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Base frequencies Substitution model Proportion of Gamma distribution
DNA alignment Model selected freqA freqC freqG freqT R(a) [A-C] R(b) [A-G] R(c) [A-T] R(d) [C-G] R(e) [c-T] R(f) [G-T] invariable sites (I) shape parameter (G)
nr28s SYM+I+G 0.250 0.250 0.250 0.250 0.540 2.878 0.523 0.298 4.529 1.000 0.3788 0.8199
ELF2 TrN++G 0.224 0299 0.261 0.216 1.000 1.835 1.000 1.000 4.978 1.000 0.6258 1.1512
cp23s TrN++G 0.320 0.196 0.181 0.303 1.000 1.318 1.000 1.000 2.194 1.000 0.2015 0.3851
psbA GTR+I+G 0.262 0.150 0.212 0.375 9.622 10.661 13.277 15.702 43.928 1.000 0.4222 0.7585
col F81+G 0.278 0.170 0.137 0.415 1.000 1.000 1.000 1.000 1.000 1.000 0 0.2854
cos HKY+G 0.286 0.148 0.121 0.445 Ti/Tv ratio =0.6341 0 0.4176
ALL GTR+I+G 0271 0.185 0.194 0.349 1532 2977 1.575 1.662 4.413 1.000 0.4431 0.6791
ALL except nr28S GTR+l+G 0.275 0.181 0.172 0.372 2.007 2.736 1.978 2624 3.972 1.000 0.472 0.6909
ALL except ELF2  GTR+l+G 0.280 0.172 0.183 0.365 1.464 2.962 1.424 1728 4.114 1.000 0.4275 0.6925
ALL except cp23S GTR+I+G 0.263 0.182 0.196 0.360 1.581 3.602 1.772 1.848 5.455 1.000 0.4715 0.7048
ALL except pshA  TrN+I+G 0276 0.197 0.189 0.339 1.000 2.283 1.000 1.000 2919 1.000 0.4415 0.637
ALL except COl  GTR+I+G 0.270 0.188 0.210 0.332 1577 2918 1.634 1.488 4.934 1.000 0.3945 0.7375
ALL except COB__ GTR+l+G 0268 0.198 0.212 0.322 1391 2.975 1.601 1.450 5.002 1.000 0.4583 0.6404









