
Fig. S2. The Bayesian tree for the Ycf16 obtained in PhyloBayes under the LG+ model. Eukaryotic taxa are placed in
colored rectangles. Sequences encoded in the nuclear genome are underlined. The nucleomorph-encoded sequence of
the chlorarachniophyte is double-underlined. Sequences of unknown localization are indicated by
the asterisk “*”. Numbers at nodes, in the order shown, correspond to: posterior probabilities estimated in Phylobayes
for LG+ model (PP-LG) and CAT+ model (PP-CAT), as well as support values resulting from bootstrap analysis in
PhyMl (B-Ph) and TreeFinder (B-TF). Additionally, the minimum of support values calculated in PhyMl by 2 and

Shimodaira-Hasegawa-like procedure ( -SH) and support values obtained by Local Rearrangements-Expected
Likelihood Weights method in TreeFinder (LR-EWL) are shown for selected nodes relating to the position of the
dinoflagellate sequence. Values of the posterior probabilities and bootstrap percentages lower or
equal to 0.50 and 50%, respectively, were omitted or indicated by a dash “-“.

Γ

Γ Γ

χ

χ

Bigelowiella natans

Ceratium horridum

2

Apicomplexa

Cercozoa

Rhodophyta

Viridiplantae

Cryptophyta

Glaucophyta

Dinoflagellata

Bacteroidetes

Stramenopila

Cyanobacteria

Cyanobacteria

a-proteobacteria

b-proteobacteria

g-proteobacteria

g-proteobacteria

a-proteobacteria

a-proteobacteria
Amoebozoa

Cyanobacteria

d-proteobacteria
Chlamydiae

Chlamydiae

Actinobacteria

Firmicutes

Planctomycetes

Spirochaetes

Thermotogae

Thermotogae

Spirochaetes

Chloroflexi

Chloroflexi
d-proteobacteria

Deinococcus-Thermus

Desulfovibrio vulgaris
Roseiflexus castenholzii

Brucella abortus
Hartmannella vermiformis

Petrotoga mobilis
Clostridium tetani

Bacillus cereus

Nostoc punctiforme
Anabaena variabilis1/1/100/99

0.93/-/59/66
0.99/0.99/90/90

0.95/0.89/72/71

1/0.99/100/99
1/0.88/100/100

1/0.99/99/95

Treponema denticola
Thermotoga petrophila

Thermosipho melanesiensis

Leptospira interrogans
Chloroflexus aggregans

Planctomyces maris
Bifidobacterium longum
Arthrobacter sp.

Mycobacterium avium

0.96/0.85/74/73

1/0.99/99/99

0.82/-/-/-

Thermus thermophilus

Deinococcus radiodurans
Akkermansia muciniphila

Lentisphaera araneosa

Gluconacetobacter diazotrophicus
Escherichia coli

Chlamydia trachomatis
Anaeromyxobacter dehalogenans

Gloeobacter violaceus

Coxiella burnetii
Rickettsiella grylli

0.78/-/59/52

0.94/-/-/-

0.52/-/-/-

Rhodospirillum rubrum
Salinibacter ruber

Gramella forsetii

Candidatus Sulcia muelleri
Tenacibaculum sp.

Kordia algicida

0.89/0.56/68/71
-/0.63/-/- Porphyromonas gingivalis

Bacteroides stercoris

Algoriphagus sp.
Cytophaga hutchinsonii

0.56/0.7/-/54/-/-

1/0.99/90/82

0.88/0.99/66/78/0.86/95

0.88/0.99/66/78/0.86/95

0.99/0.99/66/58

-/0.93/-/-/-/61
-/-/-/-/-/50

-/0.83/-/-/-/88
0.57/-/-/-

0.5/-/-/-

0.83/0.53/-/-

Synechococcus sp.
Synechocystis sp.

Prochlorococcus marinus
Paulinella chromatophora

Toxoplasma gondii
Plasmodium falciparum

0.85/-/56/58

1/0.99/97/94

0.99/0.99/95/96

0.73/-/-/-
Cyanophora paradoxa

Thalassiosira pseudonana
Phaeodactylum tricornutum

Odontella sinensis0.99/0.99/93/88
Porphyra yezoensis
Porphyra purpurea

Antithamnion sp.
Gracilaria tenuistipitata

Cyanidioschyzon merolae
Galdieria sulphuraria
Galdieria sulphuraria*

1/0.99/100/100

0.99/0.99/77/74

0.93/0.89/62/65
Rhodomonas salina
Guillardia theta

0.89/0.55/-/-

0.5/0.79/-/-

1/0.9/96/95

0.96/0.72/-/-

1/0.99/98/98

0.98/-/-/-

0.99/-/-/-

0.81/-/-/-

Amphidinium carterae
Acidovorax sp.

Burkholderia pseudomallei1/0.99/100/100

Ostreococcus tauri

Chlamydomonas reinhardtii
Physcomitrella patens

Picea sitchensis

Vitis vinifera
Arabidopsis thaliana

Trifolium pratense
Oryza sativa

0.98/0.79/79/80

0.99/0.86/57/63
0.99/0.82/55/61

0.98/0.8/-/-
0.96/0.71/-/53

0.98/0.52/-/54

-/-/54/61

0.57/-/-/-

0.61/-/-/-

0.86/-/-/-

0.93/0.83/-/-

0.78/0.56/-/-

0.96/0.6/-/-

1/0.99/97/95

0.99/-/-/-

0.94/-/-/-

0.98/0.58/-/-

0.95/-/-/-

0.99/0.85/98/97

0.94/-/-/-

0.91/-/-/-

0.99/0.98/64/82

DinoflagellataCeratium horridum

0.99/0.86/57/63

0.5

PP-LG/PP-CAT/B-Ph/B-TF/ -SH/LR-ELWc
2

Edge support:

CercozoaBigelowiella natans



Fig. S3. The Bayesian tree for the Ycf24 obtained in PhyloBayes under the LG+ model. Selected nodes refer to
the position of the dinoflagellate sequence. Other explanations as in Fig. S2.
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Fig. S4. The Bayesian tree for the Rpl33 obtained in PhyloBayes under the LG+ model. Selected nodes refer to
the position of the dinoflagellate sequence. Other explanations are as for Fig. S2.
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Fig. S5. The Bayesian tree for the Rpl28 obtained in PhyloBayes under the LG+ model. Selected nodes refer to the
position of the dinoflagellate sequence. Other explanations as for Fig. S2.
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