Table $6. Taxonomic and functional analysis of the protein-coding genes with assigned function identified in the T. phenacola PPER genome.

When two different gene copies exist, only the first one appears on the table, highlighted in yellow in column B (Locus tag). The results of the two methods used for taxonomic assignation, as well as the final taxonomic class finally assigned are indicated on the left (columns D, E and F, ighlighted in blue: ia; in orange,
In the “gene name” column (C) genes that could not be assigned to either category are highlighted in green, while genes that gave an inconsistent result by both methods are highlighted in yellow.
On the right (columns J to N), gene products and functional classification, based on the categories described by Gil et a. (2004) for the core of their proposed minimal genome. The corresponding T. phenacola PAVE orthologous genes are also indicated (column I).
Contig Locustag_| Gene name MEGAN phylomizer Taxonomic class PPER PAVE [product Functional category
TPPER_contigl |[TPPER_00001 |rpsU_A Proteobacteria etaproteobacteria Betaproteobacteria - TPPAVE 010 _|305 ribosomal protein 521 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 12.2.3. Ribosomal proteins
TPPER_00002 _[leuC Burkholderia etaproteobacteria Betaproteobacteria leuc TPPAVE 001 |3 Targe subunit 1 4. METABOLISM 4.4.8i of amino acids 4.4.3. Branched-chain family
TPPER_00003 _[leud Proteobacteria etaproteobacteria Betaproteobacteria leud TPPAVE 002 |31 small subunit 1 4. METABOLISM 24, of amino acids 4.4.3. Branched-chain family
TPPER 00002 _[leud Betaproteobacteria__|Betaproteobacte Betaproteobacteria leus TPPAVE 003 |31 4. METABOLISM 2a. of amino acids 4.4.3. Branched-chain family
[TPPER_00005 |[asd Proteobacteria etaproteobacteria Betaproteobacteria asd TPPAVE 004 _[Asp 4. METABOLISM 24, amino acids 4.4.2. Aspartate family
[TPPER_00006 _[dnak Burkholderia etaproteobacteria Betaproteobacteria dnak TPPAVE 058 _|DNA il subunit alpha 1. INFORMATION STORAGE AND PROCESSING 11.DNA 1.1.2. DNA replication
TPPER_00007 _[rsfS Bacteria Unknown Unknown rsfs TPPAVE 059 _|Ribosomal silencing factor RsfS 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 12.2.4. Ribosome function, and
[TPPER_00008 |cyss Enterobacteriaceae _|Gammaproteobacteria | Gammapr oyss TPPAVE 087 _|Cysteine—tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
[TPPER_00010 [smpB Enter! i Gamm teria__|Gammapr. smpB TPPAVE 098 _[SsrA-binding protein 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5. Translation factors
TPPER 00011 [lepB Vibrionaceae Betaproteobacteria Unknown lepB |§gnal peptidase | 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __|2.1. Protein p
[TPPER 00012 [leus lenir i amm teria__|Gammapr leus TPPAVE 209 _|Leucine—tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 12.2.1. Aminoacyl-tRNA synthetases
TPPER_contig2 |TPPER_00015 |rpmH Proteobacteria etaproteobacteria Betaproteobacteria romH 505 ribosomal protein L34 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00016 _[dnaN [Burkholderiales etaproteobacteria Betaproteobacteria dnaN DNA il subunit beta 1. INFORMATION STORAGE AND PROCESSING 11.DNA 1.1.2. DNAreplication
TPPER_00017 |rpoD [Proteobacteria etaproteobacteria Betaproteobacteria___| rpoD TPPAVE_009 sigma factor RpoD 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.1. Transcripti
[TPPER_00019 _|tils acteriaceae | Gammaproteobacteria__|Gammapr [tits TPPAVE 088 _[tRNA(Ile)-lysidine synthase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.2. tRNA maduration and modification
TPPER 00022 _[trpA i amm teria__|Gammapr oA TPPAVE 007 _|[Tryptophan synthase alpha chain 4. METABOLISM 4.4.8i of amino acids 4.4.1. Aromatic amino acids
[TPPER_00023 |trpB acteriaceae__|Gamm teria__|Gammapr trpB TPPAVE 006 _[Tryptophan synthase beta chain 4. METABOLISM 24, of amino acids 4.4.1. Aromatic amino acids
[TPPER 00024 [trpC acteriaceae__|Unknown Gammapr trpC TPPAVE 080 _[Tryptophan bi protein TrpCF 4. METABOLISM 2a. of amino acids 4.4.1. Aromatic amino acids
[TPPER_00025 _|[trpD (Gammapr ia [Gamm teria_|Gammapr trpD TPPAVE 081 _|Bifunctional protein TrpGD 4. METABOLISM 24, of amino acids 4.4.1. Aromatic amino acids
[TPPER_00028 |mt (Gammapr amm teria__|Gammapr fmt TPPAVE_196 | Methionyl-tRNA for 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.1. Aminoacy-tRNA synthetases
[TPPER_00029 _|def Proteobacteria amm teria__|Gammapr def TPPAVE 197 |Peptide 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __|2.1. Protein p
TPPER_00032 Gamm teria_|Gammaprt pone® TPPAVE_033 |tRNA uridine 5-carboxymethylaminomethyl modification enzyme MnmG |, e e\1ATION STORAGE AND PROCESSING 1.2 RNA 1.2.2. Translation 1.2.2.2. tRNA maduration and modification
[TPPER_00033 Gammaproteobacteria__|Gammapr fimE_1 osomal RNA large subunit 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, and
TPPER_contigs | TPPER_00036 Gammaproteobacteria__|Gammapre rsmi TPPAVE 065 _|Ribosomal RNA small subunit 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, and
TPPER_00037 |lon [Burkholderiales Betaproteobacteria Betaproteobacteria lon Lon protease 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.4. Protein turnover
TPPER_00038 _[cIpX [Proteobacteria etaproteobacteria___|Betaproteobacteria | clpx TPPAVE 013 _|ATP-dependent Clp protease ATP-binding subunit CIpX 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.2. Chaperones
TPPER_contigh |TPPER_00041 amm teria__|Gammapr trxA Thioredoxin-1 4. METABOLISM 4.3 Energy 4.3.1. Electron transport
TPPER_00042 amm teria__|Gammapr argG TPPAVE 015 _|Argini synthase 4. METABOLISM 4.4.8i Famino acids 4.4.4 Glutamate family
TPPER_00043 amm teria__|Gammapr trps Tryptophan-tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacy-tRNA synthetases
TPPER_00044 amm teria__|Gammapr pheT TPPAVE 108 __|Phenylalanine--tRNA ligase beta subunit 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_00045 amm teria__|Gammapr phes TPPAVE_107 TRNA ligase alpha subunit 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_contigs | TPPER_00046 |clpP lenir i amm teria__|Gammapr cpP TPPAVE 014 _|ATP-dependent Clp protease proteolytic subunit precursor 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.2. Chaperones
TPPER 00047 [sers Burkholderia amm teria_[Unknown sers TPPAVE 017 _|[Serine—tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacy -tRNA synthetases
[TPPER_00048 [ghys Enter i amm teria__|Gammapr s Glycine—tRNA ligase beta subunit 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_00049 [ghQ (Gammapr amm teria__|Gammapr glva TPPAVE_203 _|Glycine—tRNA ligase alpha subunit 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacy-tRNA synthetases
TPPER_contigs |TPPER_00051 |IpdA lenir amm teria__|Gammapr IpdA Dihydroli 4. METABOLISM 4.2 Pyruvate and TCA
[TPPER_00052 |[infA_1 (Gammapr amm teria__|Gammapr infA L TPPAVE 154 _|Transiation initiation factor IF-1 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1:2.2. Translation 12.2.5 Translation factors
TPPER 00053 [tnx@ Enterobacteriaceae__|Gamm teria__|Gammapr i@ TPPAVE 018 _|[Thioredoxin reductase 4. METABOLISM 4.3 Energy 4.3.1. Electron transport
TPPER_00055 [aroQ (Gammaproteobacteria [Gammaproteobacteria _|Gammaproteobacteria aroq 3 i 4. METABOLISM 4.4.81 is of amino acids 4.4.1. Aromatic amino acids
TPPER_contig7 |TPPER_00056 _|der [Burkholderiales Betaproteobacteria Betaproteobacteria der TPPAVE 132 _|GTPase Der 1. INFORMATION STORAGE AND PROCESSING 1.2. RNA metabolism 1.2.2. Translation 1.2.2.4. Ribosome function, and
[TPPER_00057 |ybeY [Burkholderiaes Unknown Betaproteobacteria ybeY En YbeY 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.4. Ribosome function, and
TPPER_00058 _|ribE Enter i Gamm teria_|Gammapr i ribE TPPAVE 019 |6 7-dimethyl-8-ri synthase 4. METABOLISM 4.5, of cofactors and vitamins___|4.8.10. Riboflavin
[TPPER_00059 |obg Enter! amm teria__|Gammapr. obe GTPase Obg 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 12.2.4. Ribosome function, and
[TPPER_00060 _|[sspB Burkholderia etaproteobacteria etaproteobacteria sspB TPPAVE 139 _|Stringent starvation protein & 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.4. Protein turnover
TPPER_00061 _[ivD Burkholderiaceae etaproteobacte etaproteobacteria ivD TPPAVE 041 |Bihydroxyrzcid 4. METABOLISM 24, is of amino acids 4.4.3. Branched-chain family
[TPPER_00062 |erpA Proteobacteria etaproteobacteria etaproteobacteria iscA TPPAVE 067 _|Iron-sulfur cluster insertion protein ErpA 4. METABOLISM 25, of cofactors and vitamins ___[4.8.2. FeS bi i
TPPER_00063 _|rpsl Proteobacteria etaproteobacteria etaproteobacteria rpsi TPPAVE 039|305 ribosomal protein 59 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 12.2.3. Ribosomal proteins
TPPER_00064 [tal Burkholderiales etaproteobacteria etaproteobacteria tal TPPAVE 207 4. METABOLISM 41.c 4.1.2. Pentose phosphate pathway
[TPPER_00065 _|frr Enterobacteriaceae _|Gammaproteobacteria__|Gammapr frr TPPAVE 057 _|Ribosome recycling factor 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 12.2.5. Translation factors
TPPER_00066 _[dnaB Enter amm teria__|Gammapr dnaB TPPAVE 112 icative DNA helicase 1. INFORMATION STORAGE AND PROCESSING 11.DNA 1.1.2. DNA replication
TPPER_00067 |rpmA cellular organisms etaproteobacteria etaproteobacteria rpmA TPPAVE pL__|505 ribosomal protein L27 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00068 |rplU Bacteria etaproteobacte etaproteobacteria rplU TPPAVE p2 _[505 ribosomal protein L21 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER_00069 _|[sech Proteobacteria etaproteobacteria etaproteobacteria sech Protein subunit SecA 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __|2.3. Protein trar and secretion
TPPER_contigs |TPPER_00071 | TPPER_00071 [Burkholderia etaproteobacteria etaproteobacteria PPER_00181 Hypothetical protein 5. POORLY CHARACTERIZED
TPPER_00072 |pheA urkholderiales etaproteobacteria etaproteobacteria pheA TPPAVE 047 _|P-protein 4. METABOLISM 2a. is of amino acids 4.4.1. Aromatic amino acids
TPPER 00073 aroA urkholderiaceae etaproteobacteria etaproteobacteria aroA TPPAVE 048 ikimate 1- 4. METABOLISM 2a. is of amino acids 4.4.1. Aromatic amino acids
TPPER 00074 |rpsh urkholderia etaproteobacteria etaproteobacteria rpsh TPPAVE_050 _|30S ribosomal protein S1 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 12.2.3. Ribosomal proteins
TPPER 00075 |rpsP Proteobacteria etaproteobacteria etaproteobacteria rpsP 51_|305 ribosomal protein 516 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00076 |rplS Betaproteobacteria__|Betaproteobacte etaproteobacteria rpls TPPAVE 052|505 ribosomal subunit protein L19 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00077 |metF Burkholderia etaproteobacteria etaproteobacteria metF TPPAVE 053 5,1 reductase 4. METABOLISM 4.5, of cofactors and vitamins ___|4.8.5. One-carbon pool by folate
[TPPER_00078 |ygex Proteobacteria etaproteobacteria etaproteobacteria Veex TPPAVE 054 _|Probable Fe(2+)-trafficking protein 5. POORLY CHARACTERIZED
TPPER_00079 [aroC Betaproteobacteria__|Betaproteobacteria etaproteobacteria aroC TPPAVE_101 _|Chorismate synthase 4. METABOLISM 2a. is of amino acids 4.4.1. Aromatic amino acids
[TPPER_00080 _[infC Betaproteobacteria__|Betaproteobacteria etaproteobacteria infC TPPAVE 104 _|Transiation initiation factor IF-3 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 12.2.5 Translation factors
[TPPER_00250 |rmpl Unknown etaproteobacteria etaproteobacteria [rmpt TPPAVE 105|505 ribosomal protein L35 1. INFORMATION STORAGE AND PROCESSING 1.2. RNA metabolism 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00081 |rpIT cellular organisms etaproteobacteria etaproteobacteria rpIT TPPAVE_106__|505 ribosomal protein L20 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_contigd |TPPER_00083 [prfA A Gammapr amm Gammapr prfA A TPPAVE 079 _|Peptide chain release factor 1 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5. Translation factors
[TPPER_00084 |panB (Gammapr amm Gammapr panB 3-methy-2 4. METABOLISM 45, of cofactors and vitamins ___[4.89. and CoAbi
TPPER_00085 _|alas Enter amm Gammapr alas Alanine-—tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 12.2.1. Aminoacyl-tRNA synthetases
TPPER_00087 |gros Enter amm Gammapr ros TPPAVE 056 |10 kDa chaperonin 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.2. Chaperones
TPPER_00089 |groL Enter amm Gammapr roL TPPAVE 055 |60 kDa chaperonin 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __|2.2. Chaperone:
TPPER_contigl0 [TPPER_00030 _|ilv Burkholderia etaproteo Betaproteobacteria iivt synthase isozyme 3 large subunit 4. METABOLISM 24, of amino acids 4.4.3. Branched-chain family
TPPER_00091 _[ivC Burkholderiales etaproteo Betaproteobacteria iive TPPAVE 061 _|Ketol-acid 4. METABOLISM 24, of amino acids 4.4.3. Branched-chain family
TPPER_00092 _[levA Burkholderiaceae etaproteo Betaproteobacteria leuA TPPAVE 062 |21 synthase 4. METABOLISM 2a. of amino acids 4.4.3. Branched-chain family
TPPER_00093 |[rpsO Bact nknown Unknown 050 TPPAVE 063 _|305 ribosomal protein 515 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 12.2.3. Ribosomal proteins
[TPPER 00094 |map Enterobacteriaceae _|Gamm teria_[Gammapr map ionine ami 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __|2.1. Protein p
TPPER_00095 |dapB (Gammapr ia |Gamm teria__|Gammapr dapB TPPAVE 210 _[4-hydroxy-tetrahy reductase 4. METABOLISM 4.4.8i is of amino acids 4.4.2. Aspartate family
[TPPER_00097 |hisG_A amm teria__|Gammapr hisG_A TPPAVE 145 _|ATP phosphoril 4. METABOLISM 24, Famino acids 4.4.5. Histidin
[TPPER_00098 |prmC_A amm teria__|Gammapr prmC A [TPPAVE 078 |Release factor glutamine 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 12.2.5. Translation factors
TPPER_contigll [TPPER_00100 [prfB_A amm teria__|Gammapr prf_A TPPAVE 069 _|Peptide chain release factor 2 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5. Translation factors
TPPER 00105 |rpmB Proteobacteria etaproteobacteria Betaproteobacteria rpmB TPPAVE 073|505 ribosomal protein L28 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00249 |rpmG Bacteria etaproteobacteria Betaproteobacteria rpmG TPPAVE_072 ’EOS tibosomal protein L33 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2.3. Ribosomal proteins
TPPER_00106 [cspA Betaproteobacteria__|Betaproteobacteria Betaproteobacteria cspA TPPAVE 071 _|Cold shock protein CspA 1. INFORMATION STORAGE AND PROCESSING 12.RNA 121.1ra
TPPER 00107 |dapA Burkholderiales etaproteobacteria Betaproteobacteria dapA TPPAVE 070 _|4-hydroxy-tetrahydrodipi synthase 4. METABOLISM 4.4.8i is of amino acids 4.4.2. Aspartate family
[TPPER_00108 _|fdx Proteobacteria etaproteobacteria Betaproteobacteria fax TPPAVE 068 _|2Fe-25 ferredoxin 4. METABOLISM 4.3 Energy 4.3.1. Electron transport
TPPER_00109 |rpsB Bacteria etaproteobacteria Betaproteobacteria rpsB TPPAVE 096|305 ribosomal protein 52 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 12.2.3. Ribosomal proteins




TPPER_00110 _|dapD Proteobacteria etaproteobacteria Betaproteobacteria dapD TPPAVE0%5 2345 2 N 4. METABOLISM 4. of amino acids 4.4.2. Aspartate family
TPPER_contigl2 [TPPER 00111 [thrB urkholderia etaproteobacte Betaproteobacteria tnre TPPAVE 012 _|Homoserine kinase 4. METABOLISM 24, of amino acids 4.4.2. Aspartate family
[TPPER 00112 |[trpE urkholderia etaproteobacteria Betaproteobacteria trpE TPPAVE 083 synthase 1 4. METABOLISM 2a. of amino acids 4.4.1. Aromatic amino acids
TPPER 00113 _[trpG urkholderiales etaproteobacteria Betaproteobacteria trpG TPPAVE 082 synthase 2 4. METABOLISM 24, of amino acids 4.4.1. Aromatic amino acids
TPPER 00114 |acnA urkholderiales etaproteobacteria Betaproteobacteria acnA Aconitate hydratase 1 4. METABOLISM 4.2 Pyruvate and TCA i
TPPER 00115 [rpmF etaproteobacteria__|Unknown Betaproteobacteria rpmF TPPAVE_ 022|505 ribosomal protein 132 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00116 _|TPPER_00116 |Burkholderia ctaproteobacteria___[Betaproteobacteria | [TPPER_00116 [TPPAVE 023 idine synthase, RIuA family protein 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, and
TPPER 00118 _|ligh nter amm teria__|Gammapr ligh DNA ligase 1. INFORMATION STORAGE AND PROCESSING 11.DNA 1.1.2. DNA replication
TPPER 00119 |grpE Enter amm teria__|Gammapr grpE TPPAVE 028 _|Protein GrpE 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.2. Chaperones
[TPPER_00120 |argF Enter amm teria__|Gammapr argF TPPAVE 035 _|Ornithine chain F 4. METABOLISM 4.4.8i is of amino acids 4.4.4 Glutamate family
[TPPER 00121 [cysk Enter amm teria__|Gammapr cysK Cysteine synthase A 4. METABOLISM 24, is of amino acids 4.4.6. Serine family
TPPER 00122 |rpsT Enter nknown Gammapr rpsT TPPAVE 036|305 ribosomal protein 520 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00123 _[iles Enter amm teria_|Gammapr iles TPPAVE 074 _|Isoleucine—tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_contigl3 [TPPER 00127 |gitX B Enter amm teria__|Gammapr gitx. TPPAVE 091 | TRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_contiglé [TPPER_00129 _|hiss Enter amm teria__|Gammapr hiss TPPAVE 133 _|Histidine-tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_00130 _|riuD Enter amm teria__|Gammapr ruD |1bosumz| large subunit pseudouridine synthase D 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, ion and
TPPER 00132 _|lysC [Proteobacteria ctaproteobacteria___|Betaproteobacteria | ysC TPPAVE 089 _|Lysine-sensitive aspartokinase 3 4. METABOLISM 4.4.8i is of amino acids 4.4.2. Aspartate family
[TPPER 00133 |pros Enter! amm teria__|Gammapr pros TPPAVE_127 _|Proline--tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.1. Aminoacy-tRNA synthetases
TPPER 00134 rpiM (Gammapr amm teria__|Gammapr rpIM TPPAVE 038|505 ribosomal protein L13 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00135 [gins Enter amm teria__|Gammapr gins TPPAVE_129 amine-—tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
[TPPER 00136 _|vals Enter! amm teria__|Gammapr vals TPPAVE_099 _|Valine--tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacy -tRNA synthetases
TPPER_00140 |rpmE Bacteria amm teria__|Gammapr rpmE TPPAVE_115 _|50S ribosomal protein L31 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER_00141 _|tsaD nter amm teria__|Gammapr tsaD TPPAVE 011 [tRNA N6-adenosii 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.2 tRNA maduration and modification
[TPPER 00142 |tyrs Enter amm teria__|Gammapr tyrs Tyrosine--tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacy-tRNA synthetases
[TPPER_00143 |tadA Enter amm teria__|Gammapr tadA TPPAVE_100 _[tRNA-specific adenosine deaminase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.22.2.RNA ion and modification
[TPPER_00145 |pykF Enter amm teria__|Gammapr DyKF Pyruvate kinase | 4. METABOLISM 41.c 4.1.1.Glycolysis
[TPPER_00148 |cysG_B Enter amm teria__|Gammapr cysG_B Siroheme synthase, , N-terminal domain 4. METABOLISM 45, of cofactors and vitamins ___|4.8.7. Heme and porphirin metabolism
[TPPER_00149 [cysG_C Enter Unknown Gammapr cysG_C Siroheme synthase, C-terminal domain 4. METABOLISM 3 of cofactors and vitamins___|4.8.7. Heme and porphirin metabolism
TPPER_contigls [TPPER_00150 |iscA Bacteria nknown Unknown iscA TPPAVE 040 _|Iron-sulfur cluster insertion protein IscA 4. METABOLISM 45, of cofactors and vitamins___|4.8.2. Fes bi i
[TPPER_00151 'Eu Betaproteobacteria__|Betaproteobacteria Betaproteobacteria iscU TPPAVE_066.1 |NifU-like protein 4. METABOLISM 3 Cofactors and vitamins __|4.8.2. FeS bi
TPPER 00152 _[iscs Burkholderiaceae __[Betaproteobacteria Betaproteobacteria iscs TPPAVE 066 _|Cysteine 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1222 tRNA and modification
[TPPER 00153 |[infB Proteobacteria etaproteobacteria Betaproteobacteria infe TPPAVE_109 _|Transiation initiation factor IF-2 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5 Translation factors
TPPER 00154 [rbiA Unknown Unknown Unknown oA ibosome-binding factor A 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, and
[TPPER_00155 |[such Burkholderiales Betaproteobacteria Betaproteobacteria such TPPAVE 076 '— EL 4. METABOLISM 4.2 Pyruvate and TCA
[oi i i id i of 2-
TPPER_00156 _|sucB Proteobacteria amm teria_|Gammapre D TPPAVE 077 | complex 4. METABOLISM 4.2 Pyruvate and TCA
[TPPER 00157 |rpsk Burkholderiales etaproteobacteria Betaproteobacteria rpsF. TPPAVE_110_|30S ribosomal protein S6 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1:2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00158 |rpsk Proteobacteria etaproteobacteria Betaproteobacteria rpsk TPPAVE_111 _|305 ribosomal protein 518 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00159 |rpl Alphaproteobacteria _|Betaproteobacteria Unknown ol 505 ribosomal protein L9 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00160 |hom Bacteria etaproteobacteria Betaproteobacteria hom Homoserine dehydrogenase 4. METABOLISM 4.4.8i is of amino acids 4.4.2. Aspartate family
[TPPER_00161 _[thrC Burkholderiaceae etaproteobacteria Betaproteobacteria thrc TPPAVE 114 _|Threonine synthase 4. METABOLISM 24, is of amino acids 4.4.2. Aspartate family
TPPER_contigl6 [TPPER 00162 |argH_B [Enter i Gamm teria__|Gammapr i argH B TPPAVE 116 _[Argi inate lyase 4. METABOLISM 24, is of amino acids 4.4.4 Glutamate family
TPPER 00163 [rmpA Unknown nknown Unknown rmpA P protein 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1222 RNA and modification
TPPER_contigl7 [TPPER_00164 |rimE_2 Proteobacteria ctaproteobacteria Betaproteobacteria fimE_2 TPPAVE 119 _|Ribosomal RNA large subunit 3 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, ion and
[TPPER_00165 |carB Burkholderia etaproteobacteria Betaproteobacteria carB TPPAVE_120 _|Carbamoyl-phosphate synthase large chain 4. METABOLISM 4.4.8i is of amino acids 4.4.4 Glutamate family
[TPPER_00166 |carA Betaproteobacteria__|Betaproteobacteria Betaproteobacteria carh TPPAVE 121 _|Carbamoyl-phosphate synthase small chain 4. METABOLISM 24, is of amino acids 4.4.4 Glutamate family
[TPPER 00167 |dnaQ A Betaproteobacteria__|Betaproteobacteria Betaproteobacteria dnaQ A [TPPAVE 122 [DNA il subunit epsilon 1. INFORMATION STORAGE AND PROCESSING 11.DNA i 1.1.2. DNA replication
[TPPER_00168 [dnaQ_B Proteobacteria etaproteobacteria Betaproteobacteria dnaq_B DNA il subunit epsilon 1. INFORMATION STORAGE AND PROCESSING 11.DNA 1.1.2. DNA replication
TPPER_00169 _[TPPER 00169 |Unknown Unknown Unknown TPPER_00169 protein 5. POORLY CHARACTERIZED
TPPER_contigls [TPPER_00174 |hisl B Bacteria Gamm teria_|Gammapr hisl_B TPPAVE 140 _|Histidine bi i protein HislE 4. METABOLISM 24 is of amino acids 4.4.5_Histidine
TPPER_00175 Gamm teria__|Gammapr. hisF TPPAVE_141 _|[Imidazole glycerol phosphate synthase subunit HisF 4. METABOLISM 2a. is of amino acids 4.4.5. Histidine
e TopAVE_ 142 |1-(5-Phosphoribosyl)5-(5- phosphoribosylaminomethyideneaminol
TPPER_00176 Gamm teria_|Gammapre imidazole-4-carboxamide isomerase 4. METABOLISM 2.0, of amino acids 4.4.5. Histidine
TPPER_00177 Gamm teria__|Gammapr hisH TPPAVE_143 _|imidazole glycerol phosphate synthase subunit HisH 4. METABOLISM 24, of amino acids 4.4.5. Histidine
TPPER_00178 i amm teria__|Gammapr. hisB_B TPPAVE_144 _|Histidine bi is bifunctional protein HisB 4. METABOLISM 24, of amino acids 4.4.5. Histidine
TPPER_contigld [TPPER_00183 [aroB Burkholderiales etaproteobacteria Betaprote aroB TPPAVE_146 synthase 4. METABOLISM 24, amino acids 4.4.1. Aromatic amino acids
TPPER 00184 |rpiQ Betaproteobacteria__|Betaproteobacte Betaprote rpla TPPAVE_148 _|50S ribosomal protein L17 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00185 rpoA Burkholderiales etaproteobacteria Betaproteobacteria rpoA TPPAVE_149 'WAV rected RNA polymerase subunit alpha 1. INFORMATION STORAGE AND PROCESSING 12.RNA 121.7ra
TPPER_00186 |rpsD Gammaproteobacteria [Betaproteobacteria nknown rpsD TPPAVE_150 _|305 ribosomal protein 54 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00187 |rpsk Proteobacteria etaproteobacteria etaproteobacteria rpsk TPPAVE_151 _|305 ribosomal protein S11 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00188 [rpsM Bacteria etaproteobacteria etaproteobacteria rpsM TPPAVE_152 _|305 ribosomal protein 513 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER_00251 [rpmJ Unknown etaproteobacteria etaproteobacteria [romy TPPAVE 153|505 ribosomal protein L36 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00189 |infA_2 Betaproteobacteria__|Betaproteobacteria acteria infA 2 TPPAVE 154 _|Transiation initiation factor IF-1 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5 Translation factors
[TPPER_00190 |[secy Bacteria etaproteobacte acteria secv TPPAVE 155 _|[Protein subunit SecY 2. PROTEIN PROCESSING, FOLDING, AND SECRETION __[2.3. Protein and secretion
[TPPER 00191 |rpl0 Proteobacteria etaproteobacteria acteria rpl0 TPPAVE_156 ls_os ibosomal protein L15 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1:2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00192 |rpmD Burkholderiales etaproteobacteria acteria rpmD TPPAVE_157 _|505 ribosomal protein L30 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00193 |rpsE Betaproteobacteria__|Betaproteobacteria acteria rpsE TPPAVE_158 _|30S ribosomal protein S5 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00194 |rpIR Proteobacteria etaproteobacteria acteria rpIR TPPAVE_159 _|505 ribosomal protein L18 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00195 |rplF Proteobacteria etaproteobacteria acteria rpIF TPPAVE_160 _[50S ribosomal protein L6 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00196 |rpsh Proteobacteria etaproteobacteria acteria rpsh TPPAVE_161__|30S ribosomal protein S8 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00197 |rpsN Betaproteobacteria__|Betaproteobacte acteria rpsN TPPAVE_162 _|305 ribosomal protein 514 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00198 |rplE Proteobacteria etaproteobacteria etaproteobacteria rpIE TPPAVE_163 _[50S ribosomal protein L5 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00199 |rpIN Proteobacteria etaproteobacteria etaproteobacteria rpIN TPPAVE_164 _|505 ribosomal protein L14 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER_00200 |rpsQ Proteobacteria etaproteobacteria etaproteobacteria rpsQ TPPAVE_165 _|305 ribosomal protein 517 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00201 |rpiP Betaproteobacteria__|Betaproteobacteria acteria rpIP TPPAVE_166__|505 ribosomal protein L6 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00202 |rpsC Betaproteobacteria__|Betaproteobacteria acteria rpsC TPPAVE_167 _|30S ribosomal protein 53 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00203 |rpIV Betaproteobacteria__|Betaproteobacteria acteria rpIV TPPAVE_168 _|505 ribosomal protein L22 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00202 |rpss Bacteria etaproteobacte acteria rpsS TPPAVE_169 _|305 ribosomal protein 519 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00205 |rplB Burkholderiales etaproteobacteria acteria rplB TPPAVE_170__[50S ribosomal protein L2 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00206 _[TPPER 00206 | Unknown nknown TPPER_00206 [TPPAVE_171 ical protein 5. POORLY CHARACTERIZED
TPPER_00207 |rpiD Betaproteobacteria__|Betaproteobacteria Betaproteobacteria rpID TPPAVE_172 _[50S ribosomal protein L4 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1:2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER 00208 |rpiC Burkholderiales etaproteobacteria Betaproteobacteria rpiC TPPAVE_173 _[50S ribosomal protein L3 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00209 |rps) Alphaproteobacteria__|Betaproteobacteria nknown rps) TPPAVE_174__|305 ribosomal protein 510 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
[TPPER_00210 _|tufA urkholderiales etaproteobacteria acteria tufA TPPAVE_175 | Elongation factor Tu 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5 Translation factors
[TPPER 00211 _|[fusA urkholderiaceae nknown acteria fush TPPAVE 176 _|Elongation factor G 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.5 Translation factors
TPPER 00212 |rpsG etaproteobacteria__|Betaproteobacteria acteria 1psG TPPAVE_177 _|30S ribosomal protein S7 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00213 |rpsL urkholderiales etaproteobacteria acteria rpsL. TPPAVE_178 _|305 ribosomal protein 512 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins
TPPER 00214 |rpoC urkholderiales etaproteobacteria acteria rpoC TPPAVE_179 | DNA-directed RNA polymerase subunit beta’ 1. INFORMATION STORAGE AND PROCESSING 12.RNA 121.7ra
TPPER 00215 |rpoB urkholderiales etaproteobacteria acteria rpoB TPPAVE_180 | DNA-directed RNA polymerase subunit beta 1. INFORMATION STORAGE AND PROCESSING 12.RNA 121.7ra
TPPER 00216 |rplL Bacteria etaproteobacteria etaproteobacteria rpIL TPPAVE_180.1 |50S ribosomal protein L7/L12 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins




[TPPER_00217 _|[rpl) Proteobacteria nknown nknown rpl) TPPAVE_181 505 ribosomal protein L10 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins

TPPER_00218 _|rplA Bacteria etaproteobacteria etaproteobacteria rpIA TPPAVE_182 505 ribosomal protein L1 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA 1.2.2 Translation 1.2.2.3. Ribosomal proteins

TPPER_00219 | rplK Proteobacteria etaproteobactes etaproteobacteria rplK TPPAVE_183 505 ribosomal protein L11 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA 1.2.2 Translation 1.2.2.3. Ribosomal proteins
TPPER_contig20 |TPPER_00224 |rplY roteobacteria etaproteobacteria etaproteobacteria rplY TPPAVE_200 505 ribosomal protein L25 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA 1.2.2. Translation 1.2.2.3. Ribosomal proteins

TPPER_00225 _|dnal urkholderiaceae etaproteobacteria etaproteobacteria dna TPPAVE_026 _|Chaperone protein DnaJ 2. PROTEIN PROCESSING, FOLDING, AND SECRETION 2.2 Chaperones

TPPER_00226 _|dnaK urkholderia etaproteobacteria etaproteobacteria dnak TPPAVE_027 _|Chaperone protein Dnak 2. PROTEIN PROCESSING, FOLDING, AND SECRETION 2.2 Chaperones

TPPER_00227 _|aroG urkholderiaceae etaproteobacteria etaproteobacteria aroG TPPAVE_029 _|Phospho-2-dehydro-3 aldolase, Phe-sensitive 4. METABOLISM 2.2 Bi is of amino acids 4.4.1. Aromatic amino acids

TPPER_00228 _|lipA etaproteobacteria__|Betaproteobacteria etaproteobacteria lipA Lipoyl synthase 4. METABOLISM 28 ism of cofactors and vitamins 4.8.3- Lipoate biosynthesis

TPPER 00229 |metE Burkholderiales etaproteobacteria__|Betaproteobacteria mete TPPAVE_031 4. METABOLISM 2.4, Bi is of amino acids 4.4.2. Aspartate family
TPPER_contig21 |TPPER_00231 i amm teria__|Gammaproteobacteria asps TPPAVE 206 _|Aspartate--tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases

TPPER_00233 amm teria__|Gammapr rimB. TPPAVE_117 _|235 rRNA (guanosine-2-0: RImB 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA i 1.2.2. Translation 1.2.2.4. Ribosome function, ion and

TPPER 00234 ammaproteobacteria__|Gammapr cys) Sulfite reductase [NADPH] in alph 4. METABOLISM 4.7 Sulfure

TPPER_00235 amm teria__|Gammapr cys! Sulfite reductase [NADPH] 4. METABOLISM 4.7 Sulfure

TPPER_00236 ammaproteobacteria__|Gammapr cysH i reductase 4. METABOLISM 4.7 Sulfure

TPPER_00240 ammaproteobacteria__|Gammapr cysE Serine 4. METABOLISM 2.2 Bi is of amino acids 4.4.6_Serine family

TPPER_00241 amm teria__|Gammapr lysS Lysine--tRNA ligase 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.1. Aminoacyl-tRNA synthetases
TPPER_contig22 |TPPER_00243 Gamm teria__|Gammaproteobacteria pnp i 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA 1.2.3. RNA degradation

TPPER_00245 Gamm teria__|Gammapr rsmD TPPAVE_ 201 _|Ribosomal RNA small subunit D 1. INFORMATION STORAGE AND PROCESSING 12.RNA 1.2.2. Translation 1.2.2.4. Ribosome function, ion and

TPPER_00246 Gammaproteobacteria__|Gammapr. aroK TPPAVE_147 _|Shikimate kinase 1 4. METABOLISM 2.2 Bi is of amino acids 4.4.1. Aromatic amino acids

TPPER_00247 Unknown Gammapr tsaB N ine bi is protein TsaB 1. INFORMATION STORAGE AND PROCESSING 1.2.RNA i 1.2.2. Translation 1222 tRNA ion and modification
TPPER_contig23 |TPPER_00248 Gamm teria__|Gammapr mnmE GTPase MnmE 1. INFORMATION STORAGE AND PROCESSING 12.RNA i 1.2.2. Translation 1222 tRNA ion and modification




