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Appendix 2 Enriched GO terms for the retained genes following the whole genome duplication event of Didymochlaena trancatula
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GO:0051246 G/ ESuNE EHE)iElnzipoREa ko 94* 8.70e-06*  0.02*
Biological process Regulation of protein metabolic 98" 2.6e-06" 0.0057*
process
GO:0006417 ERyESuNE Ea 90* 1.90e-05*  0.027*
Biological process Regulation of translation 95" 3.2e-06" 0.0057
GO:0010608 Gy VR TR FIL R 5 A 93* 1.70e-05*  0.027*
Biological process Posttranscriptional regulation of 98" 3e-06" 0.0057*
gene expression
GO:0032268 KW R 4 2 AR AR A 94* 5.80e-06*  0.02*
Biological process Regulation of cellular protein 98" 1.7e-06" 0.0057*
metabolic process
G0:0016192 AL R BN Tz 144* 2.70e-07* 0.0019*
Biological process Vesicle-mediated transport 140" 8.5e-06" 0.012*
GO:0045182 ST IhRE BV 71* 1.90e-10%  5.30e-07*
Molecular function Translation regulator activity 183° 2.9e-11" 8.4e-08"
GO:0005515 vl HASE 1,126* 1.90e-09%  2.70e-06*
Molecular function Protein binding 1,170* 7.6e-11* 1.1e-07*
G0:0017025" il TATA-binding & (145 & 17* 5e-05" 0.048*
Molecular function TATA-binding protein binding#

AR AG TR A TR R ARG R, T IR A SRR E TR E L R.
* Represents the specific functional enrichment results of first whole genome duplication; # represents the specific functional enrichment results of
the second whole genome duplication.





