Table S3. First 35 out of 250 hits of the BLAST search with SINE A B Fus 387 of Zootoca viviparamale from Fusine in whole genome shotgun (WGS) contigs of Squamata (taxid:8509). Below, color key of alignment scores first 102 hits.
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Gekko japonicus isolate JY-2015 contig107845, whole genome shotgun sequence 82% 57 8 2 69 125 29610 29556 0.002 51.8 LNDG01107845.1

Gekko japonicus isolate JY-2015 contig6654, whole genome shotgun sequence 77% 75 15 2 69 143 2205 2277 0.002 51.8 LNDG01006654.1

Gekko japonicus isolate JY-2015 contig153085, whole genome shotgun sequence 76% 76 15 2 66 141 10339 10411 0.005 50.0 LNDG01153084.1

Python bivittatus Python_molurus_bivittatus-5.0.2-658.11, whole genome shotgun sequence 78% 64 13 1 41 104 772 834 0.005 50.0 AEQU02051310.1

Gekko japonicus isolate JY-2015 contig96815, whole genome shotgun sequence 76% 78 17 2 66 143 10835 10910 0.019 48.2 LNDG01096815.1

Gekko japonicus isolate JY-2015 contig88208, whole genome shotgun sequence 79% 63 11 2 69 131 4093 4153 0.019 48.2 LNDG01088208.1

Gekko japonicus isolate JY-2015 contig10629, whole genome shotgun sequence 77% 73 15 2 69 141 1518 1588 0.019 48.2 LNDG01010629.1

Gekko japonicus isolate JY-2015 contig94112, whole genome shotgun sequence 76% 72 15 2 69 140 11126 11195 0.065 46.4 LNDG01094112.1

Gekko japonicus isolate JY-2015 contig63832, whole genome shotgun sequence 81% 54 8 2 69 122 28224 28275 0.065 46.4 LNDG01063832.1

Gekko japonicus isolate JY-2015 contig31043, whole genome shotgun sequence 73% 96 23 3 70 164 3663 3756 0.065 46.4 LNDG01031043.1

Gekko japonicus isolate JY-2015 contig7400, whole genome shotgun sequence 79% 57 10 1 68 124 18970 18916 0.065 46.4 LNDG01007400.1

Gekko japonicus isolate JY-2015 contig517, whole genome shotgun sequence 83% 52 7 2 68 119 7260 7309 0.065 46.4 LNDG01000517.1

Thamnophis sirtalis isolate EDBJR-23777 Thamnophis_sirtalis-6.0-196.135, whole genome shotgun sequence 100% 25 0 0 310 334 4476 4500 0.065 46.4 LFLD01033194.1

Vipera berus berus isolate VBER.BE-female contig_21568, whole genome shotgun sequence 79% 53 9 1 310 362 3369 3319 0.065 46.4 JTGP01021568.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000779, whole genome shotgun sequence 83% 47 7 1 39 85 358747 358702 0.065 46.4 CEMB01004410.1

Gekko japonicus isolate JY-2015 contig157067, whole genome shotgun sequence 76% 71 15 2 71 141 38858 38926 0.23 44.6 LNDG01157066.1

Gekko japonicus isolate JY-2015 contig95004, whole genome shotgun sequence 82% 51 7 2 69 119 12789 12741 0.23 44.6 LNDG01095004.1

Gekko japonicus isolate JY-2015 contig82299, whole genome shotgun sequence 79% 53 9 1 67 119 53007 53057 0.23 44.6 LNDG01082299.1

Gekko japonicus isolate JY-2015 contig80098, whole genome shotgun sequence 82% 51 7 2 69 119 626 578 0.23 44.6 LNDG01080098.1

Gekko japonicus isolate JY-2015 contig78724, whole genome shotgun sequence 82% 51 7 2 69 119 18377 18425 0.23 44.6 LNDG01078724.1

Gekko japonicus isolate JY-2015 contig61734, whole genome shotgun sequence 82% 51 7 2 69 119 6585 6633 0.23 44.6 LNDG01061734.1

Gekko japonicus isolate JY-2015 contig44414, whole genome shotgun sequence 73% 96 20 4 69 164 271 182 0.23 44.6 LNDG01044414.1

Gekko japonicus isolate JY-2015 contig39872, whole genome shotgun sequence 82% 51 7 2 69 119 37025 37073 0.23 44.6 LNDG01039872.1

Gekko japonicus isolate JY-2015 contig36211, whole genome shotgun sequence 75% 71 16 1 69 139 37174 37106 0.23 44.6 LNDG01036211.1

Gekko japonicus isolate JY-2015 contig25251, whole genome shotgun sequence 75% 71 16 1 72 142 212 144 0.23 44.6 LNDG01025251.1

Gekko japonicus isolate JY-2015 contig21467, whole genome shotgun sequence 82% 51 7 2 69 119 64 112 0.23 44.6 LNDG01021467.1

Gekko japonicus isolate JY-2015 contig18709, whole genome shotgun sequence 82% 51 7 2 71 121 881 833 0.23 44.6 LNDG01018709.1

Gekko japonicus isolate JY-2015 contig12991, whole genome shotgun sequence 82% 51 7 2 69 119 9112 9160 0.23 44.6 LNDG01012991.1

Gekko japonicus isolate JY-2015 contig11413, whole genome shotgun sequence 82% 51 7 2 69 119 26281 26233 0.23 44.6 LNDG01011413.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000027, whole genome shotgun sequence 75% 83 18 3 39 121 2309480 2309401 0.23 44.6 CEMB01024882.1

Protobothrops mucrosquamatus DNA, contig: contig_31986, isolate: PMUCROS, whole genome shotgun sequence 96% 27 1 0 310 336 4114 4140 0.23 44.6 BCNE02031986.1

Python bivittatus Python_molurus_bivittatus-5.0.2-291.31, whole genome shotgun sequence 93% 29 2 0 299 327 2085 2057 0.23 44.6 AEQU02027993.1

Gekko japonicus isolate JY-2015 contig170792, whole genome shotgun sequence 81% 52 8 2 68 119 233 184 0.79 42.8 LNDG01170791.1

Gekko japonicus isolate JY-2015 contig153897, whole genome shotgun sequence 82% 50 7 2 70 119 33392 33439 0.79 42.8 LNDG01153896.1

Gekko japonicus isolate JY-2015 contig152333, whole genome shotgun sequence 78% 60 11 2 66 125 36105 36048 0.79 42.8 LNDG01152332.1

Gekko japonicus isolate JY-2015 contig144993, whole genome shotgun sequence 81% 52 8 2 68 119 27471 27520 0.79 42.8 LNDG01144992.1
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