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Complete lists of likely horizontally transferred genes in Chlamydiae and Rickettsiae

Table 1. Lateral gene exchange between Chlamydia and Rickettsia.

Protein
Best hit in R.p./C.t.
Best hit in plants
Best hit in animals
Best hit in fungi
Best hit in bacteria

CT065
ADP/ATP translocase
RP053
1-117
Arabidopsis
1-136
-
-
-
-
-
-

CT495
--"--
RP500
2-69
Arabidopsis
1-71
-
-
-
-
-
-

RP053
--"--
CT065
1-117
Arabidopsis
3-95
-
-
-
-
-
-

RP377
--"--
CT065
3-85
Arabidopsis
1-74
-
-
-
-
-
-

RP477
--"--
CT065
1-103
Arabidopsis
3-82
-
-
-
-
-
-

RP500
--"--
CT065
8-94
Arabidopsis
2-79
-
-
-
-
-
-

RP739
--"--
CT065
2-89
Arabidopsis
1-73
-
-
-
-
-
-

CT472
Membrane protein
RP463
3-45
-
-
Caenorhabditis
1-09
Saccharo-myces
4-42
-
-

RP463
--"--
CT472
3-45
-
-
Caenorhabditis
2-07
Saccharo-myces
1-42
-
-

CT039
dCTP deaminase
RP069
3-70
-
-
-
-
-
-
Helicobacter
1-61

RP069
--"--
CT039
3-70
-
-
-
-
-
-
Helicobacter
1-56

BLAST e-values are indicated for best hits.

Table 2. Lateral gene exchange between Chlamydia and eukaryotes.

Protein
Best hit in R.p.
Best hit in plants
Best hit in animals
Best hit in fungi
Best hit in bacteria

CT035
Biotin protein ligase
-
-
-
-
-
-
Saccharo-myces
1-27
-
-

CT042
Glycogen hydrolase
-
-
Oryza
1-136
Caenorhabditis
7-06
Schizosaccha-romyces
3-07
Synechocystis
1-134

CT099
Thioredoxin reductase
RP445
1-74
Arabidopsis
2-99
Xenopus
8-06
Neurospora
9-96
Mycobacterium
6-80

CT104
Enoyl-ACP reductase
RP365
2-24
Petunia
1-108
Homo
6-06
Candida
3-05
Anabaena
1-36

CT247
Dihydrolipoamide transferase
RP530
5-68
Arabidopsis
5-66
Homo
1-74
Schizosaccha-romyces
2-69
Zymomonas
2-72

CT294
Superoxide dismutase
RP535
2-28
Raphanus
9-59
Homo
6-62
Aspergillus
3-55
Xanthomonas
6-46

CT327
Phosphoribosyl-anthranilate isomerase.
-
-
Arabidopsis
3-27
-
-
Phycomyces
2-14
Thermotoga
1-18

CT370
Shikimate 5-dehydrogenase
-
-
Nicotiana
5-25
-
-
Saccharo-myces
4-11
Aquifex
1-18

CT376
Malate dehyrogenase
RP376
9-06
Flaveria
6-79
Rattus
4-68
Saccharo-myces
1-04
Mycobacterium
2-72

CT386
Metal-dependent hydrolase
-
-
-
-
Caenorhabditis
1-19
Saccharo-myces
8-11
-
-

CT390
Asparagine Aminotransferase
RP091


5-09
Arabidopsis
4-82
Caenorhabditis
1-10
Schizosaccha-romyces
1-07
Synechocystis
3-75

CT460
SWIB domain
-
-
Arabidopsis
3-14
Caenorhabditis
2-06
Saccharo-myces
6-12
-
-

CT547
TPR domain
-
-
-
-
Caenorhabditis
8-05
-
-
-
-

CT613
Dihydropteroate synthase
-
-
Pisum
2-45
-
-
Pneumocystis
5-41
Neisseria
9-28

CT643
SWIB domain in topoisomerase I
-
-
Arabidopsis
3-08
-
-
Schizosaccha-romyces
1-10
-
-

CT692
Phosphate permease
-
-
Arabidopsis
3-88
Caenorhabditis
6-59

4-27
Haemophilus
2-84

CT700
TPR domain
-
-
-
-
Caenorhabditis
7-03
-
-
-
-

CT715
UDP-glucose phosphorylase
-
-
Arabidopsis
3-39
Homo
5-39
Candida
9-37
-
-

CT737
SET domain
-
-
Arabidopsis
5-08
Caenorhabditis
3-09
Saccharo-myces
1-07
-
-

CT770
Beta-ketoacyl-ACP synthase
RP764
7-93
Ricinus
1-136
Caenorhabditis
5-56
Schizosaccha-romyces
4-76
Aquifex
1-114

CT772
Inorganic pyrophosphatase
RP589
1-10
Oryza
1-21
Bos
2-05
Schizosaccha-romyces
5-05
Helicobacter
9-17

CT774
Sulfite synthesis
RP297
3-03
Oryza
5-20
-
-
Saccharo-myces
2-14
Actinobacillus
2-11

CT806
Protease III
RP219
2-11
Arabidopsis
1-54
Drosophila
8-59
Schizosaccha-romyces
7-58
Escherichia
7-49

CT807
Glycerol-3-phosphate acyltransferase
-
-
Cucumis
6-61
-
-
-
-
-
-

CT824
Zinc metalloprotease
-
-
-
-
Homo
4-96
Saccharo-myces
5-86
Borrelia
1-90

CT842
Polynucleotide phosphorylase
RP504
1-161
Pisum
-180
Homo
1-10
Saccharo-myces
1-08
Bacillus
1-177

Number of the best hits

16
8
2


Table 3. Lateral gene exchange between Rickettsia and eukaryotes.

Protein
Best hit in C.t.
Best hit in plants
Best hit in animals
Best hit in fungi
Best hit in bacteria

RP038
Stearoyl-CoA desaturase
-
-
Arabidopsis
3-31
Caenorhabditis
9-29
Ajellomyces
2-44
Anabaena
6-30

RP190
Ubiquinone biosynth. Enzyme
-
-
-
-
Homo
8-27
Schizosaccha-romyces
1-23
-
-

RP328
Stomatin homolog (conserved membrane protein)
-
-
Lupinus
9-03
Caenorhabditis
6-89
Schizosaccha-romyces
8-82
Escherichia
8-49

RP374
Sec7-like transport protein
-
-
Arabidopsis
2-28
Bos
8-29
Schizosaccha-romyces
2-27
-
-

RP395
FKBP-like proline imide isomerase
-
-
-
-
Caenorhabditis
1-04
Saccharo-myces
8-03
-
-

RP449
Threonine dehydrogenase
-
-
Arabidopsis
4-26
Caenorhabditis
3-25
Schizosaccha-romyces
3-48
Bacillus
2-31

RP458
C16C8.15 homolog
-
-
-
-
Caenorhabditis
1-03
-
-
-
-

RP464
C21E11.07 homolog
-
-
-
-
Caenorhabditis
3-22
Schizosaccha-romyces
4-24
Synechocystis
5-05

RP482
Aminopeptidase P
CT574
2-11
Arabidopsis
7-33
Rattus
8-82
Saccharo-myces
1-86
Borrelia
7-69

RP493
Adducin

(predicted pentose-phosphate aldolase)
-
-
-
-
Rattus
4-32
Schizosaccha-romyces
1-27
Haemophilus
3-09

RP602
Patatin-like phospholipase
-
-
Cucumis
4-18
Homo
6-05
-
-
-
-

RP616
A-152E5.11 homolog
-
-
-
-
Homo
3-13
Schizosaccha-romyces
1-03
-
-

RP667
Nitrogen fixation protein NifU
-
-
Prunus
9-09
Caenorhabditis
2-43
Saccharo-myces
2-24
Bacillus
6-12

RP714
Ankyrin
-
-
Pennisetum
9-08
Homo
2-11
Saccharo-myces
3-07
Synechocystis
7-06

RP733
Surfeit 1
-
-
-
-
Homo
3-10
Schizosaccha-romyces
6-07
-
-

Number of the best hits

0
11
4


