
Table S1. Top-10 transfer RNA (tRNA) clusters.
cluster_id category chr start end n_features n_bystanders

C3 tRNA chr6 26,286,526 28,989,083 165 NA
C11 tRNA chr1 161,399,700 161,621,748 38 NA
C14 tRNA chr1 143,584,701 146,488,936 37 NA
C8 tRNA chr7 149,310,190 149,707,740 23 NA
C6 tRNA chr17 8,119,155 8,227,064 19 NA
C7 tRNA chr16 2,927,661 3,196,225 19 NA
C4 tRNA chr5 181,097,070 181,222,467 18 NA
C9 tRNA chr14 20,609,336 20,684,087 16 NA
C13 tRNA chr1 148,011,059 148,529,330 16 NA
C1 tRNA chr1 16,520,585 16,889,750 14 NA

tRNA clusters analysis
Human (genome assembly: GRCh38/hg38) tRNA gene predictions were downloaded in bed format
(http://gtrnadb.ucsc.edu/genomes/eukaryota/Hsapi38/hg38-tRNAs.tar.gz)  from the genomic tRNA
database  GtRNAdb  (http://gtrnadb.ucsc.edu/).  The  file  named  hg38-tRNAs.bed  was  passed  to
ClusterScan as FEATURES file without any modification. The ANNOTATION file consists of a
two-columns, tab-delimited table containing the unique tRNA id in the first column and a custom
made category (in this case: “tRNA”) in the second column and was produced through the free
software  environment  for  statistical  computing  and  graphics  R.  ClusterScan  was  ran  with
clustermean using the following parameters:  -k 3; -e 2; -n2; -w 500000; -s 250000 resulting in 17
total clusters found starting from 619 unique features.
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Table S2. Top-10 full length non-intact L1s (FLnI-L1) clusters.
cluster_id category chr start end n_features n_bystanders

C204 FLnI-L1 chrX 75,554,661 76,747,370 51 NA
C189 FLnI-L1 chrX 56,805,326 58,024,091 46 NA
C212 FLnI-L1 chrX 66,268,161 67,495,006 41 NA
C207 FLnI-L1 chrX 72,977,213 73,777,090 32 NA
C188 FLnI-L1 chrX 56,046,767 56,747,914 30 NA
C213 FLnI-L1 chrX 64,602,482 65,393,281 28 NA
C202 FLnI-L1 chrX 76,878,710 77,396,845 25 NA
C272 FLnI-L1 chr11 48,185,251 48,808,099 20 NA
C201 FLnI-L1 chrX 78,151,947 78,649,427 19 NA
C14 FLnI-L1 chr6 85,756,815 86,084,705 17 NA

Full length non-intact L1s (FlnI-L1s) clusters analysis
Human  (genome  assembly:  NCBI38)  full  length  non-intact  L1s  (FlnI-L1s)  annotations  were
downloaded in bed format (http://l1base.charite.de/BED/hsflil1_8438.bed) from the L1Base (v2)
database  of  putatively  active  LINE-1  (L1)  insertions  (http://l1base.charite.de/).  The  file  named
hsflil1_8438.bed was passed to ClusterScan as FEATURES file  without  any modification.  The
ANNOTATION file consists of a two-columns, tab-delimited table containing the unique FlnI-L1
id in the first column and a custom made category (in this case: “FlnI-L1”) in the second column
and was produced through the free software environment for statistical computing and graphics R.
ClusterScan was ran with clustermean using the following parameters:  -k 3; -e 2; -n 2; -w 500000;
-s 250000 resulting in 435 total clusters found starting from 13,418 unique features.
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