Table 1. Conserved convergent overlapping genes
	COGs and functions
	Genomes
	Overlap length, bp
	Phase

	373  (Glutamyl-tRNA reductase)/

1407 (ICC-like phosphoesterase)
	T. acidophilum

T. volcanium
	98

98
	C2

C2

	1300 (Gonserved membrane protein)/

1817 (Uncharacterized conserved protein)
	P. abyssi     

P. horikoshii
	90

90
	C3

C3

	536  (GTPase)/

1108 (ABC-type Mn2+/Zn2+ transport system, permease component)
	C. trachomatis

C. pneumoniae
	85

85
	C1

C1

	156  (7-keto-8-aminopelargonate synthetase)

1198 /(Primosomal protein N')
	C. trachomatis

C. pneumoniae
	82

72
	C1

C3

	237  (Dephospho-CoA kinase)/

561  (Hydrolase of the HAD superfamily)
	M. pneumoniae  

M. genitalium
	71

65
	C2

C2

	2353 (Uncharacterized conserved protein)/

3413 (DNA binding domain)
	T. acidophilum

T. volcanium
	71

 8
	C2

C2

	30   (Dimethyladenosine transferase)/

330  (Membrane protease subunit)
	T. acidophilum

T. volcanium
	68

56
	C2

C2

	1321 (Mn-dependent transcriptional regulator)/

2252 (Permease)
	P. abyssi     

P. horikoshii
	63

22
	C3

C1

	477  (Permease of the major facilitator superfamily)/

441  (Threonyl-tRNA synthetase)
	P. abyssi     

P. horikoshii
	58

58
	C1

C1

	2364 (Conserved membrane protein)/

859  (ADP-heptose:LPS heptosyltransferase)
	P. multocida

H. influenzae
	57

45
	C3

C3

	101  (Pseudouridylate synthase (tRNA psi55))/

637  (Phosphatase/phosphohexomutase)
	C. trachomatis

C. pneumoniae
	55

49
	C1

C1

	1469 (Uncharacterized conserved protein)/

1913 (Zn-dependent protease)
	P. abyssi     

P. horikoshii
	53

53
	C2

C2

	607  (Rhodanese-related sulfurtransferase)/

3253 (Uncharacterized conserved protein)
	T. acidophilum

T. volcanium
	51

33
	C3

C3

	730  (Predicted permease)/

477  (Permease of the major facilitator superfamily)
	A. pernix

B. subtilis
	50

 6
	C2

C3

	417  (DNA polymerase elongation subunit (family B))/

1474 (Cdc6-related protein, AAA superfamily ATPase)
	T. acidophilum

T. volcanium
	50

35
	C2

C2

	1350 (Alternative tryptophan synthase -subunit)/

1503 (Peptide chain release factor eRF1)
	P. abyssi     

P. horikoshii
	49

11
	C1

C2

	432  (Uncharacterized conserved protein)/

1451 (Metal-dependent hydrolase)
	P. abyssi     

P. horikoshii
	47

26
	C2

C2

	500  (SAM-dependent methyltransferase)/

812  (UDP-N-acetylmuramate dehydrogenase)
	C. trachomatis

C. pneumoniae
	47

 4
	C2

C1

	477  (Permease of the major facilitator superfamily)/

1249 (Dihydrolipoamide dehydrogenase/glutathione oxidoreductase)
	T. acidophilum

T. volcanium
	45

39
	C3

C3

	309  (Hydrogenase maturation factor)/

628  (Predicted permease)
	P. abyssi     

P. horikoshii
	41

41
	C2

C2

	1244 (Fe-S oxidoreductase)/

1590 (Uncharacterized conserved protein)
	P. abyssi     

P. horikoshii
	35

35
	C2

C2

	334  (Glutamate dehydrogenase/leucine dehydrogenase)/

1218 (3'-Phosphoadenosine 5'-phosphosulfate (PAPS) 3'-phosphatase)
	C. trachomatis

C. pneumoniae
	35

 6
	C2

C3

	250  (Transcription antiterminator)/

1109 (Phosphomannomutase)
	M. pneumoniae  

M. genitalium
	33

24
	C3

C3

	242  (N-formylmethionyl-tRNA deformylase)/

1624 (Uncharacterized conserved protein)
	M. pneumoniae  

M. genitalium
	32

26
	C2

C2

	500  (SAM-dependent methyltransferases)/

1779 (C4-type Zn finger)
	P. abyssi     

P. horikoshii
	32

32
	C2

C2


