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Supplemental Figures S2. The ML trees generated by RAXML of each of JARID2. ML bootstrap values above 50%
are shown.
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are shown.
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Supplemental Figures S4. The ML trees generated by RAXML of each of KDM2. ML bootstrap values above 50%
are shown.
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Supplemental Figures S5. The ML trees generated by RAXML of each of KDM3. ML bootstrap values above 50%

are shown.
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are shown.
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Supplemental Figures S8. The ML trees generated by RAXML of each of PKDM9. ML bootstrap values above 50%
are shown.
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Supplemental Figures S9. The ML trees generated by RAXML of each of PKDM10. ML bootstrap values above
50% are shown.
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50% are shown.



Supplemental Figures S11. The ML trees generated by RAXML of each of PKDM12. ML bootstrap values above

50% are shown.
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Supplemental Figures S12. The ML trees generated by RAXML of each of PKDM13. ML bootstrap values above
50% are shown.
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Supplemental Figure S13. Representative plants with the syntenic regions containing representative duplicated gene pairs
from recent polyploidy events. Species designations: At, Arabidopsis thaliana; Vv, V. vinifera; Os, O. sativa; chr is short for
chromosome. Arrows illustrate the presence and orientation of syntenic paralogous genes, which are connected by lines.
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Supplemental Figure S16. Multiple sequence alignments of Angiosperm PKDM7A and PKDM7B.
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Supplemental Figure S17. A ML tree and multiple sequence alignments of PKDM7A and PKDM7D in core eudicots. The
conserved residues compatible with the demethylation activity within the Fe(ll) binding site are highlighted in red (H, E, H) and
those in the aKG binding site are indicated in blue (F and K).
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Supplemental Figure $18. A ML tree of PRMT4, PRMT5 and PRMT10 in green plants.
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