Additional Data File 1.  Summary of proteome coverage from large-scale interaction screens.
	Organism
	Genes
	Studies 
	Method1
	Genes repre-sented2
	Coverage (%)
	Interactions detected3
	Gene intersect4
	Interaction intersect4
	References

	Campylobacter jejuni NCTC111685
	  1,654
	1
	YTH
	1321
	79.9
	11,687
	NA
	NA
	This study

	Helicobacter pylori 26695
	  1,587
	1
	YTH
	732
	46.1
	  1,465
	NA
	NA
	[1]

	Pyrococcus horikoshii shinkaj OT3
	  2,064
	1
	MTH
	172
	8.3
	     170
	NA
	NA
	[2]

	Caenorhabditis elegans
	22,841
	1
	YTH
	2847
	12.5
	  4,584
	NA
	NA
	[3]

	Plasmodium falciparum
	  5,300
	1
	YTH
	1308
	24.7
	  2,811
	NA
	NA
	[4]

	Drosophila6
	13,987
	3
	YTH
	7494
	53.6
	24,121
	94
	   1
	[5-7]

	Human
	24,000
	2
	YTH
	2998
	12.5
	  5,922
	256
	 10
	[8, 9]

	Escherichia coli K12 
	  4,289
	2
	CoAP/MS
	3440
	80.2
	  16,559
	980
	174
	[10, 11]

	Yeast (CoAP/MS)6
	  6,593
	3
	CoAP/MS
	4441
	67.4
	35,223
	611
	 60
	[12-15]

	Yeast (YTH)6
	  6,593
	3
	YTH
	3645
	55.3
	  5,639
	887
	202
	[16-18]

	Yeast (combined)
	  6,593
	6
	CoAP/MS & YTH
	5418
	82.2
	40,531
	142
	2
	See above


1Abbreviations are as follows: YTH, yeast two-hybrid; MTH, mammalian two-hybrid; CoAP/MS, protein complex purification/mass spectrometric identification.

2The number of genes represented in the interaction datasets.  For organisms with more than one study, the protein union is reported (i.e., proteins in common amongst the studies

 are counted only once).

3For organisms with more than one study, the interaction union is reported (i.e., interactions detected in more than one study are counted only once.)

4Gene intersect refers to the number of genes in common between multiple studies for the same organism.  Likewise, interaction intersect refers to the number of protein interactions

 in common. 

5The CampyYTH v3.1 dataset repeatable interactions were used.

6Yeast interactions were obtained from DIP [19], [14], and [15].  Drosophila interactions were obtained from the Drosophila Interactions Database [20].
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