Figure S55. PhyML phylogenetic relations and composition of domains for AT5G20570 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S56. PhyML phylogenetic relations and composition of domains for AT2G36010, AT1G47870, AT5G22220 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S57. PhyML phylogenetic relations and composition of domains for AT5G24310, AT5G42030, AT2G46225 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S58. PhyML phylogenetic relations and composition of domains for AT5G28646 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S59. PhyML phylogenetic relations and composition of domains for AT5G42080 homologues of representative plant species.

The color legends of species and domains is given below
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Figure S60. PhyML phylogenetic relations and composition of domains for AT5G43900 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S61. PhyML phylogenetic relations and composition of domains for AT5G45190, AT4G19600 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S62. PhyML phylogenetic relations and composition of domains for AT2G33540 homologues of representative plant species.

The color legends of species and domains is given below
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Figure S63. PhyML phylogenetic relations and composition of domains for AT5G58230 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S64. PhyML phylogenetic relations and composition of domains for AT5G64630 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S65. PhyML phylogenetic relations and composition of domains for AT5G65930 homologues of representative plant species.
The color legends of species and domains is given below
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