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Supplementary Fig. S1. Codon distributions in the mitochondrial genomes of Coilia.
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Supplementary Table I.- Nucleotide composition and skews for mitochondrial 13 PCGs, tRNA, rRNA and control
region (CR) in the genus Coilia.

Species A(%) T(%) C(%) G(%) AT-skew GC-skew Species A(%) T(%) C(%) G(%) AT-skew GC-skew
C.mystusS 31.1 266 269 155 0.078 -0.269 C. nasusPYH 312 263 27.0 155 0.085 -0.271
PCGs 28.7 288 274 151 -0.002  -0.289 PCGs 29.0 285 275 149 0.009  -0.297
tRNA 31.5 2422 253 19.0 0.130 -0.143 tRNA 31.4 240 255 190 0.134  -0.145
rRNA 339 20.1 256 205 0255 -0.111 rRNA 340 20.1 254 205 025 @ -0.108
CR 345 331 193 132 0.021 -0.187 CR 33.6 335 191 13.8 0.002  -0.160
C.mystusN 309 269 265 157 0.069 -0.257  C. reynaldi 308 255 277 160 0.094  -0.267
PCGs 28.7 292 269 151 -0.009  -0.280 PCGs 28.0 27.6 283 16.1 0.008  -0.274
tRNA 31.3 237 257 193  0.137 -0.142 tRNA 308 237 260 195 0.131 -0.143
rRNA 33.7 20.0 256 20.7 0.256 -0.107 rRNA 349 188 264 199 0299  -0.140
CR 342 332 193 133 0.016 -0.183 CR 358 334 189 119 0.035 -0.227
C. nasus AS 312 263 270 155 0.085 -0.270  C. grayii 31,1 261 272 156 0.088  -0.271
PCGs 29.0 285 275 150  0.007 -0.295 PCGs 290 284 27.6 150 0.009  -0.295
tRNA 31.3 240 256 192 0.133 -0.143 tRNA 314 240 255 191 0.133 -0.143
rRNA 340 20.0 255 205 0258 -0.108 rRNA 339 198 258 205 0264  -0.113
CR 334 333 192 141  0.001 -0.151 CR 329 324 199 149 0.008  -0.143
C. nasusNB 31.1 263 270 155 0.084 -0.269  C. lindmani 31.0 257 275 158 0.092  -0.270
PCGs 29.0 286 275 15.0 0.007 -0.295 PCGs 289 28.0 280 151 0.017 -0.298
tRNA 314 240 256 19.1 0.134 -0.145 tRNA 312 239 255 194 0.133 -0.138
rRNA 340 20.0 255 205 0258 -0.108 rRNA 339 199 256 206 0260  -0.107

CR 33.1 332 192 145 -0.002  -0.142 CR 324 313 21.1 152 0.017 -0.162




