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B) GO Biological Process

DNA-templated
transcription, initiation reciprocal meiotic recombination
° )

: rotein peptidyl-prolyl isomerization
tRNA aminoacylation for protein ion @ lic acid transport .p in peptidyl-prolyl i zatl

- !
. ketone biosynthetic arodess.defense response to fungus, incompatible interaction
nuclear chromosome segregation ¢ i B ) ) )
» \ secondary structure unwmdln?. @regulation of cellular amino acid metabolic process
positive regulation of protein complex assembly .
o emeiosis |
transcription initiation from cellular ketone metabolic process

RNA polymerase Il promoter

eregulation of cell differentiation
@ nucleobase metabolic process
transcrintion from RNA® ° : dpuble-strand break repgir )
pol me?ase Il promoter meiotic nuclear : oVia homologous recombination
Y division !

L) .
) starch metabolic process
chromosome segregation ¢

o gdouble-strand break repair
cellu?ar aldehyde metabolic proc.

meiotic cell cycle process, 0.5—=—
tRNA metabolic prﬁcess- @ DNA recombination
cellular responﬁe lo&adlaﬂon ° : .

nuclear division ® o chloroplast organization

ncRNA metabolic process® |

L " P
cell cycle process ® ° plastid organization .de(OXIfICa(IOH
organelle fission ;transmembrane transport

. : ° .

cell cycle : protein folding phloem or xylem
H cellular polysaccharide .histogenesis
cellular component ebiosynthetic process

cellular component .

circadian rhythm biogenesis, rTgulaticn of multi-organism prlccess

JURUUN SRRk pes bbbl Avk [ T IO Sl 0 e o | ...
rhythmic process ® i | " !
1 0. ribonucleoprotein 05 1

complex biogenesis :
lintracellular signal transduction

cellular protein catabolic process,

ubiquiin-dependent "\ proten caaboi process
o protein catabolic process® ®response to ethylene
auxin metabolic process proteolysis involved in

. _® cellular protein catabolic process
response to gibberellin H

.0.5+ .regulation of phosphorus metabolic process

Single-copy gene enrichment increasing (In-fold difference)

Parental genome 1
over/underenriched P<0.05

Single-copy genes
over/underenriched P<0.01

Genome 1/2 and single/dupl.
over/underenriched P<0.05/P<0.01

Less fractionated genome enrichment increasing (In-fold difference)
S3 Fig: Statistically overrepresented GO terms associated with At-a duplication status
and parental genome of origin (see Methods) A) Molecular function hierarchy. B)
Biological processes hierarchy. On the y axis is the In(fold-enrichment) of the term in



question among the single copy genes relative to the duplicates. Blue dots represent terms
that are significantly over/underrepresented in single copy genes relative to duplicates
with Bonferroni corrected P-value < 0.01 and are >1.5 fold over/underrepresented. On the
x-axis is the In(fold-enrichment) of GO terms of genes from subgenome 1 relative to
those from subgenome 2. The GO terms that are over/underrepresented in genes from
subgenome 1 (the less fractionated subgenome) with P-value < 0.05 after Bonferroni
correction are shown in triangles. GO terms that are significantly different both between
the single copy and duplicate genes and between subgenome 1 and subgenome 2 are
shown in dark purple.



