Figure S15. PhyML phylogenetic relations and composition of domains for AT1G29170, AT2G34150, AT2G38440 homologues of representative plant species.

The color legends of species and domains is given below
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Figure S16. PhyML phylogenetic relations and composition of domains for AT2G33385, AT1G30825 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S17. PhyML phylogenetic relations and composition of domains for AT1G33240 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S18. PhyML phylogenetic relations and composition of domains for AT1G60430 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S19. PhyML phylogenetic relations and composition of domains for AT1G64690 homologues of representative plant species.

The color legends of species and domains is given below
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Figure S20. PhyML phylogenetic relations and composition of domains for AT1G654 70 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S21. PhyML phylogenetic relations and composition of domains for AT5G38110, AT1G66740 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S22. PhyML phylogenetic relations and composition of domains for AT1G69490 homologues of representative plant species.
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Figure S23. PhyML phylogenetic relations and composition of domains for AT1G 75950 homologues of representative plant species.
The color legends of species and domains is given below
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Figure S24. PhyML phylogenetic relations and composition of domains for AT1G80350 homologues of representative plant species.
The color legends of species and domains is given below
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taxonpmic identity of protein domain architecture
Poaceae ATPase family associated with various cellular activities AAA_PF00004 28 AAA domain PF13238 5
AAA domain_Cdc48 subfamily PF07724 13 ((PFO772313 ) IstB like ATP binding protein PF01695 16 [ PEOIBS5TS |
Brassicales AAA domain PF13401 5 PF134015 Magnesium _chelatase subunit Chll PF01078 20
AAA domain PF13671 5 TIP49 C terminus PF06068 12 PF06068.12
Out group AAA domain_ dynein related subfamily PF07728 13 PF07728.13
Holliday junction DNA helicase ruvB N terminus PF05496 11 ([ PrOs486.11 )
Amborella trichopoda Vps4 C terminal_oligomerisation_domain PF09336 9
AAA ATPase domain PF13191 5



