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nr28s p23S psbA col cob
2.2 (P=t 215.6 (P<0.001)  290.1 (P<0.001) 564.6 (P<0.001)  392.7 (P<0.001)
~14.9 (P=0.990)* 77.4 (P<0.001) 315.8 (P<0.001)  223.2 (P<0.001)

131.4 (P<0.001)
132.1 (P<0.001)
329.0 (P<0.001)

~23.9 (P=0.997) 192.2 (P<0.001)
59.5 (P<0.001) |-13.3(P=0.914)*
134.0 (P<0.001) 686.1 (P<0.001)

Best ML topology

264.3 (P<0.001)
46.1 (P<0.001)
-15.7 (P=0.983)*

ALL except nr285 ALL except elfZ ALL except cp23S

ALL except psbA

ALL except col ALL except cob

nr28s

.002) 451)°  10.1 (P=0.067)"

5.3 (P=0.250)"

2.0 (P

.120)*

cp23s .022)  18.3 (P=0.025) 35.4 (P<0.001)  20.6 (P=0.013) 18.7 (P=0.007)
psbA .004) 0.008) 32.2 (P=0.002)  30.3 (P=0.007) 30.0 (P=0.008)
col .086)* 0.103)* 11.0 (P=0.130)*  11.0 (P=0.125)* 13.2 (P=0.111)*
cob .025) 0.019) 16.4 (P=0.045)  16.5 (P=0.024) 134.0 (P<0.001)
ALL-Concat .010) 553)° 3.6 (P=0.353)* 2.1 (P=0.357)* 1.0 (P=0.643)*
ALL except nr28s 835)" 352)* 11.6 (P=0.228)" 9.4 (P=0.292)* -6.4 (P=0.266)"
ALL except elf2 .004)  -1.2 (P=0.955)* 6.5 (P=0.221)* 3.8 (P=0.270)" 2.2 (P=0.062)*
ALL exceptcp23s 4.1 (P=0.206)* 39.3 (P=0.014) 4.0 (P=0.333)* -4.1 (P=0.704)* 2.1 (P=0.421)* 4.2 (P=0.293)* 4.3 (P=0.290)"
ALLexcept psbA 0.7 (P=0.440)* 0.7 (P=0.455)* 0.1 (P: .474)* -0.6 (P=0.585)" .521)* .515)*
ALL except col 0.1(P=0.487)* 36.5 (P=0.013) 0.1 (P= 6.9 (P=0.196)* 6.0 (P=0.213)* 0.0 (P=0.611)* .565)*
ALL except cob 3.2 (P=0.445)*  37.0 (P=0.007) 0.3 (¢: 15.8 (P=0.063)* 1.0 (P=0.404)* .342)* .830)*









