Table S5. Blast search with the sequence SINE-Zv 300 of the Zootoca vivipara female from Pourtalet in Reference RNA Sequences (Refseq_RNA) of three squamate species and Xenopus. Evalue considered are  ≤ 0.004.
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Anolis (taxid:28376)

PREDICTED: Anolis carolinensis homeobox containing 1 (hmbox1), transcript variant X1, misc_RNA 14% 89.189 37 4 0 115 151 5664 5628 2.63e-05 50.0 XR_507253.2

PREDICTED: Anolis carolinensis mannose phosphate isomerase (mpi), mRNA 13% 88.571 35 4 0 116 150 1763 1729 3.20e-04 46.4 XM_003227518.3

Pogona (taxid:52201)

PREDICTED: Pogona vitticeps CAVP-target protein (LOC110078241), transcript variant X2, mRNA 20% 79.245 53 11 0 115 167 1294 1346 3.25e-04 46.4 XM_020792152.1

PREDICTED: Pogona vitticeps CAVP-target protein (LOC110078241), transcript variant X1, mRNA 20% 79.245 53 11 0 115 167 1203 1255 3.25e-04 46.4 XM_020792151.1

PREDICTED: Pogona vitticeps ribonuclease P/MRP subunit p38 (RPP38), transcript variant X3, mRNA 11% 93.103 29 2 0 123 151 1921 1949 0.001 44.6 XM_020777970.1

PREDICTED: Pogona vitticeps ribonuclease P/MRP subunit p38 (RPP38), transcript variant X2, mRNA 11% 93.103 29 2 0 123 151 1924 1952 0.001 44.6 XM_020777969.1

PREDICTED: Pogona vitticeps ribonuclease P/MRP subunit p38 (RPP38), transcript variant X1, mRNA 11% 93.103 29 2 0 123 151 2033 2061 0.001 44.6 XM_020777968.1

PREDICTED: Pogona vitticeps serine protease 27-like (LOC110088377), mRNA 14% 86.842 38 4 1 125 162 1411 1375 0.004 42.8 XM_020810608.1

PREDICTED: Pogona vitticeps major prion protein homolog (LOC110075183), mRNA 22% 77.586 58 12 1 113 170 1700 1756 0.004 42.8 XM_020786155.1

PREDICTED: Pogona vitticeps potassium voltage-gated channel modifier subfamily S member 2 (KCNS2), transcript variant X4, mRNA 21% 76.786 56 13 0 99 154 3015 3070 0.004 42.8 XM_020785271.1

PREDICTED: Pogona vitticeps potassium voltage-gated channel modifier subfamily S member 2 (KCNS2), transcript variant X3, mRNA 21% 76.786 56 13 0 99 154 2883 2938 0.004 42.8 XM_020785269.1

PREDICTED: Pogona vitticeps potassium voltage-gated channel modifier subfamily S member 2 (KCNS2), transcript variant X2, mRNA 21% 76.786 56 13 0 99 154 3141 3196 0.004 42.8 XM_020785268.1

PREDICTED: Pogona vitticeps potassium voltage-gated channel modifier subfamily S member 2 (KCNS2), transcript variant X1, mRNA 21% 76.786 56 13 0 99 154 3032 3087 0.004 42.8 XM_020785267.1

Python (taxid:37579)

PREDICTED: Python bivittatus dehydrogenase/reductase (SDR family) member 9 (DHRS9), transcript variant X3, mRNA 16% 86.047 43 5 1 122 164 2152 2193 5.17e-05 48.2 XM_007421842.2

PREDICTED: Python bivittatus dehydrogenase/reductase (SDR family) member 9 (DHRS9), transcript variant X2, mRNA 16% 86.047 43 5 1 122 164 2220 2261 5.17e-05 48.2 XM_015890197.1

PREDICTED: Python bivittatus dehydrogenase/reductase (SDR family) member 9 (DHRS9), transcript variant X1, mRNA 16% 84.091 44 5 1 117 160 4282 4323 1.80e-04 46.4 XM_007438092.2

PREDICTED: Python bivittatus proline and serine rich 1 (PROSER1), mRNA 16% 78.125 64 12 2 97 160 1734 1673 1.80e-04 46.4 XM_007422713.2

PREDICTED: Python bivittatus RWD domain containing 4 (RWDD4), transcript variant X2, mRNA 24% 85.000 40 6 0 111 150 1515 1476 1.80e-04 46.4 XM_007430678.1

PREDICTED: Python bivittatus breast cancer metastasis-suppressor 1-like (BRMS1L), mRNA 15% 93.103 29 2 0 123 151 4445 4473 6.30e-04 44.6 XM_007421170.2

PREDICTED: Python bivittatus protein phosphatase 1 regulatory subunit 12B (PPP1R12B), transcript variant X4, mRNA 11% 93.103 29 2 0 123 151 7104 7132 6.30e-04 44.6 XM_007421167.2

PREDICTED: Python bivittatus protein phosphatase 1 regulatory subunit 12B (PPP1R12B), transcript variant X1, mRNA 11% 77.966 59 12 1 99 157 2367 2424 6.30e-04 44.6 XM_007433556.1

PREDICTED: Python bivittatus TLR4 interactor with leucine-rich repeats (TRIL), partial mRNA 22% 87.879 33 4 0 123 155 2401 2369 0.002 42.8 XM_007441773.2

PREDICTED: Python bivittatus palmitoyl-protein thioesterase 2 (PPT2), transcript variant X3, mRNA 12% 87.879 33 4 0 123 155 2382 2350 0.002 42.8 XM_007441772.2

PREDICTED: Python bivittatus palmitoyl-protein thioesterase 2 (PPT2), transcript variant X2, mRNA 12% 87.879 33 4 0 123 155 2418 2386 0.002 42.8 XM_007441771.2

PREDICTED: Python bivittatus palmitoyl-protein thioesterase 2 (PPT2), transcript variant X1, mRNA 12% 96.154 26 1 0 126 151 3105 3080 0.002 42.8 XR_455798.2

PREDICTED: Python bivittatus xylosyltransferase II (XYLT2), transcript variant X2, misc_RNA 41% 72.321 112 23 6 28 136 3346 3452 0.002 42.8 XR_456349.1

PREDICTED: Python bivittatus xylosyltransferase II (XYLT2), transcript variant X1, mRNA 41% 72.321 112 23 6 28 136 4220 4326 0.002 42.8 XM_007434196.1

Pipoidea (taxid:30319)

PREDICTED: Xenopus laevis protein-cysteine N-palmitoyltransferase HHAT-like protein (LOC108718700), mRNA 12% 90.909 33 3 0 123 155 2546 2578 8.15e-04 46.4 XM_018267068.1

PREDICTED: Xenopus laevis kinesin-associated protein 3-like (LOC108715746), mRNA 19% 82.692 52 7 2 118 167 3076 3127 8.15e-04 46.4 XM_018261174.1

PREDICTED: Xenopus laevis netrin receptor UNC5C (LOC108706747), transcript variant X2, mRNA 10% 96.429 28 1 0 123 150 4142 4169 8.15e-04 46.4 XM_018243405.1

PREDICTED: Xenopus laevis netrin receptor UNC5C (LOC108706747), transcript variant X1, mRNA 10% 96.429 28 1 0 123 150 4207 4234 8.15e-04 46.4 XM_018243404.1

PREDICTED: Xenopus laevis ciliogenesis associated TTC17 interacting protein L homeolog (catip.L), transcript variant X3, mRNA 11% 93.103 29 2 0 123 151 80 52 0.003 44.6 XM_018234645.1

PREDICTED: Xenopus laevis eukaryotic translation initiation factor 5B-like (LOC108700312), transcript variant X2, mRNA 17% 82.609 46 7 1 126 170 365 320 0.003 44.6 XM_018233400.1

PREDICTED: Xenopus laevis uncharacterized LOC108719285 (LOC108719285), ncRNA 11% 93.103 29 2 0 123 151 193 221 0.003 44.6 XR_001936198.1

PREDICTED: Xenopus laevis protein FAM234B-like (LOC108714458), mRNA 11% 93.103 29 2 0 123 151 2536 2564 0.003 44.6 XM_018258727.1

PREDICTED: Xenopus laevis netrin receptor UNC5C-like (LOC108710889), mRNA 14% 84.615 39 6 0 115 153 4104 4066 0.003 44.6 XM_018252094.1

Xenopus tropicalis aldehyde dehydrogenase 4 family member A1 (aldh4a1), mRNA 15% 85.366 41 5 1 113 153 2349 2388 0.003 44.6 NM_001102714.1


