Top 20 of GO Enrichment

G0:0032197 transposition, RNA-mediated
G0:0032196 transposition

G0:0006278 RNA-dependent DNA replication
G0:0071897 DNA biosynthetic process
GO:0090501 RNA phosphodiester bond hydrolysis
G0:0006260 DNA replication

G0:0046520 sphingoid biosynthetic process
G0:0046519 sphingoid metabolic process
G0:0006667 sphinganine metabolic process
G0:0006684 sphingomyelin metabolic process
GO:0006686 sphingomyelin biosynthetic process
GO0:0046511 sphinganine biosynthetic process
G0:0061724 lipophagy

G0:1904502 regulation of lipophagy

G0:1904504 positive regulation of lipophagy
G0:0050996 positive regulation of lipid catabolic process
GO0:0030148 sphingolipid biosynthetic process
GO0:0097164 ammonium ion metabolic process
G0:0016239 positive regulation of macroautophagy
G0:0006670 sphingosine metabolic process
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Photosynthesis

Sphingolipid metabolism
Metabolic pathways

Isoquinoline alkaloid biosynthesis

10id and
Cutin, suberine and wax biosynthesis
Oxidative phosphorylation
Tyrosine metabolism
Stilbenoid, diarylheptanoid and gingerol biosynthesis
Limonene and pinene degradation
Peroxisome
Nucleocytoplasmic transport
Pentose and glucuronate interconversions
Aflatoxin biosynthesis
Diterpenoid biosynthesis
RNA polymerase
Valine, leucine and isoleucine degradation
Photosynthesis - antenna proteins
Non-homologous end-joining
Nucleotide excision repair
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Figure S4 GO and KEGG enrichment terms of rapid evolution gene families in P. ternata

a GO enrichment of rapid evolution gene families

b KEGG enrichment of rapid evolution gene families
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