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Supplementary Table 1. Mismatches distribution within different human repeat families 

 Alu L1 MIR L2 MaLR MER1_type 
Within 
repeat 28540 842 153 95 313 82 

AG Paired  
repeats 25122 585 94 27 160 25 

Within 
repeat 123 35 20 21 16 16 

GA Paired  
repeats 43 12 9 8 0 4 

Within 
repeat 100 16 15 10 5 3 

CT Paired  
repeats 42 6 8 3 0 0 

Within 
repeat 390 97 30 28 29 17 

TC Paired  
repeats 282 28 17 6 6 3 

Same as table 2 for human. The number of mismatches within each repeat-family is presented. Only mismatches that are part of 
clusters (at least three consecutive identical mismatches) are included. Paired repeats are repeats within exons for which the closest 
inverted repeat of the same family resides within 2000nt. 
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Supplementary  Table 2: Characteristics of the six main repeat families in human.  

 
Same as table 3 for human. The data in this table was extracted from RepeatMasker, (http://www.repeatmasker.org/). Number is the 
copy-number of repeats of the given family. The length is in nucleotides, and the divergence values are given in percents.      
 

  All repeats All repeats within 
RNAs 

All repeats within 
exons 

Paired repeats within 
exons 

Paired repeat with a 
significant BLAST hit 

Family  Mean STD Median Mean STD Median Mean STD Median Mean STD Median Mean STD Median 
Number 1169709 278512 14248 8147 6247 
Length 261 72 295 259 75 294 263 70 296 261 71 295 274 62 298 Alu 
Divergence 13 4 12 13 4 12 12 4 12 12 4 12 12 4 11 
Number 910257 132632 5807 1855 51 
Length 547 832 287 472 729 258 605 980 293 626 945 319 1908 2075 1072 L1 
Divergence 21 8 22 21 8 22 22 8 23 21 8 22 17 11 16 
Number 576712 148219 7170 3199 7 
Length 142 58 140 142 59 141 139 58 138 139 57 138 141 58 184 MIR 
Divergence 29 5 29 28 5 29 28 5 28 28 5 28 28 5 32 
Number 418535 91425 4112 1152 2 
Length 222 223 138 215 217 133 213 217 131 227 232 142 1107 756 932 L2 
Divergence 30 5 31 30 5 30 29 5 30 29 5 30 29 2 15 
Number 329494 36499 2798 576 23 
Length 325 248 343 330 246 349 350 247 356 335 243 352 408 374 374 MaLR 
Divergence 21 6 21 20 7 20 20 6 21 21 6 21 17 6 17 


