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Name From | To Name From To Class Dir Sim Pos/Mm:Ts | Score
[ Tfsate6 || 61 | 191 VHARBA_VV 1101 || 1222 DNA/Harbinger || d || ©.7302 || 2.0000 | 203
Tfsatee || 376 || 490 Rehavkus-1 _TC 7010 || 7128 DNA/MUDR c |[0.7946 || 1.8750 335
TfSato6 || 861 | 940 " DNA3-20_PSt 66 139 DNA c |[ 0.7792 1.1111 218
Tfsates || 1328 || 1361 A4-5 CGi 514 || 547 DNA c || 0.8824 || 4.0000 208
TfSate6 || 1565 || 1608 ERV1-1 BuBu-1 6879 || 6919 ERV/ERV1 c || 0.8372 1.2500 232
Tfsate6 || 1968 || 2054 MUDR-87 05 11230 || 11313 DNA/MUDR c |[0.7241 || 1.6667 227
Tfsato6 || 2369 || 2756 KolobokE-2 PhPy 2834 3223 DNA/Kolobok ¢ 0.6772 1.7667 642
TfSato6 || 2908 || 2959 ISL2EU-3 HN 2199 || 2250 DNA/ISL2EU d |[0.7692 || 2.4000 225
Tfsate6 || 2992 || 3056 "hAT-1_Hsal 1420 || 1489 DNA/hAT ¢ |[ 0.7612 2.0000 237
Tfsates || 3166 || 3201 Crack-3 Corflu 214 || 249 NonLTR/Crack c |[0.8611 || 2.5000 221
Tfsato6 || 3300 || 3414 ~ vs-clho 1189 || 1318 DNA/Mariner c || 0.7417 1.3333 254
TfSate6 || 3552 || 3602 Lanisha-6 RhIr 2880 || 2928 || DNA/EnSpm/CACTA || d || ©.8200 || 1.7500 224
Tfsato6 || 3967 || 4021 " Crack-5_ssa 1191 || 1239 NonLTR/Crack d || 0.8039 1.3333 208
Tfsates || 4098 || 4704 Rehavkus-1 TC 3001 || 3624 DNA/MUDR c |[0.6743 || 2.2973 767
TfSato6 || 4740 || 4804 Harbinger-N12 MT 656 || 717 DNA/Harbinger c |[0.7778 || 1.3750 225
TfSato6 || 4908 || 5267 Rehavkus-1 TC 2456 || 2808 DNA/MUDR c |[0.6735 || 1.6111 226
Tfsato6 || 5276 || 5326 “McGene-1_Mad 5417 || 5469 Multicopy gene c || 0.8077 1.8000 225
TfSate6 || 5345 | 5384 1151 Acar 6947 || 6986 NonLTR/L1 c |[0.8500 || 3.0000 207
TfSate6 || 5448 || 5505 MUDR-N13_0S 347 || 4es DNA/MUDR d |[0.7667 || 2.0000 206
Tfsate6 | 5705 |[ 5775 || Gypsy-20 PirFin-ITR 489 || se1 LTR/Gypsy d |[0.8000 || 2.2000 216
TfSato6 || 6144 || 6231 hAT-1 Xylera 1964 || 2054 DNA/hAT d |[e.7701 || 1.7500 207
Tfsate6 || 6619 || 6687 Kolobokp-2 Lutghy 6264 || 6327 DNA/Kolobok ¢ |[ 0.7879 1.8333 236
TfSato6 || 6725 || 6825 A6-10_DR 3905 || 3992 DNA d |[0.7634 || 2.1250 251

Supplemental Figure S16. Organization of the T. freemani satDNA TfSat06. A) The principal component analysis of
the TfSat06 repeats from different T. freemani chromosomes. Dots represent repeats colored according the
chromosome (fLG) of origin. B) Schematic representation of the organization of the Rehavkus-like element whose
inverted termini harbor the TfSat06 repeats (represented by green arrows). The table reports the segmental
similarities of the central part of the Rehavkus-like element with the repetitive elements deposited in the Repbase
database. The similarities refer to the segments (purple blocks in the diagram) whose positions are listed in the
table together with the similarities and alignment scores.



