
GO:0043486 histone exchange

GO:0043234 protein complex

GO:0005694 chromosome

GO:0043044 ATP-dependent 
chromatin remodeling 

GO:0000070 mitotic sister 
chromatid segregation GO:0044428 nuclear part

GO:0034728 nucleosome 
organization 

GO:0006338 chromatin 
remodeling 

GO:0000778 condensed 
nuclear chromosome 

kinetochore 

GO:0034087 establishment of 
mitotic sister chromatid 

cohesion 

GO:0031326 regulation of 
cellular biosynthetic process 

GO:0043233 organelle lumen

GO:0010468 regulation of 
gene expression 

GO:0000790 nuclear chromatin

GO:0018130 heterocycle 
biosynthetic process 

GO:0060255 regulation of 
macromolecule metabolic 

process 

GO:0032774 RNA biosynthetic 
process 

GO:0044422 organelle part

GO:0043231 intracellular 
membrane-bounded organelle 

GO:0007064 mitotic sister 
chromatid cohesion 

GO:0070603 SWI/SNF 
superfamily-type complex 

GO:0006996 organelle 
organization 

GO:0000812 Swr1 complex

GO:0000228 nuclear 
chromosome 

GO:0071824 protein-DNA 
complex subunit organization 

GO:0097346 INO80-type 
complex 

GO:0044446 intracellular 
organelle part 
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GO:0051252 regulation of RNA 
metabolic process 

GO:0044427 chromosomal part

GO:0097659 nucleic 
acid-templated transcription 

GO:0048519 negative 
regulation of biological process 

GO:0006351 transcription, 
DNA-templated 

GO:0043933 macromolecular 
complex subunit organization 

GO:0016070 RNA metabolic 
process 

GO:0065007 biological 
regulation 

GO:0051276 chromosome 
organization 

GO:1990530 Cdc50p-Drs2p 
complex 

GO:0031400 negative 
regulation of protein 
modification process 

GO:0006325 chromatin 
organization 

GO:0048523 negative 
regulation of cellular process 

GO:2001141 regulation of RNA 
biosynthetic process 

GO:0090304 nucleic acid 
metabolic process 

GO:0006139 
nucleobase-containing 

compound metabolic process 

GO:0031399 regulation of 
protein modification process 

GO:0000785 chromatin

GO:0016197 endosomal 
transport 

GO:2000112 regulation of 
cellular macromolecule 

biosynthetic process 

GO:0034729 histone H3-K79 
methylation 

GO:0070013 intracellular 
organelle lumen GO:0080090 regulation of 

primary metabolic process 

GO:0010556 regulation of 
macromolecule biosynthetic 

process 

GO:1903506 regulation of 
nucleic acid-templated 

transcription 

GO:0031981 nuclear lumen

GO:0031323 regulation of 
cellular metabolic process 

GO:0009889 regulation of 
biosynthetic process 

GO:0006355 regulation of 
transcription, DNA-templated 

GO:0031974 
membrane-enclosed lumen 

GO:0016568 chromatin 
modification 

GO:0019222 regulation of 
metabolic process 

GO:0098791 Golgi 
subcompartment 

GO:0032991 macromolecular 
complex 

GO:0019219 regulation of 
nucleobase-containing 

compound metabolic process 

GO:1902582 single-organism 
intracellular transport 

GO:0043226 organelle

GO:0043229 intracellular 
organelle 

GO:0006886 intracellular 
protein transport 

GO:0007067 mitotic nuclear 
division 

GO:0015031 protein transport

GO:0051646 mitochondrion 
localization 

GO:0034613 cellular protein 
localization 

GO:0000003 reproduction

GO:0044699 single-organism 
process 

GO:0051649 establishment of 
localization in cell 

GO:0070727 cellular 
macromolecule localization 

GO:0022402 cell cycle process

GO:0034085 establishment of 
sister chromatid cohesion 

GO:0044454 nuclear 
chromosome part 

GO:0008104 protein 
localization 

GO:1902589 single-organism 
organelle organization 

GO:0048285 organelle fission

GO:0098813 nuclear 
chromosome segregation 

GO:0045184 establishment of 
protein localization 

GO:0007062 sister chromatid 
cohesion 

GO:0000777 condensed 
chromosome kinetochore 

GO:0006490 
oligosaccharide-lipid 

intermediate biosynthetic 
process 

GO:0007017 
microtubule-based process 

GO:0000819 sister chromatid 
segregation 

GO:0006605 protein targeting

GO:0016482 cytoplasmic 
transport 

GO:0005634 nucleus

GO:0016043 cellular 
component organization 

GO:0000776 kinetochore

GO:0046907 intracellular 
transport 

GO:0048311 mitochondrion 
distribution 

GO:0032139 dinucleotide 
insertion or deletion binding 

GO:0007049 cell cycle

GO:1903047 mitotic cell cycle 
process 

GO:0051640 organelle 
localization 

GO:1902578 single-organism 
localization 

GO:0051691 cellular 
oligosaccharide metabolic 

process 

GO:0000001 mitochondrion 
inheritance 

GO:0033365 protein 
localization to organelle 

GO:0005515 protein binding

GO:0071840 cellular 
component organization or 

biogenesis 

GO:0032403 protein complex 
binding 

GO:0000278 mitotic cell cycle

GO:0072594 establishment of 
protein localization to organelle 

GO:1902580 single-organism 
cellular localization 

GO:0051641 cellular 
localization 

GO:0000226 microtubule 
cytoskeleton organization GO:0000780 condensed 

nuclear chromosome, 
centromeric region 

GO:0000280 nuclear division ppGpp

GO:0044444 cytoplasmic part

GO:0031090 organelle 
membrane 

GO:0044425 membrane part

GO:0043227 
membrane-bounded organelle 

GO:0019866 organelle inner 
membrane 

GO:0031984 organelle 
subcompartment 

GO:0016021 integral 
component of membrane 

GO:0044765 single-organism 
transport 

GO:0005743 mitochondrial 
inner membrane 

GO:0031966 mitochondrial 
membrane 

cdiGMP
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Text Box
Supplementary Fig. S1.  Network of GO categories significantly (P<=0.001) enriched in the groups of genes showing synthetic negative interactions with each nucleotide (based on GO analysis results presented in Supplementary file 1). Line thickness is proportional to P-value, with thicker lines being more significant.




