
supp. Tab. S2. Approximately unbiased (AU) tests for GapA of Cyanophora paradoxa

A: User defined GAPDH trees (for reference topology A1 see Fig. 1 and supp. Fig. S1)

Topology

�

 trees

nr              r
Likelihood

�

li ±SE pAU

�

 RELL

�

 RELL

A1. Cyano(Red(Cypa+Green)) 1 - -10767.29 0.00 0.00 0.959 0.5750

A2. Cypa within Green 16 86 < -10773.91 6.62 - 48.73 -a 0.073 - 0.287 0.1914
0.7664

A3. Cyano(Green(Cypa+Red)) - 1 -10794.31 27.01 17.02 0.000 0.0000

A4. Cypa within Red - 8 < -10825.67 58.37 -109.12 -a 0.000 - 0.016 0.0032

A5. Cyano(Cypa(Red+Green)) 1 - -10793.13 25.84 11.62 0.113 0.0130

A6. Cypa within Cyano 10 20 < -10835.91 68.62 - 99.12 -a 00.65 - 0.441 0.1952

28/143 115/143 0.9778

B: User defined GAPDH trees without Cyanidioschyzon and Porphyra (reference topology B1 not shown)

Topology

�

 trees

nr              r
Likelihood

�

li ±SE pAU

�

 RELL

�

 RELL

B1. Cyano(Red(Cypa+Green)) 1 - -10143.01 0.00 0.00 0.992 0.7920

B2. Cypa within Green 13 89 < -10149.31 6.30 - 41.89 -a 0.054 - 0.213 0.1562
0.9482

B3. Cyano(Green(Cypa+Red)) - 1 -10171.81 28.86 11.57 0.016 0.0000

B4. Cypa within Red - 4 < -10206.63 63.62 - 113.99 -a 0.003-0.031 0.0021

B5. Cyano(Cypa(Red+Green)) 1 - -10170.77 27.76 12.17 0.060 0.0050

B6. Cypa within Cyano 6 24 < -10212.74 69.72 - 123.62 -a 0.067 - 0.120 0.0131

21/139 118/139 0.9684

User defined topologies which are not rejected by the 5% significance level in the AU-tests are shown in plain, rejected topologies are shown

in bold. (Series A: 143 topologies; Series B: 139 topologies). Cyano: cyanobacterial subtree. Red: rhodophyte subtree. Green: subtree of green

algae and land plants. Cypa: Cyanophora paradoxa. nr: not rejected. r: rejected. 

�

li: difference in the likelihood value versus the ML tree.

RELL: resampling estimated log-likelihood bootstrap support. -a: Standard errors of the individual trees are not shown.


