— CC9605 (Iic) @)
L WH8109 (lla)
1871100811 A15-62 (lIc) D

somsioaisa | WHB102 (llla) @9

99/76/81/74 | ;
99IT6IB1IT4 - {Unc. marine clone (GQ234554)

WH8103 (llla)
-PROS-U-1 (Ilh) @
LRS9915 (llla) @
L MINOS11 (5.3-1)

BL107 (IVa)

CC9902 (IVa)

— BIOS-U3-1 (CRD1a)
L BIOS-E4-1 (CRD1b)
— RCC307 (5.3-)
L _RS9916 (IX)
CC9311 (la)

WH8020 (la)

MVIR18-1 (Ib)
WH8016 (Ib)

Crocosphaera watsonii sp. WH8501 (zP_oo518421)

1/91/100/74

62/-1797]

67185/

69

1/91/99/80

78/-/-166 ]

.87/-/1981-

72/-191/-

.91/65/69/-

ee000®LOOOO

0.1

Figure S4. Bayesian analysis of Unk10 (108 aa positions) from marine Synechococcus. For each strain phylogenetic
affiliation in mentioned into brackets and the pigment type is indicated by colored circles. The tree is rooted using the
sequence from Crocosphaera watsonii sp. WH8501. Series of four numbers shown at nodes correspond to Bayesian
posterior probabilities (PP, ranging between 0 and 1), bootstrap values for ML analyses, Neighbor-Joining and
Parsimony methods, respectively. Bootstraps, represented as a percentage, were obtained through 1,000 repetitions
and PP from 1,000,000 generations. Only values higher than 0.60 for PP and 60% for bootstrap values are shown on
the phylogenetic tree. The scale bar represents 0.1 substitutions per nucleotide.



