Table S4. First 35 out of 250 hits of Blast Search with the sequence Sine-Zv 300 of the Zootoca. vivipara female from Pourtalet in Whole-Genome Shot gun contigs of Squamata (taxid:8509). Below, image of key color alignment scores for the first 193 out of 250 hits.
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Pogona vitticeps genome assembly pvi1.1, scaffold scf000406, whole genome shotgun sequence 78% 90 18 2 60 148 665435 665347 4.48e-08 66.2 CEMB01001856.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000200, whole genome shotgun sequence 86% 57 7 1 117 172 1059581 1059637 1.56e-07 64.4 CEMB01034626.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000282, whole genome shotgun sequence 78% 85 18 1 68 151 700961 701045 1.56e-07 64.4 CEMB01007618.1

Python bivittatus Python_molurus_bivittatus-5.0.2-2470.2, whole genome shotgun sequence 75% 92 23 0 60 151 6190 6281 5.46e-07 62.6 AEQU02122868.1

Python bivittatus Python_molurus_bivittatus-5.0.2-1142.47, whole genome shotgun sequence 74% 94 24 0 61 154 395 488 5.46e-07 62.6 AEQU02075213.1

Vipera berus berus isolate VBER.BE-female contig_15256, whole genome shotgun sequence 76% 101 15 5 51 148 6986 7080 1.90e-06 60.8 JTGP01015256.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000173, whole genome shotgun sequence 73% 128 24 6 55 177 1892555 1892677 1.90e-06 60.8 CEMB01067557.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000042, whole genome shotgun sequence 83% 58 10 0 51 108 4303938 4303995 1.90e-06 60.8 CEMB01036427.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000355, whole genome shotgun sequence 83% 58 10 0 51 108 1474989 1474932 1.90e-06 60.8 CEMB01016584.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000379, whole genome shotgun sequence 89% 46 5 0 64 109 170186 170231 1.90e-06 60.8 CEMB01011434.1

Protobothrops mucrosquamatus DNA, contig: contig_12748, isolate: PMUCROS, whole genome shotgun sequence 79% 71 15 0 74 144 30311 30241 1.90e-06 60.8 BCNE02012748.1

Anolis carolinensis chromosome 2 cont2.7097, whole genome shotgun sequence 83% 58 10 0 98 155 10971 10914 1.90e-06 60.8 AAWZ02007098.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000021, whole genome shotgun sequence 75% 100 20 3 70 169 4737796 4737890 6.65e-06 59.0 CEMB01005014.1

Python bivittatus Python_molurus_bivittatus-5.0.2-1383.32, whole genome shotgun sequence 82% 57 10 0 95 151 5906 5962 6.65e-06 59.0 AEQU02085455.1

Thamnophis sirtalis isolate EDBJR-23777 Thamnophis_sirtalis-6.0-120.40, whole genome shotgun sequence 83% 54 9 0 98 151 8908 8961 2.32e-05 57.2 LFLD01022876.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000003, whole genome shotgun sequence 75% 84 21 0 67 150 481207 481290 2.32e-05 57.2 CEMB01010255.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf001090, whole genome shotgun sequence 75% 85 18 1 67 151 166204 166123 2.32e-05 57.2 CEMB01008106.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000101, whole genome shotgun sequence 74% 97 22 2 57 152 2634900 2634994 2.32e-05 57.2 CEMB01005249.1

Anolis carolinensis chromosome 3 cont2.16880, whole genome shotgun sequence 81% 59 11 0 86 144 76603 76661 2.32e-05 57.2 AAWZ02016881.1

Anolis carolinensis chromosome LGc cont2.13154, whole genome shotgun sequence 73% 96 26 0 55 150 12207 12112 2.32e-05 57.2 AAWZ02013155.1

Anolis carolinensis chromosome 2 cont2.8358, whole genome shotgun sequence 73% 100 25 1 60 159 56000 55903 2.32e-05 57.2 AAWZ02008359.1

Crotalus horridus isolate 016-059-111 Sequence_10284_36477, whole genome shotgun sequence 87% 45 6 0 104 148 32156 32112 8.10e-05 55.4 LVCR01010284.1

Pantherophis guttatus isolate motley scaffold278477, whole genome shotgun sequence 73% 90 24 0 62 151 4472 4561 8.10e-05 55.4 JTLQ01269198.1

Crotalus pyrrhus CMI_contig_289922, whole genome shotgun sequence 87% 45 6 0 104 148 2334 2290 8.10e-05 55.4 JPMF01287762.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000154, whole genome shotgun sequence 74% 96 21 2 60 154 1572572 1572480 8.10e-05 55.4 CEMB01021183.1

Pogona vitticeps genome assembly pvi1.1, scaffold scf000472, whole genome shotgun sequence 74% 97 23 2 68 163 633449 633354 8.10e-05 55.4 CEMB01018475.1

Protobothrops mucrosquamatus DNA, contig: contig_26561, isolate: PMUCROS, whole genome shotgun sequence 87% 45 6 0 104 148 793 837 8.10e-05 55.4 BCNE02026561.1

Ophiophagus hannah scaffold1608.1, whole genome shotgun sequence 80% 60 12 0 99 158 256724 256783 8.10e-05 55.4 AZIM01001607.1

Python bivittatus Python_molurus_bivittatus-5.0.2-8533.4, whole genome shotgun sequence 82% 57 9 1 98 154 2932 2877 8.10e-05 55.4 AEQU02222237.1

Python bivittatus Python_molurus_bivittatus-5.0.2-5633.9, whole genome shotgun sequence 73% 90 24 0 61 150 1017 928 8.10e-05 55.4 AEQU02190203.1

Python bivittatus Python_molurus_bivittatus-5.0.2-762.33, whole genome shotgun sequence 77% 73 17 0 100 172 5160 5232 8.10e-05 55.4 AEQU02056727.1

Python bivittatus Python_molurus_bivittatus-5.0.2-480.25, whole genome shotgun sequence 77% 91 17 4 64 152 6364 6276 8.10e-05 55.4 AEQU02040644.1

Anolis carolinensis chromosome 4 cont2.8018, whole genome shotgun sequence 73% 95 26 0 60 154 69184 69090 8.10e-05 55.4 AAWZ02008019.1

Thamnophis sirtalis isolate EDBJR-23777 Thamnophis_sirtalis-6.0-6.128, whole genome shotgun sequence 76% 72 17 0 98 169 560 631 2.83e-04 53.6 LFLD01001847.1

Pantherophis guttatus isolate motley scaffold393131, whole genome shotgun sequence 84% 49 8 0 115 163 464 512 2.83e-04 53.6 JTLQ01383278.1

Pantherophis guttatus isolate motley scaffold275567, whole genome shotgun sequence 81% 54 10 0 98 151 1777 1830 2.83e-04 53.6 JTLQ01266322.1

Vipera berus berus isolate VBER.BE-female contig_86581, whole genome shotgun sequence 74% 84 22 0 67 150 1594 1511 2.83e-04 53.6 JTGP01086581.1
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