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Mlck maximum likelihood tree
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Irf family maximum likelihood tree
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FoxF, FoxQ1, FoxL1, FoxC and FoxS1 subfamily neighbour joining tree
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FoxF, FoxC, FoxQ1, FoxL1 subfamily extended alignment maximum likelihood trees

0.1

SpL1

BfL1

XtL1

MmL1

HsL1

100

26

DrL1

TnL1

FrL1

65

48

98

0.1

SpQ1

BfQ1

DrQ1

FrQ1s107

TnQ1chr15

100

89

TnQ1s14546

FrQ1s351

100

71

HsQ1

MmQ1

100

100

FoxF2

FoxF1

0.1

SpC

BfC

XtC1

DrC1b

TnC1s14546

FrC1s129
100

DrC1a

AcC1

FrC1s107

TnC1chr15100

39

49

34

39

MmC1

HsC1
83

27

95

XtC2

AcC2

GgC2chrUn

HsC2

MmC2
100

57

47

90

97

FoxC2

FoxC1

0.1

CiF

BfF

XtF1

DrF1

FrF1s14

TnF1
87

100

GgF1

MmF1

HsF1
97

94

44

100

TnF2s14546

FrF2s129
98

XtF2

MmF2

HsF2
100

100

73

DrF2Chr20

FrF2107
48

100

99



0.1

CeDUSP
Gg6
Mm6
Hs682
100

Frs180
Dr7

80

Mm7
Hs799

69

83

Mm9
Hs997

83

AgDUSP
DmDUSP100

80

GgDUSP10
Mm10
Hs10100

100

Gg16
Mm16

Hs1644
83

Mm8
Hs899

100

Mm2
Hs2100

Dr5
Rn5
Hs5100

99

Dr1
Mm1
Hs189

90

Dr4
Mm4
Hs4100

92

56

90

100

29

Dp
Dm100 Xt1522s188

Dr1522chr1
Fr1522s14
Tn1522chr589

90
98

Fr22s351
Dr22chrUnI

Fr22s107
Tn22chrUn99

57
88

Xt22s211
Gg22chr265
Mm22chr13

HsD22Chr6100
99

84

47

Gg15chr20
Hs15chr20

Mm15chr298
100

50

97

Dr19
Mm19

Hs1995

100

Hs12
Mm1210059

45

Hs21
Mm21
Mm18

Hs1867
43

100

Mm14
Hs1499

100

Mm27
Hs27100
Mm13

Hs13100

Hs26
Mm26100

46

69

Mm3
Hs3100

97

Rn24
Hs24100

30

26

Hs11
Mm11100

Dr23
Hs23

Mm23100100
62

28

59

35

93

dusp11

dusp23

dusp24
dusp3
dusp26
dusp13
dusp27
dusp14

dusp22
dusp18

dusp12
dusp19

dusp15

dusp22

duspf1

duspf1/15/22
dusp4

dusp1

dusp5

dusp2
dusp8
dusp16

dusp10

dusp6/7/9
dusp9

dusp7

dusp6

Dusp family maximum likelihood tree



Dusp22, Dusp15 and Duspf1 subfamily maximum likelihood tree
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