Table S2. First 35 hits (evalue from 0.002 to 7.17e-08) of BLAST search with sequence SINE A B Fus 397 ofZootoca vivipara male from Fusine in Whole genome shotgun contigs of Squamata (taxid:8509), with color key of alignment scores first 100 hits.
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Gekko japonicus isolate JY-2015 contig21079, whole genome shotgun sequence 80% 76 11 2 181 256 8188 8259 7.16e-08 66.2 LNDG01021079.1

Gekko japonicus isolate JY-2015 contig137134, whole genome shotgun sequence 79% 94 13 5 14 105 84461 84373 2.50e-07 64.4 LNDG01137133.1

Gekko japonicus isolate JY-2015 contig113590, whole genome shotgun sequence 77% 90 17 3 18 105 3275 3362 1.06e-05 59.0 LNDG01113590.1

Gekko japonicus isolate JY-2015 contig10594, whole genome shotgun sequence 88% 51 4 2 13 61 14718 14768 1.06e-05 59.0 LNDG01010594.1

Gekko japonicus isolate JY-2015 contig145785, whole genome shotgun sequence 75% 101 20 4 13 110 24782 24684 3.71e-05 57.2 LNDG01145784.1

Gekko japonicus isolate JY-2015 contig34516, whole genome shotgun sequence 78% 91 14 5 18 105 12662 12575 3.71e-05 57.2 LNDG01034516.1

Gekko japonicus isolate JY-2015 contig108906, whole genome shotgun sequence 78% 85 14 4 24 106 12738 12819 1.29e-04 55.4 LNDG01108906.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000509, whole genome shotgun sequence 77% 81 16 2 27 106 192507 192585 1.29e-04 55.4 CEMB01015543.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000526, whole genome shotgun sequence 93% 40 2 1 23 61 357685 357724 1.29e-04 55.4 CEMB01014359.1

Gekko japonicus isolate JY-2015 contig76778, whole genome shotgun sequence 79% 63 12 1 194 256 7223 7284 4.52e-04 53.6 LNDG01076778.1

Gekko japonicus isolate JY-2015 contig53798, whole genome shotgun sequence 86% 51 5 2 13 61 17949 17899 4.52e-04 53.6 LNDG01053798.1

Gekko japonicus isolate JY-2015 contig51846, whole genome shotgun sequence 77% 91 15 5 18 105 12413 12500 4.52e-04 53.6 LNDG01051846.1

Gekko japonicus isolate JY-2015 contig41949, whole genome shotgun sequence 77% 78 15 2 29 105 12721 12646 4.52e-04 53.6 LNDG01041949.1

Gekko japonicus isolate JY-2015 contig39512, whole genome shotgun sequence 83% 52 9 0 182 233 105263 105212 4.52e-04 53.6 LNDG01039512.1

Gekko japonicus isolate JY-2015 contig35482, whole genome shotgun sequence 85% 53 6 2 11 61 7364 7416 4.52e-04 53.6 LNDG01035482.1

Gekko japonicus isolate JY-2015 contig28240, whole genome shotgun sequence 88% 48 4 2 16 61 1021 1068 4.52e-04 53.6 LNDG01028240.1

Gekko japonicus isolate JY-2015 contig25924, whole genome shotgun sequence 89% 46 3 2 18 61 42365 42320 4.52e-04 53.6 LNDG01025924.1

Gekko japonicus isolate JY-2015 contig5903, whole genome shotgun sequence 90% 41 3 1 13 52 7465 7505 4.52e-04 53.6 LNDG01005903.1

Gekko japonicus isolate JY-2015 contig1784, whole genome shotgun sequence 94% 36 1 1 13 47 30456 30421 4.52e-04 53.6 LNDG01001784.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000001, whole genome shotgun sequence 80% 60 11 1 171 230 1002075 1002017 4.52e-04 53.6 CEMB01017322.1

Gekko japonicus isolate JY-2015 contig132951, whole genome shotgun sequence 89% 45 3 2 19 61 74077 74033 0.002 51.8 LNDG01132950.1

Gekko japonicus isolate JY-2015 contig116864, whole genome shotgun sequence 88% 41 5 0 183 223 3708 3748 0.002 51.8 LNDG01116863.1

Gekko japonicus isolate JY-2015 contig114938, whole genome shotgun sequence 78% 68 14 1 181 248 1565 1499 0.002 51.8 LNDG01114938.1

Gekko japonicus isolate JY-2015 contig84134, whole genome shotgun sequence 90% 40 3 1 194 233 15836 15874 0.002 51.8 LNDG01084134.1

Gekko japonicus isolate JY-2015 contig67889, whole genome shotgun sequence 77% 68 14 1 181 248 16819 16885 0.002 51.8 LNDG01067889.1

Gekko japonicus isolate JY-2015 contig67160, whole genome shotgun sequence 78% 46 4 2 18 61 16811 16856 0.006 50.0 LNDG01067160.1

Gekko japonicus isolate JY-2015 contig66111, whole genome shotgun sequence 83% 47 4 2 17 61 30310 30264 0.002 51.8 LNDG01066111.1

Gekko japonicus isolate JY-2015 contig63612, whole genome shotgun sequence 87% 79 16 2 27 104 17281 17205 0.002 51.8 LNDG01063612.1

Gekko japonicus isolate JY-2015 contig61003, whole genome shotgun sequence 76% 64 9 3 1 61 5446 5509 0.002 51.8 LNDG01061003.1

Gekko japonicus isolate JY-2015 contig54710, whole genome shotgun sequence 81% 100 19 5 16 112 7906 8002 0.002 51.8 LNDG01054710.1

Gekko japonicus isolate JY-2015 contig43670, whole genome shotgun sequence 75% 90 14 6 18 104 13946 14032 0.002 51.8 LNDG01043670.1

Gekko japonicus isolate JY-2015 contig34684, whole genome shotgun sequence 78% 35 1 1 28 61 4402 4436 0.002 51.8 LNDG01034684.1

Gekko japonicus isolate JY-2015 contig28491, whole genome shotgun sequence 94% 102 20 4 19 116 3208219 3208121 0.002 51.8 LNDG01028491.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000106, whole genome shotgun sequence 74% 53 8 1 181 233 662252 662201 0.002 51.8 CEMB01017578.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000527, whole genome shotgun sequence

83%

53 8 1 181 233 662252 662201 0.002 51.8 CEMB01009239.1
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