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Figure S1 Putative secondary structure of the predicted 22 tRNAs based on the S. stellaris 
mitogenome sequence 

 



 

Table S1 Nucleotide substitutions and Amino acid changes in Scyliorhininae species versus S. 
stellaris 

 

 

S.	canicula S.	stellaris		vs.	S.	canicula	changes

Gene	lenght Start Stop AA	 1st 2nd 3rd overall ts tv synon nonsynon n.	AA	change %	AA	change
COI 1554 GTG TAA 517 10 3 93 106 84 22 98 8 6 1.16
COII 699 ATG AGA 232 8 4 41 53 36 17 42 11 11 4.74
COIII 786 ATG TAA 261 2 1 26 29 22 7 27 2 2 0.77
cytB 1144 ATG T 381 18 5 68 91 75 16 74 17 17 4.46
ATP6 684 ATG TAA 227 7 0 28 35 28 7 31 4 4 1.76
ATP8 168 ATG TAA 55 2 1 7 10 9 1 6 4 4 7.27
ND1 975 ATG TAA 324 16 4 68 88 72 16 79 9 8 2.47
ND2 1047 ATG TAA 348 12 1 59 72 63 9 67 5 5 1.44
ND3 351 ATG TAA 116 2 0 13 15 10 5 12 3 3 2.59
ND4 1381 ATG T 460 18 8 73 99 82 17 80 19 17 3.70
ND4L 297 ATG TAA 98 3 1 14 18 17 1 17 1 1 1.02
ND5 1830 ATG TAA 609 22 6 99 127 109 18 108 18 16 2.63
ND6 522 ATG TAG 173 5 5 40 50 45 5 39 9 6 3.47

S.	torazame S.	stellaris		vs.	S.	torazame	changes

Gene	lenght Start Stop AA	 1st 2nd 3rd overall ts tv synon nonsynon n.	AA	change %	AA	change
COI 1554 GTG TAA 517 26 1 162 189 143 46 180 9 7 1.35
COII 699 ATG AGA 232 10 4 54 68 44 24 55 12 12 5.17
COIII 786 ATG TAA 261 7 3 60 70 48 22 63 7 7 2.68
cytB 1146 ATG TAG 381 40 10 123 173 125 48 130 43 35 9.19
ATP6 684 ATG TAA 227 23 3 58 84 62 22 69 15 13 5.73
ATP8 168 ATG TAA 55 8 2 14 24 20 4 16 8 6 10.91
ND1 975 ATG TAA 324 18 2 106 126 87 39 111 15 13 4.01
ND2 1047 ATG TAA 348 40 7 110 157 109 48 123 34 26 7.47
ND3 351 ATG TAA 116 8 5 33 46 36 10 33 13 12 10.34
ND4 1381 ATG T 460 38 16 136 190 141 49 142 48 41 8.91
ND4L 297 ATG TAA 98 7 1 34 42 32 10 39 3 3 3.06
ND5 1830 ATG TAA 609 45 14 190 249 188 61 196 52 41 6.73
ND6 522 ATG TAA 173 12 12 67 91 63 28 66 24 18 10.40

P.	pantherinum S.	stellaris		vs.P.	pantherinum	changes

Gene	lenght Start Stop AA	 1st 2nd 3rd overall ts tv synon nonsynon n.	AA	change %	AA	change
COI 1554 GTG TAA 517 17 1 154 172 137 35 165 7 6 1.16
COII 699 ATG AGA 232 10 4 53 67 48 19 55 12 12 5.17
COIII 786 ATG TAA 261 4 2 54 60 49 11 57 3 3 1.15
cytB 1144 ATG T 381 30 4 103 137 107 30 110 27 23 6.04
ATP6 684 ATG TAA 227 19 2 49 70 56 14 60 10 8 3.52
ATP8 168 ATG TAA 55 4 2 11 17 15 2 10 7 7 12.73
ND1 975 ATG TAA 324 16 2 93 111 88 23 101 10 10 3.09
ND2 1047 ATG TAA 348 28 9 92 129 108 21 105 24 21 6.03
ND3 351 ATG TAA 116 4 1 25 30 28 2 26 4 4 3.45
ND4 1381 ATG T 460 40 9 115 164 133 31 126 38 34 7.39
ND4L 297 ATG TAA 98 3 4 28 35 28 7 29 6 5 5.10
ND5 1830 ATG TAA 609 39 18 165 222 193 29 180 41 39 6.40
ND6 519 ATG TAA 172 11 11 42 64 48 16 42 22 19 11.05

C.	umbratile S.	stellaris		vs.C.	umbratile	changes

Gene	lenght Start Stop AA	 1st 2nd 3rd overall ts tv synon nonsynon n.	AA	change %	AA	change
COI 1554 GTG TAA 517 23 1 147 171 135 36 164 7 6 1.16
COII 699 ATG AGA 232 14 4 55 73 48 25 59 14 13 5.60
COIII 786 ATG TAA 261 8 1 54 63 44 19 59 4 5 1.92
cytB 1146 ATG TAG 381 29 8 129 166 124 42 136 30 27 7.09
ATP6 684 ATG TAA 227 17 2 56 75 54 21 64 11 9 3.96
ATP8 168 ATG TAA 55 8 2 14 24 19 5 16 8 5 9.09
ND1 975 ATG TAA 324 21 2 95 118 88 30 105 13 11 3.40
ND2 1047 ATG TAA 348 38 3 94 135 93 42 112 23 19 5.46
ND3 351 ATG TAA 116 9 5 26 40 35 5 29 11 10 8.62
ND4 1381 ATG T 460 48 12 128 188 146 42 139 49 42 9.13
ND4L 297 ATG TAA 98 6 1 32 39 30 9 34 5 4 4.08
ND5 1830 ATG TAA 609 40 14 185 239 183 56 192 46 37 6.08
ND6 522 ATG TAA 173 16 11 58 85 63 22 56 27 23 13.29

C.	fasciatum S.	stellaris		vs.C.	fasciatum	changes

Gene	lenght Start Stop AA	 1st 2nd 3rd overall ts tv synon nonsynon n.	AA	change %	AA	change
COI 1554 GTG TAA 517 18 1 151 170 136 34 164 6 11 2.13
COII 699 ATG AGA 232 14 4 60 78 55 23 65 13 13 5.60
COIII 786 ATG TAA 261 8 2 59 69 52 17 66 3 3 1.15
cytB 1147 ATG TAG 381 29 6 124 159 123 36 133 26 24 6.30
ATP6 684 ATG TAA 227 21 1 61 83 60 23 73 10 8 3.52
ATP8 168 ATG TAA 55 8 2 14 24 22 2 16 8 5 9.09
ND1 975 ATG TAA 324 21 1 91 113 86 27 103 10 10 3.09
ND2 1047 ATG TAA 348 39 10 104 153 110 43 119 34 30 8.62
ND3 351 ATG TAA 116 9 5 25 39 34 5 28 11 11 9.48
ND4 1381 ATG T 460 43 13 152 208 169 39 166 42 42 9.13
ND4L 297 ATG TAA 98 5 1 35 41 32 9 37 4 4 4.08
ND5 1830 ATG TAA 609 50 11 179 240 187 53 191 48 39 6.40
ND6 522 ATG TAA 173 11 8 53 72 54 18 51 20 16 9.25
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Table S2 Pairwise genetic distance among Carchariniformes species 
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TableS3 Primers for S. stellaris mitogenome amplifications 

 

Forward 5'-3' Reverse 5'-3'
ARN16S1 CCTCGCCTGTTTACCAAAAACATCGCCTC ARN12Sec4 GCGGTGGCTGGCACGAGTTTTACC
Scy16sec1 CCTAGGGATAACAGCGCAAT Scy12Ssec2 TCTTTCCACTTCATTCGCTACACCT
ScyND2sec1 CCCCAGGCCCCATTAATATAGCATC ARN12S2 TGCACCTTCCAGTACACTTACCATGTTACGAC
ScyCOIsec1 TCCTGTCCTTGCAGCCGGAA ARN16S2 TAATAGCGGCTGCACCATTAGGATGTCCTG
ScyCOIIsecF CATAGTTGTACCCATAGAATCCCCT ScyND2sec2 CACCTGAAGTCCAAGCGTT
ScyFor1 AAACTATCAGCTTATTTATTCGACCAT ScyCOIsec2 ACCTAAAAGTGAACCCGGCTGACC
ScyFor3 CTTTGAAGCTGCCGCATGATACTGAC ScyCOIIsec2 TGCCATTAAAATAAGATACGGGAG
ScyFor5 AATCAAACAGAACGCCTAAATGCAG ScyRew2 GCGATTAATTGTATAAGAAGGTGACCA
ScyFor7 CTTAACCCTTCTTACACACGAGA ScyRew4 TGAGCCTCATCAATAAATAGACACA
ScyFor11 GACCCTCAAGACAACCCACGAGT ScyRew6 TACAAGGGTATTTTAACTAGGAAGGCAAT
ScyFor13 TTTCCAACCCATTTAATTCCTCAACACC ScyRew8 AATGGATCAGGTAACATAAAGGGCAAC
ScyCytb1 TTCTACCTTGAGGCCAAATATCCTTC ScyRew12 AATCCTTCTCCTTATTATGCGGCTT
ScyPro1 AATTCTGCCTAAACTGCCCTCT Scycytb2 ATGGTTGTTCTACTGGTTGTCCTCCAA
ScyDloop3F GGTACACCCAAATCTTTAGTGCAT ScyDloop4R ATGTATATATTAAGGTATGTGGGCTATGTCA

ScyDloop2R AAAATAATATATGTCGGCCCTCGTT


