Table S1. Mitochondrial genome characteristics of Plectropomas leopardus, Epinephelus fasciatus, and E. fasciatus @ x P. leopardus J.

Plectropomus leopardus Epinephelus fasciatus E. Fasciatus @ x P. leopardus o

Gene Strand Position Lengt ?ntergen Position Lengt Intergeni Position Lengt Intergeni Start_coden Stop_coden

(Start-End)  h(bp) 1c_srace (Start-End)  h(bp) c_spacer (Start-End)  h(bp) c_spacer
trnF(gaa) F 1-69 69 - 1-70 70 - 1-70 70 - - -
rrnS F 70-1018 949 0 71-1022 952 0 71-1022 952 0 - -
trnV(tac) F 1022-1092 71 3 1024-1094 71 1 1024-1094 71 1 - -
rrnL F 1096-2802 1707 3 1098-2798 1701 3 1098-2798 1701 3 - -
trnL2(taa) F 2800-2872 73 -3 2799-2873 75 0 2799-2873 75 0 - -
nadl F 2873-3847 975 0 2874-3848 975 0 2874-3848 975 0 ATG/ATG/ATG TAA/TAA/TAA
trnl(gat) F 3852-3921 70 4 3853-3922 70 4 3853-3922 70 4 - -
trnQ(ttg) R 3921-3991 71 -1 3922-3992 71 -1 3922-3992 71 -1 - -
trnM(cat) F 3992-4060 69 0 3993-4061 69 0 3993-4061 69 0 - -
nad?2 F 4061-5107 1047 0 4062-5108 1047 0 4062-5108 1047 0 ATG/ATG/ATG  TAA/TAA/TAA
trnW(tca) F 5107-5177 71 -1 5108-5178 71 -1 5108-5178 71 -1 - -
TrnA(tgc) R 5179-5247 69 1 5180-5248 69 1 5180-5248 69 1 - -
trnN(gtt) R 5249-5321 73 1 5249-5321 73 0 5249-5321 73 0 - -
trnC(gca) R 5358-5424 67 36 5362-5428 67 40 5362-5428 67 40 - -
trnY(gta) R 5425-5494 70 0 5429-5499 71 0 5429-5499 71 0 - -
cox1 F 5496-7046 1551 1 5501-7051 1551 1 5501-7051 1551 1 GTG/GTG/GTG  TAA/TAA/TAA
trnS2(tga) R 7047-7117 71 0 7053-7123 71 1 7053-7123 71 1 - -
trnD(gtc) F 7120-7193 74 2 7124-7197 74 0 7124-7197 74 0 - -
cox2 F 7200->7890 691 6 7205->7895 691 7 7205->7895 691 7 ATG/ATG/ATG T/T/T
trnK(ttt) F 7891-7965 75 0 7896-7968 73 0 7896-7968 73 0 - -
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