Additional File 7. Potential Eukaryote-to-prokaryote LGTs

See legend of Additional File 5 for details, including the taxa color key. For these trees an LGT from a eukaryote to a prokaryote lineage is the most parsimonious explanation for the resulting tree
topologies, or else the direction of the LGT is difficult to establish. In some trees arrows point to prokaryotic taxa that are the putative recipients of the LGT. The trees are numbered EBXXX.

Entries in the table of contents below are clickable hyperlinks to the tree figures.
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EBO0O1

Candy accession: Q4CLY9_TRYCR
RefSeq accession: XP_802735.1
Uniprot accession: Q4CLY9_TRYCR
Comments: LIKELY LGT INTO BACTEROIDES FROM A
KINETOPLASTID
Species affected: LM,TB,TC
Adjacent taxa in tree: Bacteroides
EC annotation - (Blast/Profile): EC:2.7.1.52
PHOBIUS SP: 0
PHOBIUS TMD: O
RefSeq annotation: fucose kinase
Name of enzyme/protein: Fucose kinase
KEGG PATHWAY - level 1: Carbohydrate Metabolism
KEGG PATHWAY - level 2: Fructose and mannose metabolism, Amino
sugar and nucleotide sugar metabolism

1.00/987— Oryzias latipes [c#] Il
{ Tetraodon nigroviridis [c=] Il
— Mus musculus [ [l
L Homo sapiens =] [l

Dictyostelium discoideum |

1001100 Q4CLY9_TRYCR Trypanosoma cruzi [vs] |

L Trypanosoma cruzi [z [l
Ogga/t%(groides fragilis [E5] @ <=
L Bacteroides thetaiotaomicron [E] @
Leishmania major [eve] [l
1.00/100p— Oryza sativa [ |
0.99/85 L Arabidopsis thaliana [¥i#l [l
Candidatus Solibacter usitatus 2] @

1.00/84 Thermoplasma volcanium
Magnetospirillum magneticum o

1.00/94 1.00100—— Picrophilus torridus
I Thermoplasma acidophilum
- Hahella chejuensis [F5] @
Mycobacterium avium 3] @
Clostridium acetobutylicum [F&] @
0.97/100r Campylobacter jejuni ] @
0.97/90|  1.00/100| L Campylobacter jejuni E=] @
L Campylobacter upsaliensis [ ]
1 00/1001 Mycobacterium bovis 5] @
’ Mycobacterium tuberculosis [T @
Escherichia coli [F7] @
Prosthecochloris aestuarii [] @
L Aneurinibacillus thermoaerophilus E& @
———— Cupriavidus pinatubonensis o
L——— Nitrosomonas eutropha o

1.00/100

1.00/100

1.00/97 1.00/100

0.5



EB002

Candy accession:
RefSeq accession:
Uniprot accession:
Comments:

Species affected:

Adjacent taxa in tree:

EC annotation - (Blast/Profile):
PHOBIUS SP:

PHOBIUS TMD:

RefSeq annotation:

Name of enzyme/protein:
KEGG PATHWAY - level 1:
KEGG PATHWAY - level 2:

TV83584099

XP_001313668.1

A2F2U6_TRIVA

LIKELY LGT INTO BACTEROIDES FROM A
PARABASALA - MUCOSAL CLAN - TV, EH, TP,
BF

TV

Bacteroides

EC:1.3.99.5

0

6

3-oxo-5-alpha-steroid 4-dehydrogenase
family protein

3-oxo-balpha-steroid 4-dehydrogenase
Lipid Metabolism

Steroid hormone biosynthesis

1.00/100— Mus musculus [ [l
[ Rattus norvegicus [c=] [l

Homo sapiens [o7]
1.00/99 00/100 P (e

-Macaca fascicularis [ [l
— Sus scrofa [ [l
1,001 L Canis lupus 1] Il
Tetraodon nigroviridis [c7] [l
Danio rerio [c7] [l
1.00/82 1.00/100— Mus musculus [ [l
1.00/90 E Rattus norvegicus [=1] ll
1.00/1 Oolj Homo sapiens 5] [l
1.00/89 Macaca fascicularis [ |
Xenopus (Silurana) tropicalis |
Tetraodon nigroviridis =] [l
1.00/97 Aspergillus fumigatus [c=] [l
1.00/100 I: Aspergillus oryzae =] ll
1.00/100— Chaetomium globosum [ [l
L Neurospora crassa [=1] [l
Oryza sativa [Vl [l
1.00/100 1.0071 0(’I_Arabidopsis thaliana [l [l
I— Cicer arietinum [V [l
00100 1.00/100f Cryptosporidium parvum [&v] [l
' L Cryptosporidium hominis [Av] [l
Dictyostelium discoideum [zic] [ll
1.00/1007— Mus musculus (=1 [l
L Homo sapiens [=] Il
1.00/99 Pisum sativum [vir] [l
_|:Glycine max [V [l
1.00/100  00/83 Arabidopsis thaliana [v&l [l
- Gossypium hirsutum [Vl [l
1.00/95 Solanum lycopersicum [V [l
L Ipomoea nil [V [l
Oryza sativa [V&l [l
Gibberella zeae [c7]
1.00/99 Neurospora crassa [ [ll
1.00/97 Chaetomium globosum [#] [l
1.00/100 1.00/100—— Aspergillus oryzae |
L Aspergillus fumigatus [ [l
Schizosaccharomyces pombe |
1.00/100] Bacteroides fragilis 5] @ <«
1.00/94 | Bacteroides fragilis [5] @
10090} L [TV83584099 Trichomonas vaginalis =] |
1.00/94 Treponema denticola 1 @
Entamoeba histolytica o] [l
1.00/98 uncultured marine bacterium 442 =] @
Nocardia farcinica [ @
1.00/100—— Caenorhabditis elegans [z Il
L Caenorhabditis briggsae [z Il
Tetrahymena thermophila ] [l
Trypanosoma cruzi [ss] [ll

Trypanosoma brucei [e5c] [l

0.5




EB003

Candy accession:

RefSeq accession:

Uniprot accession:

Comments:

Species affected:

Adjacent taxa in tree:

EC annotation - (Blast/Profile):
PHOBIUS SP:

PHOBIUS TMD:

RefSeq annotation:

Name of enzyme/protein:
KEGG PATHWAY - level 1:

KEGG PATHWAY - level 2:

Q4Q5Z6_LEIMA

XP_001685252.1

Q4Q5Z6_LEIMA

LIKELY LGT INTO Caulobacter vibrioides
LM,TB,TC

Proteobacteria

EC:1.8.1.4

0

0

acetoin dehydrogenase e3 component-like
protein

dihydrolipoyl dehydrogenase -
phosphatidylinositol phosphatase

Carbohydrate Metabolism, Amino Acid

metabolism

Glycolysis / Gluconeogenesis, Citrate

cycle (TCA cycle),
threonine metabolism

1.00/100

Glycine, serine and

Neurospora crassa [c] [l
1005801 haetomium globosum [ [l
1.00/100 Podospora anserina [=1] [l
1.00/100 L Gibberella zeae [c=1] [l

L Aspergillus fumigatus [c#] [l
1.00/ﬂ|: Eremothecium gossypii [ |
Kluyveromyces lactis [ [l
L Candida glabrata [ [l
Saccharomyces cerevisiae |

1.00/100

0.99/86}

1.00/1 oor Cryptococcus gattii [ |

1 00/98 - Cryptococcus neoformans [ [l
Ustilago maydis [c=1] Il

_@andida albicans [c71] [l
Debaryomyces hansenii [57] [l
L Yarrowia lipolytica =] [l
Glycine max [vrl [l

Pisum sativum [l [l
Vigna unguiculata ] [l
Arabidopsis thaliana [ [l
—— Bruguiera gymnorhiza [Vir] [l
1 00/100| — Solanum tuberosum [l Il
— Solanum lycopersicum |
L Capsicum annuum [Vl [l
L Oryza sativa V&l [l

1.00/100
1.00/89

1.00/100 0.99

Desulfuromonas acetoxidans 6] @

0.5

Haloarcula marismortui
Halobacterium salinarum
Natronomonas pharaonis

1.00/83
1.00/100 Trypanosoma cruzi [£5c] [l
I: Trypanosoma brucei 5] [l
Schizosaccharomyces pombe [ |
Caenorhabditis elegans |
Caulobacter vibrioides [Fio] @ <=
Trichomonas vaginalis [
1.00100] Trypanosoma brucei 5] [l
1.00/97 L Trypanosoma cruzi €] [l
[Q4Q5Z6_LEIMA Leishmania major [c] |
0.99/95 Trypanosoma cruzi €] [l
1.00/100 —:Trypanosoma brucei [Euc] [l
1.00/100 Leishmania major [€5] [l
1.00/100 Trypanosoma cruzi [eue] [l
1.00/99 4|— Trypanosoma brucei [uc] [l
Leishmania major [eve] [l
Rhodopseudomonas palustris o
1 00/100— Moorella thermoacetica [FE] @
I: Geobacillus kaustophilus [F&] @
Bacillus licheniformis & @
Bacillus cereus [F&] @
100/99 Listeria monocytogenes o
Oceanobacillus iheyensis & @
Bacillus halodurans 2] @
Staphylococcus saprophyticus o
Bacillus clausii F&] @
Exiguobacterium sibiricum E&l @
1.00/99) Thermoplasma volcanium
' Picrophilus torridus
1.00/100] Thermoproteus tenax
100/98 ' Pyrobaculum aerophilum
1.00/ 00— Plasmid pSB102 *
L Plasmid R100 3
Sulfolobus tokodaii
Aeropyrum pernix
Haloarcula marismortui
Haloferax volcanii
1.00/86

0.99/86]
1.00/100 |

Archaeoglobus fulgidus

1.00/73

Thermoplasma volcanium

Pyrobaculum aerophilum
Aeropyrum pernix
Thermoplasma volcanium

1.00/99]

| Ferroplasma acidarmanus

1.00/100—— Bacillus cereus [l @
' Bacillus licheniformis & @

1.00/100] Carboxydothermus hydrogenoformans o

L Moorella thermoacetica [F&] @
1.00/100] Chlorobium phaeovibrioides [5] @

L Chlorobium phaeobacteroides [E5] @
1.00/100— Oryza sativa H

L Medicago truncatula [vi#l [l
Thermoproteus tenax

1.00/100]

Methanosaeta thermophila

Staphylococcus haemolyticus [F& @

Anaeromyxobacter dehalogenans o

Corynebacterium jeikeium ] @

Zymomonas mobilis 5] @
Desulfotomaculum reducens [F&] @

Caldanaerobacter subterraneus o

Clostridium magnum & @

Alkaliphilus metalliredigens [F&l @

Candidatus Solibacter usitatus [Fx @

Methanothermobacter thermautotrophicus
Methanopyrus kandleri

Methanothermobacter thermautotrophicus

| Thermoplasma acidophilum

Sulfolobus tokodaii



EB004

Candy accession: (Q54JR3_DICDI
RefSeq accession: XP_637089.1
Uniprot accession: Q54JR3_DICDI
Comments: POSSIBLE LGT INTO RHODOPIRELLULA FROM
AN AMOEBOZOA
Species affected: DD
Adjacent taxa in tree: Planctomycetes
EC annotation - (Blast/Profile): EC:2.7.4.3
PHOBIUS SP: 0
PHOBIUS TMD: O
RefSeq annotation: adenylate kinase
Name of enzyme/protein: Adenylate kinase
KEGG PATHWAY - level 1: Nucleotide Metabolism
KEGG PATHWAY - level 2: Purine metabolism

1.00/99) Homo sapiens [ [l

Pongo pygmaeus =] [l
Mus musculus [ [l
0.99/89 Rattus norvegicus [c#] [l
———— Caenorhabditis elegans |
L Drosophila melanogaster [ [l
_[1 Bl)r/g(r)rayces sp. E2 =]

Neocallimastix frontalis =1 Il

1.00/99

Gibberella zeae [ [l
—@/100 _
Chaetomium globosum =] [l

1.00/100—— Q54JR3 DICDI Dictyostelium discoideum i|
0.99/90 L Rhodopirellula baltica [Fiz] @ <=

Methanosaeta thermophila
Plasmodium vivax [5v] [l
Ruegeria pomeroyi [Fo] @

Fusobacterium nucleatum [F] @

Isochrysis galbana [#] [l

Candida glabrata [c=] [l

Schizosaccharomyces pombe |
Trypanosoma cruzi [z [l

_@ Prosthecochloris aestuarii [E] @

Chlorobaculum tepidum [E¢] @

- Coxiella burnetii [F55] @

L Polaromonas sp. JS666 [F&] @

Methylococcus capsulatus ®

Pseudomonas syringae o

L Idiomarina loihiensis [Ffc] @

L—— Marinobacter hydrocarbonoclasticus o

0.5



EB005

Candy accession:
RefSeq accession:
Uniprot accession:
Comments:

Species affected:

Adjacent taxa in tree:

EC annotation - (Blast/Profile):
PHOBIUS SP:

PHOBIUS TMD:

RefSeq annotation:

Name of enzyme/protein:

KEGG PATHWAY - level 1:

KEGG PATHWAY - level 2:

Q55BE9_DICDI

XP_645663.1

(Q55BE9_DICDI

POSSIBLE LGT INTO BACTERIA FROM AN
AMOEBOZOA

EH

Bacterial

EC:3.1.4.46

0

2

hypothetical protein DDB_G0271374
glycerophosphodiester phosphodiesterase
Lipid Metabolism
Glycerophospholipid metabolism

Bacillus sp. NRRL B-14911 [ @

Bacillus anthracis 2] @
1.00/98 Bacillus licheniformis F& @
Bacillus cereus [F&] @
1.00/89 Exiguobacterium sibiricum E&] @
Staphylococcus saprophyticus o
Geobacillus kaustophilus o
1.00/70 Mus musculus [ [l
0.99/74£ Tetraodon nigroviridis =] [l
Xenopus laevis [c#] [l
© 00/100 oo Trypanosoma bru.cei evc) [l
Trypanosoma cruzi [evs] [l
Leishmania major [€ca] [l
Schistosoma japonicum [ |
Arthrobacter sp. FB24 o
1.00/78 Kineococcus radiotolerans [ @
0.99/86 Mycobacterium bovis 5] @
1 00/100 Thermobifida fusca [t @
Propionibacterium acnes [ @
Nocardioides sp. JS614 [T @
Entamoeba histolytica o] [l
0.98/94 Entamoeba histolytica [@o] [l
0.98/85 Entamoeba histolytica |
1.00/100] Bacillus halodurans [F&] @
|
Enterococcus faecium & @
1.00/95 Lactococcus lactis & @
0.99/70 Streptococcus mutans [FE @
Listeria monocytogenes [F&] @
1.00/90] Colwellia psychrerythraea o] @
1.00/92 | Shewanella sp. MR-7 [F5c] @

Desulfotalea psychrophila [Frc] @

1.00/82]
|

Symbiobacterium thermophilum E&l @

Methanosaeta thermophila [Er

Oceanobacillus iheyensis & @

1.00/97
Bacillus licheniformis & @

1.00100] Enterococcus faecium o

' Lactobacillus acidophilus [E& @
Natronomonas pharaonis [Eur

1.00/90]
I

Haloarcula marismortui [Eur

1.00/99) Nocardioides sp. JS614 o

L Streptomyces avermitilis & @
Alkaliphilus metalliredigens [E&l @

Symbiobacterium thermophilum &l @

Staphylococcus epidermidis [E&l @

|Q55BE9_DICDI Dictyostelium discoideum i|
Ustilago maydis [c=1] |l

Schizosaccharomyces pombe |

Bacteroides fragilis [E] @

Bacillus subtilis & @

Staphylococcus saprophyticus o

Alkaliphilus metalliredigens &l @
Francisella tularensis 5] @

Fusobacterium nucleatum o

Streptomyces coelicolor o

Chlorobium phaeobacteroides [5] @
Paramecium bursaria Chlorella virus 1 3

Pyrobaculum aerophilum

Propionibacterium acnes [ @

Encephalitozoon cuniculi [#] [l

Picrophilus torridus [Eur

Caldanaerobacter subterraneus o

Halothermothrix orenii o

Bacillus cereus & @
Clostridium perfringens & @

Treponema denticola 1 @

Bacillus cereus [ @

Bacillus halodurans [ @

Bacillus

licheniformis [F& @

Clostridium acetobutylicum [zl @
Clostridium perfringens [F&] @
Bacillus sp. NRRL B-14911 & @

Pseudomonas aeruginosa o

Anaeromyxobacter dehalogenans o

Deinococcus radiodurans o

Chromohalobacter salexigens [F&] @

Rubrobacter xylanophilus o

Pelobacter carbinolicus [ )

0.2

Bradyrhizobium japonicum [F&] @



EB006

Candy accession:
RefSeq accession:
Uniprot accession:
Comments:

Species affected:
Adjacent taxa in tree:
EC annotation - (Blast/Profile):

RefSeq annotation:
Name of enzyme/protein:
KEGG PATHWAY - level 1:
KEGG PATHWAY - level 2:

Q511Z1_ENTHI
XP_653045.1
C4MAP6_ENTHI

EUKARYOTE
EH
Bacteroides
na

PHOBIUS SP: 0O
PHOBIUS TMD: O

1.00/100

kinase, PfkB family
kinase, PfkB family
Hypothetical proteins
Hypothetical proteins

LIKELY LGT INTO BACTEROIDES FROM A

1.00/100

Zymomonas mobilis [F5o] @

1.00/100

Erythrobacter litoralis [F5] @

Xanthobacter autotrophicus o
1.00/100— Agrobacterium tumefaciens o

0.98/88

L Sinorhizobium meliloti o

Novosphingobium aromaticivorans [F] @

Nitrobacter hamburgensis o
—|0.99/95

Prochlorococcus marinus ()

2 e
Synechococcus sp. CC9902

Magnetospirillum magneticum o

1.00/81

Idiomarina loihiensis o

1.00/77

0.99/78

0.97/84—— Trichodesmium erythraeum o
|

Leptospira interrogans [57] @

L uncultured candidate division OP8 bacterium [] @

uncultured proteobacterium RedeBAC7D11 o
uncultured marine bacterium 311 o
Saccharophagus degradans o

Psychrobacter cryohalolentis [F&o] @

1.00/100—— Arabidopsis thaliana [ [l

1.00/96

L Oryza sativa [Vl [l

Rhodopirellula baltica [#] @

0.96/71

Gloeobacter violaceus [ @

Rubrobacter xylanophilus %] @

1.00/81]

Aeropyrum pernix

1.00/95

1.00/96

1.00/90

Sulfolobus solfataricus

Methanopyrus kandleri

uncultured euryarchaeote Alv-FOS5

Picrophilus torridus

Halothermothrix orenii & @

Halobacterium salinarum

1.00/100

Archaeoglobus fulgidus

0.99/99— Oryza sativa V] [l
Triticum durum [Vl [l

L Arabidopsis thaliana [l [l

1.00/100~ Emericella nidulans [z Il

1.00/99

1.00/100

1.00/100 Leishmania major [eve] Il

1.00/100

0.99/75]

0.5

Bombyx mori [c#] [l

Nicotiana tabacum |
Arabidopsis thaliana [Vl [l
Physcomitrella patens [vi] [l
L Homo sapiens [c=1] Il

- Rattus norvegicus [c#] [l

L Mus musculus [c=] [l

L Aspergillus fumigatus =1 Il
Saccharomyces cerevisiae [ |
Candida glabrata [c=1] [l

L Leishmania donovani [z:c] [l
Dictyostelium discoideum [ |
Drosophila melanogaster [c=] [l
Caenorhabditis briggsae [ [l

[Q511Z1_ENTHI Entamoeba histolytica @] Il |

Bacteroides fragilis [E5] @ <=
Drosophila pseudoobscura =] [l
1.00100] Toxoplasma gondii (5] [l
| Toxoplasma gondii [zv] [l



EBO007

Candy accession: Q50MN5_ENTHI
RefSeq accession: XP_649089.1
Uniprot accession: C4LXC4_ENTHI
Comments: POSSIBLE LGT INTO CAMPYLOBACTER FROM A
PARABASALA
Species affected: TV
Adjacent taxa in tree: Campylobacter
EC annotation - (Blast/Profile): EC:2.7.1.40
PHOBIUS SP: 0
PHOBIUS TMD: O
RefSeq annotation: hypothetical protein
Name of enzyme/protein: Pyruvate kinase
KEGG PATHWAY - level 1: Carbohydrate Metabolism, Nucleotide
Metabolism
KEGG PATHWAY - level 2: Glycolysis / Gluconeogenesis, Purine
metabolism, Pyruvate metabolism

- Mus musculus [ [l

L Homo sapiens [c=1] Il

1.00/100F Macaca fascicularis [ [l

- Pongo pygmaeus [o#] [l

- Bos taurus [c#] [l

L Felis catus [c*]

1.00/99150/72 Tetraodon nigroviridis [ [l

N Danio rerio [c7] [l
0.99/77 Takifugu rubripes [c=] [l
- Gallus gallus [<7] [l
100179 L— Xenopus (Silurana) tropicalis |
Xenopus laevis [ Il
Canis lupus =] [l
Tetraodon nigroviridis [c=] [l
1.00/93— Naumovozyma castellii [ [l
{Candida glabrata [c=1] [l
1 00/98 _Wog)ebaryomyces hansenii [z Il
Candida albicans [ [l
0.99/89) L Eremothecium gossypii [ [l
Saccharomyces cerevisiae [ |
Yarrowia lipolytica [c=1] Il
1.00/98 — Gibberella zeae [ i
1007100 Hypocrea jecorina [c=] [l
100/99 Neurospora crassa [ [ll

L Aspergillus niger [ [l

Cryptococcus neoformans N

Ustilago maydis [c=1] Il

1.00/76 1.00/100 Zea mays vl
_|: Nicotiana tabacum [l [l

- Solanum tuberosum [vi] [l

1.00/100L— Glycine max V&l [l

- Arabidopsis thaliana [vi&l [l

1.00/99 L Citrus sinensis [Vl [l

L Oryza sativa [ [l

Phaeodactylum tricornutum [ |

— Bombyx mori [c=] [l
Drosophila melanogaster [ [l
L Anopheles gambiae [c71] Il
1.00/100f Leishmania mexicana (€] [l
L Leishmania major [£uc] [l
Dictyostelium discoideum [=ic] [l

1.00/87

Encephalitozoon cuniculi [=] [l

Caenorhabditis elegans =1 Il

Drosophila pseudoobscura <=1 [l

Achlya bisexualis [s7] [l

1.00 1.00/99] Ferroplasma acidarmanus
1.00/100 | Picrophilus torridus
Thermoplasma acidophilum

1.00/94] Methanocaldococcus jannaschii

0.99 ' Methanococcus maripaludis

Methanospirillum hungatei

uncultured archaeon GZfos3D4 [

Thermotoga maritima [ @

— Nicotiana tabacum [Vl [l

Ricinus communis [Vi&l [l

1.00 L Arabidopsis thaliana [l [l
1.00100] Natronomonas pharaonis
' Halobacterium salinarum

1.00/100

1.00/89 Methanosarcina mazei
Pyrococcus furiosus

1.00/100] Campylobacter jejuni [F55] @
| Trichomonas vaginalis |
Staphylococcus haemolyticus o
Carboxydothermus hydrogenoformans o
Leptospira interrogans o
Mycobacterium vanbaalenii 21 @
Methylobacterium extorquens o] @
Agrobacterium tumefaciens [F&] @
Bradyrhizobium japonicum [z] @
1.00/100 Oceanicola granulosus ] @

I: Paracoccus denitrificans 5] @
Acidiphilium cryptum [:c] @
Magnetospirillum magneticum o
Phaeodactylum tricornutum [57] [l
1.00/88 Zymomonas mobilis o
Erythrobacter litoralis o] @
Rhodospirillum rubrum [F&s] @
Ralstonia solanacearum o
Pseudomonas putida [F&] @

Cupriavidus pinatubonensis o
Halorhodospira halophila [&] @

1.00/98

1.00/87

1.00/89
Alkalilimnicola ehrlichii o
00/ Vibrio parahaemolyticus [F&] @
Buchnera aphidicola 5] @
© 00100 Thiobacillus denitrificans [F&e] @
Legionella pneumophila o

— Entamoeba histolytica [ |
Entamoeba histolytica |
Q50MN5_ENTHI Entamoeba histolytica o] Il |

1.00/100

1.00100 Prochlorococcus marinus o
' Crocosphaera watsonii o
Sulfolobus tokodaii

Giardia intestinalis [For] Il

Giardia intestinalis [Fo=] [l

Thermus thermophilus 5] @
Aeropyrum pernix

Pyrobaculum aerophilum
Thermoproteus tenax

0.5




EB008

Candy accession:
RefSeq accession:
Uniprot accession:
Comments:

Species affected:

Adjacent taxa in tree:

EC annotation - (Blast/Profile):
PHOBIUS SP:

PHOBIUS TMD:

RefSeq annotation:

Q4DTA6_TRYCR

XpP_817608.1

Q4DTA6_TRYCR

POSSIBLE LGT INTO BACTERIA FROM A
KINETOPLASTID

LM, TC

Protobacteria

EC:1.6.99.1

0

0

prostaglandin F2alpha synthase

NADPH dehydrogenase
Carbohydrate Metabolism
Fructose and mannose metabolism,
sugar and nucleotide sugar metabolism

Name of enzyme/protein:
KEGG PATHWAY - level 1:
KEGG PATHWAY - level 2:

1.00/98

1.00/97

1.00/98

Amino

Agrobacterium tumefaciens o

Burkholderia ambifaria [F&] @

Rhodopseudomonas palustris o
Bradyrhizobium japonicum [F&o] @

L Bradyrhizobium sp. BTAI1 o

Xanthobacter autotrophicus o

Brucella abortus o
1.00/1 oo[

1.00/75

1.00/100

[Brucella suis ()
Brucella melitensis o

Agrobacterium tumefaciens o

Bordetella bronchiseptica o
Xanthomonas campestris o

1.00/100
1.00/82 I: Xanthomonas euvesicatoria [Ffo] @

Dechloromonas aromatica o
1.00/100r- Escherichia coli [F7o] @

0.98/88 Shigella sonnei [F] @
1.00/100 Salmonella enterica [F5] @
1.00/100 Enterobacter cloacae =] @
1.00/100 Yersinia pestis [Fo] @
00199 Chromobacterium violaceum [F5] @
1.00/100 Pseudomonas putida 5] @
1.00/99 Chromohalobacter salexigens o
1.00/98 Thiomicrospira crunogena ®
Ralstonia solanacearum o
0.97/70 Magnetococcus sp. MC-1 [F&] @
Nitrosomonas europaea o
1.00/83 Leishmania major [zc] [l
iQ4DTA6,TRYCR Trypanosoma cruzi [EuG i|
1.00%83 Neptuniibacter caesariensis [ R
1.00/97] Paramecium tetraurelia |
' Tetrahymena thermophila ] [l
1.00/100 1.00/87 Photorhabdus luminescens o
—|: Hahella chejuensis ] @
1 00/56 Acidiphilium cryptum [5] @

Cupriavidus pinatubonensis o

Pseudomonas syringae o

Acinetobacter sp. ADP1 o
1.00/100—— Methanosarcina acetivorans [E0

L Methanosarcina barkeri [E0

1.00/100]
I

Azotobacter vinelandii o

Psychrobacter cryohalolentis o
1.00/100] Gluconobacter oxydans [F&] @

' Zymomonas mobilis [Fze] @

1.00/100

Rhodospirillum rubrum @
Methylobacillus flagellatus [F&] @

Leptospirillum ferrooxidans [\ @

Synechococcus elongatus ®

Trichodesmium erythraeum o
Flavobacteria bacterium BBFL7 [E] @

Pseudomonas fluorescens [l @

Salinibacter ruber [E] @

Ruegeria pomeroyi [F7o] @

Chlorobium limicola [E5] @

Shewanella baltica o

Pseudoalteromonas atlantica [ )

Scytosiphon lomentaria [57] [l

Zea mays [vinl [l
Oryza sativa [Vl [l
Solanum lycopersicum [ |
Arabidopsis thaliana [l [l
Catharanthus roseus [¥i] [l

0.2




EB009

Candy accession:
RefSeq accession:
Uniprot accession:
Comments:

Species affected:

Adjacent taxa in tree:

EC annotation - (Blast/Profile):
PHOBIUS SP:

PHOBIUS TMD:

RefSeq annotation:

Name of enzyme/protein:

KEGG PATHWAY - level 1:

KEGG PATHWAY - level 2:

0.99/79| 1.00/100

1.00/100

1.00/100

Q86IG3_DICDI

XP_644904.1

Q86IG3_DICDI

POSSIBLE LGT INTO BACTERIA FROM A
EUKARYOTE

NA

Planctomycetes

EC:3.1.3.-

0

1

phosphatidylinositol phosphatase
phosphatidylinositol phosphatase
Reaction

Reaction

0.97/72— Rattus norvegicus [=] [l
1.00/100 |: Homo sapiens [ [l
Bos taurus [c=] [l
—— Arabidopsis thaliana [ [l
Oryza sativa [Vl [l

L Zea mays [Vl [l

Caenorhabditis briggsae |

Rhodopirellula baltica [Fi] @ <=
Saccharophagus degradans o

Vibrio parahaemolyticus [F=c] @

Pseudoalteromonas atlantica o

Shewanella denitrificans [FFo] @

Spodoptera frugiperda MNPV

1.00/100
1.00/100 I: Mamestra configurata NPV-A ¢

1
S
/I~

]

Invertebrate iridescent virus 6 %%
Schistosoma japonicum [ |
[Q861G3_DICDI Dictyostelium discoideum o] Il |
Desulfovibrio alaskensis [F] @

— Pyrococcus horikoshii
L— Pyrococcus abyssi

0.5



EBO10

Candy accession:
RefSeq accession:
Uniprot accession:
Comments:

Species affected:

Adjacent taxa in tree:

EC annotation - (Blast/Profile):
PHOBIUS SP:

PHOBIUS TMD:

RefSeq annotation:

Name of enzyme/protein:

KEGG PATHWAY - level 1:

KEGG PATHWAY - level 2:

1.00/98

0.99/87

1.00/100

1.00/86

TV81444064

XP_001308053.

A2FJO8_TRIVA
POSSIBLE LGT
PARABASALA
TV
Treponema
na

Y

0
hypothetical
Hypothetical
Hypothetical
Hypothetical

1.00/100— Nocardia farcinica [z @
_|: Nocardioides sp. JS614 1] @
—{1|T(?0[/)1t88pira interrogans 1 @
Leptospira interrogans o
L Oceanobacillus iheyensis [FE] @
Hahella chejuensis [F5] @
Anaeromyxobacter dehalogenans o
Tetrahymena thermophila 7] [l
L Dictyostelium discoideum [#o] [l

Dictyostelium discoideum [wo] [l

INTO TREPONEMA FROM A

protein

proteins
proteins
proteins

TV81444064 Trichomonas vaginalis i|

Treponema denticola [51] @ <«

0.5




EBO11

Candy accession: TV93234199
RefSeq accession: XP_001326381.1
Uniprot accession: A2DZF4_TRIVA

Comments:

PARABASALA

Species affected: TV
Adjacent taxa in tree: Bacillus
EC annotation - (Blast/Profile): EC:4.6.1.13
PHOBIUS SP: 0
PHOBIUS TMD: O
RefSeq annotation: Phosphatidylinositol-specific

Name of enzyme/protein:

KEGG PATHWAY - level

phospholipase C, X domain containing

protein

lyase
1: Carbohydrate Metabolism

KEGG PATHWAY - level 2: Inositol phosphate metabolism

1

1.00/88

1.00/96; Candida albicans [c=1] Il
.00/79 Candida albicans [c=1] [l

0.99/81

1.00/97

1.00/100
1.00/100

1.00/100

1.00/75

1.00/79

0.96/73

1.00/99

41[

Aspergillus fumigatus [c=] [l
Emericella nidulans [c=] Il
Aspergillus oryzae [ [l

L Gibberella zeae [c#1 [l

Listeria monocytogenes [F&] @
Listeria monocytogenes [F&] @
Listeria monocytogenes [E&] @

Listeria monocytogenes [E&] @
1.00/10000/100 Listeria ivanovii .

L ddstgyria ivanovii o
Listeria ivanovii [F&] @

L Listeria seeligeri (2] @

Bacillus cereus & @
Bacillus thuringiensis F& @
Bacillus thuringiensis F&l @
Bacillus anthracis [F&] @
Bacillus thuringiensis F& @

1.00/92

00/e5; Staphylococcus aureus [E&l @
Staphylococcus aureus [E&] @

Bacillus thuringiensis [z @
Bacillus thuringiensis & @
Bacillus weihenstephanensis 2 @

POSSIBLE LGT INTO BACILLUS FROM A

phosphatidylinositol diacylglycerol-

Debaryomyces hansenii [2] [l
Yarrowia lipolytica [c#] [l
L Eremothecium gossypii [7] [l

TV93234199 Trichomonas vaginalis i|

1.00/99
Trichomonas vaginalis =] [l

1.00100] Cryptococcus neoformans [ |

| Cryptococcus neoformans [ |
Bacteroides fragilis [E5] @
Arabidopsis thaliana [vi&] [l

Tetraodon nigroviridis [c7] [l

Gibberella zeae [c71]

L Burkholderia ambifaria o
- Burkholderia viethamiensis

L Burkholderia sp. 383 o
0.5

— Burkholderia cenocepacia [F5] @

Tetrahymena thermophila 2] [l
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