
BBH- DQ273794

91

100

BBH- AY831411
BBH- AY347309.2A- AY831409 BBH- AY822609BBH- AY210458*SSD-CH075656

BBH-Ostreococcus
*SSD- CH018397 

*SSD- CH022316 

*SSD- CH147429 

A - AF183460

BBH- DQ015758

BBH- AJ271027

BBH -X80345

BBH- AF289045

*SSD-CH180954

A -AY157704

BBH - AF409130

BBH-AF409122

*S6-ULAKC82

BBH- Y07977

*S6-ULAA774

BBH - AF289040

*SSD- CH076352 
*SSD- CH100859 

*S
SD

- C
H2

25
35

8 
*S

SD
- C

H0
66

88
6 

BB
H-

 A
Y0

26
37

4

*S
SD

- C
H1

97
15

9

*S
6-

UL
AG

E9
2

A 
- D

Q
27

38
02

BB
H-

 A
Y8

59
57

2 

A-
 A

Y1
44

35
2

BB
H-

 A
Y2

10
81

3

*S
SD

- C
H20

24
96

 

*S
SD- C

H23
39

67

BBH- D
Q18

03
47

A - A
F423942

A - D
Q079810

A - D
Q079796A - DQ079783

A - D
Q079802

*SSD- CH232541 *SSD- CH146747 
*SSD- CH214007 

*SSD- CH140728 A - AJ512837SSD- CH144851 A - AY920788
A- AY920778

*SSD- CH007111 

BBH- AK173362 

*SSD- CH228415 

A- DQ273798

A- DQ273807

BBH- DQ273771

A- AY148095

A-AF012884

BBH- AF389341

A-U85705
A- AF159240

A- AF101077

SSD- CH107200 

SSD- CH216140
S6-ULAM

G31
S6-ULAB 14

SSD- CH199483 
S6-ULAG

E01
A- AF289037

SSD- CH079832
A- AY752988

SSD- CH164172 
S6

-U
LA

M
J5

4
SS

D-
 C

H1
88

62
7 

S6
-U

LA
KX

75
SS

D-
 C

H2
00

91
3 

A-
 D

Q
33

63
38

SS
D-

 D
Q

08
65

26
SS

D-
 C

H1
02

33
2 

SS
D-

 C
H2

22
18

4

SS
D-

 C
H1

94
49

8 

SS
D-

 C
H0

91
84

2 

SS
D-

 C
H2

24
61

5 

SS
D-

 C
H2

20
51

6 

SS
D- C

H11
43

27
 

SSD- C
H07

63
33

S6-U
LA

C38
0

SSD- C
H17

26
15

 

SSD- C
H181913 

SSD- C
H132304 

SSD- C
H070175

S6-ULAMJ53a

SSD- CH150317

SSD- CH086659 

SSD- CH073034 

S6-ULAHX05

BBH- DQ114467

A- X16108
BBH- AY822610

BBH- AY036081
BBH- AY455678

98

9583
85

87 90

97
83

96

73

65
98

80

89
98

94

83

95
88

79

96
70

90 93
74
92

PLANTAE

Cnidaria

Urochordata

Arthropoda

Ichthyosporea Haptophyceae

Bryozoa

Stramenopiles

UNIKONT

CHROMALVEOLATES

SuppFig 1: Supertree of 28S rRNA, Consensus of 498000 trees.
GenBank accession numbers in sequence name.
Numbers on branches give percent of topologies supporting a branch.
SSD : Sargasso Sea Database scaffold.
*SSD : SSD scaffold for which topology enables to assign taxonomic affiliation
(branch supported by 80% of topologies)
S6 : paired reads from sample 6 (see Method)
A : Anchor dataset sequence.
BBH : GenBank Best Blast Hit sequence.


