Table S6. First 35 out of 250 hits of Blast search with sequence of Coronella austriaca amplified with Sine-Zv primer in whole genome shotgun contigs of Squamata (taxid:8509), with the relative image of color key for alignment score of the first 107 out of 250 bits hits.
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Pantherophis guttatus isolate motley scaffold340177, whole genome shotgun sequence 85% 127 18 1 15 141 557 432 3.69e-31 141 JTLQ01330326.1

Pantherophis guttatus isolate motley scaffold139497, whole genome shotgun sequence 85% 127 18 1 15 141 360 235 3.69e-31 141 JTLQ01133703.1

Pantherophis guttatus isolate motley scaffold140042, whole genome shotgun sequence 85% 121 18 0 21 141 34 154 1.29e-30 140 JTLQ01134227.1

Pantherophis guttatus isolate motley scaffold82189, whole genome shotgun sequence 87% 110 14 0 22 131 20 129 4.49e-30 138 JTLQ01078807.1

Pantherophis guttatus isolate motley scaffold47194, whole genome shotgun sequence 83% 127 20 1 15 141 546 671 1.91e-28 132 JTLQ01045290.1

Pantherophis guttatus isolate motley scaffold51552, whole genome shotgun sequence 83% 127 21 1 15 141 1563 1688 2.33e-27 129 JTLQ01049455.1

Pantherophis guttatus isolate motley scaffold215474, whole genome shotgun sequence 85% 113 17 0 29 141 265 153 8.12e-27 127 JTLQ01207361.1

Pantherophis guttatus isolate motley scaffold45858, whole genome shotgun sequence 82% 127 22 1 15 141 3516 3391 9.89e-26 123 JTLQ01044008.1

Pantherophis guttatus isolate motley scaffold143420, whole genome shotgun sequence 86% 106 14 1 15 120 228 332 3.45e-25 122 JTLQ01137476.1

Pantherophis guttatus isolate motley scaffold45066, whole genome shotgun sequence 86% 101 14 0 22 122 1603 1503 3.45e-25 122 JTLQ01043251.1

Pantherophis guttatus isolate motley scaffold33378, whole genome shotgun sequence 83% 120 19 1 22 141 1378 1261 3.45e-25 122 JTLQ01032071.1

Ophiophagus hannah scaffold6609.1, whole genome shotgun sequence 82% 127 22 1 15 141 4095 3970 3.45e-25 122 AZIM01006605.1

Pantherophis guttatus isolate motley scaffold201253, whole genome shotgun sequence 81% 127 23 1 15 141 214 89 1.20e-24 120 JTLQ01193473.1

Pantherophis guttatus isolate motley scaffold183812, whole genome shotgun sequence 81% 127 23 1 15 141 399 274 1.20e-24 120 JTLQ01176500.1

Pantherophis guttatus isolate motley scaffold97130, whole genome shotgun sequence 81% 127 23 1 15 141 4451 4326 1.20e-24 120 JTLQ01093100.1

Pantherophis guttatus isolate motley scaffold60337, whole genome shotgun sequence 83% 117 19 1 15 131 1353 1238 1.20e-24 120 JTLQ01057878.1

Pantherophis guttatus isolate motley scaffold41277, whole genome shotgun sequence 81% 127 23 1 15 141 479 354 1.20e-24 120 JTLQ01039615.1

Pantherophis guttatus isolate motley scaffold281356, whole genome shotgun sequence 81% 125 24 0 21 145 792 916 4.21e-24 118 JTLQ01272038.1

Pantherophis guttatus isolate motley scaffold57911, whole genome shotgun sequence 81% 127 23 1 15 141 336 211 4.21e-24 118 JTLQ01055547.1

Ophiophagus hannah scaffold39757.1, whole genome shotgun sequence 81% 127 23 1 15 141 220 95 4.21e-24 118 AZIM01039751.1

Ophiophagus hannah scaffold16221.1, whole genome shotgun sequence 81% 127 23 1 15 141 1269 1394 4.21e-24 118 AZIM01016216.1

Ophiophagus hannah scaffold10049.1, whole genome shotgun sequence 81% 127 23 1 15 141 1122 1247 4.21e-24 118 AZIM01010044.1

Pantherophis guttatus isolate motley scaffold65730, whole genome shotgun sequence 85% 104 16 0 38 141 1437 1334 1.47e-23 116 JTLQ01063023.1

Pantherophis guttatus isolate motley scaffold16498, whole genome shotgun sequence 80% 138 26 2 5 141 10033 10169 1.47e-23 116 JTLQ01015851.1

Ophiophagus hannah scaffold14351.1, whole genome shotgun sequence 81% 126 23 1 16 141 2424 2300 1.47e-23 116 AZIM01014346.1

Pantherophis guttatus isolate motley scaffold172385, whole genome shotgun sequence 81% 120 23 0 22 141 813 932 5.12e-23 114 JTLQ01165389.1

Pantherophis guttatus isolate motley scaffold74371, whole genome shotgun sequence 80% 127 24 1 15 141 424 299 5.12e-23 114 JTLQ01071331.1

Pantherophis guttatus isolate motley scaffold47755, whole genome shotgun sequence 80% 127 24 1 15 141 854 729 5.12e-23 114 JTLQ01045825.1

Pantherophis guttatus isolate motley scaffold4786, whole genome shotgun sequence 80% 127 24 1 15 141 1211 1336 5.12e-23 114 JTLQ01004597.1

Ophiophagus hannah scaffold76490.1, whole genome shotgun sequence 81% 120 23 0 22 141 322 441 1.79e-22 113 AZIM01076483.1

Ophiophagus hannah scaffold23286.1, whole genome shotgun sequence 80% 127 24 1 15 141 1309 1434 1.79e-22 113 AZIM01023280.1

Ophiophagus hannah scaffold21625.1, whole genome shotgun sequence 80% 127 24 1 15 141 428 553 1.79e-22 113 AZIM01021620.1

Ophiophagus hannah scaffold7205.1, whole genome shotgun sequence 80% 127 24 1 15 141 18338 18463 1.79e-22 113 AZIM01007201.1

Ophiophagus hannah scaffold5087.1, whole genome shotgun sequence 78% 134 29 0 13 146 35831 35698 1.79e-22 113 AZIM01005083.1

Ophiophagus hannah scaffold2834.1, whole genome shotgun sequence 80% 129 25 1 13 141 15646 15773 1.79e-22 113 AZIM01002832.1

Pantherophis guttatus isolate motley scaffold171815, whole genome shotgun sequence 84% 106 16 1 37 141 493 388 6.24e-22 111 JTLQ01164841.1

Pantherophis guttatus isolate motley scaffold161788, whole genome shotgun sequence 78% 138 29 1 4 141 1159 1295 6.24e-22 111 JTLQ01155156.1
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