v1
   MTR  VEST3 FATHMM Mutation 

Assessor PROVEAN 

𝛽 -7.55 -3.74 5.80 2.39 2.31 1.61 

p-value p=6.1x10-44 p=5.5x10-34 p=5.2x10-28 p=1.5x10-9 p=2.3x10-9 p=5.6x10-4 
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