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Fig 1 [[ADD RNA-Seq TRACK]]
c) NA12878 large deletion



Fig 1
b) Detection and Genotyping of small and large deletions from signal profiles
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a) GEUVADIS ICI-\Pi_GW estimates:

a) Genotyping Only

c, d) GEUVADIS extremity attack: c) Genotyping only
d) Joint Discovery + Genotyping

e) Discovery+Genotyping
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Fig 2

d) Genotyping Only

(1kG MAF>0.01)

e) Indel length vs vulnerability statistics

f,g) Min # of identifying variants

g) Discovery + Genotyping f) Genotyping only (1kG MAF>0.01)

b) After Anonymization



a, b) Gtex ICI-\Pi_GW estimates: a) known indels, b) De-novo indels
(1kG indels, GTex mapped reads)

a) Genotyping Only

Gtex extremity attack: known indels (1kG MAF>0.01)
c) Genotyping d) d_1,2 vs Vulnerability
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b) After Anonymization



a) Genotyping large deletions
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Supplementary Figures



Fig S1 Sample-wide predictability of 1kG SVs

b) 𝝅𝑺𝑾 vs ICI for 1kG Structural Variants

ICI in 1000 Genomes SVs and Predictability (𝝅) of 
SV genotypes from GEUVADIS expression levels of 
overlapping genes



Features for genotyping deletionsFig S2
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Allele Frequency Distribution of Large and 
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