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Species
Saccharomyces

Cergvisiog

Schizosaccharomyces
pombe

Caenorhabditis

elegans

Drosophila
melanogaster

Escherichia coli

Homo sapiens

MNetwork type*

Y2H
AP=M5
AP=M5
Drug—gene
Cenetic
Cenetic
Drug—gene
Drug—gene
Cenetic
YH
AP=M5
Y2H
Cenetic
Cenetic
AP=M5
Cenetic

Drug—gene

Fractionatiorn—mass
spectrometry

Y2H
Y2H

Drug—gene

Cenetic

Canatic

Details

~3,000 interactions; ~2,000 proteins

~71.000 interactions; ~2,700 proteins

~500 complexes; ~2,700 proteins

~6,000 genes; ~400 drugs or conditions

~5.4 million measured interactions; ~4,500 genes
~1.6 million measured interactions; ~2,400 genes
~440 genes; 21 drugs or conditions

~ 2,500 genes: 6 drugs or conditions

~05,000 measured interactions; ~162 genes
~3,800 interactions; ~2,600 proteins

~550 complexes; ~5,000 proteins

~4 800 filtered interactions; ~4. 700 proteins
~30,000 measured interactions; 93 genes
~17.000 measured interactions; ~500 genes
~b,000 interactions; ~1,800 proteins

~235,000 measured interactions; ~820 genes
~4.000 genes; 324 drugs or conditions

~14,000 interactions; ~3,000 proteins

~3,200 interactions; ~1,700 proteins
~ 2,800 interactions; ~1,500 proteins
T0 genes; 87 drugs

878 validated interactions; 12 genes, each tested for
interactions using genome-wide RNA interference

Fairwise genetic interactions among a set of 60 genes through
double knockdown using RNA interference

Refs
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40
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50
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a Protein—protein b Genetic interactions € Drug—gene interactions
interactions
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Genotype

Protein-protein
interaction

Genetic
interaction

Crug—gens
interaction
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Percentage of variants

Missense

[ ] Possibly Bl Probably B Nonsense
damaging damaging

Bl Synonymous |[ ] Benign
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Random <0.001 0.001-0.01 0.01-0.10 >0.10
coding
variants TGP exome variants binned by allele frequency




b | [ Non-frameshift Bl Frameshift
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