	Data
	No. symb.
	Symbiotic clusters
	Method
	Reference

	Single gene (16S rRNA)
	19


	Buch+Sod+Wig+Blo
	Least-square distance, NJ, ML
	
 ADDIN EN.CITE 
[1]


	Single gene (16S rRNA)
	9(+4)
	Ars (incl. Phlomobacter)
Sod+SOPE+Wig+Blo

Ham (Bemisia S-symbiont)+Anomoneura Y-symbiont+Buch
	nhML
	[2]

	
	
	Buch+Wig+Blo+Anomoneura Y-symb

Ars+Sod+SOPE+Bemisia S-symb
	MP, ML, NJ
	

	Multiple genes (61 genes concatenated)
	5


	Blo+Wig+Buch
	BI, ML
	
 ADDIN EN.CITE 
[3]


	Single gene (16S rRNA)
	2
	Buch+Wig
	ML, NJ
	
 ADDIN EN.CITE 
[4]


	
	
	Buch
Wig
	nhNJ
	

	Multiple genes (205 genes concatenated/consensus)
	
	Buch+Wig
	ML, NJ
	

	Multiple genes (258 genes)
	3


	Buch+Wig
	 nhNJ, ML
	[5]

	Gene order (BP and INV distances)

Multiple genes (10 genes)
	5


	Blo
Buch+Wig
	FM, NJ
	
 ADDIN EN.CITE 
[6]


	
	
	Blo+Wig+Buch
	ML
	

	Single gene (16S rRNA) 
	19


	Por
Ham (aphid T-type symbiont)

Buch+Blo+Wig+Sod+SOPE+symbionts of mealybugs and psyllids
	BI, MP
	
 ADDIN EN.CITE 
[7]


	
	
	Por
Ham (aphid T-type symbiont)

Buch
Blo+Wig+Sod+SOPE+symbionts of mealybugs and psyllids
	ML
	

	
	
	Por
Ham (aphid T-type symbiont)+Buch
Blo+Wig+Sod+SOPE+symbionts of mealybugs and psyllids
	nhNJ
	

	Single gene (groEL)
	9

	Buch
Wig+Blo+Sod+SOPE
Por
	BI, nhNJ, nhML
	

	
	
	Buch+ Por+Wig+Blo+Sod+SOPE
	ML, MP
	

	Multiple genes (31 genes)
	5
	Blo+Wig+Buch
	ML
	[8]

	Multiple genes (61 genes)
	5
	Blo+Wig+Buch
	nhML
	[9]

	Overlapping genes distance

(BPhyOG)
	2
	Buch
Wig
	NJ, UPGMA
	[10]

	Multiple genes (45 genes)
	6


	Blo+Wig+Buch+Bau
	ML
	
 ADDIN EN.CITE 
[11]


	Single gene (16S rRNA)
	5
	Blo+Wig+Buch
	MP, ML, LogDetNJ
	
 ADDIN EN.CITE 
[12]


	
	
	Blo+Wig
Buch
	nhNJ
	

	Multiple genes (200 genes) concatenated/FYMINK removed/consensus/supertree
	
	Blo+Wig+Buch
	ML, MP, BI
	

	Multiple genes (379 genes)

supertree


	
	
	MRP, dfit, qfit, sfit
	

	Multiple genes (579 genes)

concatenated/supertree
	
	
	ML
	

	Multiple genes (133, 200, 579 genes) concatenated/supertree
	5
	Blo+Wig+Buch
	ML, MRP
	[13]

	Genome context networks
	4
	Blo+Wig+Buch
	NJ
	[14]

	Overlapping genes distance (OGtree)
	2
	Wig+Buch
	UPGMA, NJ, FM
	[15]

	Multiple genes (31 genes)
	9
	Sod+Bau+Blo+Wig+Buch
	ML
	[16]

	Multiple genes (13, 36 genes)
	4
	Wig+Buch+Bau+Sod
	NJ, ML, MP
	
 ADDIN EN.CITE 
[17]


	Single gene (16S rRNA)
	7
	Sulcia+Blattabacterium
Sod+Blo+Bau+Wig+Buch
	ML
	
 ADDIN EN.CITE 
[18]


	COG categories–functional closeness (Kulczynski distance)
	7
	Buch str. Cc+Sulcia
Sod
Wig+Buch str. APS+Bau+Blattabacterium+Blo
	Linkage clustering method
	

	Single gene (16S rRNA)

Overlapping genes distance (OGtree2)
	5


	Blo+Wig+Buch
	UPGMA, NJ, FM
	[19]

	Single gene (16S rRNA)
	9
	Buch+Wig+Blo+Bau+Sod
	BI
	[20]

	Single gene (23S rRNA)

Multiple genes (16S+23S rRNA)
	5


	Sod
Buch+Wig+Blo+Bau
	ML
	

	Multiple genes (356-1,262 genes)
	
	Sod
Buch
	
	


Additional file 1 - Summary of 20 phylogenetic studies analysing positions of insect symbionts within Enterobacteriaceae. No. symb.=number of gammaproteobacterial symbionts used for the analysis. Methods acronyms: NJ=neighbor joining, ML=maximum likelihood, MP=maximum parsimony, BI=Bayesian inference, nhNJ/nhML=nonhomogeneous NJ/ML, FM=Fitch-Margoliash method, UPGMA=unweighted pair group method with arithmetic mean, MRP=matrix representation using parsimony, dfit=most similar supertree, qfit=maximum quartet fit, sfit=maximum splits fit, BP=break point distance, INV=inversion distance. Taxa abbreviations: Buch=Buchnera, Blo=Blochmannia, Wig=Wigglesworthia, Sod=Sodalis, Bau=Baumannia, Ham=Hamiltonella, Por=Portiera (Bemisia tabaci endosymbiont), Ars=Arsenophonus, SOPE=Sitophilus oryzae endosymbiont.
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