
Table S2. Genomic features with non-significant differences in their distributions between Alu 

insert containing vs. the other windows (203 windows with integrations) 

 

Genomic feature 

Medians of 

the 

Integration 

windows 

Medians of 

the Non-

Integration 

windows 

Absolute 

difference 

in medians 

 

Z-value p values of 

MWW test
a
 

Decode female 
b
 1.5270 1.3264 0.2006 1.97 0.0472 

Decode male 
b
 0.6204 0.5974 0.023 1.09 0.2742 

L1 target 
c
 1189.5 1249 59.5 -0.79 0.0107 

Recombination hotspots 
d
 9 9 0 -2.73 0.4282 

 

*p = 0.0056 is the cut-off of significance after Bonferroni correction. 

a: Two-sided hypothesis test. 

b: Sites associated with sex-specific recombination in the female/male germline [1]. 
c: TTTTAA canonical motif characteristic of target primed reverse transcription of retroelements [2,3]. 
 d: computationally predicted hotspots of recombination using linkage disequilibrium among SNPs [4]. 

 

Details of the genomic features evaluated in Table 2 and Table S2: 
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