
B

A

C

Dedifferentiation time (h)

0 1 2 4 6 12 24

GO biological process complete FC p-value

positive regulation of ubiquitin-dependent protein catabolic process 16.31 3·10-5

protein polyubiquitination 9.56 6.9·10-5

RNA phosphodiester bond hydrolysis 6.52 5.3·10-5

GO biological process complete FC p-value

regulation of cell shape 14.81 0.00029

adenylate cyclase-modulating G protein-coupled receptor signaling 
pathway 12.88 8.7·10-5

Rho protein signal transduction 12.34 0.00010

cortical actin cytoskeleton organization 10.21 0.00023

positive regulation of cellular component biogenesis 6.97 0.00035

establishment or maintenance of cell polarity 6.84 0.00038

activation of protein kinase activity 6.58 0.00046

regulation of small GTPase mediated signal transduction 5.58 0.00015

sexual reproduction 4.76 3.6·10-5

mitotic cytokinesis 4.69 0.00046

GO biological process complete FC p-value

U4 snRNA 3'-end processing 14.79 2·10-6

polyadenylation-dependent snoRNA 3'-end processing 12.33 0.00034

nuclear polyadenylation-dependent tRNA catabolic process 12.33 0.00034

pyrimidine nucleobase biosynthetic process 11.84 0.00155

nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5' 11.84 6.2·10-6

rRNA pseudouridine synthesis 11.84 0.00155

maturation of 5.8S rRNA 11.84 1.3·10-10

maturation of SSU-rRNA 11.31 4.2·10-16

transcription by RNA polymerase I 11.31 1.1·10-8

tRNA methylation 10.81 7.1·10-12

nuclear mRNA surveillance 10.76 1·10-5

small nucleolar ribonucleoprotein complex assembly 10.57 0.00055

exonucleolytic trimming involved in rRNA processing 10.57 0.00055

exonucleolytic catabolism of deadenylated mRNA 10.57 0.00055

rRNA-containing ribonucleoprotein complex export from nucleus 9.86 1.6·10-5

rRNA catabolic process 9.51 5.7·10-6

protein maturation by iron-sulfur cluster transfer 9.25 0.00084

maturation of LSU-rRNA 9.04 7.4·10-7

rRNA methylation 9.04 7.4·10-7

ncRNA processing 8.1 7·10-74

ribosomal large subunit assembly 7.72 8.3·10-7

pyrimidine ribonucleotide biosynthetic process 7.4 0.00061

protein insertion into mitochondrial membrane 7.4 0.00177

establishment of protein localization to mitochondrial membrane 7.4 0.00177

protein import into mitochondrial matrix 7.4 0.00177

mitochondrial RNA metabolic process 6.34 0.00114

iron-sulfur cluster assembly 6.23 0.00019

transcription by RNA polymerase III 5.61 2.6·10-5

RNA phosphodiester bond hydrolysis, endonucleolytic 5.43 1.1·10-7

mitochondrial gene expression 5.34 7.5·10-6

tRNA wobble uridine modification 5.18 0.00115

peptidyl-lysine methylation 5.18 0.00115

organophosphate ester transport 4 0.00060

translation 2.04 0.00012


