
Obtain heterozygous SNVs
with RNAseq counts

Coverage filter: ≥10 reads
map SNVs to genes

filter out non-exonic SNVs

Assign the parent of origin for each 
allele and calculate paternal ratio 

for each SNV in daughters

.vcf file
genotype calls for all GoNL

trios

.bam files
RNAseq count tables for 79
daughters and 141 mothers

.bed gene 
annotation file

median paternal ratio for each daughter = 
measure of skewing

Calculate the median from all paternal 
ratios for each daughter

Calculate measure of 
balance for each SNV in 
mothers and daughters

median measure of balance = measure of 
skewing in the absence of paternal origin

Calculate the median measure of balance 
for each mother and daughter

Paternal ratios in 79 daughters

select 30 skewed individuals
(median paternal ratio ≤0.35 or

≥0.65)

calculate skew factor for the whole X-
chromosome

and skew factors for individual genes

One-side paired Student’s t-test

P-value = indicator of escapee behaviour for each gene

Median measure of balance in 79
daughters and 141 mothers

select mother:daughter pairs

Pearson's correlation test

Pearson's correlation coefficient = indicator of 
randomness of the X-inactivation process


