Supplementary Data 1. GO categories for the positively selected genes detected in the genomes of our focal species compared with those
of the five temperate tree species.

GO 1ID GO term Ngenes GOID GO term N genes
GO:0006281  DNA repair 3 GO:0009060  Aerobic respiration 1
GO0:0000724  Double-strand break repair via homologous 1 G0:2000028  Regulation of photoperiodism, flowering 1
recombination
GO:0006289  Nucleotide-excision repair 1 GO0:0006662  Glycerol ether metabolic process 1
GO0:0006979  Response to oxidative stress 3 GO0:0048523  Negative regulation of cellular process 2
GO0:0045454  Cell redox homeostasis 2 GO:0019062  Virion attachment to host cell 2
GO0:0019725  Cellular homeostasis 3 GO0:0030833  Regulation of actin filament polymerization 1
GO0:0009451  RNA modification 3 GO:0051128 Regulation of cellular component organization 2
GO:0006011  UDP-glucose metabolic process 3 GO0O:0016998  Cell wall macromolecule catabolic process 1
GO0:0033567 DNA replication, Okazaki fragment processing 1 GO0:0006259 DNA metabolic process 14
GO0:0038032  Termination of G-protein coupled receptor signaling 1 GO:0016049  Cell growth 2
pathway

GO:0000162  Tryptophan biosynthetic process 1 GO:0019835  Cytolysis 1
GO0:0001522  Pseudouridine synthesis 2 GO:0009617 Response to bacterium 1
GO:0006631  Fatty acid metabolic process 4 GO:0001503  Ossification 1
GO0:0045132  Meiotic chromosome segregation 1 GO:0007010  Cytoskeleton organization 4
GO:0008616  Queuosine biosynthetic process 1 GO:0030100 Regulation of endocytosis 1
GO0:0006438  Valyl-tRNA aminoacylation 1 GO:0071822  Protein complex subunit organization 7
GO0:0009405  Pathogenesis 10 GO0:0006002  Fructose 6-phosphate metabolic process 1
GO:0051704  Multi-organism process 13 GO:0007194 Negative regulation of adenylate cyclase activity 1
GO0:0000280  Nuclear division 2 GO0:0006265 DNA topological change 4
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