
0.04

HNLC1

MIT9312

NATL2A

MIT0702

MIT9401

MIT0604

SS120

MIT0703

MIT9321

MIT9313

MIT9302

WH7805

MIT9116

P0902-H212

MIT9303

W8

WH8016

MIT9314

WH8109

MIT9202

MIT0701

RCC307
CB0101

RS9916

W2

MIT9211

MIT9301

NATL1A

WH8102

MIT9201

MED4

AS9601

W7

LG

MIT9215

MIT0601

WH7803

SS35

PAC1

WH5701

P0903-H212

MIT9311

HNLC2

EQPAC1

MIT9123

CC9605

CB0205

SS51

CC9311

MIT0603

SB

UH18301

W4

MIT9515

MIT9322

SS52

MIT9107

SS2

RS9917

CC9902

MIT0602

GP2

BL107

MIT0801

34/-

100/100100/100

40/-

91/-

25/43

100/100

80/90

82/9881/63

100/100

100/100

100/99

97/100

92/68

56/43

70/42

96/99

92/85

45/-

100/100

45/-

52/-

91/77

45/38

100/100

99/100

39/-

63/-

8/-

97/72

87/78

97/-

16/17

39/46

10/9

100/99

100/100

48/43

29/-

11/-

99/97

40/-

96/-

21/-

65/100

100/100

100/100

100/100

40/-
100/100

100/100

79/92

100/100

100/85

23/20

83/92

65/50

51/94

76/100

33/-

Supplementary Figure S3. Phylogeny of Prochlorococcus and Synechococcus GyrB proteins. 
Bootstrap values (total 100) were calculated using maximum likelihood (first value at each node) 
and neighbor joining (second value at each node), with dashes representing maximum likelihood 
topology unsupported by most of the neighbor joining trees.
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