
Bacteria – non redundant

>tdbD00010839 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Val GAC
-ACGTTCGTAGCTCAATT-GGTT-AGAGCGCTACCATGACATGGTAGAA-------------------GTTAGTGGTTCAAGTCCACTCGAACGTA---
>tdbD00010840 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Val TAC
-GGGTGATTAGCTCAGTT-GGT--AGAGCTCCTCCTTTACACGGAGGAA-------------------GTCGGCGGTTCGAGTCCGTCATCACCCA---
>tdbD00011132 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Val GAC
-ATGTCCGTAACTCAGTCAGGT--AGAGTGCCATCATGACATGATGGAA-------------------GTCAGTGGTTCAATTCCACTCGGACATACCA
>tdbD00011131 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Val TAC
-GGGTGATTAGCTCAATT-GGT--AGAGCATCTCCTTTACACGGAGAAG-------------------GTCGGCGGTTCGAGACCGTCATCACCCA---
>tdbD00011039 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Val GAC
-ACGTTCGTAGCTCAATA-GGTT-AGAGCATTACCATGACATGGTAGAG-------------------GTTAGTGGTTCAAGTCCACTCGAACGTA---
>tdbD00011038 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Val TAC
-AGGTGATTAGCTCAGTT-GGT--AGAGCTCCTCCTTTACACGGAGGAA-------------------GTCGGCGGTTCGAGTCCGTCATCACCTACCA
>tdbD00011236 Candidatus_Blochmannia_floridanus 203907 Val GAC
-GCGTTCTTAGCTCAGTT-GGTT-AGAGTGCTACCGTGACATGGTAGAG-------------------GTCGATGGTTCGAGTCCATTAGAACGCA---
>tdbD00011237 Candidatus_Blochmannia_floridanus 203907 Val TAC
-AGGTGATTAGCTCAATA-GGT--AGAGTATCTCTCTTACAAGGAGAAG-------------------GTCGGCGGTTCAAATCCGCCATCACCTA---
>tdbD00011030 Chlorobium_tepidum_TLS 194439 Val TAC
-GGGTCTCTAGCTCAGCT-GGTT-AGAGCGACTGGTTTACACCCAGTAG-------------------GTCGGGGGTTCGAATCCCTCGGGACCCA---
>tdbD00011127 Coxiella_burnetii_RSA_493 227377 Val TAC
-GGGTGCTTAGCTCAGTT-GGT--AGAGCGTCGCCCTTACAAGGCGAAT-------------------GTCGGGGGTTCGAATCCCTCAGCACCCA---
>tdbD00003122 Escherichia_coli 562 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00003123 Escherichia_coli 562 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00003121 Escherichia_coli 562 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010864 Escherichia_coli_O157H7 83334 Val TAC:
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GGCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010845 Neisseria_meningitidis_MC58 122586 Val TAC
-GGGTGATTAGCTCAGTT-GGT--AGAGTGTCTGCCTTACAAGCAGAAT-------------------GTCGGCGGTTCGACTCCGTCATCACCCACCA
>tdbD00010846 Neisseria_meningitidis_MC58 122586 Val TAC
-GGGTGATTAGCTCAGTT-GGT--AGAGCGTCTGCCTTACAAGCAGAAT-------------------GTCGGCGGTTCGACTCCGTCATCACCCACCA
>tdbD00011152 Nitrosomonas_europaea_ATCC_19718 228410 Val TAC
-GGGTGCTTAGCTCAGCT-GGT--AGAGCGTCGCCCTTACAAGGCGAAT-------------------GTCGGGGGTTCGATCCCCTCAGCACCCACCA
>tdbD00010893 Pseudomonas_aeruginosa_PAO1 208964 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCATCTGCCTTACAAGCAGAGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00011157 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCAGCTGCCTTACAAGCAGCGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010935 Ralstonia_solanacearum_GMI1000 267608 Val CAC
-GGGTGGTTAGCTCAGC--GGT--AGAGCACTGCCTTCACACGGCAGGG-------------------GTCACAGGTTCAATCCCTGTACCACCCACCA
>tdbD00010934 Ralstonia_solanacearum_GMI1000 267608 Val TAC
-GGGTGCTTAGCTCAGTT-GGT--AGAGCGGCGCCCTTACAAGGCGTAG-------------------GTCGGGAGTTCGAGCCTCTCAGCACCCACCA
>tdbD00010920 Rickettsia_conorii_str._Malish_7 272944 Val GAC
-GGGTGATTAGCTCAGTT-GGTT-AGAGCATTACGTTGACATCGTAAAG-------------------GTCGGTGGTTCGAGCCCACTATCACTCACCA
>tdbD00011041 Rickettsia_prowazekii_str._Madrid_E 272947 Val GAC
-GGGTGATTAGCTCAGTT-GGTT-AGAGCATTACGTTGACATCGTAAAG-------------------GTCAGTGGTTCGAGTCCACTATCACCCACCA
>tdbD00011191 Rickettsia_typhi_str._Wilmington 257363 Val GAC
-GGGTGATTAGCTCAGTT-GGTC-AGAGTATTACGTTGACATCGTAAAG-------------------GTCAGTGGTTCGAACCCACTATCACCCACCA
>tdbD00010943 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Val GAC
-GCGTCTGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTCAGACGCACCA
>tdbD00010944 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATACCGTCATCACCCACCA
>tdbD00011096 Shigella_flexneri_2a_str._301 198214 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00010896 Thermotoga_maritima_MSB8 243274 Val CAC
-GGGTGCGTAGCTCAGG--GGG--AGAGCGCTTCCCTCACGAGGAAGAG-------------------GTCGCAGGTTCGAATCCTGCCGCACCCACCA
>tdbD00010897 Thermotoga_maritima_MSB8 243274 Val GAC
-GGGTGCGTAGCTCAGT--GGG--AGAGCGCTTCCTTGACGAGGAAGAG-------------------GTCGCAGGTTCAATCCCTGCCGCACCCACCA
>tdbD00010849 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Val GAC
-GCGTCTATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTTAGACGCACCA
>tdbD00011225 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Val GAC
-GGGTAATTAGCTCAGTT-GGT--AGAGCACTTGCTTGACGTGCAAGCG-------------------GTCGCTGGTTCGAACCCAGTGTTACCCA---
>tdbD00011061 Xanthomonas_axonopodis_pv._citri_str._306 190486 Val TAC
-GGGTGCTTAGCTCAGC--GGT--AGAGCGTCTCCCTTACACGGAGAGG-------------------GTCGGGGGTTCGAAACCCTCAGCACCCACCA
>tdbD00010901 Xylella_fastidiosa_9a5c 160492 Val TAC
-GGGTGCTTAGCTCAGC--GGT--AGAGCGTCTCCCTTACAAGGAGAGG-------------------GTCGGGGGTTCGAAACCCTCAGCACCCACCA
>tdbD00011118 Xylella_fastidiosa_Temecula1 183190 Val TAC
-GGGTGCTTAGCTCAGC--GGT--AGAGCGTCTCCCTTACAAGGAGAGG-------------------GCCGGGGGTTCGAAACCCTCAGCACCCACCA
>tdbD00011197 Yersinia_pestis_biovar_Microtus_str._91001 229193 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTCGGACGCACCA
>tdbD00011198 Yersinia_pestis_biovar_Microtus_str._91001 229193 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTAGAACGCACCA
>tdbD00011201 Yersinia_pseudotuberculosis_IP_32953 273123 Val GAC



-GCGTTCTTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTAGAACGCACCA
>tdbD00001132 Acetobacter_aceti 435 Ile GAT
-GGGCTAGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCTGGCCCACCA
>tdbD00001140 Acholeplasma_laidlawii 2148 Ile CAT
-GGACCCGTAGCTCAGTT-GGTT-AGAGCTACCGGCTCATAACCGGTCG-------------------GTCGTTGGTTCGAGTCCAACCGGGTCCACCA
>tdbD00001161 Acidithiobacillus_ferrooxidans 920 Ile GAT
-GGGCCTATAGCTCAGCT-GGCT-AGAGCACACGCCTGATAAGCGTGAG-------------------GTCAGTGGTTCGAGTCCACTTGGGCCCACCA
>tdbD00005896 Agrobacterium_tumefaciens_str._C58 176299 Ile GAT
-GGGCCCGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGTAGTTCGAGTCTACCCGGGCCCACCA
>tdbD00005876 Aquifex_aeolicus_VF5 224324 Ile GAT
-GGGCCTCTAGCTCAGCT-GGTT-AGAGCGTGCCCCTGATAAGGGCAAG-------------------GTCCCAGGTTCGAGTCCTGGGAGGCCCA---
>tdbD00005999 Bacillus_anthracis_str._Ames 198094 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCACCA
>tdbD00005972 Bacillus_halodurans_C-125 272558 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCCACCA
>tdbD00005973 Bacillus_halodurans_C-125 272558 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCAGGCCCACCA
>tdbD00001156 Bacillus_subtilis 1423 Ile CAT
-GGACCTTTAGCTCAGTT-GGTT-AGAGCAGACGGCTCATAACCGTCCG-------------------GTCGTAGGTTCGAGTCCTACAAGGTCCACCA
>tdbD00001155 Bacillus_subtilis 1423 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTCAGGCCCACCA
>tdbD00001124 Bartonella_bacilliformis 774 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00001126 Bartonella_henselae 38323 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------T-CGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00001127 Bartonella_quintana 803 Ile GAT
-GGGCTTGTAGCTCAGCT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00006002 Bdellovibrio_bacteriovorus_HD100 264462 Ile GAT
-GGGCCTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAAGTTCGAGTCTTCCCAGGCCCACCA
>tdbD00005974 Bradyrhizobium_japonicum_USDA_110 224911 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAAGTTCAAGTCTTCCCAGGCCCACCA
>tdbD00001182 Brucella_abortus 235 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00001183 Brucella_abortus 235 Ile GAT
-GGGCTTGTAGCTCAGTT-GGT--AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00005847 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Ile GAT
-AGGCTTGTAGCTCAGAT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAATTCCACTCAGGCCTACCA
>tdbD00005989 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Ile GAT
-AGGCTTGTAGCTCAGCTTGGTC-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAATTCCACTCAGGCCTA---
>tdbD00005947 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Ile GAT
-AGGCTTGTAGCTCAGAT-GGTA-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAACTCCACTCAGGCCTACCA
>tdbD00001177 Campylobacter_jejuni 197 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGTGCACCCCTGATAAGGGTGAG-------------------GTCACAAGTTCAAGTCTTGTTAGGCCCACCA
>tdbD00006039 Candidatus_Blochmannia_floridanus 203907 Ile GAT
-AGGCTTGTAGCTCAGCC-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTA---
>tdbD00005866 Caulobacter_crescentus_CB15 190650 Ile GAT
-AGGCCTGTAGCTCAGGT-GGTT-AGAGCGTACGCCTGATAAGCGTAAG-------------------GTCGGCAGTTCGAGTCTGCCCAGGCCTACCA
>tdbD00001179 Caulobacter_vibrioides 155892 Ile GAT
-AGGCCTGTAGCTCAGGT-GGTT-AGAGCGTACGCCTGATAAGCGTAAG-------------------GTCGGCAGTTCGAGTCTGCCTAGGCCTACCA
>tdbD00005943 Chlorobium_tepidum_TLS 194439 Ile GAT
-GGGCCTGTAGCTCAGTT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCAGTGGTTCAAATCCACTCAGGCCCACCA
>tdbD00005975 Clostridium_tetani_E88 212717 Ile GAT
-GGGCTTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAAGCCCACCA
>tdbD00006027 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ile GAT
-GGGCCTGTAGCTCAGGT-GGCT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGAAGTTCAAGTCTTCCCAGGCCCACCA
>tdbD00005976 Enterococcus_faecalis_V583 226185 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCA---
>tdbD00001164 Escherichia_coli 562 Ile CAT
-GGCCCCTTAGCTCAGT--GGTT-AGAGCAGGCGACTCATAATCGCTTG-------------------GTCGCTGGTTCAAGTCCAGCAGGGGCCACCA
>tdbD00001163 Escherichia_coli 562 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00006012 Geobacter_sulfurreducens_PCA 243231 Ile GAT
-GGGCTTGTAGCTCAGTT-GGCT-AGAGCACACGACTGATAATCGTGAG-------------------GTCGCTGGTTCGAGTCCAGCCAGGCCCACCA
>tdbD00001133 Gluconacetobacter_europaeus 33995 Ile GAT
-GGGCTAGTATCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGCGGTTCAACTCCTCCCTGGCCCACCA
>tdbD00001139 Gluconacetobacter_liquefaciens 89584 Ile GAT
-GGGCTAGTAGCTCAGTT-GGTT-AGAGCACGCGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCTGGCCCACCA
>tdbD00001142 Gluconacetobacter_xylinus 28448 Ile GAT
-GGGCTAGTAGCTCATGT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCTGGCCCACCA
>tdbD00001188 Haemophilus_influenzae 727 Ile CAT
-CCCCCCTTAGCTCAGTC-GGTT-AGAGCAGGCGACTCATAATCGCTTG-------------------GTCACTGGTTCAAGTCCGGTAGGGGGGACCA
>tdbD00001152 Helicobacter_pylori 210 Ile GAT
-GGGCTTATAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGAGGTTCAACTCCTCCTAAGCCCACCA
>tdbD00001158 Lactobacillus_casei 1582 Ile GAT
-GGGCCTATAGCTCAGTT-GGTT-AGAGCGCACGCTTGATAAGCGTGAG-------------------GTCGATGGTTCAAGTCCATCTAGGCCCA---



>tdbD00001151 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCTTGATAAGCGTGAG-------------------GTCGATGGTTCAAGTCCATCCAGGCCCA---
>tdbD00001162 Lactobacillus_helveticus 1587 Ile GAT
-GGGCCTATAGCTCAGCT-GGTTTAGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCAAGTCCATTTAGGCCCA---
>tdbD00006013 Lactobacillus_johnsonii_NCC_533 257314 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCAAGTCCATTTAGGCCCA---
>tdbD00005965 Leptospira_interrogans_serovar_Lai_str._56601 189518 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCATGTGTTCAAATCACATCAGGCCCA---
>tdbD00001128 Mycoplasma_capricolum 2095 Ile CAT
-GGACCTTTAGCTCAGTT-GGTT-AGAGCATCCGGCTCATAACCGGACG-------------------GTCATTGGTTCAAGTCCAATAAGGTCCACCA
>tdbD00001167 Mycoplasma_sp. 2108 Ile GAT
-GGGCCTATAGCTCAGTT-GGTT-AGAGCACACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCAAGTCCGCTTAGGCCCACCA
>tdbD00005894 Nostoc_sp._PCC_7120 103690 Ile GAT
-GGGCTATTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCCCTGGTTCGAGTCCAGGATGGCCCA---
>tdbD00006004 Onion_yellows_phytoplasma_OY-M 262768 Ile GAT
-GGGCCTATAGCTCAGTT-GGTT-AGAGCACACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCAAGTCCATTTAGGCCCACCA
>tdbD00005898 Sinorhizobium_meliloti_1021 266834 Ile GAT
-GGGCCCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGCAGTTCGAGTCTGCCCGGGCCCACCA
>tdbD00001143 Spiroplasma_melliferum 2134 Ile CAT
-GGACCCTTAGCTCAGTT-GGTT-AGAGCATCCGGCTCATAACCGGATG-------------------GTCACTGGTTCAAGTCCAGTAGGGTCCACCA
>tdbD00001150 Staphylococcus_aureus 1280 Ile CAT
-GGACCTTTAGCTCAGTT-GGTT-AGAGCTAACGGCTCATAACCGTTCG-------------------GTCGCAGGTTCGAGTCCTGCAAGGTCCA---
>tdbD00006008 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTTAGGCCCACCA
>tdbD00005970 Streptococcus_agalactiae_2603V/R 208435 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005971 Streptococcus_mutans_UA159 210007 Ile GAT
-GGGCGCGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005882 Streptococcus_pyogenes_M1_GAS 160490 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGTGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00001193 Synechococcus_elongatus_PCC_6301 269084 Ile GAT
-GGGCTATTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCCCTGGTTCAAGTCCAGGATGGCCCA---
>tdbD00001195 Synechocystis_sp. 1143 Ile GAT
-GGGCTATTAGCTCAGCT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCTCTGGTTCAAGTCCAGAATGGCCCA---
>tdbD00005955 Thermoanaerobacter_tengcongensis_MB4 273068 Ile GAT
-GGGCTTATAGCTCAGTT-GGTC-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAATCCATCTAAGCCCACCA
>tdbD00005874 Thermotoga_maritima_MSB8 243274 Ile GAT
-GGGCTCGTAGCTCAGTC-GGTC-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACCCGAGCCCACCA
>tdbD00006031 Thermus_thermophilus_HB27 262724 Ile GAT
-GGGCGATTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCAAGTCCACCATCGCCCACCA
>tdbD00001166 Trichodesmium_sp. 1207 Ile GAT
-GGGCTATTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCCCTGGTTCAAGTCCAGGATAGCCCA---
>tdbD00001507 Acholeplasma_laidlawii 2148 Leu CAA
-CCCCGTGTGGCGAAAT--GGTA-GACGCGCTTGACTCAAAATCAAGTAGT------GAAG-----ACTGTGCTGGTTCGAGTCCGGTCACGGGGACCA
>tdbD00001509 Acholeplasma_laidlawii 2148 Leu TAA
-GCCCGGGTGGTGAAATC-GGTA-GACACGCAGGACTTAAAATCCTGTGGCA-----TAAA----AGCCATGTCGGTTCAAGTCCGACCCCGGGCACCA
>tdbD00001508 Acholeplasma_laidlawii 2148 Leu TAG
-GCGGGTGTGGCGAAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCT------TTAC-----GGCATGCAGGTTCAAGTCCTGTCACCCGCACCA
>tdbD00007209 Acinetobacter_sp._ADP1 62977 Leu CAA
-CCCGAGGTGGTGAAATT-GGTA-GACGCGGTGGACTCAAAATCCACTGTTC-----GAGA----GAACGTGTCGGTTCGAGTCCGACCCTCGGGACCA
>tdbD00007210 Acinetobacter_sp._ADP1 62977 Leu GAG
-GCGGTGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCT------TTCG-----GGCGTGGGGGTTCAAGTCCCCCCTTCCGCACCA
>tdbD00007211 Acinetobacter_sp._ADP1 62977 Leu TAA
-GCCCGGGTGGTGAAATA-GGTA-GACACAGGGGATTTAAAATCCCCCGCCC-----TCA-----AAGCGTGCCGGTTCGAGTCCGGCCCCGGGCACCA
>tdbD00007212 Acinetobacter_sp._ADP1 62977 Leu TAG
-GGGGGCGTGGCGAAATT-GGTA-GACGCACTGGATTTAGGTTCCAGCGCC------GCAA-----GGTGTAAGAGTTCGAGTCTCTTCGCCCCCACCA
>tdbD00001541 Aeromonas_hydrophila 644 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGCCC-----CCC-----GGGTGTGAGGGTTCGAGTCCCTCTCTTCGCACCA
>tdbD00006660 Agrobacterium_tumefaciens_str._C58 176299 Leu CAA
-GCGGGTGTGGTGGAATT-GGTA-GACGCGCCGGACTCAAAATCCGGTTCC------GAAA-----GGAGTGTCGGTTCGACCCCGACCACCCGCACCA
>tdbD00006658 Agrobacterium_tumefaciens_str._C58 176299 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCCAGCTTCAGGTGCTGGTACTC-----GAAA----GGGTGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006661 Agrobacterium_tumefaciens_str._C58 176299 Leu GAG
--CGGTCGTGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00006659 Agrobacterium_tumefaciens_str._C58 176299 Leu TAA
-GCCCGCATGGTGAAATT-GGTA-AACACATCGCACTTAAAATGCGCCGCC------TCT------GGCTTGCCGGTTCAAGTCCGGCTGCGGGCACCA
>tdbD00006662 Agrobacterium_tumefaciens_str._C58 176299 Leu TAG
--CGGGTATGGCGGAATT-GGTA-GACGCATTGGTTTTAGGTACCAACGC-------TTCG------GCGTGGGAGTTCGAGTCTCTCTACCCGCACCA
>tdbD00006580 Aquifex_aeolicus_VF5 224324 Leu CAA
-GCCGGTGTGGCGGAACT-GGCA-GACGCGGGGGATTCAAAATCCCCTGCCCT----TCA----CGGGCGTGCGGGTTCGACTCCCGCCACCGGCACCA
>tdbD00006581 Aquifex_aeolicus_VF5 224324 Leu CAG
-GCGGGTGTGGCGGAACT-GGCA-GACGCGCCGGACTCAGGATCCGGTGCCC-----GCAA----GGGCGTGCGGGTTCGACTCCCGCCACCCGCACCA
>tdbD00006582 Aquifex_aeolicus_VF5 224324 Leu GAG
-GCCGGAGTGGCGGAACT-GGCA-GACGCGCCGTCTTGAGGGGACGGTGCCCT----TTA----CGGGCGTGCGGGTTCGACTCCCGCCTCCGGCACCA
>tdbD00006583 Aquifex_aeolicus_VF5 224324 Leu TAA



-GGGGGTGTGGCGGAATT-GGCA-GACGCGGGGGACTTAAAATCCCCTGGGCG----AAA----AGCCCGTGAGGGTTCGACTCCCTCCACCCCCACCA
>tdbD00006584 Aquifex_aeolicus_VF5 224324 Leu TAG
-GCGGGTGTGGCGGAACT-GGCA-GACGCGCCGGACTTAGGATCCGGTGCCC-----GTAA----GGGCGTGCGGGTTCGACTCCCGCCACCCGCACCA
>tdbD00001543 Azoarcus_sp._BH72 62928 Leu TAA
-GCCGGGCTGGCGGAATC-GGTA-GACACAACGGATTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCAAGTCCGGCCCTCGGCA---
>tdbD00007213 Bacillus_anthracis_str._A2012 191218 Leu CAA
-GCCGATGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCG-----GGAGTGTCGGTTCGACCCCGACCATCGGTACCA
>tdbD00007066 Bacillus_anthracis_str._Ames 198094 Leu CAA
-GCCGATGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCG-----GGAGTGTCGGTTCGACCCCGACCATCGGTA---
>tdbD00007065 Bacillus_anthracis_str._Ames 198094 Leu GAG
-GCGGTCGTGGCGGAAC--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGG----AAA----CCCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007068 Bacillus_anthracis_str._Ames 198094 Leu TAA
-GCCGGGGTGGCGGAACA-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGG----GTGA---CCACCGTGCGGGTTCGACCCCCGCCCTCGGCACCA
>tdbD00007067 Bacillus_anthracis_str._Ames 198094 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007069 Bacillus_anthracis_str._Ames 198094 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGACTTAGGATCTGGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00006955 Bacillus_halodurans_C-125 272558 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCCC-----TCG-----TGGAGTGTCGGTTCGACCCCGACCACCGGTACCA
>tdbD00006956 Bacillus_halodurans_C-125 272558 Leu GAG
-GCGGTTGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGG----TTGA---CCCCG-TGGAGGTTCGAGTCCTCTCAACCGCA---
>tdbD00006957 Bacillus_halodurans_C-125 272558 Leu TAA
-GCCGGGGTGGTGGAATT-GGCA-GACACACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCAAGTCCGGCCCTCGGCACCA
>tdbD00006958 Bacillus_halodurans_C-125 272558 Leu TAA
-GCCGGGGTGGTGGAATT-GGCA-GACACACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCGAGTCCGGCCCTCGGCACCA
>tdbD00006959 Bacillus_halodurans_C-125 272558 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTCC-----TTG-----TGACGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00006960 Bacillus_halodurans_C-125 272558 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTCC-----TTG-----TGACGTGGGGGTTCGACTCCCTTCACCCGCACCA
>tdbD00001530 Bacillus_subtilis 1423 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCT-----GGAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00001527 Bacillus_subtilis 1423 Leu CAG
-GCGGATGTGGCGGAATT-GGCA-GACGCGCTAGAATCAGGCTCTAGTGTCT-----TTAC----AGACGTGGGGGTTCAAGTCCCTTCATCCGCACCA
>tdbD00001532 Bacillus_subtilis 1423 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGTAGT-GGTATAACCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00001528 Bacillus_subtilis 1423 Leu TAA
-GCCGGGGTGGTGGAATT-GGCA-GACACACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCAAGTCCGGCCCTCGGCA---
>tdbD00001531 Bacillus_subtilis 1423 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTCT-----TTA-----TGACGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00006447 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GGCGCGCACGACTCAAAATCGTGTTCC------TTCT-----GGAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00006449 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGTG----AAT----AACCCGTGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00006453 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTC------TTAC-----GACGTGGGGGTTCGAGTCCCTTCACCCGCA---
>tdbD00007215 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Leu GAG
-GCGGTCGTGGCGGAAC--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGG----AAA----CCCCG-TGGAGGTTCAAGTCCTCTCGGCCGCACCA
>tdbD00007057 Bacteroides_thetaiotaomicron_VPI-5482 226186 Leu CAA
-GCCCAGATGGCGGAATC-GGTA-GACGCGCTGGTCTCAAACACCAGTGGAT-----TCAC----TTCCATCCCGGTTCGACCCCGGGTCTGGGTACCA
>tdbD00007055 Bacteroides_thetaiotaomicron_VPI-5482 226186 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCGCACGTTTCAGGTGCGTGTGTC------GAGA-----GGCATGCAGGTTCGAGTCCTGTTCTGGGCA---
>tdbD00007056 Bacteroides_thetaiotaomicron_VPI-5482 226186 Leu GAG
-GGAGAGGTGGCGGAATT-GGTA-GACGCGCTACTTTGAGGGGGTAGTGACA-----GTTA----TGTCGTGGGAGTTCGAGTCTCCTTCTCTTCA---
>tdbD00007059 Bacteroides_thetaiotaomicron_VPI-5482 226186 Leu TAA
-GCTCGAATGGTGGAAT--GGTA-GACACGAAGGACTTAAAATCCTTTGGCCA----TTG----CGGCTGTGCGGGTTCAAGTCCCGCTTCGAGTA---
>tdbD00007058 Bacteroides_thetaiotaomicron_VPI-5482 226186 Leu TAG
-GCGGATGTGGCGTAATT-GGTA-GCCGCGCCAGACTTAGGATCTGGTGCC------GTGA-----GGCGTGTAGGTTCGAGTCCTATCATCCGCA---
>tdbD00007074 Bartonella_henselae_str._Houston-1 283166 Leu CAA
-GCGGGTGTGGTGGAACT-GGTA-GACGCGCCAGACTCAAAATCTGGTTCC------GAGA-----GGAGTGTCGGTTCGAGTCCGACCACCCGCACCA
>tdbD00007073 Bartonella_henselae_str._Houston-1 283166 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCAGGTTTCAGGTACCTGTGCC------GCAA-----GGCGTGGAGGTTCGAGTCCTCTTTTGGGCACCA
>tdbD00007071 Bartonella_henselae_str._Houston-1 283166 Leu GAG
-GCGGTCGTGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAC-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00007072 Bartonella_henselae_str._Houston-1 283166 Leu TAA
-GCGGACGTGATGAAATC-GGTA-AACATAGCAGACTTAAAATCTGCCGGTC-----TAA-----GACCTTGCGGGTTCAAGTCCCGCCGTCCGCACCA
>tdbD00007070 Bartonella_henselae_str._Houston-1 283166 Leu TAG
-GCGGATGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGGG------AGA------CCG-TGGGGGTTCGAGTCCCTCCATCCGCACCA
>tdbD00007225 Bartonella_quintana_str._Toulouse 283165 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCAGGTTTCAGGTACCTGTGCC------GTAA-----GGCGTGGAGGTTCGAGTCCTCTTTTGGGCACCA
>tdbD00007226 Bartonella_quintana_str._Toulouse 283165 Leu GAG
-GCGGTCGTGGCGGAAGT-GGTA-GACGTGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00007227 Bartonella_quintana_str._Toulouse 283165 Leu TAA
-GCGGATGTGATGAAATC-GGTA-AACATAGCAGACTTAAAATCTGCCGGTC-----TAA-----GACCTTGCGGGTTCAAGTCCCGCCGTCCGCACCA
>tdbD00007228 Bartonella_quintana_str._Toulouse 283165 Leu TAG
-GCGGATGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGGG------AGA------CTG-TGGGGGTTCGAGTCCCTCCATCCGCACCA



>tdbD00007076 Bdellovibrio_bacteriovorus_HD100 264462 Leu CAA
-GCGGGTGTGGTGAAAT--GGTA-GACACAGGAGACTCAAAATCTCCCGC-------GAAA------GCATGGGGGTTCAAGTCCCTCCACCCGCACCA
>tdbD00007078 Bdellovibrio_bacteriovorus_HD100 264462 Leu CAG
-GCGCGGGTGGTGGAATT-GGTA-GACACGCAGGTCTCAGAAGCCTGTGGGA-----GAAA----TCCTGTGGGGGTTCAAGTCCCCCCTCGCGCACCA
>tdbD00007079 Bdellovibrio_bacteriovorus_HD100 264462 Leu GAG
-GCGCGGATGGTGGAATT-GGTA-GACACGTACGTTTGAGGGGCGTATGC-------GCAA------GCGTGAGGGTTCAAGTCCCTCTCCGCGCACCA
>tdbD00007077 Bdellovibrio_bacteriovorus_HD100 264462 Leu TAA
-GCCCCGGTGGCGAAATC-GGTA-GACGCACAGGACTTAAAATCCTGAGCTTCGT--TTAA-ACGGGCG-TGCCGGTTCAAGTCCGGCCCGGGGCACCA
>tdbD00007075 Bdellovibrio_bacteriovorus_HD100 264462 Leu TAG
-GCCCCGCTGGTGAAATT-GGCA-GACACGCTAGACTTAGGATCTAGTGC-------GCAA------GCGTGGGGGTTCAAGTCCCTCGCGGGGCACCA
>tdbD00006905 Bifidobacterium_longum_NCC2705 206672 Leu CAA
-GCCCTCGTATCCCAATT-GGTA-GAGGAAGCAGCCTCAAAATCTGCGC-------------------AGTGTGGGTTCGAGTCCCACCGAGGGCA---
>tdbD00006903 Bifidobacterium_longum_NCC2705 206672 Leu CAG
-GCGAGTGTGGCGGAAT--GGTA-GACGCGCTGTCTTCAGGTGGCAGTGAGT-----GTAT----GCTCGTGGGGGTTCAACTCCCCCCACTCGCACCA
>tdbD00006904 Bifidobacterium_longum_NCC2705 206672 Leu GAG
-GCCCGGGTGGCGGAAT--GGTA-GACGCGCTAGCTTGAGGTGCTAGTGCCTATT--TTA--TACAGGCGTACGGGTTCAAGTCCCGTCTCGGGCA---
>tdbD00006906 Bifidobacterium_longum_NCC2705 206672 Leu TAA
-GCCTCCGTGGCGAAAT--GGTA-TACGCAGTCGACTTAAAATCGATCGC-------TTCG------GCTTGTGGGTTCGAGTCCCACCGGAGGCA---
>tdbD00006907 Bifidobacterium_longum_NCC2705 206672 Leu TAG
-GCGCGAGTGGCGGAATT-GGTA-GACGCGCAGGATTTAGGTTCCTGTGTC------TTT------GACGTGTGGGTTCAAGTCCCATCTCGCGCA---
>tdbD00001544 Bordetella_pertussis 520 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCGCATGGTTCAGGTCCATGTGCC------GCAA-----GGTGTGGAGGTTCGAGTCCTCTCCTGGGCACCA
>tdbD00001516 Borrelia_burgdorferi 139 Leu CAA
-GCCGGTATGGCGGAATT-GGTA-GACGCGCCAGACTCAAAATCTGGTGAGG-----GCAA----CTTCATGTCGGTTCGACTCCGACTACCGGTA---
>tdbD00001515 Borrelia_burgdorferi 139 Leu GAG
-GCTGTGGTGGTGGAAGT-GGTA-GACACGCTAGCTTGAGGGGCTAGTGGGC-----GCAA----GCCCGTGCTGGTTCAAGTCCAGTTCACAGCA---
>tdbD00001518 Borrelia_burgdorferi 139 Leu TAA
-GCCGAAGTGGTGGAATT-GGTA-GACACACAGGACTTAAAATCCTGAGGAG-----GAAG----CTCG-TACCGGTTCAAGTCCGGTCTTCGGTA---
>tdbD00001517 Borrelia_burgdorferi 139 Leu TAG
-CCAGGAGTGGTGGAATT-GGCA-GACACGCTAGACTTAGGATCTAGTGCC------TTT------GGCGTGTGGGTTCGACTCCCACCTTCTGTA---
>tdbD00007124 Borrelia_garinii_PBi 290434 Leu CAA
-GCCGGTATGGCGGAATT-GGTA-GACGCGTCAGACTCAAAATCTGATGAGG-----GCAA----CTTCGTGTCGGTTCGACTCCGACTACCGGTA---
>tdbD00007121 Borrelia_garinii_PBi 290434 Leu GAG
-GCTGTGGTGGTGGAAGT-GGTA-GACACGCTAGCTTGAGGGGCTAGTGGGC-----GTAA----GCCCATGCTGGTTCAAGTCCAGTTCACAGCA---
>tdbD00007123 Borrelia_garinii_PBi 290434 Leu TAA
-GCCGAAGTGGTGGAAGT-GGTA-GACACACAGGACTTAAAATCCTGAGGAG-----GAAG----CTCCGTACCGGTTCAAGTCCGGTCTTCGGTA---
>tdbD00007122 Borrelia_garinii_PBi 290434 Leu TAG
-GCAGGAGTGGTGGAATT-GGCA-GACACGCTAGACTTAGGATCTAGTGCT------TTT------GGCGTGTGGGTTCGACTCCCACCTTCTGTA---
>tdbD00006962 Bradyrhizobium_japonicum_USDA_110 224911 Leu CAA
-GCCCCTGTGGCGGAACT-GGTA-GACGCGCTCGACTCAAAATCGAGTTCC------GCAA-----GGAGTGCTGGTTCGATTCCGGCCAGGGGCACCA
>tdbD00006961 Bradyrhizobium_japonicum_USDA_110 224911 Leu CAG
-GCCCAGGTGGTGGAATT-GGTA-GACGCGCTGGCTTCAGGTGCCAGTGGCT-----TAAC----GGCCGTGAAGGTTCGAGTCCTTTCCTGGGCACCA
>tdbD00006964 Bradyrhizobium_japonicum_USDA_110 224911 Leu GAG
-GCGCTCGTGGCGGAACT-GGTA-GACGCGCTGCCTTGAGGTGGCAGTGAGT-----AAA-----ATCG-TGGGGGTTCGAGTCCCTCCGAGCGCACCA
>tdbD00006965 Bradyrhizobium_japonicum_USDA_110 224911 Leu TAA
-GCGGGCATGGCGGAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGGTGC----GCAA---GCGCTGTGCCGGTTCGACCCCGGCTGCCCGCACCA
>tdbD00006963 Bradyrhizobium_japonicum_USDA_110 224911 Leu TAG
-GCGGGCGTGGCGGAACT-GGTA-GACGCGCTGGATTTAGGTTCCAGTGAC------GAAA-----GTTGTGGGGGTTCGAGTCCCTCCGCCCGCACCA
>tdbD00006620 Brucella_melitensis_16M 224914 Leu CAA
-GCGGGTGTGGTGGAACT-GGTA-GACGCGCCGGACTCAAAATCCGGTTCC------GAAA-----GGAGTGTCGGTTCGATTCCGACCACCCGCACCA
>tdbD00006625 Brucella_melitensis_16M 224914 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCACCAGCTTCAGGTGCTGGCGCTC-----GCAA----GGGCGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006621 Brucella_melitensis_16M 224914 Leu GAG
-GCGGTCATGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00006622 Brucella_melitensis_16M 224914 Leu GAG
-GCGGTCGTGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00006623 Brucella_melitensis_16M 224914 Leu TAA
-GCGGTCGTGGCGAAATT-GGTA-TACGCAACGGACTTAAAATCCGTCGTCT-----TTA-----AGACTTGCGGGTTCAAGTCCCGCCGACCGCACCA
>tdbD00006454 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGCCG-----AAT-----AGGCGTGTGGGTTCGAGTCCCATTCTCGGTACCA
>tdbD00006455 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Leu TAA
-GCCCGGATGGTGAAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGCC-----TTAT----GGCTTTGCGGGTTCAAGTCCCGCTCCGGGTA---
>tdbD00006456 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GAAA-----GGTGTGCGAGTTCAAATCTCGCCTCCCGTA---
>tdbD00007021 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Leu GAG
-GCCGAGGTGGTGAAACT-GGTA-AACACGCTATCTTGAGGGGGTAGTTCCTA----TTTT---TAGGTATGCGGGTTCAAATCCCGTCCTCGGTA---
>tdbD00007020 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Leu TAA
-GCCCGGATGGTGAAATC-GGTA-AACACAAGGGATTTAAAATCCCTCGGCC-----TTAT----GGCTTTGCGGGTTCAAGTCCCGCTCCGGGTA---
>tdbD00007022 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Leu TAG
-GCGGAAGTGGCGAAATT-GGTA-AACGCACCAGATTTAGGTTCTGGCGTCAT----TAT----TGGCTTTGCGAGTTCGAATCTCGCCTTCCGTACCA
>tdbD00006839 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Leu GAG
-ACCGAGGTGGTGAAATT-GGTA-GACACGCTATCTTGAGGGGATAGTGCC------TTTA-----GGCATATGGGTTCAAGTCCCATCCTCGGTA---
>tdbD00006838 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Leu TAA
-GCCCGGATGGTGAAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGCTT----TTA----AAGCTTTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00006840 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Leu TAG



-GCGGGAGTGGCGAAATA-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GTAA-----GGTGTGCGAGTTCAAATCTCGCCTCCCGTA---
>tdbD00006529 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Leu CAA
-GCCCGAGTGGTGAAACT-GGTA-GACGCGCCAGACTCAAAATCTGGTAAGGG----CAA----CCTTG-TGTCGGTTCGAGTCCGACCTCGGGCACCA
>tdbD00006530 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Leu GAG
-GCGGTTATGGTGGAATT-GGTA-GACACGCCATCTTGAGGGGGTGGTGCGC-----TCC-----GCGTGTGCGAGTTCAAATCTCGCTAACCGCACCA
>tdbD00006531 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Leu TAA
-GCCCGGGTGGTGGAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGAAT----TTTT---CTTCCGTGCCGGTTCAAGTCCGGCCTCGGGCACCA
>tdbD00006532 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Leu TAG
-GCGGATGTGGTGAAATT-GGCA-GACACGCCAGACTTAGGATCTGGTGCA------GCAA-----TGCGTGAAGGTTCAAGTCCTTTCATCCGCACCA
>tdbD00007229 Candidatus_Blochmannia_floridanus 203907 Leu CAA
-GCCGAAGTGGCGGAAAA-GGTA-GACGCAATTGATTCAAAATCAATCACT------GTGA-----GGTGTGTCGGTTCGAGTCCGACCTTCGGTA---
>tdbD00007230 Candidatus_Blochmannia_floridanus 203907 Leu CAG
-GCGAAGGTGGCGAAATA-GGTA-GACGCACTAGCTTCAGGGGTTAGTGTCTTG---TAT---GTAGACGTAAGGGTTCAAATCCCTTCCTTCGTA---
>tdbD00007231 Candidatus_Blochmannia_floridanus 203907 Leu GAG
-GCCGAGATGGTGAAATTTGGTA-TACACGCTACTTTGAGGGGGTAGTCCGG-----TTA-----ATGGTTGCGGGTTCAAATCCCGTTCTCGGCA---
>tdbD00007232 Candidatus_Blochmannia_floridanus 203907 Leu TAA
-GCCCGGGTGGTGGAATT-GGTA-GACACAAGGGACTTAAAATCCCTCAGTT-----TTA-----TACTGTACGAGTTCAAGTCTCGTCCCGGGTA---
>tdbD00007233 Candidatus_Blochmannia_floridanus 203907 Leu TAG
-ACGGGAGTGGCGAAATA-GGTA-GACGCGTCAGAGTTAGAGTCTGATATC------CTTA-----GATATGCGAGTTCAAATCTCGCCTCCCGTA---
>tdbD00007095 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Leu CAA
-GCCGATGTGGCGGAAT--GGTA-GACGCGGTAGACTCAAAATCTACTTCTA-----GCAA----TAGAGTGCTGGTTCGAGTCCGGTCATCGGCA---
>tdbD00007094 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Leu CAG
-GCGGCCATGGCGGAATT-GGTA-GACGCGCTAGATTCAGGTTCTAGTCGGG-----GTAA----CTCGGTGGATGTTCGAGTCATCTTGGCCGCA---
>tdbD00007096 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Leu GAG
-GCGAAGGTGGCGGAATT-GGTA-TACGCGCTACTTTGAGGTGGTAGTGAGG-----GTTT----CCTCGTAGGGGTTCAAGTCCCCTCTTTCGCA---
>tdbD00007097 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Leu TAA
-GCTCGGGTGGTGGAAT--GGTA-GACACAAGAGACTTAAAATCTCTTGCTCA----TTT----TGGGCGTGAAGGTTCGAGTCCTTTCCCGAGCA---
>tdbD00007098 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Leu TAG
-GCCCAGATGGTGAAATT-GGTA-GACACGCCAGATTTAGGTTCTGGTGCC------GTAA-----GGTGTGTAGGTTCGAGTCCTATTCTGGGCA---
>tdbD00006533 Caulobacter_crescentus_CB15 190650 Leu CAA
-GCGGGCGTGGTGAAACT-GGTA-GACGCGCCGGACTCAAAATCCGGTTCC------GAAA-----GGAGTGTCGGTTCGACCCCGACCGCCCGCACCA
>tdbD00006534 Caulobacter_crescentus_CB15 190650 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCGCTGGCTTCAGGTGCCAGTGACC-----GAAA----GGTCGTGGAGGTTCGAGTCCTCTCCTGGGCACCA
>tdbD00006536 Caulobacter_crescentus_CB15 190650 Leu TAA
-GGGGACGTGGCGGAATC-GGTA-GACGCGCCGGACTTAAAATCCGTTGGA------GCAA-----TCCGTGTGGGTTCGAGTCCCACCGTCCCTACCA
>tdbD00006537 Caulobacter_crescentus_CB15 190650 Leu TAG
-GCGGATGTGGCGAAACT-GGTA-GACGCACTGGATTTAGGTTCCAGCGCC------GCGA-----GGCGTGGAGGTTCGAGTCCTCTCATCCGCACCA
>tdbD00006600 Chlamydia_muridarum_Nigg 243161 Leu CAA
-GCCGGCGTGGCGGAAT--GGTA-GACGCGGTAGACTCAAAATCTACTCTTA-----GCAG----TAAGGTGTTGGTTCGAGTCCAATCGCCGGCA---
>tdbD00006603 Chlamydia_muridarum_Nigg 243161 Leu CAG
-GCAGCTATGGCGGAACC-GGTA-GACGCGCTAGATTCAGGTTCTAGTGAGC-----TTTT----GCTCATGGAAGTTCAAGTCTTCTTAGCTGCA---
>tdbD00006601 Chlamydia_muridarum_Nigg 243161 Leu GAG
-GCGGAAGTGGCGGAATT-GGTA-TACGCGCTATCTTGAGGTGGTAGTGGA------GCTT-----TCCTTAGGGGTTCGAGTCCCCTCTTTCGCA---
>tdbD00006602 Chlamydia_muridarum_Nigg 243161 Leu TAA
-GCTCAGATGGTGGAAT--GGTA-GACACTAGGGACTTAAAATCCCTTGGGC-----TTTG----GCCCGTGCAAGTTCGAGTCTTGTTCTGAGCA---
>tdbD00006599 Chlamydia_muridarum_Nigg 243161 Leu TAG
-GCCCAGGTGGTGAAATT-GGTA-GACACGCTGGATTTAGGATCCAGTGCT------TTGC-----GGCATGTAGGTTCAAGTCCTATCCTGGGCA---
>tdbD00006441 Chlamydia_trachomatis_D/UW-3/CX 272561 Leu TAG
-GCCCAGGTGGTGAAATT-GGTA-GACACGCTGGATTTAGGATCCAGTGCT------TCGC-----GGCATGTAGGTTCAAGTCCTATCCTGGGCA---
>tdbD00006427 Chlamydophila_pneumoniae_AR39 115711 Leu CAA
-GCCGGTGTGGCGGAAT--GGTA-GACGCGGTAGACTCAAAATCTACTCTTA-----GCAA----TAAGGTGTTGGTTCGAGTCCGATCACCGGCA---
>tdbD00006428 Chlamydophila_pneumoniae_AR39 115711 Leu CAG
-GCAGCTATGGCGAAATC-GGTA-GACGCGCTAGATTCAGGTTCTAGTGAGC-----TTAT----GCTCATGGAAGTTCAAGTCTTCTTAGCTGCA---
>tdbD00006430 Chlamydophila_pneumoniae_AR39 115711 Leu TAA
-GCTCAGATGGTGGAAT--GGTA-GACACTAGGGACTTAAAATCCCTTGGGC-----GTAG----GCCCGTGCAAGTTCGAGTCTTGTTCTGAGCA---
>tdbD00006431 Chlamydophila_pneumoniae_AR39 115711 Leu TAG
-GCCCAGGTGGTGAAATT-GGTA-GACACGCTGGATTTAGGATCCAGTGCT------TTCG-----GGCATGTAGGTTCAAGTCCTATCCTGGGCA---
>tdbD00006826 Chlorobium_tepidum_TLS 194439 Leu CAA
-GCCAAAGTGGCGGAACT-GGTA-GACGCGCTGGACTCAAAATCCAGTGGGC-----GCAA----GCTCGTGTGGGTTCGAGTCCCACCTTTGGTA---
>tdbD00006828 Chlorobium_tepidum_TLS 194439 Leu CAG
-GCCCGAATGGCGGAACT-GGTA-GACGCACTCGTTTCAGGGGCGAGCGCC------GAGA-----GGTGTAGGAGTTCGAATCTCCTTTCGGGCACCA
>tdbD00006825 Chlorobium_tepidum_TLS 194439 Leu GAG
-GCCCGAGTGGTGGAATT-GGTA-GACACACCATCTTGAGGGGGTGGCGCC------GTTA-----GGTGTAGGAGTTCGAATCTCCTCTCGGGCA---
>tdbD00006823 Chlorobium_tepidum_TLS 194439 Leu TAA
-GCCGAAGTAGCGGAACT-GGTA-AACGCCCGAGACTTAAAATCCCGTGTTCA----GCAA---TGGACGTGCAGGTTCGATTCCTGCCTTCGGCACCA
>tdbD00006824 Chlorobium_tepidum_TLS 194439 Leu TAA
-GCCGAAGTGGCGGAACT-GGTA-GACGCCCGGGACTTAAAATCCCGTGTTCA----GCAA---TGGACGTGCGGGTTCGATTCCCGCCTTCGGCA---
>tdbD00006827 Chlorobium_tepidum_TLS 194439 Leu TAG
-GCGAGAGTGGTGAAATT-GGTA-TACACGCTAGTCTTAGGAACTAGTGCC------GTGA-----GGCGTAAGGGTTCGAGTCCCTTCTCTCGCA---
>tdbD00006614 Clostridium_acetobutylicum_ATCC_824 272562 Leu CAA
-GCCGAAGTGGTGGAATT-GGCA-GACGCAACGGACTCAAAATCCGTCGGTA-----GCAA----TACCATGCGGGTTCGACTCCCGCCTCCGGCACCA
>tdbD00006612 Clostridium_acetobutylicum_ATCC_824 272562 Leu CAG
-GCGGATATGGCGGAATT-GGCA-TACGCGCTAGTTTCAGGTACTAGTGA-------GAAA------TCATGCAGGTTCGAATCCTGTTATCCGCACCA
>tdbD00006613 Clostridium_acetobutylicum_ATCC_824 272562 Leu GAG
-GCGAGAGTGCTGGAATC-GGCA-GACAGGCACGTTTGAGGGGCGTGTGTC------ATT------GACGTACGGGTTCAAGTCCCGTCTCTCGCACCA



>tdbD00006616 Clostridium_acetobutylicum_ATCC_824 272562 Leu TAA
-GCCGAAGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGCT---AAT---CACATCGTACCGGTTCGATTCCGGTCTTCGGCACCA
>tdbD00006615 Clostridium_acetobutylicum_ATCC_824 272562 Leu TAG
-GCAGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TAC------GGCGTGGGGGTTCGACTCCCTTCACCTGCACCA
>tdbD00006594 Clostridium_perfringens_str._13 195102 Leu CAA
-GCCGAAGTGGCGGAATT-GGCA-GACGCAGCGGACTCAAAATCCGCCGGGCT----AAT----ACTCG-TACGGGTTCGAGTCCCGTCTTCGGCACCA
>tdbD00006595 Clostridium_perfringens_str._13 195102 Leu GAG
-GCAGATATGGTGGAAT--GGCA-GACACGATATCTTGAGGGGGTATTACTT-----TTAG----GAGTGTGCGGGTTCAAGTCCCGCTATCTGCACCA
>tdbD00006593 Clostridium_perfringens_str._13 195102 Leu TAA
-GCCGAAGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGC----TAAC---ACACCGTACCGGTTCGATTCCGGTCTTCGGCACCA
>tdbD00006598 Clostridium_perfringens_str._13 195102 Leu TAA
-GCCGAAGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGC----TAAC---ACATCGTACCGGTTCGATTCCGGTCTTCGGCACCA
>tdbD00006596 Clostridium_perfringens_str._13 195102 Leu TAG
-GCAGATGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TAC------GGCGTGGGGGTTCGACTCCCTTCATCTGCACCA
>tdbD00006968 Clostridium_tetani_E88 212717 Leu CAA
-GCCGAAGTGGTGGAACT-GGCA-GACGCGCTGGATTCAAAATCCAGTGGGGCT---TAA---ACCTCG-TGCGGGTTCGATTCCCGCCTTCGGCACCA
>tdbD00006967 Clostridium_tetani_E88 212717 Leu GAG
-GCAGGTGTGCTGGAATT-GGCA-GACAGGCACGCTTGAGGTGCGTGTGTTC-----AAC-----GAACGTATGGGTTCAAGTCCCTTCACCTGCACCA
>tdbD00006966 Clostridium_tetani_E88 212717 Leu TAA
-GCCGAAGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGTT---TTGA--AGCACCGTACCGGTTCGATTCCGGTCTTCGGCACCA
>tdbD00006969 Clostridium_tetani_E88 212717 Leu TAG
-GCAGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCTGCACCA
>tdbD00007082 Corynebacterium_diphtheriae_NCTC_13129 257309 Leu CAA
-GCCCCTGTATCCCAATT-GGCA-GAGGAAACGGATTCAAAACCCGTGC-------------------AGTGTGAGTTCGAGTCTCACCAGGGGCACCA
>tdbD00007080 Corynebacterium_diphtheriae_NCTC_13129 257309 Leu CAG
-GCCCAGGTGGCGGAATT-GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTTC-----GCAA----GGACGTGGGGGTTCAAGTCCCCCCCTGGGCA---
>tdbD00007083 Corynebacterium_diphtheriae_NCTC_13129 257309 Leu GAG
-GCCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGTCCTA---CTA---ACGGACGTGGGGGTTCAAGTCCCCCCTCGGGCA---
>tdbD00007081 Corynebacterium_diphtheriae_NCTC_13129 257309 Leu TAA
-GCCCCCATAGCCCAATC-GGCA-GAGGCAATCGACTTAAAATCGATTC-------------------AGTGTGGGTTCGAGTCCCACTGGGGGCACCA
>tdbD00007084 Corynebacterium_diphtheriae_NCTC_13129 257309 Leu TAG
-GCGCCCGTGGCGGAATT-GGCA-GACGCGCTGGATTTAGGTTCCAGTGTC------TTAG-----GACGTGAGAGTTCAAGTCTCTCCGGGCGCA---
>tdbD00006914 Corynebacterium_efficiens_YS-314 196164 Leu CAA
-GCCCTAGTAGCCCAATT-GGCA-GAGGCAACGGATTCAAAACCCGTCC-------------------AGTGTGGGTTCGAGTCCCACCTGGGGCACCA
>tdbD00006912 Corynebacterium_efficiens_YS-314 196164 Leu CAG
-GCCCGGGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----GCAA----GGGCGTGGGGGTTCAAGTCCCCCCCCGGGCA---
>tdbD00006916 Corynebacterium_efficiens_YS-314 196164 Leu GAG
-GCCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGTCCTA---TTA---ACGGACGTGGGGGTTCAAGTCCCCCCTCGGGCA---
>tdbD00006917 Corynebacterium_efficiens_YS-314 196164 Leu GAG
-GCCCAGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGTCCTA---TTA---ACGGACGTGGGGGTTCAAGTCCCCCTCTGGGCA---
>tdbD00006913 Corynebacterium_efficiens_YS-314 196164 Leu TAA
-GCCCCCATAGCCCAATC-GGCA-GAGGCGGTTGACTTAAAATCAATTC-------------------AGTGTGGGTTCGAGTCCCACTGGGGGCA---
>tdbD00006915 Corynebacterium_efficiens_YS-314 196164 Leu TAG
-GCGCCTGTGGCGGAATT-GGCA-GACGCGCTGGATTTAGGTTCCAGTGTC------CCAG-----GACGTGAGAGTTCAAGTCTCTCCAGGCGCA---
>tdbD00006846 Corynebacterium_glutamicum_ATCC_13032 196627 Leu CAA
-GCCCTTGTAGCCCAATT-GGCA-GAGGCAACGGATTCAAAACCCGTCC-------------------AGTGTGAGTTCGAGTCTCACCAGGGGCACCA
>tdbD00006844 Corynebacterium_glutamicum_ATCC_13032 196627 Leu CAG
-GCCCGGGTGGCGGAATT-GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTTC-----GCAA----GGACGTGGGGGTTCAAGTCCCCCCCCGGGCACCA
>tdbD00006847 Corynebacterium_glutamicum_ATCC_13032 196627 Leu GAG
-GCCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGTCCTA---TTA---ACGGACGTGGGGGTTCAAGTCCCCCCCCGGGCA---
>tdbD00006845 Corynebacterium_glutamicum_ATCC_13032 196627 Leu TAA
-GCCCCCATAGCCCAATC-GGCA-GAGGCGGTTGACTTAAAATCAATAC-------------------AGTGTGGGTTCGAGTCCCACTGGGGGCACCA
>tdbD00006849 Corynebacterium_glutamicum_ATCC_13032 196627 Leu TAG
-GCGCTTGTGGCGGAATT-GGCA-GACGCGCTGGATTTAGGTTCCAGTGTC------CTAG-----GACGTGAGAGTTCAAGTCTCTCCAGGCGCA---
>tdbD00007011 Coxiella_burnetii_RSA_493 227377 Leu CAA
-GCCGAGGTGGCGGAATT-GGTA-GACGCGCCGGACTCAAAATCCGGTGGTG-----GCAA----CACCGTGAGGGTTCGAGTCCCTCCCTCGGTACCA
>tdbD00007012 Coxiella_burnetii_RSA_493 227377 Leu CAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCAAGTTTCAGGTACTTGTGGGGG----AAA----CCCCG-TGGAGGTTCAAGTCCTCTCCTCGGCA---
>tdbD00007014 Coxiella_burnetii_RSA_493 227377 Leu GAG
-GCCGAAGTGGTGGAACT-GGTA-GACACGCTGTCTTGAGGGGGCAGTGGGG-----AAA-----CCCG-TGCCGGTTCGAGTCCGGCCTTCGGCA---
>tdbD00007013 Coxiella_burnetii_RSA_493 227377 Leu TAA
-GCCCGGGTGGCGGAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGGGTG----AAT----AACCCGTGCCGGTTCGAGTCCGGCCCCGGGCACCA
>tdbD00007010 Coxiella_burnetii_RSA_493 227377 Leu TAG
-GCGAGAGTGGCGGAATT-GGTA-GACGCGCTGGATTTAGGTTCCAGTAGG------TTAG-----CCTGTGAGAGTTCGAGTCTCTCCTCTCGCACCA
>tdbD00006538 Deinococcus_radiodurans_R1 243230 Leu CAA
-GCCGATATGGCGGAATT-GGTA-GACGCACTCGACTCAAAATCGAGCGGG------AAA------CCG-TAAGGGTTCGAGTCCCTTTATCGGCACCA
>tdbD00006539 Deinococcus_radiodurans_R1 243230 Leu CAG
-GCCGAGGTGGCGGAATT-GGTA-GACGCACTAGTTTCAGGGACTAGCGCC------GCGA-----GGTGTGTGGGTTCAAATCCCATCCTCGGCACCA
>tdbD00006540 Deinococcus_radiodurans_R1 243230 Leu GAG
-GCTCGGGTGGCGGAATT-GGTA-GACGCGCACGTTTGAGGGGCGTGTGGG------TAA------CCG-TGTGGGTTCAAGTCCCATCTCGAGCACCA
>tdbD00006541 Deinococcus_radiodurans_R1 243230 Leu TAA
-GTCGGGATGGCGGAATC-GGTA-GACGCATTCGACTTAAAATCGACCGAG------GCAA-----CTCGTGCGGGTTCAAGTCCCGTTCCCGGCACCA
>tdbD00006542 Deinococcus_radiodurans_R1 243230 Leu TAG
-GCGAGGGTGGCGGAATT-GGTA-GACGCACTAGACTTAGGATCTAGTATCC-----GTA-----GGATGTGAGGGTTCAAGTCCCTTCTCTCGCACCA
>tdbD00007180 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Leu CAA



-GCCGGAATGGTGGAATT-GGTA-GACGCAGCGGACTCAAAATCCGCCGGTG-----GCAA----CACCTTGTCAGTTCGAGTCTGACTTCCGGTACCA
>tdbD00007177 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Leu CAG
-GCCGAAGTGGTGGAATT-GGTA-GACACGCTAGGTTCAGGGTCTAGTTGGG-----GTTC----CCCAGTGGGAGTTCGAGTCTCCCCTTCGGCACCA
>tdbD00007179 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGGGA-----GAAA----TCCCGTGAGGGTTCGAGTCCCTCCTTCGGCACCA
>tdbD00007181 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGGGA-----GAAA----TCCCGTGAGGGTTCGAGTCCCTCCCTCGGCACCA
>tdbD00007176 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Leu TAA
-GCCCGGATGGCGGAACT-GGCA-GACGCAAGGGACTTAAAATCCCTCGGCC-----TTCG----GGCTGTACGAGTTCAATCCTCGTTCCGGGTACCA
>tdbD00007178 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Leu TAG
-GCGAGAGTGGCGGAATA-GGTA-GACGCACTGGACTTAGAATCCAGCGCC------TTTG-----TGCGTGGGAGTTCGAGTCTCCCCTCTCGCACCA
>tdbD00006972 Enterococcus_faecalis_V583 226185 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTTCCT-----TCAC----GGGAGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006973 Enterococcus_faecalis_V583 226185 Leu GAG
-GCAGATGTGTTGGAATT-GGCA-GACAAGCATGATTGAGGGTCATGTGGAC-----AGAT----GTCCGTGTGGGTTCGAGTCCCATCATCTGCA---
>tdbD00006971 Enterococcus_faecalis_V583 226185 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GTGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006970 Enterococcus_faecalis_V583 226185 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGATTTAGGATCTAGCGCC------GCAA-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00001535 Escherichia_coli 562 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00001533 Escherichia_coli 562 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00001536 Escherichia_coli 562 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00001537 Escherichia_coli 562 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00001534 Escherichia_coli 562 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00007028 Escherichia_coli_CFT073 199310 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006831 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Leu CAA
-GCCTGAGTGGTGGAATT-GGTA-GACGCACCAGACTCAAAATCTGGAATTC-----TTCG----GAATGTGCGGGTTCAAGTCCCGCCTCAGGCACCA
>tdbD00006829 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Leu TAA
-GCCTGGATGGCGGAATA-GGTA-GACGCACAGGACTTAAAATCCTGTGGTAC----TTA----GTACCGTGCCGGTTCGATTCCGGCTCTAGGCACCA
>tdbD00006830 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Leu TAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTC------CCA------GACGTGAGAGTTCAAGTCTCTCTCTCCGCACCA
>tdbD00007126 Geobacter_sulfurreducens_PCA 243231 Leu CAA
-GCCGGAGTGGTGAAACT-GGTA-GACGCAGCGGACTCAAAATCCGCCGGGGG----CAA----CCCCG-TGTCGGTTCGATTCCGACCTCCGGCACCA
>tdbD00007125 Geobacter_sulfurreducens_PCA 243231 Leu CAG
-GCCGAAGTGGTGGAATT-GGTA-GACACGCAAGATTCAGGATCTTGTGCGG-----GCAA----CCGTGTGCTGGTTCGAGTCCAGTCTTCGGCACCA
>tdbD00007127 Geobacter_sulfurreducens_PCA 243231 Leu GAG
-GCGGTAGTGGCGGAATT-GGTA-GACGCACCAGCTTGAGGGGCTGGCGGGGG----TTA----CCCCG-TGATGGTTCGAGTCCATTCTACCGCACCA
>tdbD00007129 Geobacter_sulfurreducens_PCA 243231 Leu TAA
-GCCCGGATGGTGGAACT-GGTA-GACACAAGGGATTTAAAATCCCTCGGCA-----GCAA----TGCTGTGCCGGTTCGAGCCCGGCTCCGGGCACCA
>tdbD00007128 Geobacter_sulfurreducens_PCA 243231 Leu TAG
-GCGAGAGTGGCGGAACT-GGCA-GACGCACTGGACTTAGGATCCAGCGGG------CAA------CCG-TAGGGGTTCGACTCCCCTCTCTCGCACCA
>tdbD00001548 Haemophilus_influenzae 727 Leu CAA
-GCCTGGGTGGCGAAATT-GGTA-GACGCAGCGGATTCAAAATCCGCCGTTG-----AAT-----AAACGTGTCGGTTCGAGTCCGACCCTAGGCACCA
>tdbD00001547 Haemophilus_influenzae 727 Leu GAG
--CTCTGGTGGTGGAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGACC-----ACA-----GGTCGTGCGAGTTCAAGTCTCGCCCAGAGCACCA
>tdbD00001545 Haemophilus_influenzae 727 Leu TAA
-GCCCGAGTGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGCCT-----TTCG----ACGCGTGCCAGTTCAAGTCTGGCTTCGGGCACCA
>tdbD00001546 Haemophilus_influenzae 727 Leu TAA
-GCCCGAGTGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGCCT-----TTCG----AGGCGTGCCAGTTCAAGTCTGGCTTCGGGCACCA
>tdbD00001549 Haemophilus_influenzae 727 Leu TAG
-GCGGGACTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GGAA-----GGTGTGTGGGTTCAAGTCCCTCGTCCCGCACCA
>tdbD00006522 Haemophilus_influenzae_Rd_KW20 71421 Leu GAG
-GCTCTGGTGGTGGAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGACC-----ACA-----GGTCGTGCGAGTTCAAGTCTCGCCCAGAGCACCA
>tdbD00006524 Haemophilus_influenzae_Rd_KW20 71421 Leu TAG
-GCGGGACTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GAGA-----GGTGTGTGGGTTCAAGTCCCTCGTCCCGCACCA
>tdbD00001524 Helicobacter_pylori 210 Leu CAA
-GCCGAAGTGGTGGAATT-GGTA-GACACGCTAGACTCAAAATCTGGTGGGA-----GCAA----TCCCGTGTCGGTTCGAGTCCGACCTTCGGCACCA
>tdbD00001525 Helicobacter_pylori 210 Leu GAG
-GCACTGGTGGTGGAATT-GGTA-GACACGCCATCTTGAGGGGGTGGTGGGA-----GCAA----TCTCGTGCGAGTTCGAGTCTCGCCCAGTGCACCA
>tdbD00001523 Helicobacter_pylori 210 Leu TAA
-GCCCAGGTGGTGGAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGTA-----GCAA----TACCGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00001526 Helicobacter_pylori 210 Leu TAG
-GCGGAAGTGGCGAAATT-GGTA-GACGCACTAGACTTAGGATCTAGCGCC------GCAA-----GGCATGAAGGTTCGATTCCTTTCTTCCGCACCA
>tdbD00007131 Lactobacillus_johnsonii_NCC_533 257314 Leu AAG
-GCGGGCGTGGCGGAAT--GGCA-GACGCGCAAGACTAAGGATCTTGTGATCGC---TTT---TAGATCGTGGAAGTTCGAGTCTTCTCGCCCGCACCA
>tdbD00007134 Lactobacillus_johnsonii_NCC_533 257314 Leu CAA
-GGCGGTGTGGCGGAATT-GGCA-GACGCGTCAGACTCAAAATCTGGTGTCC-----CCTG----GGACGTATCGGTTCGACCCCGATCACCGCTA---
>tdbD00007130 Lactobacillus_johnsonii_NCC_533 257314 Leu CAG
-GCCTCAATGGCGGAATT-GGCA-GACGCGCAGCGTTCAGGTCGCTGTTCAC-----GCAA----GTGAGTGCAGGTTCGACTCCTGTTTGAGGCA---



>tdbD00007132 Lactobacillus_johnsonii_NCC_533 257314 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACGGGACTTAAAATCCCGCGGTTG----GTGA---CAACCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00007133 Lactobacillus_johnsonii_NCC_533 257314 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGATTTAGGTTCTAGTGTT------TTCG-----GACGTGTGGGTTCAAGTCCCACCACCCGTACCA
>tdbD00006974 Lactobacillus_plantarum_WCFS1 220668 Leu AAG
-GCGGCCATGGCGGAATT-GGCA-GACGCGCAAGATTAAGGATCTTGTCGGGG----TTA----ACCCGGTGGAAGTTCGAATCTTCTTGGCCGCA---
>tdbD00006977 Lactobacillus_plantarum_WCFS1 220668 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTTCCCG----TTG----AGGGAGTATCGGTTCGACCCCGATCGCCGGTA---
>tdbD00006978 Lactobacillus_plantarum_WCFS1 220668 Leu CAG
-GCCCCAGTGGCGGAACT-GGCA-GACGCGCAGCGTTCAGGTCGCTGTATTG-----GAAA----CAATGTACAGGTTCGAATCCTGCCTGGGGCA---
>tdbD00006976 Lactobacillus_plantarum_WCFS1 220668 Leu TAA
-GCCGGGGTGGCGGAATT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTTA----GTGA---TAACCGTACCGGTTCGATCCCGGTCCTCGGCA---
>tdbD00006975 Lactobacillus_plantarum_WCFS1 220668 Leu TAG
-GCGGGTGTGGCGGAACT-GGCA-GACGCGCTAGATTTAGGTTCTAGTGTC------TTAC-----GACGTGGGGGTTCGAGTCCCTTCACCCGCA---
>tdbD00007137 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Leu CAA
-GCCGCTGTGGCGGAAC--GGCA-GACGCGGAGCACTCAAAATGCTTTGTCCT----TCA----CGGGCGTGTGGGTTCGAATCCCACCAGCGGCA---
>tdbD00007135 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Leu CAG
-GCGCGAGTGGCGGAATT-GGCA-GACGCGCTGGCTTCAGGTGCCAGTGCCC-----GCAA----GGGCGTGGGGGTTCAAGTCCCCCCTCGCGCA---
>tdbD00007139 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Leu TAA
-GCCCCCATAGCCCAATC-GGCA-GAGGCAGGCGACTTAAAATCGCTTC-------------------AGTGTGGGTTCGAATCCCGCTGGGGGCA---
>tdbD00007138 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Leu TAG
-GCGGGAGTGGTGAAACT-GGCA-GACACGCAGGATTTAGGTTCCTGTGC-------TTCG------GCGTGAGGGTTCGAGTCCCTTCTCCCGCA---
>tdbD00006922 Leptospira_interrogans_serovar_Lai_str._56601 189518 Leu CAA
-GCCGATGTGGTGAAACT-GGTA-GACGCAGTGGATTCAAAATCCACCGGGGG----CAA----CTCTG-TGTCGGTTCGAGTCCGACCATCGGCA---
>tdbD00006921 Leptospira_interrogans_serovar_Lai_str._56601 189518 Leu CAG
-GCCGAAGTGGCGGAATT-GGTA-GACGCACTGGCTTCAGGTGCCAGCGACC-----GCAA----GGTTGTGGGGGTTCGAGTCCCTTCTTCGGCA---
>tdbD00006920 Leptospira_interrogans_serovar_Lai_str._56601 189518 Leu GAG
-GCTCGGGTGGTGGAATT-GGTA-GACACGCAAGCTTGAGGTGCTTGTGCCG-----TTT-----AGGTGTAGGGGTTCGAGTCCCCTCTCGAGCA---
>tdbD00006918 Leptospira_interrogans_serovar_Lai_str._56601 189518 Leu TAA
-GCCTGGATGGTGGAAT--GGTA-GACACCCAGGACTTAAAATCCTGTGAGA-----GCAA----TCTCGTGCGAGTTCGAGTCTCGCTCCAGGTACCA
>tdbD00006919 Leptospira_interrogans_serovar_Lai_str._56601 189518 Leu TAG
-GCGAGTATGGTGAAATT-GGTA-GACACGCCAGATTTAGGTTCTGGTGCA------GAAA-----TGTGTGGGGGTTCGAGTCCCTCTACTCGCA---
>tdbD00006588 Listeria_innocua_Clip11262 272626 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCTGTGCCC-----GCAA----GGGCGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006587 Listeria_innocua_Clip11262 272626 Leu GAG
-GCGGTCGTGGCGGAATC-GGCA-GACGCGCTAGGTTGAGGGCCTAGTGAGGT----AAA----ACTCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00006586 Listeria_innocua_Clip11262 272626 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGATA----GTGA---TATCCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006585 Listeria_innocua_Clip11262 272626 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCC------GCGA-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00006591 Listeria_monocytogenes_EGD-e 169963 Leu GAG
-GCGGTCGTGGCGGAATC-GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGT----AAA----ACCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007187 Mesoplasma_florum_L1 265311 Leu CAA
-GCCTCCTTGGCGGAATT-GGCA-GACGCATCAGACTCAAAATCTGACGAG------GAAA-----CTCGTATCGGTTCGACCCCGATAGGAGGCACCA
>tdbD00007188 Mesoplasma_florum_L1 265311 Leu TAA
-CCCCAAGTGGCGGAATC-GGTA-GACGCAGTGGACTTAAAATCCACCGGGCT----TTAT---CTCCCGTGCCAGTTCAAGTCTGGCCTTGGGGACCA
>tdbD00007186 Mesoplasma_florum_L1 265311 Leu TAG
-GCGGGATTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGTC------TTC------GACGTAAGGGTTCGAGTCCCTTATCCCGCACCA
>tdbD00006629 Mesorhizobium_loti_MAFF303099 266835 Leu CAA
-GCCCCTATGGCGGAATT-GGTA-GACGCGCTCGACTCAAAATCGAGTTCC------GCAA-----GGAGTGCTGGTTCGATCCCGGCTAGGGGCACCA
>tdbD00006630 Mesorhizobium_loti_MAFF303099 266835 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCACGGTTCAGGTCCGTGTTCC------GCAA-----GGAGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006626 Mesorhizobium_loti_MAFF303099 266835 Leu TAA
-GCGGACGTGGCGGAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGATC-----TCT-----GATCGTACGGGTTCGATTCCCGTCGTCCGCACCA
>tdbD00006627 Mesorhizobium_loti_MAFF303099 266835 Leu TAG
-GCGGATGTGGCGGAACT-GGTA-GACGCCCTGGATTTAGGTTCCAGTGCC------GAAA-----GGCGTGGGGGTTCGAGTCCCTTCATCCGCACCA
>tdbD00007004 Mycobacterium_bovis_AF2122/97 233413 Leu CAA
-GCCCTCGTATCCCAACT-GGCA-GAGGAAACGGACTCAAAACCCGTCC-------------------AGTGTGGGTTCGAATCCCACCGAGGGCACCA
>tdbD00007001 Mycobacterium_bovis_AF2122/97 233413 Leu CAG
-GGGCGAGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----TTCG----GGACGTGGGGGTTCAAGTCCCCCTTCGCCCA---
>tdbD00007005 Mycobacterium_bovis_AF2122/97 233413 Leu GAG
-GTCCGAGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCTA---CTAA--TGGGCG-TGGGGGTTCAAGTCCCCCCTCGGACA---
>tdbD00007002 Mycobacterium_bovis_AF2122/97 233413 Leu TAA
-GCCCCCATAGCCCAATT-GGCA-GAGGCAGCGGACTTAAAATCCGTCA-------------------AGTGTCGGTTCGAGTCCGACTGGGGGCA---
>tdbD00007003 Mycobacterium_bovis_AF2122/97 233413 Leu TAG
-GCGGGCGTGATGAAATT-GGCA-AACATGCCGGTTTTAGGTGCCGGTGCTC-----GAAA----GAGTTTGAGGGTTCGAGTCCCTCCGCCCGCA---
>tdbD00001539 Mycobacterium_leprae 1769 Leu CAG
-GGGCGAGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----CTCG----GGACGTGGGGGTTCAAGTCCCCCTTCGCCCA---
>tdbD00006484 Mycobacterium_leprae_TN 272631 Leu CAA
-GCCCTCGTATCCCAACT-GGCA-GAGGAAACGGACTCAAAACCCGTCC-------------------AGTGTGGGTTCGAATCCCACCGAGGGCA---
>tdbD00006486 Mycobacterium_leprae_TN 272631 Leu GAG
-GTCCGAGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCTA---CTAA--TGGGCG-TGGGGGTTCAAATCCCCCCTCGGACA---
>tdbD00006488 Mycobacterium_leprae_TN 272631 Leu TAG
-GCGGGCGTGATGGAAT--GGCA-GACATGCCGGCTTTAGGTGCCGGTGCTT-----GAAA----GAGCGTGAGGGTTCGACTCCCTCCGCCCGCA---
>tdbD00001499 Mycoplasma_capricolum 2095 Leu TAA



-CCCCAAGTGGCGGAATA-GGTA-GACGCATTGGACTTAAAATCCAACGGGCT----TAAT---ATCCTGTGCCGGTTCAAGTCCGGCCTTGGGGACCA
>tdbD00001500 Mycoplasma_capricolum 2095 Leu TAG
--GGGGATTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGTC------TTT------GACGTAAGGGTTCAAGTCCCTTATCCCCCACCA
>tdbD00007000 Mycoplasma_gallisepticum_R 233150 Leu CAA
-CCTGGAGTGGCGGAAT--GGCA-AACGCATCAGACTCAAAATGTGACGGGT-----TAC-----ACCCTTGTGAGTTCAAGTCTCATCTCCAGGACCA
>tdbD00006999 Mycoplasma_gallisepticum_R 233150 Leu TAA
-GCCCAAGTGACGGAAT--GGTA-GACGTACAGGACTTAAAATCCTGGGGTA-----GCGA----TACCGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00006998 Mycoplasma_gallisepticum_R 233150 Leu TAG
-GCACTCGTGGCGGAACT-GGCA-GACGCGCTAGACTTAGGATCTAGTATCA-----TTA-----CGATGTGGGGGTTCAAGTCCCTTCGAGTGCACCA
>tdbD00001503 Mycoplasma_genitalium 2097 Leu GAG
-GTCGGAGTGGTGGAAT--GGTA-GACACGCAAGCTTGAGGTGCTTGTGGTCG----TTAA---AGACTGTGCCAGTTCAAGTCTGGTCTCCGACACCA
>tdbD00001501 Mycoplasma_genitalium 2097 Leu TAA
-GCCCAAGTGGCGGAAT--GGTA-GACGCATGGGATTTAAGATCCCACGCCA-----GTAA----TGGTGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00001502 Mycoplasma_genitalium 2097 Leu TAG
-GCACTCGTGGCGGAAT--GGTA-GACGCGCTAGACTTAGGATCTAGTTTCA-----TCT-----AGAAGTGGGGGTTCAAGTCCCTTCGGGTGCACCA
>tdbD00006543 Mycoplasma_genitalium_G37 243273 Leu CAA
-CCTGGAGTGGCGGAAT--GGTA-GACGCGGTGGACTCAAAACCCACTAGG------AAA------CTG-TAGGAGTTCAAGTCTCCTCTCCAGGACCA
>tdbD00001504 Mycoplasma_pneumoniae 2104 Leu TAA
-GCCCAAGTGGCGGAAT--GGTA-GACGCATGGGATTTAAGATCCCACGCTA-----GCAA----TAGCGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00001505 Mycoplasma_pneumoniae 2104 Leu TAG
-GCACTCGTGGCGGAAT--GGTA-GACGCGCTAGACTTAGGATCTAGTTTCA-----TTG-----TGGAGTGGGGGTTCAAGTCCCTTCGAGTGCACCA
>tdbD00006548 Mycoplasma_pneumoniae_M129 272634 Leu GAG
-GTCGGAGTGGTGGAAT--GGTA-GACACGCAAGCTTGAGGGGCTTGTGGTC-----GCAA----GACTGTGCCAGTTCAAGTCTGGTCTCCGACACCA
>tdbD00006655 Mycoplasma_pulmonis_UAB_CTIP 272635 Leu CAA
-GCCCGAGTGGTGAAAT--GGCA-GACACAGTTGACTCAAAATCAACCGCT------TCAC-----GGCGTGCTGGTTCAAGTCCAGTCTCGGGCACCA
>tdbD00006656 Mycoplasma_pulmonis_UAB_CTIP 272635 Leu TAA
-GCCCGGGTGGCGGAATA-GGTA-GACGCAGGGGACTTAAAATCCCCCGGCA-----GTAG----TGCCGTGCTGGTTCAATTCCAGTTCCGGGTACCA
>tdbD00006657 Mycoplasma_pulmonis_UAB_CTIP 272635 Leu TAG
-GCGCGAGTGGTGAAATT-GGCA-GACACGCTAGATTTAGGCTCTAGTGCT------TTAC-----AGTGTGAGGGTTCAAGTCCCTCCTCGTGCACCA
>tdbD00001506 Mycoplasma_sp._PG50 2126 Leu TAG
-GGGGGATTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGTC------TTT------GACGTAAGGGTTCAAGTCCCTTATCCCCCACCA
>tdbD00006462 Neisseria_meningitidis_MC58 122586 Leu CAA
-GCCCAGGTGGCGAAATT-GGTA-GACGCAGGGGACTCAAAATCCCCCGCC------GCAA-----GGTGTGTCGGTTCGAGTCCGACCCTGGGCACCA
>tdbD00006463 Neisseria_meningitidis_MC58 122586 Leu CAG
-GCCCGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGCTAGTATCC-----TCAC----GGGTGTGGAAGTTCGAGTCTTCTCCCGGGCACCA
>tdbD00006464 Neisseria_meningitidis_MC58 122586 Leu CAG
-GCCCGGGTGGCGGAATT-GGTA-GACGCGCCAGCTTCAGGTGCTGGTATCC-----TCAT----GGGTGTGGAAGTTCGAGTCTTCTCCCGGGCACCA
>tdbD00006465 Neisseria_meningitidis_MC58 122586 Leu TAA
-GCCCGGGTGGTGAAATA-GGTA-GACACAACGGACTTAAAATCCGTCGGGACT---AAA---CATCCCGTGCCGGTTCGATTCCGGCTCCGGGCACCA
>tdbD00006466 Neisseria_meningitidis_MC58 122586 Leu TAG
-GCGGACGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GAGA-----GGTGTGAGAGTTCGAGTCTCTCCGTCCGCACCA
>tdbD00006468 Neisseria_meningitidis_Z2491 122587 Leu CAG
-GCCCGGGTGGCGGAATT-GGTA-GACGCGCCAGCTTCAGGTGCTGGTATCC-----TCAC----GGGTGTGGAAGTTCGAGTCTTCTCCCGGGCACCA
>tdbD00006469 Neisseria_meningitidis_Z2491 122587 Leu GAG
-GCCGACATGGTGAAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGGCC-----GTA-----GGCTGTGCGAGTTCAAATCTCGCTGTCGGCACCA
>tdbD00007053 Nitrosomonas_europaea_ATCC_19718 228410 Leu CAA
-GCCGGGATGGCGGAATT-GGTA-GACGCACGGGACTCAAAATCCCGCGATG-----GTGA----CATCATGGGGGTTCGATTCCCCCTCCCGGCACCA
>tdbD00007052 Nitrosomonas_europaea_ATCC_19718 228410 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCATGGTTCAGGTCCATGTGCC------TTCG-----GGTGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00007054 Nitrosomonas_europaea_ATCC_19718 228410 Leu GAG
-GCCGACGTGGTGGAATT-GGTA-GACACGCCGTCTTGAGGGGGCGGTGGC------GAAA-----GCTGTGCGAGTTCGATTCTCGCCGTCGGCACCA
>tdbD00007050 Nitrosomonas_europaea_ATCC_19718 228410 Leu TAA
-GCCCGGGTGGTGAAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGACA----TTAA---CGTCCGTGCCGGTTCGATTCCGGCCCCGGGCACCA
>tdbD00007051 Nitrosomonas_europaea_ATCC_19718 228410 Leu TAG
-GCGAAAGTGGCGGAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCCG-----ATG-----AGGTGTGGGGGTTCGAGTCCCCCCTTTCGCACCA
>tdbD00006649 Nostoc_sp._PCC_7120 103690 Leu CAA
-ACTCCTGTAGCCCAATT-GGCA-GAGGCGGCTGTTTCAAAAACAGTCT--------G----------TGTATGGGTTCAAATCCCATCAGGAGTACCA
>tdbD00006650 Nostoc_sp._PCC_7120 103690 Leu CAA
-GGGCGGGTGGCGAAATT-GGTA-GACGCACCACACTCAAAATGTGGCGACC-----TTGC----GGTCATAGGAGTTCGATTCTCCTCCTGCCCA---
>tdbD00006651 Nostoc_sp._PCC_7120 103690 Leu CAG
-GCGGAACTGGCGGAATT-GGCA-GACGCGCTAGATTCAGGTTCTAGTGCC------GCAA-----GGCTTCCGGGTTCAAGTCCCGGGTTCCGCA---
>tdbD00006652 Nostoc_sp._PCC_7120 103690 Leu GAG
-GCGGATGTGGCGGAATT-GGTA-TACGCGCACGCTTGAGGTGCGTGTGGC------TTT------GCCTTGCGAGTTCGAGTCTCGCCATCCGCA---
>tdbD00006646 Nostoc_sp._PCC_7120 103690 Leu TAA
-ACCCCTGTGATGCAATT-GGCA-GACATGACCTGCTTAAAACGGGTTT-------------------TCTACAGGTTCAAATCCTGTCAGGGGTA---
>tdbD00006654 Nostoc_sp._PCC_7120 103690 Leu TAA
-GGGGGTGTGGCGGAAT--GGTA-GACGCTACGGACTTAAAATCCGTTGACCT----TAAA---CGGTCGTGTGGGTTCAAGTCCCTCCACCCCCA---
>tdbD00006648 Nostoc_sp._PCC_7120 103690 Leu TAG
-GCCCTTGTGACGCAATT-GGCA-GACGTAGCCCGCTTAGACCGGGTTT-------------------GTTGCAGGTTCAACTCCTGTCAAGGGTA---
>tdbD00006653 Nostoc_sp._PCC_7120 103690 Leu TAG
-GCGGATGTGGCGGAATT-GGCA-GACGCGCTAGATTTAGGTTCTAGTTCC------GAGA-----GGAGTGAAGGTTCAAGTCCTTTCATCCGCA---
>tdbD00006925 Oceanobacillus_iheyensis_HTE831 221109 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGCG----TAT----AGCCCGTGTGGGTTCAAATCCCACTGACCGCA---
>tdbD00006924 Oceanobacillus_iheyensis_HTE831 221109 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTACCGGTTCGATTCCGGTCCTCGGCACCA



>tdbD00006923 Oceanobacillus_iheyensis_HTE831 221109 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTC------TTCG-----GACGTGGGGGTTCAAGTCCCTTCACCCGCACCA
>tdbD00007086 Onion_yellows_phytoplasma_OY-M 262768 Leu CAA
-GCTGATGTGGCGGAAT--GGTA-GACGCACTTGACTCAAAATCAAGCGAGC-----AAT-----ACTCATGTCGGTTCGAGTCCGACCATCAGTACCA
>tdbD00007088 Onion_yellows_phytoplasma_OY-M 262768 Leu GAG
-GCGGATATGACGGAAC--GGTA-GACGTGCATGCTTGAGGGGCATGTAAGA-----AATA----TCTTGTGTGAGTTCAAATCTCACTATCCGCACCA
>tdbD00007087 Onion_yellows_phytoplasma_OY-M 262768 Leu TAA
-GCCTGGATGGTGGAATC-GGTA-GACACGTGGGACTTAAAATCCCATGGTT-----TAT-----AGCCGTGTCGGTTCAAGTCCGACTCCAGGTACCA
>tdbD00007085 Onion_yellows_phytoplasma_OY-M 262768 Leu TAG
-GCGGGTGTGGCGGAAT--GGAA-GACGCACTAGACTTAGGATCTAGCGC-------TTAG------GCGTGCAGGTTCAAATCCTGTCACCCGTACCA
>tdbD00006551 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Leu CAA
-GCCTGGGTGGCGAAATT-GGTA-GACGCAGTTGATTCAAAATCAACCGCC------TTCG-----GGTGTGCCGGTTCGAGTCCGGCCCTAGGCACCA
>tdbD00006552 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Leu TAA
-GCCCGAGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGCTT-----TTCG----AAGCGTGCCAGTTCAAGTCTGGCCTCGGGCACCA
>tdbD00006553 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Leu TAG
-GCGGGACTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCGA-----GGTGTGTGGGTTCAAGTCCCTCGTCCCGCACCA
>tdbD00001540 Photobacterium_leiognathi 658 Leu TAG
-GCGGAAGTGGCGGAATT-GGTA-GACGCACTAGATTTAGGTTCATGCGCCT-----GTA-----AGGTGTGAGAGTTCAAGTCTCTCCTTCCGCACCA
>tdbD00007103 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGCC------TTCG-----GGTGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00007101 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu CAG
-GCGAGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----TGACGTGGGGGTTCAAGTCCCCCCCTTCGCACCA
>tdbD00007102 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu CAG
-GCGAGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCTTTCGCACCA
>tdbD00007105 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu CAG
-GCGAGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCTTTCGCACCA
>tdbD00007104 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu GAG
-GCCGAGGTGGTGAAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCCA----CACT---AGGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00007100 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu TAA
-GCCCAGGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCT-----GTAA----GGCTGTGCGGGTTCAAGTCCCGCCCTGGGCACCA
>tdbD00007141 Porphyromonas_gingivalis_W83 242619 Leu CAA
-GCCCGGATGGCGGAATT-GGTA-GACGCGTTGGTCTCAAACACCAATGAAT-----GCAA----ATTCGTGCCGGTTCGATCCCGGCTCCGGGCA---
>tdbD00007144 Porphyromonas_gingivalis_W83 242619 Leu CAG
-GCCCGGGTGGCGGAATT-GGTA-GACGCGCTCGTTTCAGGTGCGAGTGTTC-----AAA-----AGACGTGCAGGTTCGATTCCTGTCCCGGGCA---
>tdbD00007143 Porphyromonas_gingivalis_W83 242619 Leu GAG
-GCGCGGGTGGTGGAATT-GGTA-GACACGCTACTTTGAGGGGGTAGTGCCG-----GTTA----CGGTGTGTGAGTTCAAATCTCATCTCGCGTA---
>tdbD00007140 Porphyromonas_gingivalis_W83 242619 Leu TAA
-GCCCGGATGGTGGAAT--GGTA-GACACGAAGGACTTAAAATCCTTTGGCCA----TTAT---CGGCTGTGCGGGTTCAAGTCCCGCTCCGGGTA---
>tdbD00007142 Porphyromonas_gingivalis_W83 242619 Leu TAG
-GCGGCTGTGGTGTAATT-GGTA-GCCACGTCAGACTTAGGATCTGGTGCT------TCAC-----GGCGTGCGAGTTCGAGTCTCGCCAGCCGCA---
>tdbD00007190 Propionibacterium_acnes_KPA171202 267747 Leu CAA
-GCCCGAGTGGCGGAAT--GGTA-GACGCGGCGCACTCAAAATGCGCTGTCC-----TTGC----GGGCGTAGGGGTTCGACTCCCCTCTCGGGCA---
>tdbD00007193 Propionibacterium_acnes_KPA171202 267747 Leu CAG
-GCGCGAGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----CTTG----GGACGTGGAGGTTCAACTCCTCTCTCGCGCA---
>tdbD00007191 Propionibacterium_acnes_KPA171202 267747 Leu GAG
-GTCCGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTGAGGTGCTAGTGGCCG----ATTA---AGGCTGTGGAGGTTCAAGTCCTCTCTCGGACA---
>tdbD00007189 Propionibacterium_acnes_KPA171202 267747 Leu TAA
-GCCCCCGTAGCCCAACC-GGCA-GAGGCAGACGGCTTAAACCCGTCCC-------------------AGTGCGGGTTCGAATCCCGTCGGGGGTA---
>tdbD00007192 Propionibacterium_acnes_KPA171202 267747 Leu TAG
-GCCGGAGTGGTGGAATT-GGTA-GACACGCAGGATTTAGGTTCCTGTGCC------TTGT-----GGTGTGAGGGTTCGAGTCCCTTCTCCGGCA---
>tdbD00006559 Pseudomonas_aeruginosa_PAO1 208964 Leu CAA
-GCCTCGGTGGCGGAATC-GGTA-GACGCGGCGGATTCAAAATCCGTTTCTG-----GCGA----CAGAGTGAGAGTTCGAGTCTCTCCCGAGGCACCA
>tdbD00006560 Pseudomonas_aeruginosa_PAO1 208964 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGGTTCAGGTCCTAGCGGTG-----GCAA----CACCGTGGAAGTTCGAGTCTTCTCCTGGGCACCA
>tdbD00006561 Pseudomonas_aeruginosa_PAO1 208964 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGGCC-----ATA-----GGCTGTAGGGGTTCGAGTCCCCTCCTCGGTACCA
>tdbD00006562 Pseudomonas_aeruginosa_PAO1 208964 Leu TAA
-GCCCGGATGGCGAAATC-GGTA-GACGCAAGGGACTTAAAATCCCTCGGGGG----TAA----CCCCG-TGCCGGTTCGACCCCGGCTCCGGGCACCA
>tdbD00006563 Pseudomonas_aeruginosa_PAO1 208964 Leu TAG
-GCGGACGTGGTGGAATT-GGTA-GACACACTGGATTTAGGTTCCAGCGCC------GCAA-----GGCGTGAGAGTTCGAGTCTCTCCGTCCGCACCA
>tdbD00007060 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Leu CAA
-GCCCTGATGGCGGAATT-GGTA-GACGCGGCGGATTCAAAATCCGTTTTC------GAAA-----GAAGTGGGAGTTCGATTCTCCCTCGGGGCACCA
>tdbD00007064 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Leu CAG
-GCCCAGATGGTGAAATT-GGTA-GACACGCCAGCTTCAGGTGCTGGTGACC-----GCAA----GGTCGTGGAAGTTCGAGTCTTCTTCTGGGCACCA
>tdbD00007063 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCAACCTTGAGGTGGTTGTGCCC-----AAT-----GGGTGTAGGGGTTCGAGTCCCCTTCTCGGTACCA
>tdbD00007061 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Leu TAA
-GCCCCGATGGCGAAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGTCC-----TTT-----GGACGTGCCGGTTCGACCCCGGCTCGGGGCACCA
>tdbD00007062 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Leu TAG
-GCGGATGTGGTGGAATT-GGTA-GACACACTGGATTTAGGTTCCAGCGCC------GCAA-----GGTGTGAGAGTTCGAGTCTCTCCGTCCGCACCA
>tdbD00006645 Ralstonia_solanacearum_GMI1000 267608 Leu CAA
-GCCCGGGTGGTGAAACA-GGTA-GACGCAGGGGACTCAAAATCCCCCGCC------GCAA-----GGCGTGTCGGTTCGAGTCCGACCCCGGGCACCA
>tdbD00006642 Ralstonia_solanacearum_GMI1000 267608 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGTTTCAGGTACTAGCGGG------TAAC-----TCCGTGGAGGTTCGAGTCCTCTCCTGGGCACCA
>tdbD00006644 Ralstonia_solanacearum_GMI1000 267608 Leu GAG



-GCCGACGTGGTGAAATT-GGTA-GACACGCTATCTTGAGGGGGTAGTGGC------GAAA-----GCTGTGCGAGTTCGAGTCTCGCCGTCGGCACCA
>tdbD00006641 Ralstonia_solanacearum_GMI1000 267608 Leu TAA
-GCCCGAGTGGTGAAATT-GGTA-GACACCGCGGACTTAAAATCCGCTGCGCCC---TCAC--CGGCGCGTGCCGGTTCGACCCCGGCCTCGGGCACCA
>tdbD00006643 Ralstonia_solanacearum_GMI1000 267608 Leu TAG
-GCGAGGGTGGCGAAATT-GGTA-GACGCACCAGGTTTAGGTCCTGACGCCA-----GCAA----TGGTGTAGGGGTTCGAGTCCCCTCCCTCGCACCA
>tdbD00007041 Rhodopirellula_baltica_SH_1 243090 Leu CAA
-GCCGAAGTGGCGGAATT-GGCA-GACGCGCTGGATTCAAAATCCAGTTGGA-----GCAA----TCCAGTGAGGGTTCGAGTCCCTCCTTCGGTA---
>tdbD00007048 Rhodopirellula_baltica_SH_1 243090 Leu CAA
-GCTGTGGTACGCAAACC-GGCA-AAGCGGCGAATTTCAAACGTTCGTG-------------------TTTGAGGGTTCGACTCCCTCCCGCAGTA---
>tdbD00007042 Rhodopirellula_baltica_SH_1 243090 Leu CAG
-GCGGATGTGGCGGAATT-GGCA-GACGCGCTAGACTCAGGATCTAGTGCCCG----ATA----AGGGCGTGGAGGTTCGAATCCTCTCATCCGTA---
>tdbD00007047 Rhodopirellula_baltica_SH_1 243090 Leu CAG
-AGCCAAGTGGTGGAACT-GGTA-GACACGCGACACTCAGAATGTCGTGCCC-----ACAG----CGGCGTGCGAGTTCAACTCTCGCCTTGGCTA---
>tdbD00007044 Rhodopirellula_baltica_SH_1 243090 Leu GAG
-GCGGCCGTGGCGGAACT-GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGAG----TTA----ATCCCGTGGAGGTTCGAGTCCTCTCGGCCGCA---
>tdbD00007046 Rhodopirellula_baltica_SH_1 243090 Leu GAG
-GGTCGAGTACGCAAACA-GGCA-AAGCGGCAAGCATGAGAGGCTTGTG--------AT---------TTTGCAGGTTCGACTCCTGTCTCGACTA---
>tdbD00007043 Rhodopirellula_baltica_SH_1 243090 Leu TAA
-GCCCAGGTGGTGGAATT-GGCA-GACACAGGGGACTTAAAATCCCCCGGACG----TTT----AGTCCTTGCGGGTTCGAGTCCCGCCCTGGGTA---
>tdbD00007049 Rhodopirellula_baltica_SH_1 243090 Leu TAA
-GCTTAGATACGCCAACC-GGCC-GAGCGGCTCGACTTAAACCCGAGTG-------------------TTCGCAGGTTCGACTCCTGCTCTGGGCA---
>tdbD00007040 Rhodopirellula_baltica_SH_1 243090 Leu TAG
-GCTGAGGTAGGCCAAC--GGC--GAGCCGCTTGTCTTAGGAACAAGTG-------------------CTTGCGGGTTCGACTCCCGCCCTCAGTA---
>tdbD00007045 Rhodopirellula_baltica_SH_1 243090 Leu TAG
-GGGGCTGTGGCGGAACT-GGCA-GACGCGCTAGATTTAGGATCTAGTTCC------TTCG-----GGAGTGCAGGTTCGATTCCTGTCAGCCCTA---
>tdbD00007107 Rhodopseudomonas_palustris_CGA009 258594 Leu CAA
-GCCCCTGTGGCGGAACT-GGTA-GACGCGCTCGACTCAAAATCGAGTTCC------GCAA-----GGAGTGCTGGTTCGATCCCGGCCAGGGGCACCA
>tdbD00007106 Rhodopseudomonas_palustris_CGA009 258594 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCGCTGGTTTCAGGTACCAGTGGGT-----AAC-----ACCG-TGGAGGTTCGAGTCCTCTCCTGGGCACCA
>tdbD00007109 Rhodopseudomonas_palustris_CGA009 258594 Leu GAG
-GCGCTCGTGGCGGAATT-GGTA-GACGCGCTGCCTTGAGGTGGCAGTGAGT-----AAA-----ATCG-TGGGGGTTCGAGTCCCTCCGAGCGCACCA
>tdbD00007110 Rhodopseudomonas_palustris_CGA009 258594 Leu TAA
-GCGGGCGTGGCGAAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGGCTC----GAAA---GAGCTGTGCCGGTTCGACCCCGGCCGCCCGCACCA
>tdbD00007108 Rhodopseudomonas_palustris_CGA009 258594 Leu TAG
-GCGGGCGTGGCGGAATT-GGTA-GACGCGCTGGATTTAGGTTCCAGTGAC------GAAA-----GTTGTGGGGGTTCGAGTCCCTCCGCCCGCACCA
>tdbD00006617 Rickettsia_conorii_str._Malish_7 272944 Leu GAG
-GCGGTCGTGGCGAAATT-GGTA-GACGCGCAGCATTGAGGGTGCTGTTCTG-----TAAA----AAGATTGGAAGTTCAAGTCTTCTCGACCGCACCA
>tdbD00006618 Rickettsia_conorii_str._Malish_7 272944 Leu TAA
-GCCCGCGTGATGGAAT--GGTA-GACATAACGGACTTAAAATCCGTGGAGC-----GTAA----GCTCTTGCCGGTTCAAGTCCGGCCGCGGGTACCA
>tdbD00006619 Rickettsia_conorii_str._Malish_7 272944 Leu TAG
-GCGGATGTGATGGAACT-GGTA-GACATGCAAGATTTAGGTTCTTGTGCC------GTGA-----GGCGTGGGGGTTCAAGTCCCTTCATCCGTACCA
>tdbD00006841 Rickettsia_prowazekii_str._Madrid_E 272947 Leu GAG
-GCGGTCGTGGCGAAATT-GGTA-GACGCGCAGCATTGAGGGTGCTGTTCTG-----TAAA----AGGATTGGAAGTTCAAATCTTCTCGACCGCACCA
>tdbD00006843 Rickettsia_prowazekii_str._Madrid_E 272947 Leu TAG
-GCGGATGTGATGGAACT-GGTA-GACATGCAAGATTTAGGTTCTTGTGCT------GTGA-----GGCGTGGGGGTTCAAGTCCCTTCATCCGTACCA
>tdbD00007146 Rickettsia_typhi_str._Wilmington 257363 Leu TAA
-GCCCGCGTGATGGAAT--GGTA-GACATAACGGACTTAAAATCCGTGGAGT-----GTAA----ACTCTTGCCGGTTCAAGTCCGGCCGTGGGTACCA
>tdbD00006665 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCT-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006937 Shewanella_oneidensis_MR-1 211586 Leu CAA
-GCCAGAGTGGTGAAATC-GGTA-GACACAGTGGATTCAAAATCCACCGCCCT----TAA----AAGCG-TGACGGTTCGAGTCCGTCCTCTGGTACCA
>tdbD00006934 Shewanella_oneidensis_MR-1 211586 Leu CAG
-GCAGGTGTGGTGGAATT-GGTA-GACACGCCAGCTTCAGGTGCTGGTGCCC-----TTGC----GGGCGTGGAGGTTCAAGTCCTCTCACCTGTACCA
>tdbD00006935 Shewanella_oneidensis_MR-1 211586 Leu CAG
-GCAGATGTGGTGGAATT-GGTA-GACACGCCAGCTTCAGGTGCTGGTGCCC-----TTGC----GGGCGTGGAGGTTCAAGTCCTCTCATCTGTACCA
>tdbD00006933 Shewanella_oneidensis_MR-1 211586 Leu GAG
-GCCGAGGTGGTGAAATT-GGTA-GACGCGCAGCCTTGAGGTGGCTGTGTCC-----TAAC----GGACGTGCGGGTTCAAGTCCCGCTCTCGGCACCA
>tdbD00006936 Shewanella_oneidensis_MR-1 211586 Leu TAA
-GCCCGAGTGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGCTG-----GTAA----CAGCGTGCCAGTTCAAGTCTGGCCTCGGGTACCA
>tdbD00006938 Shewanella_oneidensis_MR-1 211586 Leu TAG
-GCGGGAATGGTGAAATT-GGTA-GACACGCCAGATTTAGGTTCTGGTGCC------GCAA-----GGTGTGAGAGTTCAAGTCTCTCTTCCCGTACCA
>tdbD00006939 Shewanella_oneidensis_MR-1 211586 Leu TAG
-GCGGGAATGGTGAAATT-GGTA-GACACGCCAGATTTAGGTTCTGGTGCC------GCGA-----GGTGTGAGAGTTCAAGTCTCTCTTCCCGTACCA
>tdbD00006673 Sinorhizobium_meliloti_1021 266834 Leu CAA
-GCCCCATTGGCGGAATT-GGTA-GACGCGCTCGACTCAAAATCGAGTTCC------GAAA-----GGAGTGCTGGTTCGACTCCGGCATGGGGCACCA
>tdbD00006672 Sinorhizobium_meliloti_1021 266834 Leu TAA
-GCGGACGTGGCGAAACT-GGTA-GACGCAAGGGACTTAAAATCCCTCGGG------AAA------CCG-TACGGGTTCGATTCCCGTCGTCCGCACCA
>tdbD00006671 Sinorhizobium_meliloti_1021 266834 Leu TAG
-GCGGGTATGGTGAAATT-GGTA-GACACGCCAGATTTAGGTTCTGGTGCC------GCAA-----GGCGTGGGAGTTCAAGTCTCTCTACCCGCACCA
>tdbD00001522 Staphylococcus_aureus 1280 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCGGGACTCAAAATCCCGTTCCA-----CTTG----TGTAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00001521 Staphylococcus_aureus 1280 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GTGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00001520 Staphylococcus_aureus 1280 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCCT-----TTA-----CGGCGTGGGGGTTCGACTCCCTTCACCCGCA---



>tdbD00007112 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCGGGACTCAAAATCCCGTTCCA-----CTTG----TGGAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00007115 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GATGCGCTAGGTTGAGGGCCTAGTGGGA-----GAAG----TCCCGTGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007111 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GAGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00007114 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTAC-----GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00006854 Staphylococcus_aureus_subsp._aureus_MW2 196620 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGA-----GAAA----TCCCGTGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00006979 Staphylococcus_epidermidis_ATCC_12228 176280 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCGGGACTCAAAATCCCGTTCCT-----TTAT----TGGAGTGTCGGTTCGATCCCGACCACCGGTA---
>tdbD00006982 Staphylococcus_epidermidis_ATCC_12228 176280 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGAG----TTA----ATCCCGTGGAGGTTCAAGTCCTCTCGGCCGCACCA
>tdbD00006948 Streptococcus_agalactiae_2603V/R 208435 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAAGACTAAGGATCTTGTGACCG----CTTT---TGGTCGTGAGGGTTCAAGTCCCTCTCTCCGCA---
>tdbD00006947 Streptococcus_agalactiae_2603V/R 208435 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----TCAC----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006946 Streptococcus_agalactiae_2603V/R 208435 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGG----TAA----ACATCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006945 Streptococcus_agalactiae_2603V/R 208435 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAC-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00006954 Streptococcus_mutans_UA159 210007 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----GCAA----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006950 Streptococcus_mutans_UA159 210007 Leu CAG
-GCGGAGATGGTGGAAC--GGCA-GACACGCATGCTTCAGGCGCATGTGCTC-----GTAT----GAGCGTGAGGGTTCAAATCCCTTTCTCCGCA---
>tdbD00006951 Streptococcus_mutans_UA159 210007 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGAAGG----GGAA---CCTTCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006953 Streptococcus_mutans_UA159 210007 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGAAGG----GGAA---CTTTCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006952 Streptococcus_mutans_UA159 210007 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAG-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00006608 Streptococcus_pneumoniae_TIGR4 170187 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAGGACTAAGGATCCTGTGACCG----CTTT---AGGTCGTGAGGGTTCAAGTCCCTCTCTCCGCA---
>tdbD00006609 Streptococcus_pneumoniae_TIGR4 170187 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATTG----GTAA---CGATCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006610 Streptococcus_pneumoniae_TIGR4 170187 Leu TAG
-GCGGGTTTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAC-----GGCGTGGGGGTTCAAGTCCCTTAACCCGCA---
>tdbD00006607 Streptococcus_pyogenes_M1_GAS 160490 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAGGACTAAGGATCCTGTGACCG----CTTT---AGGTCGTGTGGGTTCAAGTCCCACTCTCCGCA---
>tdbD00006605 Streptococcus_pyogenes_M1_GAS 160490 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGG----TTT----ACATCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00007033 Streptomyces_avermitilis_MA-4680 227882 Leu CAA
-GCCCCGGTAGTCCAGC--GGTA-GAGACACGGTGCTCAAACCACCGAC-------------------AGCGTCGGTTCGAATCCGACTCGGGGCA---
>tdbD00007031 Streptomyces_avermitilis_MA-4680 227882 Leu CAG
-GCGCGGGTGGCGGAATA-GGCA-GACGCGCTGGATTCAGGTTCCAGTGCCC-----GCAA----GGGCGTGGGGGTTCAACTCCCCCCTCGCGCA---
>tdbD00007029 Streptomyces_avermitilis_MA-4680 227882 Leu GAG
-GTCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCT----TTAT---CGGGCGTGGGGGTTCAAGTCCCCCCTCGGACACCA
>tdbD00007032 Streptomyces_avermitilis_MA-4680 227882 Leu TAG
-GCGGCCGTTGCTGAAT--GGTA-TAAGCGGAGGTTTTAGGTGCCTCTGGGCT----TTA----CGCCCATGTGGGTTCGAATCCCATCGGCCGCA---
>tdbD00006931 Streptomyces_coelicolor_A3(2) 100226 Leu CAA
-GCCTCGGTAGTCCAGC--GGTA-GAGACACGGTGCTCAAACCACCGAC-------------------AGCGTGGGTTCGAATCCCACCCGGGGCA---
>tdbD00006928 Streptomyces_coelicolor_A3(2) 100226 Leu CAG
-GCGCGGGTGGCGGAATA-GGCA-GACGCGCTGGATTCAGGTTCCAGTGCCC-----GCAA----GGGCGTGGGGGTTCAACTCCCCCCTCGCGCACCA
>tdbD00006929 Streptomyces_coelicolor_A3(2) 100226 Leu GAG
-GTCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCT----TTAT---CGGGCGTGGGGGTTCAAGTCCCCCCTCGGACA---
>tdbD00006932 Streptomyces_coelicolor_A3(2) 100226 Leu TAG
-GCGGCCGTGGTGGAATT-GGCA-GTCACGCTGGGTTTAGGTCCCAGTGGGG-----TAAC----TCCCGTGAGGGTTCGAGTCCCTCCGGCCGCACCA
>tdbD00007150 Symbiobacterium_thermophilum_IAM_14863 292459 Leu CAA
-GCCGAAGTGGTGGAAT--GGCA-GACGCGCCCGACTCAAAATCGGGTGGGGT----AAC----CCCCCGTGCGGGTTCGAGTCCCGCCTTCGGCACCA
>tdbD00007148 Symbiobacterium_thermophilum_IAM_14863 292459 Leu CAG
-GCAGATGTGGCGGAATT-GGCA-GACGCGCACGGCTCAGGACCGTGTCGGGTA---ACCA--CTCCCGGTGGGAGTTCGAGTCTCCCCATCTGCACCA
>tdbD00007151 Symbiobacterium_thermophilum_IAM_14863 292459 Leu GAG
-GTCGGAGTGGCGGAATT-GGCA-GACGCGTACGTTTGAGGGGCGTATGGG------CAA------CCG-TGCGGGTTCAAGTCCCGCCTCCGACACCA
>tdbD00007152 Symbiobacterium_thermophilum_IAM_14863 292459 Leu GAG
-GTCGGAGTGGCGGAATT-GGCA-GACGCGTACGTTTGAGGGGCGTATGGG------TTT------CCCGTGCGGGTTCAAGTCCCGCCTCCGACACCA
>tdbD00007153 Symbiobacterium_thermophilum_IAM_14863 292459 Leu TAA
-GCCCGAGTGGCGGAAT--GGCA-GACGCACGAGACTTAAAATCTTGGGGCCG----CAG----AGGCCGTGCGGGTTCGAGTCCCGCCTCGGGCACCA
>tdbD00007149 Symbiobacterium_thermophilum_IAM_14863 292459 Leu TAG
-GCGAGAGTGGCGGAACT-GGCA-GACGCGCGAGACTTAGGATCTCGTGCC------GCAA-----GGCGTAGGGGTTCAAGTCCCCTCTCTCGCACCA
>tdbD00001555 Synechococcus_sp. 1131 Leu TAA
-GGGGGCGTGGCGGAAC--GGTA-GACGCAGCGGACTTAAAATCCGCTGACTG----TAA----AGGTCGTGAGGGTTCGAGTCCCTCCGCCCCCA---
>tdbD00001552 Synechocystis_sp. 1143 Leu CAA
-GGGCGGCTGGCGGAATT-GGTA-GACGCACCACACTCAAAATGTGGCGAC------TTCG-----GTCGTGAGAGTTCGAGTCTCTCGCTGCCCA---
>tdbD00001554 Synechocystis_sp. 1143 Leu CAG



-GCGGAACTGGCGGAATT-GGTA-GACGCGCTAGATTCAGGTTCTAGTGTTC-----GTAA----GGACTTCCGGGTTCAAGTCCCGGGTTCCGCA---
>tdbD00001551 Synechocystis_sp. 1143 Leu GAG
-GCGGATGTGGCGGAATT-GGTA-TACGCGCACGTTTGAGGGGCGTGTGGC------TTT------GCCTTGCGAGTTCGAGTCTCGCCATCCGCA---
>tdbD00001553 Synechocystis_sp. 1143 Leu TAA
-GGGGGTGTGGCGGAAT--GGTA-GACGCTGCGGATTTAAAATCCGTTGAGCCC---TTAT--AAGCTCGTGAGAGTTCGAGTCTCTCCACCCCCA---
>tdbD00001550 Synechocystis_sp. 1143 Leu TAG
-GCGGACGTGGCGGAATT-GGTA-GACGCGCTAGATTTAGGTTCTAGTGTC------TTT------GGCGTGGGAGTTCGAGTCTCCCCGTCCGCA---
>tdbD00006568 Synechocystis_sp._PCC_6803 1148 Leu TAA
-GGGGGTGTGGCGGAAT--GGTA-GACGCTGCGGATTTAAAATCCGTTGAGCCT---TAT---AAGCTCGTGAGAGTTCGAGTCTCTCCACCCCCA---
>tdbD00006875 Thermoanaerobacter_tengcongensis_MB4 273068 Leu CAA
-GCCGAAGTGGTGGAACT-GGCA-GACGCGCTGGACTCAAAATCCAGTGGGGCT---CAC---ACCCCG-TGCGGGTTCGACTCCCGCCTTCGGCACCA
>tdbD00006872 Thermoanaerobacter_tengcongensis_MB4 273068 Leu CAG
-GCGGGAGTGGCGGAATT-GGCA-GACGCGCTAGATTCAGGTTCTAGTGCCC-----GAAA----GGGCTTATGGGTTCAAGTCCCGTCTCCCGCACCA
>tdbD00006874 Thermoanaerobacter_tengcongensis_MB4 273068 Leu GAG
-GCGGCGGTGGCGGAACT-GGCA-GACGCGTACGTTTGAGGGGCGTATGGGC-----TAA-----TCCCGTGTGGGTTCAAGTCCCACCCGCCGCACCA
>tdbD00006876 Thermoanaerobacter_tengcongensis_MB4 273068 Leu TAA
-GCCGGAGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGGGGGCTG---AAT---AAGCCCGTACCGGTTCAAGTCCGGTCTCCGGCACCA
>tdbD00006873 Thermoanaerobacter_tengcongensis_MB4 273068 Leu TAG
-GCGGGCATGGCGGAATT-GGCA-GACGCGCCAGACTTAGGATCTGGTGGGG-----TTT-----CCCG-TGGGGGTTCAAGTCCCTTTGCCCGCACCA
>tdbD00006863 Thermosynechococcus_elongatus_BP-1 197221 Leu CAA
-GGGCGAGTGGCGAAAT--GGTA-GACGCACTACACTCAAAATGTAGCGGGG-----TTT-----CCCCATGTCAGTTCGAGTCTGACCTCGCCCA---
>tdbD00006867 Thermosynechococcus_elongatus_BP-1 197221 Leu CAG
-GCGGAACTGGCGGAATT-GGTA-GACGCGCTAGATTCAGGTTCTAGTGTCC-----GCAA----GGACTTCGGGGTTCAAGTCCCCGGTTCCGCA---
>tdbD00006866 Thermosynechococcus_elongatus_BP-1 197221 Leu TAA
-GGGGGCGTGGCGGAAT--GGTA-GACGCTGCGGACTTAAGAAAATCCGTTGACC--TTAA-ACAAGTCGTGAGGGTTCAAGTCCCTCCGCCCCCA---
>tdbD00006865 Thermosynechococcus_elongatus_BP-1 197221 Leu TAG
-GCGGACGTGGCGGAATT-GGCA-GACGCGCTAGATTTAGGTTCTAGTACC------GCAA-----GGTGTGTGGGTTCAAGTCCCTCCGTCCGCA---
>tdbD00006570 Thermotoga_maritima_MSB8 243274 Leu CAA
-GCCGAGGTGGCGGAAT--GGCA-GACGCGGCTGACTCAAAATCAGCTGGGGG----ATAA---CCCCG-TGCGGGTTCAAGTCCCGCCCTCGGCACCA
>tdbD00006571 Thermotoga_maritima_MSB8 243274 Leu CAG
-GCCGAGGTGGCGGAACT-GGCA-GACGCGCATGACTCAGGATCATGTGGGGG----TTT----CCCCG-TGCGGGTTCAAGTCCCGCCCTCGGCACCA
>tdbD00006572 Thermotoga_maritima_MSB8 243274 Leu GAG
-GCCGAGGTGGTGGAACT-GGCA-GACACGCATGGTTGAGGGCCATGTGGGC-----TTCG----GCCCGTGCGGGTTCAAGTCCCGCCCTCGGCACCA
>tdbD00006573 Thermotoga_maritima_MSB8 243274 Leu TAA
-GCCGGGGTGGCGGAATT-GGCA-GACGCAGCGGACTTAAAATCCGCTGGGGTT---CAC---AACCCCGTGTCGGTTCGAGTCCGATCCCCGGCACCA
>tdbD00006574 Thermotoga_maritima_MSB8 243274 Leu TAG
-GCGAGAGTGGCGGAACT-GGCA-GACGCGCTGGACTTAGAATCCAGTGGGC-----TGAA----GCCCGTGTGGGTTCAAGTCCCACCTCTCGCACCA
>tdbD00007194 Thermus_thermophilus_HB27 262724 Leu CAA
-GCCGGGGTGGCGGAACC-GGTA-GACGCGGCAGACTCAAAATCTGCTGTCC-----GCAA----GGACGTGCGGGTTCGAGTCCCGCCCCCGGCACCA
>tdbD00007197 Thermus_thermophilus_HB27 262724 Leu CAG
TGCCGGGGTGGCGGAATT-GGTA-GACGCGCATGATTCAGGGTCATGTGCCC-----GCAA----GGGCGTGCGGGTTCAAGTCCCGCCCCCGGCACCA
>tdbD00007198 Thermus_thermophilus_HB27 262724 Leu GAG
CGCCGGGGTGGTGGAACT-GGTA-GACACGCCATCTTGAGGGGGTGGTGCCC-----GCAA----GGGCGTGCGGGTTCAAGTCCCGCCCCCGGCACCA
>tdbD00007196 Thermus_thermophilus_HB27 262724 Leu TAA
-GCCGGGGTGGCGGAAC--GGTA-GACGCTGCGGACTTAAAATCCGCTGGGGGG---TAG---CCCCCG-TACGGGTTCGAGTCCCGTCCCCGGCACCA
>tdbD00007195 Thermus_thermophilus_HB27 262724 Leu TAG
-GCGAGGATGGCGGAATC-GGTA-GACGCGCCGGACTTAGGATCCGGTGGGG-----CAA-----CCCG-TGCGGGTTCAAGTCCCGCTCCTCGCACCA
>tdbD00007203 Treponema_denticola_ATCC_35405 243275 Leu CAA
-GCCGGCGTGGTGAAAT--GGTA-TACACGATAGACTCAAAATCTATTGGGGG----CGA----CTCCG-TAAGGGTTCAAGTCCCTTCGCCGGTA---
>tdbD00007199 Treponema_denticola_ATCC_35405 243275 Leu CAG
-GCCCCGATGGTGGAATT-GGTA-GACACGCTAGTTTCAGGTACTAGTGCT------TAAC-----GGCATGGGGGTTCAAGTCCCCCTCAGGGCA---
>tdbD00007201 Treponema_denticola_ATCC_35405 243275 Leu GAG
-GCGGCGGTGGTGGAAT--GGTA-GACACGTCAGCTTGAGGTGCTGATGCCT-----TAAC----GGGTGTGCTGGTTCAAGTCCAGTTCGCCGCA---
>tdbD00007202 Treponema_denticola_ATCC_35405 243275 Leu TAA
-GCTGAAGTGGTGGAATA-GGTA-GACACTAGGGACTTAAAATCCCTTGGCA-----GTAA----TGCCGTACGGGTTCAATTCCCGTCTTCAGCA---
>tdbD00007200 Treponema_denticola_ATCC_35405 243275 Leu TAG
-GCGAGAGTGGTGGAATT-GGCA-GACACGCTAGACTTAGGATCTAGTGC-------TTCG------GCGTGAGGGTTCAAGTCCCTCCTCTCGCA---
>tdbD00001512 Treponema_pallidum 160 Leu CAA
-GCCGACGTGGTGAAACT-GGCA-GACACGACAGACTCAAAATCTGTTGGGG-----TAA-----CCCCGTAAGGGTTCAAGTCCCTTCGTCGGCA---
>tdbD00001514 Treponema_pallidum 160 Leu CAG
-GCCTCGATGGTGGAATT-GGCA-GACACGCTAGCTTCAGGTGCTAGTGCCT-----TCAC----CGGCGTGGGAGTTCAAGTCTCCCTCGAGGCA---
>tdbD00001511 Treponema_pallidum 160 Leu GAG
-GCGGCGGTGGTGGAAGT-GGTA-TACACGCTAGCTCGAGGTGCTAGTGCC------GTAA-----GGCTTGCTGGTTCAAGTCCAGTCCGCCGCA---
>tdbD00001510 Treponema_pallidum 160 Leu TAA
-GCTGGAGTGATGGAATT-GGTA-GACATCAGGGACTTAAAATCCCTTGACCG----GCAG---CGGTCGTACGAGTTCAAGTCTCGTCTCCAGCA---
>tdbD00001513 Treponema_pallidum 160 Leu TAG
-GCGAGAGTGGTGGAATC-GGCA-GACACGCTAGACTTAGGATCTAGTGCC------TCT------GGCATGAGGGTTCAAGTCCCTCCTCTCGCA---
>tdbD00006983 Tropheryma_whipplei_str._Twist 203267 Leu CAA
-GCCGGCGTGGCGGAAC--GGCA-GACGCGGAGCACTCAAAATGCTTTGCCC-----TCAT----GGGCGTGTGGGTTCAAATCCCTCCGCCGGCA---
>tdbD00006986 Tropheryma_whipplei_str._Twist 203267 Leu CAG
-GCGCGAGTGGCGGAATT-GGTA-GACGCGCACGGTTCAGGTCCGTGTGTCT-----GCGA----AGACATGGGGGTTCAAGTCCCCCCTCGCGCA---
>tdbD00006984 Tropheryma_whipplei_str._Twist 203267 Leu GAG
-GCGCGGGTGGCGGAATC-GGTA-GACGCGCTAGCTTGAGGTGCTAGTGCCAAT---TTG---AAAGGCGTAGGGGTTCAAGTCCCCTCTCGCGCA---
>tdbD00006987 Tropheryma_whipplei_str._Twist 203267 Leu TAA
-GCCCTCGTAGCCCAATC-GGCA-GAGGCAGACGACTTAAAATCGTCCC-------------------AGTGTGGGTTCGAGTCCCACCGAGGGCA---



>tdbD00006985 Tropheryma_whipplei_str._Twist 203267 Leu TAG
-GCGGGAGTGGTGAAATT-GGCA-GACACGCAGGATTTAGGTTCCTGTGCC------TTT------GGCGTGGGGGTTCAAGTCCCCCCTTCCGCA---
>tdbD00006489 Ureaplasma_parvum_serovar_3 38504 Leu CAA
-GCTCAAGTGGCGAAAT--GGCA-GACGCAGTTGACTCAAAATCAACCGA-------GAAA------TCATAAGGGTTCGAGTCCCTTCTTGAGCACCA
>tdbD00006490 Ureaplasma_parvum_serovar_3 38504 Leu TAA
-GCTGGAGTGGCGGAAT--GGTA-GACGCACTGGACTTAAAATCCAGTGACT-----TCAC----GGTCGTGAGGGTTCAAGTCCCTCTTCCAGCACCA
>tdbD00006491 Ureaplasma_parvum_serovar_3 38504 Leu TAG
-GCGCTTGTGGCGGAAT--GGCA-GACGCGCTAGACTTAGGATCTAGTACT------TTGC-----GGTGTAAGAGTTCAAGTCTCTTCAAGCGCACCA
>tdbD00006472 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu CAA
-GCCGATGTGGTGAAATT-GGTA-GACACGACGGATTCAAAATCCGTTTCC------TTCG-----GGAGTGACGGTTCAAGTCCGTCCATCGGTACCA
>tdbD00006473 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu CAG
-GCGGTGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTC-----GGACGTGAGGGTTCAAGTCCCTCCTTCCGCACCA
>tdbD00006474 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu CAG
-GCGGTGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTA-----GGACGTGAGGGTTCAAGTCCCTCCTTCCGCACCA
>tdbD00006475 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu GAG
-GCCGAGATGGTGAAATT-GGTA-GACACACTAGCATGAGGTGCTAGCGCC------TTA------GGTGTGAGGGTTCGAGTCCCTCTCTCGGCACCA
>tdbD00006476 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu TAA
-GCCCTGGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGACT-----TTCG----AGTCGTGCCGGTTCAAGTCCGGCCCGGGGCACCA
>tdbD00006477 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu TAG
-GCGGAAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCGA-----GGCGTAAGAGTTCAAGTCTCTTCTTCCGCACCA
>tdbD00006478 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Leu TAG
-GCGGAAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTAAGAGTTCAAGTCTCTTCTTCCGCACCA
>tdbD00007206 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Leu CAA
-GCCCCTGTGGTGGAAT--GGTA-GACACGGCAGACTCAAAATCTGTTGCTT-----GCAA----AAGCATGCTGGTTCAAGTCCGGCCAGGGGCA---
>tdbD00007208 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Leu CAG
-GCCCGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGCTAGTAACTT----TTT----AAGTTGTGGAAGTTCAAGTCTTCTCTCGGGCA---
>tdbD00007204 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Leu GAG
-GCGGCCGTGGTGGAATT-GGTA-GACACGCAGCGTTGAGGTCGCTGTGGCTC----ATA----AGGCCTTGGAAGTTCAAGTCTTCTCGGCCGCACCA
>tdbD00007207 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Leu TAA
-GCCCGTGTGGCGGAATC-GGTA-GACGCAGCGGACTTAAAATCCGTGGGTT-----TTGC----GACCTTGGGAGTTCAAGTCTCCCCATGGGCACCA
>tdbD00007205 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Leu TAG
-GCGGATATGGCGGAATT-GGTA-GACGTGCCAGGTTTAGGTCCTGGTGAG------CTTG-----CTCGTGGGGGTTCAAGTCCCTCTATCCGCA---
>tdbD00006886 Xanthomonas_axonopodis_pv._citri_str._306 190486 Leu CAA
-GCCGAAGTGGCGGAATC-GGTA-GACGCAGCGGACTCAAAATCCGCCGCCCT----TAA----AAGCG-TGTGGGTTCGAGTCCCACCTTCGGCACCA
>tdbD00006884 Xanthomonas_axonopodis_pv._citri_str._306 190486 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGCTTCAGGTGCTAGCGGGGG----CAA----CTTCG-TGGAGGTTCGAGTCCTCTCCTGGGCACCA
>tdbD00006885 Xanthomonas_axonopodis_pv._citri_str._306 190486 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGCTTCAGGTGCTAGCGGGGG----CAA----CTTCG-TGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006888 Xanthomonas_axonopodis_pv._citri_str._306 190486 Leu GAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTACCTTGAGGTGGTAGCGAC------TTAG-----GTCGTAGGGGTTCGAGTCCCCTCTTGGGCACCA
>tdbD00006887 Xanthomonas_axonopodis_pv._citri_str._306 190486 Leu TAA
-GCCCGGGTGGCGAAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCAGCT-----GTGA----GGCTATGCGGGTTCGACCCCCGCCCCGGGCACCA
>tdbD00006883 Xanthomonas_axonopodis_pv._citri_str._306 190486 Leu TAG
-GCGAAAGTGGCGGAATT-GGTA-GACGCACCAGATTTAGGTTCTGACGCC------GCAA-----GGCGTGGGGGTTCGAGTCCCCCCTTTCGCACCA
>tdbD00006880 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Leu TAA
-GCCCGGGTGGCGAAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCAGCC-----GCAA----GGCTATGCGGGTTCGACCCCCGCCCCGGGCA---
>tdbD00006575 Xylella_fastidiosa_9a5c 160492 Leu CAA
-GCCGAAGTGGCGGAATT-GGTA-GACGCAGCGGACTCAAAATCCGCCACCCT----TAA----AAGTG-TGTGGGTTCGAGTCCCACCTTCGGCACCA
>tdbD00006576 Xylella_fastidiosa_9a5c 160492 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGTTTCAGGTACTAGCGGGT-----AAA-----ACCG-TGGAGGTTCGAGTCCTCTCTTGGGCACCA
>tdbD00006577 Xylella_fastidiosa_9a5c 160492 Leu GAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTACCTTGAGGTGGTAGCGAC------GTAA-----GTCGTAGGGGTTCGAGTCCCCTCTTGGGCACCA
>tdbD00006578 Xylella_fastidiosa_9a5c 160492 Leu TAA
-GCCCGGGTGGCGAAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGACC-----TTTA----GGTTATGCGGGTTCGACTCCCGCCCCGGGCACCA
>tdbD00006579 Xylella_fastidiosa_9a5c 160492 Leu TAG
-GCCGGTGTGGCGGAATT-GGTA-GACGCAAACGGTTTAGGTCCGTTCGCT------TTT------AGCGTGCAGGTTCGAGTCCTGTCACCGGTACCA
>tdbD00007155 Yersinia_pestis_biovar_Microtus_str._91001 229193 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGACTCAAAATCAACCGCC------GCGA-----GGCATGCCGGTTCGATTCCGGCCTTCGGCACCA
>tdbD00007158 Yersinia_pestis_biovar_Microtus_str._91001 229193 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00007159 Yersinia_pestis_biovar_Microtus_str._91001 229193 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00007154 Yersinia_pestis_biovar_Microtus_str._91001 229193 Leu GAG
-GCCGGGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----GATT----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00007157 Yersinia_pestis_biovar_Microtus_str._91001 229193 Leu TAA
-GCCCGGGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCT-----TAT-----GGCTGTGCGGGTTCAAGTCCCGCCCCGGGCACCA
>tdbD00007156 Yersinia_pestis_biovar_Microtus_str._91001 229193 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACTAGATTTAGGTTCTAGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00007740 Acinetobacter_sp._ADP1 62977 Met CAT
-GGCTATGTAGCTCAGTT-GGTT-AGAGCACCGCACTCATAATGCGGGG-------------------GTCACAGGTTCAAGTCCCGTCATAGCCACCA
>tdbD00007301 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Met CAT
-GGCTACGTAGCTCAGTC-GGTT-AGAGCACAGCACTCATAACGCTGGG-------------------GTCATGGGTTCGAGTCCCGTCGTAGCTACCA
>tdbD00007617 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACAGCACTCATAACGCTGAG-------------------GTCACAGGTTCAATTCCTGTCGTAGCTA---
>tdbD00007493 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Met CAT



-GGCTACGTAGCTCAGTT-GGTT-AGAGCACAGCACTCATAACGCTGGG-------------------GTCATGGGTTCAATTCCCGTCGTAGCCA---
>tdbD00007751 Candidatus_Blochmannia_floridanus 203907 Met CAT
-GGCTACGTAGCTCAGAT-GGTT-AGAGCGCAGCACTCATAATGCTGAG-------------------GGCACAGGTTCAAATCCTGTCGTAGCTA---
>tdbD00007611 Coxiella_burnetii_RSA_493 227377 Met CAT
-GGCTATGTAGCTCAGTT-GGTT-AGAGCACGGCATTCATAATGCCGGT-------------------GTCGGTGGTTCAAGTCCACCCATAGCCA---
>tdbD00001807 Escherichia_coli 562 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007489 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Met CAT
-GCCTAGGTAGCTCAGTT-GGCT-AGAGCATACGGTTCATACCCGTACG-------------------GTCGATGGTTCGAATCCATTCCTAGGCACCA
>tdbD00001811 Haemophilus_influenzae 727 Met CAT
-GGCTACATAGCTCAGTT-GGTT-AGAGCACAACACTCATAATGTTGGG-------------------GTCGCAAGTTCGAATCTCGCTGTAGCCACCA
>tdbD00007356 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Met CAT
-GGCTATGTAGCTCAGTT-GGTT-AGAGCACAACACTCATAATGTTGGG-------------------GTCACAGGTTCGAATCCCGTCATAGCCACCA
>tdbD00007673 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Met CAT
-GGCTACGTAGCTCAGCT-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCACAGGTTCGATTCCCGTCGTAGCCACCA
>tdbD00007359 Pseudomonas_aeruginosa_PAO1 208964 Met CAT
-GGCTACATAGCTCAGTC-GGTT-AGAGCGCAGCATTCATAATGCTGAT-------------------GTCCCAGGTTCAAGTCCCGGTGTAGCCACCA
>tdbD00007642 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Met CAT
-GGCTACATAGCTCAGTT-GGTT-AGAGCATAGCATTCATAATGCTGGG-------------------GTCCGGGGTTCAAGTCCCTGTGTAGCCACCA
>tdbD00007308 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCAAATCCCGTCGTAGCCACCA
>tdbD00007523 Xanthomonas_axonopodis_pv._citri_str._306 190486 Met CAT
-GGCTATGTAGCTCAGCC-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCGGTGGTTCGAGTCCACCCATAGCCACCA
>tdbD00007365 Xylella_fastidiosa_9a5c 160492 Met CAT
-GGCTATGTAGCTCAGCA-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCGGTGGTTCGAGTCCACCCATAGCCACCA
>tdbD00004341 Bacillus_anthracis_str._A2012 191218 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCT---
>tdbD00004283 Bacillus_halodurans_C-125 272558 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCACGGGTCTGCAAAACCCTTA-------------------T-CCCCGGTTCGAATCCGGGTGCCGCCT---
>tdbD00000257 Bacillus_subtilis 1423 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CCCCGGTTCGAATCCGGGTGTCGCCTCCA
>tdbD00004149 Bacillus_subtilis_subsp._subtilis_str._168 224308 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CCCCGGTTCGAATCCGGGTGTCGCCT---
>tdbD00004343 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Cys GCA
-GGCGATATAGCCAAAT--GGT--AAGGCAAAGGTCTGCAAAACCTTGA-------------------T-CGCCGGTTCAAATCCGGCTATCGCCT---
>tdbD00004166 Borrelia_burgdorferi_B31 224326 Cys GCA
-GGCGCTGTACCCAAGT--GGCT-AAGGGAGAAGTCTGCAAAACTTTGA-------------------TTCGCCGGTTCGATTCCGGTCAGCGCCT---
>tdbD00004167 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Cys GCA
-GGCGACATAGCCAAGC--GGT--AAGGCATGGGCCTGCAAAGCCTTGA-------------------T-CTCCGGTTCGAATCCGGATGTCGCCTCCA
>tdbD00004346 Candidatus_Blochmannia_floridanus 203907 Cys GCA
-GGCGCGTTAACAAAGT--GGT--AATGTAGCGGACTGCAAATCCGTAT-------------------A-GCTCGGTTCGAATCCGAGACGCGCCT---
>tdbD00004185 Clostridium_acetobutylicum_ATCC_824 272562 Cys GCA
-GGCGCTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CCCCAGTTCAAATCTGGGTGGCGCCTCCA
>tdbD00004181 Clostridium_perfringens_str._13 195102 Cys GCA
-GGCGCTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------TTCCCCGGTTCAAATCCGGGTGGCGCCTCCA
>tdbD00004285 Clostridium_tetani_E88 212717 Cys GCA
-GGCGCTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTCTA-------------------TTCCCCGGTTCAAATCCGGGTGGCGCCTCCA
>tdbD00004286 Clostridium_tetani_E88 212717 Cys GCA
-GGCACTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTCTA-------------------TTCCCCAGTTCAAATCTGGGTGGTGCCTCCA
>tdbD00004169 Deinococcus_radiodurans_R1 243230 Cys GCA
-GGCGCTGTAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTCCA-------------------C-CACCGGTTCGAGTCCGGTCAGCGCCTCCA
>tdbD00004333 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Cys GCA
-GGCGGCGTAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTCCA-------------------TTCTCCGGTTCAAATCCGGACGCCGCCTCCA
>tdbD00004287 Enterococcus_faecalis_V583 226185 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTCA-------------------T-CACCGGTTCAAATCCGGTTACCGCCT---
>tdbD00000258 Escherichia_coli 562 Cys GCA
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004255 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Cys GCA
-GGCGACGTCGCCAAGC--GGT--AAGGCAGAGGTCTGCAAAATCTCCA-------------------T-CACCAGTTCGAATCTGGTCGTCGCCTCCA
>tdbD00004322 Geobacter_sulfurreducens_PCA 243231 Cys GCA
-GGCGGCGTCGCCAAGT--GGT--AAGGCAAAGGTCTGCAAAACCTTTA-------------------TTCACCGGTTCAAATCCGGTCGCCGCCTCCA
>tdbD00004165 Haemophilus_influenzae_Rd_KW20 71421 Cys GCA
-GGCGTGTTAGCAAAGC--GGT--TATGCACTGGATTGCAAATCCATGT-------------------A-GCTCGGTTCGACTCCGGGACACGCCTCCA
>tdbD00000256 Helicobacter_pylori 210 Cys GCA
-GGCGACATAGCCAAGT--GGT--AAGGCATGGGTCTGCAAAACCTTGA-------------------TTCCCCGGTTCGAATCCGGGTGTCGCCTCCA
>tdbD00004164 Helicobacter_pylori_J99 85963 Cys GCA
-GGCGACATAGCCAAGT--GGT--AAGGCATGAGTCTGCAAAACTTTGA-------------------TCCCCCGGTTCGAATCCGGGTGTCGCCTCCA
>tdbD00004323 Lactobacillus_johnsonii_NCC_533 257314 Cys GCA
-GGCGGTGTAGCCAAGT--GGT--AAGGCACGGGTCTGCAAAACCCTAA-------------------T-CATCGGTTCAAATCCGATCACCGCCT---
>tdbD00004276 Leptospira_interrogans_serovar_Lai_str._56601 189518 Cys GCA
-GGCGTCGTGGCCAAGT--GGT--AAGGCATGGCTCTGCAAAAGCTTGA-------------------T-CCCCGGTTCGAATCCGGGCGACGCCT---
>tdbD00004179 Listeria_innocua_Clip11262 272626 Cys GCA
-GGCGCCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGGCGCCTCCA
>tdbD00004335 Mesoplasma_florum_L1 265311 Cys GCA
-GGCGGCATAGCCAAGT--GGCT-AAGGCATGGGTCTGCAACACCCTGA-------------------T-CATCGGTTCGAATCCGATTGCCGCCTCCA



>tdbD00000248 Mycoplasma_capricolum 2095 Cys GCA
-GGCAACATGGCCAAGC--GGCT-AAGGCATGGGTCTGCAACACCCTGA-------------------T-CATCGGTTCGAATCCGATTGTTGCCTCCA
>tdbD00004194 Mycoplasma_pulmonis_UAB_CTIP 272635 Cys GCA
-GGCACCATAGCCAAAT--GGGC-AAGGCATGGGTCTGCAACACCCTGA-------------------T-TACCGGTTCGAGTCCGGTTGGTGCCTCCA
>tdbD00004152 Neisseria_meningitidis_MC58 122586 Cys GCA
-GGCGAGATAGCAAAGT--GGT--TATGCAGCGGATTGCAAATCCGTCT-------------------A-CGCCGGTTCGATTCCGACTCTCGCCTCCA
>tdbD00004193 Nostoc_sp._PCC_7120 103690 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTCCA-------------------TCCCCCGGTTCAAATCCGGGTGCCGCCT---
>tdbD00004277 Oceanobacillus_iheyensis_HTE831 221109 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTACCGCCTCCA
>tdbD00004314 Onion_yellows_phytoplasma_OY-M 262768 Cys GCA
-GGCCCTGTAGCCAAGT--GGT--AAGGCATGGCTCTGCAAAAGCTTGA-------------------T-CAACGGTTCAAATCCGTTCAGGGCCTCCA
>tdbD00004309 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Cys GCA
-GGCCGAGTAGCAAAAT--GGT--TATGCAGCGGATTGCAAATCCGCCT-------------------A-CGCCGGTTCGATTCCGACCTCGGCCTCCA
>tdbD00004306 Rhodopirellula_baltica_SH_1 243090 Cys GCA
-GGCGACGTGGCCAAGT--GGCT-AAGGCGAAGGATTGCAAATCCTTTA-------------------TTCGTGGGTTCGAATCCCACCGTCGCCT---
>tdbD00004186 Rickettsia_conorii_str._Malish_7 272944 Cys GCA
-GGCTGGGTAGCAAAGT--GGT--AATGCCGTGGACTGCAAATCCTCTA-------------------TTCGTCGGTTCGATTCCGACCCTGGCCTCCA
>tdbD00000252 Spiroplasma_melliferum 2134 Cys GCA
-GGCACTATAGCCAAGGT-GGCT-AAGGCATGGGACTGCAACTCCCCGA-------------------T-CGTCGGTTCGAATCCGACTAGTGCCTCCA
>tdbD00000255 Staphylococcus_aureus 1280 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCTCCA
>tdbD00004281 Streptococcus_agalactiae_2603V/R 208435 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00000260 Synechocystis_sp. 1143 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAATCTTTA-------------------C-CCCCAGTTCGAATCTGGGTGCCGCCT---
>tdbD00004267 Thermoanaerobacter_tengcongensis_MB4 273068 Cys GCA
-GGCGACATAGCCAAGC--GGT--AAGGCAGGGGTCTGCAAAACCCCGA-------------------TTCCCCGGTTCGAATCCGGGTGTCGCCTCCA
>tdbD00004265 Thermosynechococcus_elongatus_BP-1 197221 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------TTCCCCGGTTCGAATCCGGGTGCCGCCT---
>tdbD00004176 Thermotoga_maritima_MSB8 243274 Cys GCA
-GGCGGCGTAGCCAAGC--GGTCAAAGGCGGGGGTCTGCAAAATCCCTA-------------------TTCGTGGGTTCGAATCCCACCGCCGCCTCCA
>tdbD00004337 Thermus_thermophilus_HB27 262724 Cys GCA
-GGCGCCGTAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTCCA-------------------TTCGCCGGTTCGAATCCGGCCGGCGCCTCCA
>tdbD00004338 Treponema_denticola_ATCC_35405 243275 Cys GCA
-GGCGCCGTACCCAAGT--GGT--AAGGGACAGGTCTGCAAAACCTTCA-------------------TTCATCAGTTCGATTCTGATCGGCGCCT---
>tdbD00000253 Treponema_pallidum 160 Cys GCA
-GGCGCCGTGCCCAAGT--GGT--AAGGGAGAGGTCTGCAAAACCTTTA-------------------TGCATCAGTTCGATTCTGATCGGCGCCT---
>tdbD00011780 Acinetobacter_sp._ADP1 62977 Tyr GTA
-GGTGAGATTCCCGAGC--GGTCAAAGGGGGCGGACTGTAACTCCGCTACG------AAAG-----TTT-CGAAGGTTCGAATCCTTCTCTCACCACCA
>tdbD00011620 Agrobacterium_tumefaciens_str._C58 176299 Tyr GTA
-GGAGGGATGCCCGAGT--GGTTAAAGGGGACGGACTGTAAATCCGTTGGC------TACG-----CCTACGTTGGTTCAAATCCAACTCCCTCCACCA
>tdbD00011600 Aquifex_aeolicus_VF5 224324 Tyr GTA
-GGAGGGGTGGCCGAGC--GGCCAAAGGCAGGGGACTGTAAATCCCCCGGGCG----TCCG---CCCTG-CGCAGGTTCGAATCCTGCCCCCTCCA---
>tdbD00011781 Bacillus_anthracis_str._A2012 191218 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011723 Bacillus_halodurans_C-125 272558 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCC------TCAG-----GGTTCGGCGGTTCGAATCCGTCCCCCTCCACCA
>tdbD00003522 Bacillus_subtilis 1423 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCC------TCAG-----GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011745 Bacteroides_thetaiotaomicron_VPI-5482 226186 Tyr GTA
-GGGCAAATACCAGAGT--GGCCAAATGGGGCAGACTGTAAATCTGCTGTCT-----TTC-----GACTTCGGTGGTTCGAATCCATCTTTGCCCA---
>tdbD00011746 Bacteroides_thetaiotaomicron_VPI-5482 226186 Tyr GTA
-GGGCAAATACCAGAGT--GGCCAAATGGGGCAGACTGTAAATCTGCTGGCT-----TAC-----GCCTTCGGTGGTTCGAATCCATCTTTGCCCA---
>tdbD00011749 Bartonella_henselae_str._Houston-1 283166 Tyr GTA
-GGAGGGGTGCCCGAGT--GGTTAAAGGGGGCGGACTGTAAATCCGTTGCG------TATG-----CTA-CGTTGGTTCGAATCCAACCCCCTCCACCA
>tdbD00011750 Bdellovibrio_bacteriovorus_HD100 264462 Tyr GTA
-GGGTAGGTGCCCGAGT--GGCTAAAGGGGACGGACTGTAAATCCGTTGGCT-----TAT-----GTCTACGAAGGTTCGAATCCTTCCCTGCCCACCA
>tdbD00011710 Bifidobacterium_longum_NCC2705 206672 Tyr GTA
-GGCGGATTTCCCAAGC--GGTCAAAGGGAGCTGACTGTAAATCAGCCGCT------TCGT-----GCTTCAGTGGTTCGAATCCACTATCCGCCA---
>tdbD00003518 Borrelia_burgdorferi 139 Tyr GTA
-GGGGCGGTACCGAAGT--GGTTAACCGGGGCAGACTGTAAATCTGTTGGC------TTTG-----CCTACGTGGGTTCGAATCCCACCCTCCCCA---
>tdbD00011611 Brucella_melitensis_16M 224914 Tyr GTA
-GGAGGGATGCCCGAGT--GGTTAAAGGGGACGGACTGTAAATCCGTTGGC------TATG-----CCTACGTTGGTTCAAATCCAACTCCCTCCACCA
>tdbD00011566 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATAG-----ACTTCGAAGGTTCGAATCCTTCTCCCACCACCA
>tdbD00011737 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Tyr GTA
-GGTGGGATTCCCGAGT--GGCTAAAGGGAGCAGACTGTAAATCTGCCGTC------AAAG-----ACTTCGAAGGTTCGAATCCTTCTCCCACCA---
>tdbD00011694 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Tyr GTA
-GGTGGGATTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTCT-----AAG-----ACTT-CGAAGGTTCGAATCCTTCTCCCACCA---
>tdbD00003529 Campylobacter_jejuni 197 Tyr GTA
-GGTGAGTTACTCAAGT--GGCCAACGAGGGCAGACTGTAAATCTGCTGGCT-----TTC-----GCCTTCCGTGGTTCGAATCCACGACTCACCACCA
>tdbD00011785 Candidatus_Blochmannia_floridanus 203907 Tyr GTA
-GATGGGGTGCCCGAGT--GGTTAAAGGGAGCAGACTGTAAATCTGCCGTC------GTAG-----ACTTCGAAGGTTCAAATCCTTCCCCCATCA---
>tdbD00011754 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Tyr GTA



-GGGGGTGTCGCATAGT--GGCA-ATTGCAAGGGACTGTAAATCCCTCGACT-----TCG-----GTCTCCGTTGGTTCGAGTCCAACCGCCCCCA---
>tdbD00011604 Chlamydia_muridarum_Nigg 243161 Tyr GTA
-GGGGGTGTCGCATAGC--GGTCAATTGCATCGGACTGTAAATCCGACTCCT-----TAC-----GGATACGTTGGTTCAAATCCAGCCACCCCCA---
>tdbD00011560 Chlamydophila_pneumoniae_AR39 115711 Tyr GTA
-GGGGGTGTCGCATAGT--GGTCAATTGCATCGGACTGTAAATCCGGCTCCT-----TAC-----GGATACGTTGGTTCAAATCCAGCCACCCCCA---
>tdbD00011691 Chlorobium_tepidum_TLS 194439 Tyr GTA
-GGGTAGGTAGCGAAGC--GGTCAAACGCAACAGACTGTAAATCTGTCGACA-----TATG----TCTT-CGGAGGTTCGAATCCTCCCCTACCCA---
>tdbD00011608 Clostridium_acetobutylicum_ATCC_824 272562 Tyr GTA
-GGAGGAATTCCCGAGT--GGCCAAAGGGGGCAGACTGTAAATCTGTTAGC------TCAG-----CTTTCCATGGTTCGAATCCATGTTCCTCCACCA
>tdbD00011609 Clostridium_acetobutylicum_ATCC_824 272562 Tyr GTA
-GGAGGAATTCCCGAGT--GGCTAAAGGGGGCAGACTGTAAATCTGTTAGC------TCAG-----CTTTCCATGGTTCGAATCCATGTTCCTCCACCA
>tdbD00011603 Clostridium_perfringens_str._13 195102 Tyr GTA
-GGTGGAATTCCCGAGT--GGCCAAAGGGGGCAGACTGTAAATCTGTTGTCG-----GAC-----GACTTCGAAGGTTCGAATCCTTCTTCCACCACCA
>tdbD00011725 Clostridium_tetani_E88 212717 Tyr GTA
-GGAGGAGTTCCCGAGT--GGCCAAAGGGGGCAGACTGTAAATCTGTTGGCT-----TTC-----GCCTTCGATGGTTCGAATCCGTCCTCCTCCACCA
>tdbD00011751 Corynebacterium_diphtheriae_NCTC_13129 257309 Tyr GTA
-GCCAGGTTGCCCGAGC--GGCCAAAGGGAGCGGACTGTAAATCCGTCGGC------ATTG-----CCTACAGAAGTTCGAATCTTCTACCTGGCA---
>tdbD00011712 Corynebacterium_efficiens_YS-314 196164 Tyr GTA
-GCCAGATTGCCCGAGC--GGCCAATGGGAGCGGACTGTAAATCCGTCGGCT-----TGC-----GCCTACGTAGGTTCGAATCCTACATCTGGCA---
>tdbD00011735 Coxiella_burnetii_RSA_493 227377 Tyr GTA
-GGAGGGGTTCCCGAGT--GGCCAAAGGGATCAGACTGTAAATCTGACGGC------TCAG-----CCTTCGTAGGTTCGAATCCTACCCCCTCCA---
>tdbD00011589 Deinococcus_radiodurans_R1 243230 Tyr GTA
-GGGTAGGTGGCCGAGT--GGTTAAAGGCGACAGACTGTAAATCTGTTCACG-----TAAG----TGTA-CGGCGGTTCGAATCCGCCCCTGCCCACCA
>tdbD00011773 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Tyr GTA
-GGTGGGGTTCCCGAGT--GGCCAAAGGGAACAGACTGTAAATCTGTCGTCG-----TAA-----GACTTCGGTGGTTCAAATCCACCCCCCACCACCA
>tdbD00011726 Enterococcus_faecalis_V583 226185 Tyr GTA
-GGAGGAATAGCGAAGT--GGCTAAACGCGACGGACTGTAAATCCGTTCCT------TAG------GGTTCAGTGGTTCGAATCCACTTTCCTCCA---
>tdbD00003526 Escherichia_coli 562 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00003527 Escherichia_coli 562 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011692 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Tyr GTA
-GGTTGGGTTCCCGAGC--GGTCAAAGGGATCAGACTGTAAATCTGACGGC------TCAG-----CCTTCGAAGGTTCGAATCCTTCCCCAACCACCA
>tdbD00011760 Geobacter_sulfurreducens_PCA 243231 Tyr GTA
-GGAGGGATTCCCGAGC--GGCCAAAGGGAACAGACTGTAAATCTGTCGTCG-----AAC-----GACTTCGGAGGTTCGAATCCTCCTCCCTCCACCA
>tdbD00003531 Haemophilus_influenzae 727 Tyr GTA
-TGAGGGGTTCCCGAGC--GGCCAAAGGGGGCAGACTGTAAATCTGTTGGC------TCAG-----CCTTCGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011584 Haemophilus_influenzae_Rd_KW20 71421 Tyr GTA
-GGAGGGGTTCCCGAGC--GGCCAAAGGGGGCAGACTGTAAATCTGTTGGC------TCAG-----CCTTCGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00003521 Helicobacter_pylori 210 Tyr GTA
-GGTGAGATACTCAAGT--GGCCAACGAGGGCAGACTGTAAATCTGCTG--------TC---------TTCCGTGGTTCGAATCCACGTCTCACCA---
>tdbD00011582 Helicobacter_pylori_26695 85962 Tyr GTA
-GGGTAGGTACTCAAGT--GGCCAACGAGGGCAGACTGTAAATCTGCTGACT-----ATG-----TCTT-CGAAGGTTCGAATCCTTCCCTGCCCACC-
>tdbD00011583 Helicobacter_pylori_J99 85963 Tyr GTA
-GGTGAGATACTCAAGT--GGCCAACGAGGGCAGACTGTAAATCTGCTGACT-----ATG-----TCTT-CCGTGGTTCGAATCCACGTCTCACCACCA
>tdbD00011762 Lactobacillus_johnsonii_NCC_533 257314 Tyr GTA
-GGAGGCCTAGCGAAGT--GGCTAAACGCGGCGGTCTGTAAAACCGCTCTCT-----CTG-----AGTT-CGGTGGTTCGAATCCACTGGCCTCCA---
>tdbD00011727 Lactobacillus_plantarum_WCFS1 220668 Tyr GTA
-GGAGGGGTAGCGAAGTCTGGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGTGGTTCGAATCCACTCCCCTCCA---
>tdbD00011763 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Tyr GTA
-GGCGAGTTACCCAAGC--GGCCAAAGGGATCTGACTGTAAATCAGCTGTCT-----ACG-----ACTT-CGGGGGTTCGAATCCCTCACTCGCCA---
>tdbD00011713 Leptospira_interrogans_serovar_Lai_str._56601 189518 Tyr GTA
-GGGTAGGTACTCAAGT--GGCCAACGAGGGCAGACTGTAAATCTGCTGACT-----ATG-----TCTT-CGAAGGTTCGAATCCTTCCCTGCCCACCA
>tdbD00011601 Listeria_innocua_Clip11262 272626 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGTGGTTCGAATCCACTCCCCTCCACCA
>tdbD00011775 Mesoplasma_florum_L1 265311 Tyr GTA
-GGAGGGGTAGCGAAGC--GGTCAAACGCGGGTGGCTGTAACCCACTTCCT------TTC------GGTTCGGGGGTTCGAATCCCTCCCCCTCCACCA
>tdbD00011612 Mesorhizobium_loti_MAFF303099 266835 Tyr GTA
-GGAGAGGTGCCCGAGT--GGTTAAAGGGGACGGACTGTAAATCCGTTGGC------TTAG-----CCTACGTTGGTTCGAATCCAACCCTCTCCACCA
>tdbD00011733 Mycobacterium_bovis_AF2122/97 233413 Tyr GTA
-GGCAGGTTGCCCGAGC--GGCCAATGGGAGCGGACTGTAAATCCGTCGCG------AAAG-----CTA-CGCAGGTTCGAATCCTGCACCTGCCACCA
>tdbD00011573 Mycobacterium_leprae_TN 272631 Tyr GTA
-GGCAGGTTGCCCGAGC--GGCCAATGGGAGCGGACTGTAAATCCGTCGCG------AAAG-----CTA-CACAGGTTCGAATCCTGTACCTGCCACCA
>tdbD00003514 Mycoplasma_capricolum 2095 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGGTGGCTGTAACCCACTTCCT------TAC------GGTTCGGGGGTTCGAATCCCTCCCCCTCCACCA
>tdbD00011732 Mycoplasma_gallisepticum_R 233150 Tyr GTA
-GGGTAGGTAGCGAAGT--GGCTAAACGCTTCTGACTGTAAATCAGACACCT-----TTT-----GGTTTCGGCGGTTCGAATCCGTCCCTGCCCACCA
>tdbD00003515 Mycoplasma_genitalium 2097 Tyr GTA
-GGACAGGTAGCGAAGT--GGCTAAACGCTTCTGACTGTAGATCAGACACCT-----TAT-----GGTTTCGGGAGTTCGAATCTCTCCCTGTCCACCA
>tdbD00011590 Mycoplasma_genitalium_G37 243273 Tyr GTA
-GGACAGGTAGCGAAGT--GGCTAAACGCTTCTGACTGTAGATCAGACACCT-----TTAT----GGTTTCGGGAGTTCGAATCTCTCCCTGTCCACCA
>tdbD00003516 Mycoplasma_pneumoniae 2104 Tyr GTA
-GGACAGGTAGCGAAGT--GGCTAAACGCTTCTGACTGTAGATCAGACACCT-----TCAT----GGTTTCGGGAGTTCGAATCTCTCCCTGTCCACCA
>tdbD00011619 Mycoplasma_pulmonis_UAB_CTIP 272635 Tyr GTA
-GGGGGGGTAGCGAAGC--GGCCAAACGCGGGTGGCTGTAACCCACTTTCT------TCG------GATTCGGGGGTTCGAATCCCTCCCCCCCCACCA



>tdbD00011568 Neisseria_meningitidis_MC58 122586 Tyr GTA
-GGAGGGATTCCCGAGC--GGTCAAAGGGGGCAGACTGTAAATCTGTTGCG------AAAG-----CTT-CGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011569 Neisseria_meningitidis_Z2491 122587 Tyr GTA
-GGAGGGGTTCCCGAGC--GGTCAAAGGGGGCAGACTGTAAATCTGTTGCG------AAAG-----CTT-CGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011744 Nitrosomonas_europaea_ATCC_19718 228410 Tyr GTA
-GGAGGGGTTCCCGAGC--GGTCAAAGGGATCAGACTGTAAATCTGACGGC------TCTG-----CCTTCGAAGGTTCGAATCCTTCCCCCTCCACCA
>tdbD00011617 Nostoc_sp._PCC_7120 103690 Tyr GTA
-GGGTCGGTATCCAAGTCCGGTTGAAGGAAGCCGTCTGTAAAACGGATGCCT-----CTG-----TGCTTCGTAGGTTCAAATCCTACTCGGCCCA---
>tdbD00011618 Nostoc_sp._PCC_7120 103690 Tyr GTA
-GGGTCGGTGTCCGAGT--GGTTAATGGAGACGGACTGTAAATCCGTTGGTT-----TAC-----ACCTACGCTGGTTCAAATCCAGCCCGGCCCA---
>tdbD00011714 Oceanobacillus_iheyensis_HTE831 221109 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCC------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011752 Onion_yellows_phytoplasma_OY-M 262768 Tyr GTA
-GGAGGGATAGCGAAGT--GGCTAAACGCAGCAGTCTGTAAAACTGTTCCG------TAA------GGTACGGTGGTTCGAATCCACCTCCCTTCACCA
>tdbD00011592 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Tyr GTA
-GGAGGGATTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGGC------TCAG-----CCTTCGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011764 Porphyromonas_gingivalis_W83 242619 Tyr GTA
-GGGCAGTTACCAGAGT--GGCCAAATGGGGCTGACTGTAACTCAGCTGGCT-----TAC-----GCCTTCGGTGGTTCGAATCCATCACTGCCCA---
>tdbD00011776 Propionibacterium_acnes_KPA171202 267747 Tyr GTA
-GGCAGGTTGCCCGAGT--GGCCAAAGGGAGCGGTCTGTAAAACCGTCGGT------TTCG-----CCTACGTTGGTTCGAATCCAACACCTGCCA---
>tdbD00003528 Pseudomonas_aeruginosa 287 Tyr GTA
-GGAGGGATCCCTTAGT--GGCC-AAAGGATCAGACTGTAAATCTGACGTC------ATAG-----ACTTCGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011594 Pseudomonas_aeruginosa_PAO1 208964 Tyr GTA
-GGAGGGATTCCCGAGT--GGCCAAAGGGATCAGACTGTAAATCTGACGTC------ATAG-----ACTTCGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011747 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Tyr GTA
-GGAGGGGTTCCCGAGC--GGCCAAAGGGATCAGACTGTAAATCTGACGTCT-----ACG-----ACTT-CGAAGGTTCGAATCCTTCCCCCTCCACCA
>tdbD00011616 Ralstonia_solanacearum_GMI1000 267608 Tyr GTA
-GGAGAGGTGCCCGAGT--GGCTAAAGGGGGCAGACTGTAAATCTGTTGGCT-----TAC-----GCCTACGTTGGTTCGAATCCAACCCTCTCCACCA
>tdbD00011743 Rhodopirellula_baltica_SH_1 243090 Tyr GTA
-GGGGGTTTGCCCGAGT--GGTTAAAGGGGGCGGACTGTAAATCCGCTGGC------TATG-----CCTACACAGGTTCGAATCCTGTAGCCCCCA---
>tdbD00011610 Rickettsia_conorii_str._Malish_7 272944 Tyr GTA
-GGAGGGGTGGCCGAGT--GGTCAATGGCAGCAGACTGTAAATCTGCCCGCG-----TAAG----CGTT-CGAAGGTTCAAATCCTTCTCCCTCCACCA
>tdbD00003530 Rickettsia_prowazekii 782 Tyr GTA
-GGAGGGGTGGCCGAGT--GGTCAATGGCAGCAGACTGTAAATCTGCCCGGC-----GTAA----GTTT-CGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011695 Rickettsia_prowazekii_str._Madrid_E 272947 Tyr GTA
-GGAGGGGTGGCCGAGT--GGTCAATGGCAGCAGACTGTAAATCTGCCCGCG-----TAAG----CGTT-CGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011717 Shewanella_oneidensis_MR-1 211586 Tyr GTA
-GGAGGGGTTCCCGAGT--GGCCAAAGGGATCAGACTGTAAATCTGACGGC------TCCG-----CCTTCGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011719 Shigella_flexneri_2a_str._301 198214 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCTTACTGTAAATCTGTCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011622 Sinorhizobium_meliloti_1021 266834 Tyr GTA
-GGAGGGATGCCCGAGT--GGTTAAAGGGGACGGACTGTAAATCCGTTGGC------TCAG-----CCTACGTTGGTTCAAATCCAACTCCCTCCACCA
>tdbD00003520 Staphylococcus_aureus 1280 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCGG-----GGTTCGGCAGTTCGAATCTGCCCCCCTCCA---
>tdbD00011757 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCA---
>tdbD00003525 Stigmatella_aurantiaca 41 Tyr GTA
-GGAGGGATACCCAAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGGCT-----CTAC----GCCTTCGATGGTTCGAATCCATCTCCCTCCA---
>tdbD00011720 Streptococcus_agalactiae_2603V/R 208435 Tyr GTA
-GGAGAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTCTCCA---
>tdbD00011721 Streptococcus_agalactiae_2603V/R 208435 Tyr GTA
-GGAAAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTTTCCA---
>tdbD00011722 Streptococcus_mutans_UA159 210007 Tyr GTA
-GGAAGGGTAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCCCCTTCCA---
>tdbD00011741 Streptomyces_avermitilis_MA-4680 227882 Tyr GTA
-GGCGGTGTGCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGGC------TCAG-----CCTTCCCAGGTTCGAATCCTGGCGCCGCCA---
>tdbD00011767 Symbiobacterium_thermophilum_IAM_14863 292459 Tyr GTA
-GGGGAGATACCCAAGT--GGTCAAAGGGGGCTGACTGTAAATCAGTTGCGT-----AAC-----GCTT-CGGAGGTTCGAATCCTCCTCTCCCCACCA
>tdbD00011768 Symbiobacterium_thermophilum_IAM_14863 292459 Tyr GTA
-GGGGAGATACCCAAGT--GGCCAAAGGGGGCTGACTGTAAATCAGTTGCGC-----AAC-----GCTT-CGGTGGTTCGAATCCACCTCTCCCCACCA
>tdbD00003532 Synechocystis_sp. 1143 Tyr GTA
-GGGTCGATGCCCGAGT--GGTTAATGGGGGCGGACTGTAAATCCGCTGGC------TATG-----CCTACGCTGGTTCAAATCCAGCTCGGCCCA---
>tdbD00011704 Thermoanaerobacter_tengcongensis_MB4 273068 Tyr GTA
-GGAGGGATACCCAAGC--GGCCAAAGGGGGCAGACTGTAAATCTGCTGGCG-----TATG----CCTT-CGATGGTTCAAATCCATCTCCCTCCACCA
>tdbD00011702 Thermosynechococcus_elongatus_BP-1 197221 Tyr GTA
-GGGTCGGTGCCCGAGT--GGTTAATGGGGGCGGACTGTAAATCCGTTGGC------TACG-----CCTACGCTGGTTCGAATCCAGCCCGGCCCA---
>tdbD00003513 Thermotoga_maritima 2336 Tyr GTA
-GGTGGGGTGCCCGAGT--GGCCAAAGGGGGCGGATTGTAAATCCGCAGA-------ATC-------TT-CGGAGGTTCAAATCCTCCCCCCACCACCA
>tdbD00011596 Thermotoga_maritima_MSB8 243274 Tyr GTA
-GGTGGGGTGCCCGAGT--GGCCAAAGGGGGCGGACTGTAAATCCGCTGGCA-----GAAT----GCCTTCGGAGGTTCAAATCCTCCCCCCACCACCA
>tdbD00003524 Thermus_thermophilus 274 Tyr GTA
-GGGCAGGTGCCCGAGC--GGCCAAAGGGGACGGTCTGTAAAACCGTTGGCG-----TATG----CCTT-CGCTGGTTCGAATCCAGCCCTGCCCACCA
>tdbD00011777 Thermus_thermophilus_HB27 262724 Tyr GTA
--GGCAGGTGCCCGAGC--GGCCAAAGGGGACGGTCTGTAAAACCGTTGGCG-----TATG----CCTT-CGCTGGTTCGAATCCAGCCCTGCCCACCA
>tdbD00003517 Treponema_pallidum 160 Tyr GTA



-GGGGAGTTTCCCGAGT--GGTCAAAGGGAGCAGACTGTAAATCTGTTGGCG-----TTG-----TCTT-CCAAGGTTCGAATCCTTGACTCCCCA---
>tdbD00011729 Tropheryma_whipplei_str._Twist 203267 Tyr GTA
-GGCGAGTTACCCAAGT--GGCCAAAGGGATCTGACTGTAAATCAGCTGTCA-----TTC-----GACTTCGGGGGTTCGAATCCCTCACTCGCCA---
>tdbD00011574 Ureaplasma_parvum_serovar_3 38504 Tyr GTA
-GGACAGATAGCGAAGT--GGCCAAACGCATCCGGCTGTAACCCGGCTCCG------AGA------GGTTCGTAGGTTCGAATCCTACTCTGTCCACCA
>tdbD00011570 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Tyr GTA
-GGAGGGGTTCCCGAGT--GGCCAAAGGGAGCAGACTGTAAATCTGCCGGC------TCCG-----CCTTCGATGGTTCGAATCCGTCCCCCTCCACCA
>tdbD00011779 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Tyr GTA
-GGAGGAGTGACCGAGT--GGTTAAAGGTAACAGACTGTAAATCTGTCCGCG-----TGAG----CGTA-CGTAGGTTCGAATCCTACCTCCTCCA---
>tdbD00011706 Xanthomonas_axonopodis_pv._citri_str._306 190486 Tyr GTA
-GGAGGGATACCCAAGC--GGCCAACGGGGGCAGACTGTAAATCTGCTGGCT-----TAC-----GCCTTCGGTGGTTCGAATCCACCTCCCTCCACCA
>tdbD00011597 Xylella_fastidiosa_9a5c 160492 Tyr GTA
-GGAGGGATACCCAAGC--GGCCAACGGGGGCAGACTGTAAATCTGCTGGCT-----TGC-----GCCTTCGGTGGTTCGAATCCACCTCCCTCCACCA
>tdbD00011598 Xylella_fastidiosa_9a5c 160492 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACC-
>tdbD00011599 Xylella_fastidiosa_9a5c 160492 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACC-
>tdbD00011461 Acinetobacter_sp._ADP1 62977 Trp CCA
-AGGTCAGTAGTTCAATT-GGT--AGAGCGTCGGTCTCCAAAACCGAAT-------------------GTTGGGGGTTCGAGTCCCTCCTGGCCTGCCA
>tdbD00011427 Bacillus_anthracis_str._Ames 198094 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011428 Bacillus_anthracis_str._Ames 198094 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTG---
>tdbD00011397 Bacillus_halodurans_C-125 272558 Trp CCA
-AGGGGCATAGTTTAAC--GGT--AGAACAGAGGTCTCCAAAACCTCCG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011290 Bacillus_subtilis_subsp._subtilis_str._168 224308 Trp CCA
-AGGGGCATAGTGTAAC--GGT--AGAACAGAGGTCTCCAAAACCTCCG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011429 Bartonella_henselae_str._Houston-1 283166 Trp CCA
-AGGGGTATAGCTCAGTT-GGT--AGAGCGGCGGTCTCCAAAACCGCAG-------------------GTCGCGGGTTCGAGCCCTGCTGCCCCTGCCA
>tdbD00011465 Bartonella_quintana_str._Toulouse 283165 Trp CCA
-AGGGGTATAGCTCAGTT-GGT--AGAGCGGCGGTCTCCAAAACCGCAG-------------------GTCGCGGGTTCAAGCCCTGCTGCCCCTGCCA
>tdbD00011430 Bdellovibrio_bacteriovorus_HD100 264462 Trp CCA
-AGGGGTGTAGCTCCAGC-GGT--AGAGCGAACGACTCCAAATCGTTAG-------------------GTCGTGGGTTCGAATCCCTCCGCCCCTGCCA
>tdbD00011386 Bifidobacterium_longum_NCC2705 206672 Trp CCA
-AGGGAAGTGGCGCAATT-GGT--AGCGCAACGGTCTCCAAAACCGTAG-------------------GTTGTGGGTTCGAGTCCCGCCTTCCCTGCCA
>tdbD00003284 Borrelia_burgdorferi 139 Trp CCA
-AGGTCAGTAGTTCCAAC-GGT--AGAACGACAGTCTCCAAAACTGTAT-------------------GCTGGGGGTTCGAATCCCTCCTGACCTG---
>tdbD00011398 Bradyrhizobium_japonicum_USDA_110 224911 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGG-------------------GTCGCAGGTTCGAGCCCTGCCACTCCTGCCA
>tdbD00011329 Brucella_melitensis_16M 224914 Trp CCA
-AGGGGTATAGCTCAGTT-GGT--AGAGCGACGGTCTCCAAAACCGTAG-------------------GTCGCGGGTTCGAACCCTGCTGCCCCTGCCA
>tdbD00011291 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Trp CCA
-AGGGGTGTAGTTCAATTTGGT--AGAGCATCGGTCTCCAAAACCGAAA-------------------GTTGTAGGTTCAAATCCTTCCACCCCTG---
>tdbD00011417 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Trp CCA
-AGGGATGTAGCTCAATT-GGT--AGAGTATCGGTCTCCAAAACCGAAT-------------------GTTGGGGGTTCAATTCCCTCCATCCCTG---
>tdbD00011372 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Trp CCA
-AGGGGTGTAGTTCAATTTGGT--AGAGCATCGGTCTCCAAAACCGAAA-------------------GTTGTAGGTTCAAGTCCTTCCACCCCTGCCA
>tdbD00011307 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Trp CCA
-AGGGCAATAGCTCCAAC-GGT--AGAGCGCCGGATTCCAAATCCGATG-------------------GTTGGGGGTTCGAATCCCTCTTGCCCTGCCA
>tdbD00011466 Candidatus_Blochmannia_floridanus 203907 Trp CCA
-AGGGGTGTAGTTCAAT--GGT--AGAATATCGGTCTCCAAAACCGAGG-------------------GTTGGGAGTTCAAGTCTCTTCACCCCTG---
>tdbD00011308 Caulobacter_crescentus_CB15 190650 Trp CCA
-AGGAGTGTAGCTCAGCT-GGT--AGAGCATCGGTCTCCAAAACCGAGG-------------------GCCGGGGGTTCGAGTCCCTCCACTCCTGCCA
>tdbD00011327 Clostridium_acetobutylicum_ATCC_824 272562 Trp CCA
-AGGGGTATAGCTCAATT-GGT--AGAGTAACGGTCTCCAAAACCGTCG-------------------GTTGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011322 Clostridium_perfringens_str._13 195102 Trp CCA
-AGGGGTATGGCTCAATT-GGT--AGAGTAGTGGTCTCCAAAACCATTG-------------------GTTGTGGGTTCAAGTCCTACTGCCCCTGCCA
>tdbD00011323 Clostridium_perfringens_str._13 195102 Trp CCA
-AGGGGTATGGCTCAATT-GGT--AGAGTAGTGGTCTCCAAAACCATTG-------------------GTTGTGGGTTCGAGTCCTACTGCCCCTGCCA
>tdbD00011399 Clostridium_tetani_E88 212717 Trp CCA
-AGGGGTATAGCTCAATT-GGT--AGAGTAGCGGTCTCCAAAACCGTTG-------------------GTTCCGGGTTCAAGTCCTCGTGCCCCTGCCA
>tdbD00011431 Corynebacterium_diphtheriae_NCTC_13129 257309 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCAACGGTCTCCAAAACCGTAG-------------------GTTGCAGGTTCAAGTCCTGTCGCCCCTG---
>tdbD00011388 Corynebacterium_efficiens_YS-314 196164 Trp CCA
-AGGGGCGTAGCTCAATT-GGC--AGAGCAACGGTCTCCAAAACCGTAG-------------------GTTGCAGGTTCAAGTCCTGTCGCCCCTG---
>tdbD00011374 Corynebacterium_glutamicum_ATCC_13032 196627 Trp CCA
-AGGGGCGTAGCTCAATT-GGC--AGAGCAACGGTCTCCAAAACCGTAG-------------------GTTGCAGGTTCGATTCCTGTCGCCCCTG---
>tdbD00011413 Coxiella_burnetii_RSA_493 227377 Trp CCA
-AGGCCAGTAGCTCAATT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGGGGGTTCGATTCCCTCCTGGCCTGCCA
>tdbD00011453 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Trp CCA
-AGGGCAGTAGCTCTAAC-GGCT-AGAGCGCCGGTCTCCAAAACCGGAT-------------------GTTGGGGGTTCGAATCCCTCCTGCCCTGCCA
>tdbD00011401 Enterococcus_faecalis_V583 226185 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACAACGGTCTCCAAAACCGTTG-------------------G-TGTGGGTTCAATTCCTGCTGCCCCTGCCA
>tdbD00003289 Escherichia_coli 562 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA



>tdbD00011370 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Trp CCA
-AGGTCAATGGCTCAATT-GGT--AGAGCATCGGTCTCCAAAACCGAGG-------------------GTTGGGGGTTCGAGTCCCTCTTGACCTGCCA
>tdbD00011441 Geobacter_sulfurreducens_PCA 243231 Trp CCA
-AGGCCAGTAGCTCTAAC-GGCT-AGAGCGCCGGTCTCCAAAACCGGAT-------------------GTTGGGGGTTCGAATCCCTCCTGGCCTGCCA
>tdbD00003291 Haemophilus_influenzae 727 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGCCTCTCCGCCCCTGCCA
>tdbD00003287 Helicobacter_pylori 210 Trp CCA
-AGGTCAGTAGCTCCAAT-GGT--AGAGCGTCGGTCTCCAAAACCGGTT-------------------GTTGGGGGTTCGAGTCCCTCCTGGCCTGCCA
>tdbD00011442 Lactobacillus_johnsonii_NCC_533 257314 Trp CCA
-AGGGATATCGTATAAA--GGT--AGTACATCGGTCTCCAAAACCGCTA-------------------G-TGTGGGTTCAATTCCTACTATCCCTG---
>tdbD00011404 Lactobacillus_plantarum_WCFS1 220668 Trp CCA
-AGGGATATAGTTTAAT--GGT--AGAACAACGGTCTCCAAAACCGTCG-------------------G-TGTGGGTTCAACTCCTACTATCCCTGCCA
>tdbD00011443 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Trp CCA
-AGGGCGGTAGCTCAATT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCGATTCCTGTCCGCCCTG---
>tdbD00011389 Leptospira_interrogans_serovar_Lai_str._56601 189518 Trp CCA
-AGGCCTGTAGTTTAGT--GGT--AGAACTAGGATCTCCAAAGTCCTTG-------------------G-TGGGAGTTCGATTCTCTCCGGGCCTG---
>tdbD00011411 Mycobacterium_bovis_AF2122/97 233413 Trp CCA
-AGGGGCGTAGCTCAACT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCAAGTCCTGTCGCCCCTG---
>tdbD00011297 Mycobacterium_leprae_TN 272631 Trp CCA
-AGGGGCGTAGCTCAACT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCAAATCCTGTCGCCCCTG---
>tdbD00003275 Mycoplasma_capricolum 2095 Trp CCA
-AGGAGAGTAGTTCAAT--GGT--AGAACGTCGGTCTCCAAAACCGAGC-------------------GTTGAGGGTTCGATTCCTTTCTCTCCTGCCA
>tdbD00011410 Mycoplasma_gallisepticum_R 233150 Trp CCA
-AGGGGTGTAGTTCAAT--GGT--AGAACTAGGGTCTCCAAAACCTTCG-------------------A-TGCGGGTTCGATTCCTGTCACCCCTGCCA
>tdbD00011293 Neisseria_meningitidis_MC58 122586 Trp CCA
-AGGCCAATAGCTCAATT-GGT--AGAGTATCGGTCTCCAAAACCGAGG-------------------GTTGGGGGTTCGAGACCCTCTTGGCCTGCCA
>tdbD00011423 Nitrosomonas_europaea_ATCC_19718 228410 Trp CCA
-AGGCCAGTAGCTCAATT-GGC--AGAGCGTCGGTCTCCAAAACCGAAG-------------------GTTGGGGGTTCGATGCCCTCCTGGCCTGCCA
>tdbD00011390 Oceanobacillus_iheyensis_HTE831 221109 Trp CCA
-AGGGGTATAGTTTAAT--GGT--AAAACGAAGGTCTCCAAAACCTTTG-------------------A-TGTGGGTTCGATTCCTACTACCCCTGCCA
>tdbD00011432 Onion_yellows_phytoplasma_OY-M 262768 Trp CCA
-AGGGATATGATGTCAAT-GGT--AGCATAACGGTCTCCAAAACCGCTC-------------------G-TTCGGGTTCGAATCCTGATATCCCTGCCA
>tdbD00011456 Propionibacterium_acnes_KPA171202 267747 Trp CCA
-AGGGCACTAGCTCAATT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGGGGGTTCAAGTCCCTCGTGCCCTG---
>tdbD00011314 Pseudomonas_aeruginosa_PAO1 208964 Trp CCA
-AGGCCAGTAGCTCAATT-GGC--AGAGCGGCGGTCTCCAAAACCGCAG-------------------GTTGGGGGTTCGATTCCCTCCTGGCCTGCCA
>tdbD00011426 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Trp CCA
-AGGTCAGTAGCTCAATT-GGC--AGAGCGACGGTCTCCAAAACCGTAG-------------------GTTGGGGGTTCGATTCCCTCCTGACCTGCCA
>tdbD00011333 Ralstonia_solanacearum_GMI1000 267608 Trp CCA
-AGGGGTATAGCTCAACT-GGC--AGAGCGTCGGTCTCCAAAACCGAAG-------------------GTTGGGGGTTCGATTCCCTCTGCCCCTGCCA
>tdbD00011421 Rhodopirellula_baltica_SH_1 243090 Trp CCA
-AGGGGCGTAGCTCAATT-GGC--AGAGCACTGGTTTCCAAAACCAGCG-------------------GTTGTGAGTTCGACTCTCGCCGCCCCTG---
>tdbD00011328 Rickettsia_conorii_str._Malish_7 272944 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGCGCCGGTCTCCAAAACCGGAG-------------------GTTGCGGGTTCGATACCTGTCGCTCCTGCCA
>tdbD00003290 Rickettsia_prowazekii 782 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGCGCCGGTCTCCAAAACCGGAG-------------------GTTGCGGGTTCGATTCCTGTCGCTCCTGCCA
>tdbD00011445 Rickettsia_typhi_str._Wilmington 257363 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGTGCCGGTCTCCAAAACCGGAG-------------------GTTGCGGGTTCGATTCCTGTCGCTCCTGCCA
>tdbD00011392 Shewanella_oneidensis_MR-1 211586 Trp CCA
-AGGGGTGTAGTTCCAATTGGT--AGAACAGCGGTCTCCAAAACCGATG-------------------GTTGCGGGTTCGAGTCCTGCCACCCCTGCCA
>tdbD00011393 Shigella_flexneri_2a_str._301 198214 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTG---
>tdbD00011338 Sinorhizobium_meliloti_1021 266834 Trp CCA
-AGGGGTATAGCTCAGTT-GGT--AGAGCGGCGGTCTCCAAAACCGCAG-------------------GTCGGGGGTTCGAGCCCCTCTGCCCCTGCCA
>tdbD00003282 Spiroplasma_citri 2133 Trp CCA
-AGGGGTGTAGTTTAAT--GGT--AGAACAGCGGTCTCCAACACCGTAC-------------------GTTGTGGGTTCAAGTCCTGTCACCCCTGCCA
>tdbD00003286 Staphylococcus_aureus 1280 Trp CCA
-AGGGGCATAGTTCAAC--GGT--AGAATAGAGGTCTCCAAAACCTTTG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011406 Staphylococcus_epidermidis_ATCC_12228 176280 Trp CCA
-AGGGGCATAGTTCAAC--GGT--AGAATAGAGGTCTCCAAAACCTTTG-------------------A-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011419 Streptomyces_avermitilis_MA-4680 227882 Trp CCA
-AGGGTCGTAGCTCAATT-GGT--AGAGCACTGGTCTCCAAAACCAGCG-------------------GTTGGGGGTTCAAGTCCCTCCGGCCCTG---
>tdbD00011446 Symbiobacterium_thermophilum_IAM_14863 292459 Trp CCA
-AGGGGCATAGCTCAATT-GGT--AGAGCAACGGTCTCCAAAACCGTAG-------------------GTTGTGGGTTCGAGTCCTACTGCCCCTGCCA
>tdbD00011447 Symbiobacterium_thermophilum_IAM_14863 292459 Trp CCA
-AGGGGCGTAGCTCAACT-GGT--AGAGCAACGGTCTCCAAAACCGTAG-------------------GTTGCGGGTTCGAGTCCTGCCGCCCCTGCCA
>tdbD00011380 Thermoanaerobacter_tengcongensis_MB4 273068 Trp CCA
-AGGGGAGTAGCTCAACT-GGT--AGAGCAACGGTCTCCAAAACCGTGG-------------------GCTGCGGGTTCAAGTCCTGTCTCCCCTGCCA
>tdbD00011316 Thermotoga_maritima_MSB8 243274 Trp CCA
-AGGGCCGTAGCTCAACT-GGT--AGAGCGCCGGTCTCCAAAACCGGTG-------------------GTTGCGGGTTCGAGTCCTGCCGGCCCTGCCA
>tdbD00011458 Treponema_denticola_ATCC_35405 243275 Trp CCA
-AGGTCAGTAGCTCCAAT-GGT--AGAGCGTCGGTCTCCAAAACCGAAT-------------------GTTGAGGGTTCGAGTCCTTCCTGGCCTG---
>tdbD00011407 Tropheryma_whipplei_str._Twist 203267 Trp CCA
-AGGGCGGTGGCTCAATT-GGT--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCAAGTCCTGTCCGCCCTG---
>tdbD00011295 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Trp CCA



-AGGGGTGTAGCTCCAATTGGC--AGAGCAGCGGATTCCAAATCCGCGT-------------------GTTGGGAGTTCGAATCTCTCCACCCCTGCCA
>tdbD00011459 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGCGCTGGTCTCCAAAACCAGAG-------------------GTTGTAGGTTCAATTCCTATCGCTCCTG---
>tdbD00004871 Acinetobacter_sp._ADP1 62977 Glu TTC
-GTCCCTATCGTCTAGA--GGCCTAGGACATCGCCCTTTCACGGCGGTA-------------------A-CCGGGGTTCGAATCCCCGTAGGGACGCCA
>tdbD00004817 Bdellovibrio_bacteriovorus_HD100 264462 Glu TTC
-GTTCCCATCGTCTAGG--GGCCTAGGACACCTCCCTTTCACGGAGGAT-------------------A-CAGGGGTTCAAATCCCCTTGGGAACGCCA
>tdbD00004603 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Glu TTC
-GTCCCCTTCGTCTAGA--GGTCTAGGACATCGCCCTTTCACGGCGGCA-------------------A-CAGGGGTTCAAATCCCCTAGGGGACG---
>tdbD00004801 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Glu TTC
-GTCCCCTTCGTCTAGA--GGACTAGGACATCGCCCTTTCACGGCGATA-------------------A-CAGGGGTTCAAATCCCCTAGGGGACA---
>tdbD00004733 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Glu TTC
-GTCCCCTTCGTCTAGA--GGTT-AGGACATCGCCCTTTCACGGCGGCA-------------------A-CAGGGGTTCAAATCCCCTAGGGGACG---
>tdbD00004878 Candidatus_Blochmannia_floridanus 203907 Glu TTC
-GTCCCCTTCGTCTAGA--GGTT-AGGACACTGCCCTTTCACGGCGGCA-------------------A-CAGGGGTTCGAAACCCCTAGGGGACA---
>tdbD00004797 Coxiella_burnetii_RSA_493 227377 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTTGGGGACGCCA
>tdbD00004859 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Glu TTC
-GTTCCCATCGTCTAGCC-GGCCTAGGACAACGGCCTTTCACGCCGTCG-------------------A-CAGGGGTTCGAATCCCCTTGGGAACGCCA
>tdbD00004860 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Glu TTC
-GTCCCTATCGTCTAGCCCGGCCCAGGACAACGGCCTTTCACGCCGTCG-------------------A-CAGGGGTTCAAATCCCCTTGGGGACGCCA
>tdbD00000541 Escherichia_coli 562 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004620 Escherichia_coli_O157H7_EDL933 155864 Glu TTC:
-GTCCCCTTCGTYTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004837 Geobacter_sulfurreducens_PCA 243231 Glu TTC
-GTCCCCTTCGTCTAGCCCGGCCCAGGACACCGCCCTTTCACGGCGGCG-------------------A-CGGGGGTTCAAATCCCCCAGGGGACGCCA
>tdbD00000533 Haemophilus_ducreyi 730 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCGCCCTTTCACGGCGGTA-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004809 Nitrosomonas_europaea_ATCC_19718 228410 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACCACCCTTTCACGGTGGGT-------------------A-CAGGGGTTCGAATCCCCTTGGGGACGCCA
>tdbD00004824 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCTAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00000532 Plesiomonas_shigelloides 703 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCTAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACA---
>tdbD00004635 Pseudomonas_aeruginosa_PAO1 208964 Glu TTC
-GTCCCCTTCGTCTAGT--GGCCTAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAGTCCCCTAGGGGACGCCA
>tdbD00004661 Ralstonia_solanacearum_GMI1000 267608 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCTAGGACATCACCCTTTCACGGTGAGT-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004751 Xanthomonas_axonopodis_pv._citri_str._306 190486 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACCACCCTTTCACGGTGGAC-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004640 Xylella_fastidiosa_9a5c 160492 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCACCCTTTCACGGTGGCG-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004852 Yersinia_pestis_biovar_Microtus_str._91001 229193 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACTGCCCTTTCACGGCTGTA-------------------A-CAGGGGTTCGAATCCCCTTGGGGACGCCA
>tdbD00008679 Bradyrhizobium_japonicum_USDA_110 224911 Gln TTG
-TGGGGCGTAGCCAAGC--GGT--AAGGCAGCGGATTTTGATTCCGCCA-------------------TTCGGAGGTTCGATCCCTCCCGCCCCAGCCA
>tdbD00008489 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Gln TTG
-TGGGGTATAGCCAAGT--GGTT-AAGGCACCGGTTTTTGATACCGGCA-------------------T-CCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008703 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Gln TTG
-TGGGATATAGCCAAGT--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------T-CCCTGGTTCGAATCCAGGTATCCCAG---
>tdbD00008773 Candidatus_Blochmannia_floridanus 203907 Gln TTG
-TGGGGTATAGCCAAGC--GGT--AAGGCAGCGGGTTTTGATCCCGCCA-------------------CTCCCAGGTTCGAATCCTGGTACCCCAG---
>tdbD00008701 Coxiella_burnetii_RSA_493 227377 Gln TTG
-TGGGGTGTCGCCAAGC--GGT--AAGGCACTGGGTTTTGATCCCAGCA-------------------TTCCCAGGTTCGAATCCTGGCACCCCAGCCA
>tdbD00002281 Escherichia_coli 562 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00002280 Escherichia_coli 562 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008735 Geobacter_sulfurreducens_PCA 243231 Gln TTG
-TGGGGTGTCGCCAAGC--GGT--AAGGCACCGGATTTTGATTCCGGCA-------------------TTCCAAGGTTCGAATCCTTGCACCCCAGCCA
>tdbD00002282 Haemophilus_influenzae 727 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCCCTGGGTTTTGATCTCAGCA-------------------TTCCTAGGTTCGAATCCTAGTACCCCAGCCA
>tdbD00002283 Haemophilus_influenzae 727 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACTGGGTTTTGATCTCAGCA-------------------TTCCTAGGTTCGAATCCTAGTACCCCAGCCA
>tdbD00008530 Listeria_innocua_Clip11262 272626 Gln TTG
-TGGGCTATAGCCAAGC--GGT--AAGGCAACGGATTTTGATTCCGTCA-------------------TGCGCTGGTTCGAATCCAGCTAGCCCAG---
>tdbD00008492 Neisseria_meningitidis_MC58 122586 Gln TTG
-TGGGGAGTCGTCAAGC--GGTT-AAGACACTGGATTTTGATTCCAGCA-------------------TGCGAAGGTTCGAATCCTTCCTCCCCAGCCA
>tdbD00008713 Nitrosomonas_europaea_ATCC_19718 228410 Gln TTG
-TGGGGAGTCGCCAAGT--GGT--AAGGCACCGGATTTTGATTCCGGCA-------------------TTCGTAGGTTCGATCCCTACCTCCCCAGCCA
>tdbD00008668 Oceanobacillus_iheyensis_HTE831 221109 Gln TTG
-TGGGCCATAGCCAAGC--GGT--AAGGCATCGGGTTTTGATCCCGTGT-------------------ACCCTAGGTTCGAATCCTAGTGGCCCAGCCA
>tdbD00008520 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGGTTTTGATCTCGGCA-------------------TTCCTAGGTTCGAATCCTAGTACCCCAGCCA



>tdbD00008727 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCCAGGTTCGAATCCTGGTACCCCAGCCA
>tdbD00008728 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCAGGTTTTGATCCTGGCA-------------------TACCCAGGTTCGAATCCTGGTACCCCAGCCA
>tdbD00008729 Rhodopseudomonas_palustris_CGA009 258594 Gln TTG
-TGGGGCGTAGCCAAGC--GGT--AAGGCAGGGGATTTTGATTCCCCCA-------------------TGCGGAGGTTCGATCCCTCCCGCCCCAGCCA
>tdbD00008672 Shewanella_oneidensis_MR-1 211586 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGGTTTTGATCCCGGCA-------------------TACCTAGGTTCGAATCCTAGTACCCCAGCCA
>tdbD00008501 Ureaplasma_parvum_serovar_3 38504 Gln TTG
-TGGCCTGTAGCCAAGA--GGT--AAGGCAGAAGATTTTGATTCTTCCA-------------------TGCGTAGGTTCGATCCCTACCAGGCCAGCCA
>tdbD00008764 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Gln TTG
-TGGGGTGTAGCCAAGT--GGT--AAGGCAGCGGTTTTTGATACCGCCA-------------------CGCGAAGGTTCGAATCCTTCCACCCCAGCCA
>tdbD00008747 Yersinia_pestis_biovar_Microtus_str._91001 229193 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACTGGATTCTGATTCCAGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008746 Yersinia_pestis_biovar_Microtus_str._91001 229193 Gln TTG
-TGGGATATCGCCAAGC--GGT--AAGGCACCAGGTTTTGATCCTGGCA-------------------TTCCCAGGTTCGAATCCTGGTATCCCAGCCA
>tdbD00002430 Acholeplasma_laidlawii 2148 Arg TCT
-GTCCGAATAGCTCAGCT-GGAT-AGAGCAATAGCCTTCTAAGCTATCG-------------------GTCGGGGGTTCGAATCCCTCTTCGGACGCCA
>tdbD00009492 Acinetobacter_sp._ADP1 62977 Arg ACG
-GCGCTCATAGCTCAGCT-GGAT-AGAGCACTTGGCTACGAACTAAGGG-------------------GTCGGGAGTTCGAATCTCTCTGAGCGCACCA
>tdbD00009493 Acinetobacter_sp._ADP1 62977 Arg CCG
-GCGCTCGTAGCTCAGTT-GGAT-AGAGTACAGGTTTCCGAAGCCTGGG-------------------GTCGTGGGTTCGATCCCCGCCGAGCGCACCA
>tdbD00009494 Acinetobacter_sp._ADP1 62977 Arg CCT
-GCGCTCTTAGCTTAACT-GGAT-AGAGCAGTTGCCTCCTAAGCGACCG-------------------A-CGTGGGTTCGAGTCCCGCAGAGCGCA---
>tdbD00009495 Acinetobacter_sp._ADP1 62977 Arg TCT
-GCGCCTGTAGCTCAGTT-GGAT-AGAGCATCCGCCTTCTAAGCGGATG-------------------GTCACAGGTTCGAATCCTGTCAGGCGCGCCA
>tdbD00002456 Aeromonas_hydrophila 644 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCACAGGTTCGAATCCTGTCGGGCGCACCA
>tdbD00002441 Agrobacterium_tumefaciens 358 Arg CCT
-GTCCACGTAGCTCAGCA-GGAT-AGAGCACAGGATTCCTAATCCTGGG-------------------GTCGGAGGTTCGAATCCTCTCGTGGACACCA
>tdbD00009014 Agrobacterium_tumefaciens_str._C58 176299 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGGAGTTCGAATCTCTTCGGGTGCGCCA
>tdbD00009016 Agrobacterium_tumefaciens_str._C58 176299 Arg CCG
-GCACCCGTAGCTCAGCT-GGAT-AGAGTGTTGGATTCCGATTCCAAAG-------------------GTCACAGGTTCGAATCCTGTCGGGTGCGCCA
>tdbD00009015 Agrobacterium_tumefaciens_str._C58 176299 Arg TCT
-GGCCCCTTAGCTCAACT-GGAT-AGAGCAACTGCCTTCTAAGCAGTAG-------------------GTCGCAGGTTCGAGTCCTGCAGGGGTCGCCA
>tdbD00008947 Aquifex_aeolicus_VF5 224324 Arg ACG
-CGGGCTGTAGCTCAACT-GGAT-AGAGCGCGGGACTACGGATCCCGAG-------------------GTTGCGGGTTCGACTCCCGCCAGCCCGGCCA
>tdbD00008948 Aquifex_aeolicus_VF5 224324 Arg CCG
-GTGCCCGTAGCTCAGGT-GGAC-AGAGCACGGGGCTCCGGACCCCGGG-------------------GTCGCGGGTTCAAGTCCCGCCGGGCACA---
>tdbD00008949 Aquifex_aeolicus_VF5 224324 Arg CCT
-GTGCCCGTAGCTCAGGC-GGAT-AGAGCGCGAGATTCCTAATCTCGAG-------------------GTCGCGGGTTCGAGTCCCGCCGGGCACACCA
>tdbD00008950 Aquifex_aeolicus_VF5 224324 Arg TCT
-GGGCCCGTAGCTCAGTT-GGAT-AGAGCAGGGGATTTCTAATCCCCAG-------------------GTCGGGGGTTCGAGTCCCTCCGGGCCCACCA
>tdbD00009378 Bacillus_anthracis_str._Ames 198094 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009379 Bacillus_anthracis_str._Ames 198094 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCG---
>tdbD00009381 Bacillus_anthracis_str._Ames 198094 Arg CCG
-GCGCCCATAGCTCAGTC-GGAT-AGAGCGGTGGTTTCCGGTACCACGT--------CT---------GCCGGGGGTTCGAATCCCTCTGGGCGCG---
>tdbD00009380 Bacillus_anthracis_str._Ames 198094 Arg TCT
-GTCCCAGTAGCTCAGCC-GGAT-AGAGCATACGCCTTCTAAGCGTACG-------------------GTCGGGAGTTCGAATCTCTCCTGGGACG---
>tdbD00009274 Bacillus_halodurans_C-125 272558 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAAAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009275 Bacillus_halodurans_C-125 272558 Arg CCG
-GCGCCTATGGTGAAAG--GGAT-ATCACACGAGATTCCGGTTCTCGCG-------------------T-TGTGGGTTCGAATCCTGCTAGGCGCGCCA
>tdbD00009276 Bacillus_halodurans_C-125 272558 Arg TCT
-GTCCCAGTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTCG-------------------GTCGGGAGTTCGAATCTCTCCTGGGACGCCA
>tdbD00008818 Bacillus_subtilis_subsp._subtilis_str._168 224308 Arg CCG
-GCGCTCGTAGCTCAGTT-GGAT-AGAGCGGTGGTTTCCGGTACCACGT--------CT---------GTCGGGGGTTCGAATCCCTCCGAGCGCG---
>tdbD00008819 Bacillus_subtilis_subsp._subtilis_str._168 224308 Arg CCT
-GCTCTAGTAGCACAGC--GGAT-AGTGCAGCAGTTTCCTAAACTGCAG-------------------GTCGGGAGTTCGAATCTCTCCTAGAGCG---
>tdbD00008820 Bacillus_subtilis_subsp._subtilis_str._168 224308 Arg TCT
-GTCCCAGTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTCG-------------------GTCGGGAGTTCGAATCTCTCCTGGGACG---
>tdbD00009369 Bacteroides_thetaiotaomicron_VPI-5482 226186 Arg ACG
-GGTCGCGTAGCTCAACT-GAAT-AGAGTAGCTGACTACGGATCAGCCG-------------------GTTACAGGTTTGAATCCTGTCGCGATCACCA
>tdbD00009370 Bacteroides_thetaiotaomicron_VPI-5482 226186 Arg ACG
-GGCCGCGTAGCTCAACT-GAAT-AGAGTAGCTGACTACGGATCAGCCG-------------------GTTACAGGTTTGAATCCTGTCGCGGTCA---
>tdbD00009371 Bacteroides_thetaiotaomicron_VPI-5482 226186 Arg ACG
-GGTCGCGTAGCTCAACT-GAAT-AGAGTAGCTGACTACGGATCAGCCG-------------------GTTACAGGTTTGAATCCTGTCGCGATCA---
>tdbD00009372 Bacteroides_thetaiotaomicron_VPI-5482 226186 Arg CCG
-GGCCCCGTAGCTTAGT--GAAT-AGAGCGTCAGATTCCGGTTCTGAAG-------------------GTCGTGCGTTTGAATCGCACCGGGGTCA---
>tdbD00009373 Bacteroides_thetaiotaomicron_VPI-5482 226186 Arg CCT
-GGCCTTGTAGTTCAAC--GGAT-AGAATAGAAGTTTCCTAAACTTTAG-------------------A-TAGGGGTTCGATTCCCCTCGGGGCTA---
>tdbD00009368 Bacteroides_thetaiotaomicron_VPI-5482 226186 Arg TCT



-GGTTCCGTAGCTCAGCT-GGAT-AGAGCAACGCCCTTCTAAGGCGTGG-------------------GTCAAGCGTTCGAATCGCTTCGGAATCA---
>tdbD00009385 Bartonella_henselae_str._Houston-1 283166 Arg CCT
-GTCTGCGTAGCTCAGTA-GGAT-AGAGCACAGGATTCCTAATCCTGGG-------------------GCCGCAGGTTCGAATCCTGCCGTAGACACCA
>tdbD00009384 Bartonella_henselae_str._Houston-1 283166 Arg TCT
-GGTCCCGTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGG-------------------GTCACAGGTTCGAATCCTGTCGGGATCGCCA
>tdbD00009386 Bdellovibrio_bacteriovorus_HD100 264462 Arg ACG
-GCACTCGTAGCTCAGCT-GGAT-AGAGTACATGACTACGAATCATGTG-------------------GTCAGAGGTTCGAATCCTCTCGAGTGCACCA
>tdbD00009387 Bdellovibrio_bacteriovorus_HD100 264462 Arg TCG
-GCAGTCGTAGTTCAAT--GGAT-AGAGCACTTGGCTTCGAACCAAGGG-------------------GTTGCAGGTTCGAGTCCTGCCGACTGCACCA
>tdbD00009388 Bdellovibrio_bacteriovorus_HD100 264462 Arg TCT
-GGTTCCGTAGCTCAGCT-GGAT-AGAGCATCTCCCTTCTAAGGAGAGG-------------------GTCGTACGTTCGAGTCGTACCGGAATCACCA
>tdbD00009227 Bifidobacterium_longum_NCC2705 206672 Arg ACG
-GCGCCAGTAGCCCAGC--GGATTAGAGCAGCTGACTACGGATCAGCAG-------------------GTCGCAGGTTCGAATCCTGTCTGGCGCA---
>tdbD00009230 Bifidobacterium_longum_NCC2705 206672 Arg CCG
-GGGTTTGTAGCTCAGT--GGAT-AGAGCGTCTGTCTCCGGAACAGAAG-------------------GTCGTGGGTTCGATCCCCATCAAGCCCACCA
>tdbD00009229 Bifidobacterium_longum_NCC2705 206672 Arg CCT
-GCCCGAGTAGCTCAGT--GGAT-AGAGCACCGCTCTCCTAAAGCGGGT-------------------GTCGTCGGTTCGAATCCGATCTCGGGCA---
>tdbD00009228 Bifidobacterium_longum_NCC2705 206672 Arg TCT
-GGCCCCGTAGCTCAGCT-GGAT-AGAGCATGTGACTTCTAATCTCAAG-------------------GTCGACGGTTCGAGCCCGTCCGGGGTCA---
>tdbD00002437 Borrelia_burgdorferi 139 Arg GCG
-GTGTCCATAGCTCAGTT-GGAT-AGAGCGTTAGATTGCGATTCTTAAG-------------------GTCGGAGGTTCAAGTCCTCTTGGACACG---
>tdbD00002438 Borrelia_burgdorferi 139 Arg TCG
-GCATTCATAGCTCAATT-GGAT-AGAGCGGCGGACTTCGAATCCGAAG-------------------GTTGCAGGTTCGACTCCTGCTGAGTGCG---
>tdbD00002439 Borrelia_burgdorferi 139 Arg TCT
-GCACCAATAGCTCAATT-GGAT-AGAGCAACAGACTTCTAATCTGTAG-------------------GTTTTAGGTTCGAGTCCTAATTGGTGCG---
>tdbD00009421 Borrelia_garinii_PBi 290434 Arg TCG
-GCATTCATAGCTCAATT-GGAT-AGAGCAGTGGACTTCGAATCCGAAG-------------------GTTGCAGGTTCGAGTCCTGCTGAGTGCG---
>tdbD00009422 Borrelia_garinii_PBi 290434 Arg TCT
-GCATCAATAGCTCAATT-GGAT-AGAGCAACAGACTTCTAATCTGTAG-------------------GTTTTAGGTTCGAGTCCTAATTGGTGCG---
>tdbD00009281 Bradyrhizobium_japonicum_USDA_110 224911 Arg ACG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCATCAGACTACGAATCTGAGG-------------------GTCGGACGTTCGAATCGTTCCGGGCGCGCCA
>tdbD00009278 Bradyrhizobium_japonicum_USDA_110 224911 Arg CCG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCGTTGCCCTCCGAAGGCAAAG-------------------GTCACACGTTCGAATCGTGTCGGGTGCGCCA
>tdbD00009277 Bradyrhizobium_japonicum_USDA_110 224911 Arg CCT
-GGTCCCGTAGCTCAGCC-GGAT-AGAGCGGCGGTTTCCTAAACCGTAG-------------------GTCGGATGTTCGAGTCATCCCGGGATCGCCA
>tdbD00009280 Bradyrhizobium_japonicum_USDA_110 224911 Arg TCG
-GCGCTCGTAGCTCAGCT-GGAT-AGAGCATCGGATTTCGATTCCGAGG-------------------GTCGGAGGTTCGAATCCTTCCGAGCGCGCCA
>tdbD00009279 Bradyrhizobium_japonicum_USDA_110 224911 Arg TCT
-GGTCCCATAGCTCAACT-GGAT-AGAGTAGCGGATTTCTACTCCGCGG-------------------GTTGCAGGTTCGAGTCCTGCTGGGATCGCCA
>tdbD00008985 Brucella_melitensis_16M 224914 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGAGGTTCGAATCCTTTCGGGTGCGCCA
>tdbD00008983 Brucella_melitensis_16M 224914 Arg CCG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGAAGGCAGAG-------------------GCCACAGGTTCGAATCCTGTCGGGTGCGCCA
>tdbD00008982 Brucella_melitensis_16M 224914 Arg CCT
-GGTCCCGTAGCTCAGTA-GGAT-AGAGCGACAGATTCCTAATCTGTAG-------------------GTCACAGGTTCGATTCCTGTCGGGATCACCA
>tdbD00008984 Brucella_melitensis_16M 224914 Arg TCT
-GGTCCCGTAGCTCAGTT-GGAT-AGAGCACCGGCCTTCTAAGCCGATG-------------------GTCGCAGGTTCGAATCCTGCCGGGATCGCCA
>tdbD00008821 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Arg ACG
-GCATCCGTAGCTCAGTT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTTCCGGATGCA---
>tdbD00008822 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Arg CCG
-GCGCTCGTAGCTCAGTT-GGAT-AGAGCGCTACCCTCCGAAGGTAGAG-------------------GTATCAGGTTCAAATCCTGTCGAGCGCA---
>tdbD00008823 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Arg TCT
-GCGTTCTTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCAAATCCTGTAGAACGCA---
>tdbD00009336 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Arg ACG
-GCATCCGTAGTTCAGTT-GGAT-AGAGCACTCGGCTACGAACCGAGAG-------------------GTCGGAGGTTCAAATCCTTCCGGATGCA---
>tdbD00009338 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Arg CCG
-GCGCTTGTAGCTCAGTT-GGAT-AGAGCGCTACCCTCCGAAGGTAGAG-------------------GCCTCAGGTTCGAATCCTGTCAAGCGCA---
>tdbD00009337 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Arg TCT
-GCGCTCTTAGCTCAGAT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCATAGGTTCGAATCCTATAGAGCGCA---
>tdbD00009174 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Arg CCG
-GCGCTCGTAGCTCATTTTGGAT-AGAGCGCTATCTTCCGAAGGTAGAG-------------------GTATCAGGTTCAAATCCTGTCGAGCGCA---
>tdbD00009173 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Arg TCT
-GCGTTCTTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCGAATCCTGTAGAACGCA---
>tdbD00008901 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Arg CCT
-GTCCTCGTAGCTCAGCA-GGAT-AGAGCGCAAAATTCCTAATTTTGAG-------------------GCCGTGAGTTCGAATCTCGCCGTGGACACCA
>tdbD00008902 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Arg GCG
-GCGCTCATAGCTCAGCT-GGAT-AGAGCATTTGATTGCGGTTCAAAAG-------------------GCCAGAGGTTCGAATCCTCTTGAGCGCACCA
>tdbD00008903 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Arg TCG
-GCGCTCGTAGCTCAACT-GGAT-AGAGCGACAGACTTCGGATCTGTAG-------------------GTTATGGGTTCGATTCCTATCGGGCGCACCA
>tdbD00008904 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Arg TCT
-GCGTTCATAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCAGAGGTTCGAATCCTCTTGGGCGTACCA
>tdbD00009505 Candidatus_Blochmannia_floridanus 203907 Arg ACG
-GCACCCGTAGCTCAGTT-GGAT-AGAGCACTCGGCTACGAACCGAGAG-------------------GTCGGGGGTTCAAATCCTCTCGGGTGTA---
>tdbD00009506 Candidatus_Blochmannia_floridanus 203907 Arg CCG
-GCGTCCGTAGCTTAATT-GGAT-AGAGCATTGCCCTCCGAAGGCAAAG-------------------GTGTCAGGTTCGATCCCTGTCGGGCGCA---



>tdbD00009507 Candidatus_Blochmannia_floridanus 203907 Arg CCT
-GTCTTCGTAGTTAAAC--GGAT-ATAACAAGCCTCTCCTAAAGGCTAA-------------------T-TACAGGTTCGATCCCTGTCGAAGACA---
>tdbD00009508 Candidatus_Blochmannia_floridanus 203907 Arg TCT
-GCGCTCTTAACTCAATA-GGAT-AGAGTAACGGCCTTCTAAGCCGTAA-------------------GTTATAGGTTCGAATCCTATAGAGCGCA---
>tdbD00009399 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Arg ACG
-GCACTGGTAGCTCAATT-GGAT-AGAGTACCCGGCTACGAACCGGGCG-------------------GTTAGAGGTTCGAATCCTCTCCGGTGCA---
>tdbD00009400 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Arg CCT
-GTTCTCGTAGCTCAGGT-GGAT-AGAGCGGTTGCCTCCTAAGCAACAG-------------------GCCGCGCGTTCGAGTCGCGCCGAGGACA---
>tdbD00009401 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Arg TCG
-GCACCGATAGCTCAAT--GGAT-AGAGTACCCGGCTTCGAACCGGGTG-------------------GTTAGAGGTTCGAGCCCTCTTCGGTGCA---
>tdbD00009402 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Arg TCT
-GGACTGATAGCTCAGT--GGAT-AGAGCACCCGCCTTCTAAGCGGGTG-------------------GTCGTAGGTTCGAATCCTACTCGGTCCG---
>tdbD00008907 Caulobacter_crescentus_CB15 190650 Arg CCT
-GGCCCGGTAGCTCAGCA-GGAT-AGAGCAGCGCTTTCCTAAAGCGAAG-------------------GTCGGGGGTTCGAGTCCCTCCCGGGCCGCCA
>tdbD00008908 Caulobacter_crescentus_CB15 190650 Arg TCT
-GCGCCCTTAGCTCAGAC-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00008965 Chlamydia_muridarum_Nigg 243161 Arg ACG
-GCACCAGTAGCTCAGT--GGAT-AGAGTACCTGGCTACGAACCAGGTG-------------------GTCAGAGGTTCAAATCCTCTCTGGTGCG---
>tdbD00008964 Chlamydia_muridarum_Nigg 243161 Arg TCG
-GCACCGATAGCTCAACT-GGAT-AGAGTACCTGGCTTCGGACCAGGTG-------------------GTTGGAGGTTCGAACCCTCTTCGGTGCG---
>tdbD00008963 Chlamydia_muridarum_Nigg 243161 Arg TCT
-GGACCGATAGCTCAGT--GGAT-AGAGCATCCGCCTTCTAAGCGGATG-------------------GTCGCAGGTTCGAATCCTGCTCGGTCCG---
>tdbD00008810 Chlamydia_trachomatis_D/UW-3/CX 272561 Arg ACG
-GCACCAGTAGCTCAGT--GGAT-AGAGTACCTGGCTACGAACCAGGTG-------------------GTCAGAGGTTCAAATCCTCTTTGGTGCG---
>tdbD00008802 Chlamydophila_pneumoniae_AR39 115711 Arg ACG
-GCACCAGTAGCTCAGTC-GGAT-AGAGTACCTGGCTACGAACCAGGTG-------------------GTCAGAGGTTCGAGTCCTCTCTGGTGCG---
>tdbD00008803 Chlamydophila_pneumoniae_AR39 115711 Arg CCT
-GTCCTCGTAGCTCAGCA-GGAT-AGAGCGGTTGCCTCCTAAGCAGCAG-------------------GCCATGCGTTCGAATCGCATCGAGGACG---
>tdbD00008804 Chlamydophila_pneumoniae_AR39 115711 Arg TCG
-GCACCGATAGCTCAATT-GGAT-AGAGTACCTGGCTTCGGACCAGGTG-------------------GTTGGAGGTTCGAGCCCTCTTCGGTGCG---
>tdbD00008805 Chlamydophila_pneumoniae_AR39 115711 Arg TCT
-GGACCGATAGCTCAGT--GGAT-AGAGCATTCGCCTTCTAAGCGAATG-------------------GTCGCAGGTTCGAGTCCTGCTCGGTCCG---
>tdbD00009159 Chlorobium_tepidum_TLS 194439 Arg ACG
-GCACCCGTAGCTCAACT-GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTAGGGGTTCGAATCCTCTCGGGTGTACCA
>tdbD00009161 Chlorobium_tepidum_TLS 194439 Arg CCG
-GCCCTTGTAGCTCAGT--GGAT-AGAGCAGCAGTTTCCGGAACTGAAG-------------------GTCGGCAGTTCGAATCTGTCCAAGGGCG---
>tdbD00009162 Chlorobium_tepidum_TLS 194439 Arg CCT
-ACCCTTGTAGCTCAGT--GGAT-AGAGCAGCAGTTTCCTAAACTGTTG-------------------GTCGGCAGTTCGAGTCTGCCCAAGGGTA---
>tdbD00009160 Chlorobium_tepidum_TLS 194439 Arg TCT
-GTGCCCGTAGCTCAACC-GGAT-AGAGCATCAGCCTTCTAAGCTGAGG-------------------GTTACAGGTTCGAGTCCTGTCGGGCATA---
>tdbD00008975 Clostridium_acetobutylicum_ATCC_824 272562 Arg ACG
-GCGATAGTACCTCAACT-GGAT-AGAGGACTCGGCTACGAACCGAGGC-------------------GCTGCGGGTTCGACTCCTGCCTGTCGCACCA
>tdbD00008976 Clostridium_acetobutylicum_ATCC_824 272562 Arg CCT
-GTGCTCGTAGCTCAGTA-GGAT-AGAGCAGCGGTTTCCTAAACCGCGT-------------------GCCGTAGGTTCGATTCCTATCGGGCACACCA
>tdbD00008977 Clostridium_acetobutylicum_ATCC_824 272562 Arg TCG
-GTGCCCATAGCTCAGTT-GGAT-AGAGTCGCAGACTTCGAATCTGAAG-------------------GTCGGGGGTTCGATTCCCTCTGGGTGCACCA
>tdbD00008978 Clostridium_acetobutylicum_ATCC_824 272562 Arg TCT
-GCGTTTTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGG-------------------GCCAGGGGTTCGAATCCCTTAAAACGCACCA
>tdbD00008959 Clostridium_perfringens_str._13 195102 Arg ACG
-GCGGTGGTAGCTCAGCT-GGAT-AGAGTAGTCGGCTACGAACCGATTG-------------------GTCGGGGGTTCGAATCCTCTTCGCCGCACCA
>tdbD00008960 Clostridium_perfringens_str._13 195102 Arg CCT
-GTCTCCATAGTTCAAT--GGAT-AGAACAATCCCCTCCTAAGGGATAA-------------------A-TGTAGGTTCGATTCCTACTGGGGATACCA
>tdbD00008961 Clostridium_perfringens_str._13 195102 Arg TCG
-GCATCTATAGCTCAGCT-GGAT-AGAGCGTTGGACTTCGAATCCACAG-------------------GTCGCGAGTTCGAATCTTGCTAGGTGCACCA
>tdbD00008962 Clostridium_perfringens_str._13 195102 Arg TCT
-GTATCTTTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGG-------------------GTCAGGGGTTCGAATCCCTTAAGGTACACCA
>tdbD00009283 Clostridium_tetani_E88 212717 Arg ACG
-GCACCGGTAGCTCAGTT-GGAT-AGAGTAGCTGGCTACGAACCAGTTG-------------------GTCGGGGGTTCGAATCCTCTCCGGTGTACCA
>tdbD00009282 Clostridium_tetani_E88 212717 Arg CCT
-GCGCTCGTAGCTCAGTT-GGAT-AGAGCAGTGGTTTCCTAAACCACGT-------------------GCCAGGGGTTCAATTCCTCTCGGGCGCACCA
>tdbD00009284 Clostridium_tetani_E88 212717 Arg TCG
-GCGCCCATAGCTCAGCT-GGAT-AGAGTTACGGACTTCGAATCCGGAG-------------------GTCACAGGTTCGACTCCTGTTGGGCGCACCA
>tdbD00009285 Clostridium_tetani_E88 212717 Arg TCT
-GCGTCTTTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGT-------------------GCCAGGGGTTCGACTCCCTTAAGACGCACCA
>tdbD00009389 Corynebacterium_diphtheriae_NCTC_13129 257309 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCCGGGCGCA---
>tdbD00009391 Corynebacterium_diphtheriae_NCTC_13129 257309 Arg CCG
-GTCTCCGTAGCTCAGT--GGAT-AGAGCATTGGTTTCCGGTACCAAAG-------------------GTCGCAAGTTCGAATCTTGTCGGGGACA---
>tdbD00009390 Corynebacterium_diphtheriae_NCTC_13129 257309 Arg CCT
-GCCCTAGTAGCTCAGT--GGAT-AGAGCACGGCTCTCCTAAAGCCGGT-------------------GTCGGAGGTTCGATTCCTCTCTGGGGCA---
>tdbD00009392 Corynebacterium_diphtheriae_NCTC_13129 257309 Arg TCT
-GCCTCCATAGCTCAGT--GGATTAGAGCAGTCGGCTTCTACCCGATTG-------------------GTCGCGGGTTCGAATCCTGCTGGGGGCA---
>tdbD00009234 Corynebacterium_efficiens_YS-314 196164 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCCGGGCGCACCA
>tdbD00009237 Corynebacterium_efficiens_YS-314 196164 Arg CCG



-GCCTCCGTAGCTCAGT--GGAT-AGAGCACCGGTTTCCGGTACCGAAG-------------------GTCGTAGGTTCGACTCCTATCGGGGGCA---
>tdbD00009236 Corynebacterium_efficiens_YS-314 196164 Arg CCT
-GCCTTGGTAGCTCAGT--GGAT-AGAGCACCGCTCTCCTAAAGCGGGT-------------------GTCGGAGGTTCGATTCCTCTCCAGGGCACCA
>tdbD00009238 Corynebacterium_efficiens_YS-314 196164 Arg TCT
-GCCTCCATAGCTCAGT--GGATTAGAGCAACCGGCTTCTACCCGGTTG-------------------GTCGCGGGTTCGAATCCTGCTGGGGGCGCAA
>tdbD00009180 Corynebacterium_glutamicum_ATCC_13032 196627 Arg CCT
-GCCTTGGTAGCTCAGT--GGAT-AGAGCACCGCTCTCCTAAAGCGGGT-------------------GTCGGAGGTTCGATTCCTCTCCAGGGCA---
>tdbD00009182 Corynebacterium_glutamicum_ATCC_13032 196627 Arg TCT
CGCCTCCATAGCTCAGT--GGATTAGAGCAACCGGCTTCTACCCGGTTG-------------------GTCGCGGGTTCGAATCCTGCTGGGGGCA---
>tdbD00009329 Coxiella_burnetii_RSA_493 227377 Arg ACG
-GCGCCCGTAGCTCAGTT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGCGGTTCGAATCCGTCCGGGCGCGCCA
>tdbD00009330 Coxiella_burnetii_RSA_493 227377 Arg CCT
-GCCCCGGTGGCACAGTT-GGAT-AGCGCAGTCCCCTCCTAAGGGACAG-------------------GTCACAGGTTCAAATCCTGTCCGGGGCACCA
>tdbD00009331 Coxiella_burnetii_RSA_493 227377 Arg TCG
-GCGCCCGTAGCTCAGTT-GGAT-AGAGTAACCGGCTTCGAACCGGTTG-------------------GTCGGGGGTTCGAATCCCTCCGGGCGCGCCA
>tdbD00009328 Coxiella_burnetii_RSA_493 227377 Arg TCT
-GCGCCCGTAGCTCACTC-GGAT-AGAGCATCGGCCTTCTAAGCCGAGG-------------------GTAGCAGGTTCGAATCCTGCCGGGCGCG---
>tdbD00008909 Deinococcus_radiodurans_R1 243230 Arg ACG
-GTGCCCGTAGCTCAGCT-GGAT-AGAGCGTCTGACTACGGATCAGAAG-------------------GCCAGGAGTTCGAATCTCTTCGGGCACACCA
>tdbD00008910 Deinococcus_radiodurans_R1 243230 Arg CCG
-GCACTCGTAGCTCAGGT-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GCCACTGGTTCGAGTCCAGTCGAGTGCACCA
>tdbD00008911 Deinococcus_radiodurans_R1 243230 Arg CCT
-GCACTCGTAGCTCAGTT-GGAT-AGAGCGGCCCCCTCCTAAGGGGCAG-------------------GCCACTGGTTCGACTCCAGTCGAGTGCACCA
>tdbD00008912 Deinococcus_radiodurans_R1 243230 Arg TCT
-GCACCCTTAGCTCAGCT-GGAT-AGAGCAACCGCCTTCTAAGCGGTCG-------------------GTCGTAGGTTCGAGTCCTACAGGGTGCACCA
>tdbD00009464 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Arg ACG
-GCGCTGGTAGCTCAGTT-GGAT-AGAGCAACAGGCTACGAACCTGTAG-------------------GTCGGAGGTTCGAATCCTTCCCAGCGCGCCA
>tdbD00009465 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Arg ACG
-GCGCCGGTAGCCCAGCT-GGAT-AGAGCAACAGGCTACGAACCTGTAG-------------------GTCGGAGGTTCGAATCCTTCCCGGCGCGCCA
>tdbD00009466 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Arg ACG
-GCGCCGGTAGCTCAGTT-GGAT-AGAGCAACAGGCTACGAACCTGTAG-------------------GTCGGAGGTTCGAATCCTTCCCGGCGCACCA
>tdbD00009469 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Arg CCG
-GGGCAATTAGCTCAGAT-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GCCGCAAGTTCGAATCTTGCATTGCCCACCA
>tdbD00009467 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Arg CCT
-GCGCCTGTAGCTCAGTT-GGAT-AGAGCGAGCGCCTCCTAAGCGCTAG-------------------GCCACAAGTTCGATTCTTGTCAGGCGCACCA
>tdbD00009468 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Arg TCT
-GCGCCCGTAGCTCAGTT-GGAA-AGAGCAGGAGCCTTCTAAGCTCTTG-------------------GCCGGGGGTTCGAATCCTCCCGGGCGCGCCA
>tdbD00009286 Enterococcus_faecalis_V583 226185 Arg ACG
-GCACCCATAGCTCAACT-GGAT-AGAGTGTTTGACTACGAATCAAAAG-------------------GTTAGGGGTTCGACTCCCTTTGGGTGCA---
>tdbD00009287 Enterococcus_faecalis_V583 226185 Arg CCG
-GCGCCCTTAGTGTAGT--GGAT-ATCACGTAAGATTCCGGTTCTTGAG-------------------A-CGGGGGTTCGATTCCCTCAGGGCGCG---
>tdbD00009289 Enterococcus_faecalis_V583 226185 Arg CCT
-GTTCTCGTAGCTCAGTA-GGAT-AGAGCAACCGCCTCCTAAGCGGTAG-------------------GTCGCTGGTTCAATTCCAGTCGGGAACG---
>tdbD00009288 Enterococcus_faecalis_V583 226185 Arg TCT
-GTCATAGTAGCTCAGCA-GGAT-AGAGCATCCGCCTTCTAAGCGGACG-------------------GTCGGGGGTTCGAATCCCTCCTGTGACG---
>tdbD00002452 Escherichia_coli 562 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00002450 Escherichia_coli 562 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00002453 Escherichia_coli 562 Arg CCT
-GTCCTCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAA-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00002451 Escherichia_coli 562 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGACCTTCTAAGTCGTGG-------------------GCCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00009342 Escherichia_coli_CFT073 199310 Arg TCT
-GCGTTGTTAGCTCAGCA-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCAGTGGTTCGAATCCAGTACAACGCGCCA
>tdbD00008865 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGTTTTTAGCTCAGCA-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGACTCCAGTACAACGCGCCA
>tdbD00008866 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGTTTTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAACCCAGTACAACGCACCA
>tdbD00008867 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCAGTGGTTCGACTCCACTACAACGCGCCA
>tdbD00008868 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTGAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAACGCGCCA
>tdbD00008869 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAACGCGCCA
>tdbD00008870 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAACGCACCA
>tdbD00008873 Escherichia_coli_O157H7_EDL933 155864 Arg ACG:
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGARGTTCGAATCCTCCCGGATGCACCA
>tdbD00009166 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Arg ACG
-GCATCTGTGGCTCAATT-GGAT-AGAGCATCTGACTACGGATCAGAGG-------------------GTTGTGGGTTCGACTCCTGCCAGGTGCGCCA
>tdbD00009164 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Arg CCT
-GACCCCGTAGCTCAATT-GGAT-AGAGTGACTCCCTCCTAAGGAGTAG-------------------GTTGTGTGTTCAAGCCACATCGGGGTCGCCA
>tdbD00009165 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Arg TCG
-GCACTCATAGCTTAACT-GGAT-AGAGCATCTGACTTCGGATCAGAGG-------------------GTTGTGGGTTCAAGTCCTACTGGGTGTGCCA



>tdbD00009163 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Arg TCT
-GTATCTGTAGCTCAGCT-GGAT-AGAGCAACGCCCTTCTAAGGCGTGG-------------------GTCGGGGGTTCGAATCCCTCCAGATACGCCA
>tdbD00009423 Geobacter_sulfurreducens_PCA 243231 Arg ACG
-GCGCTCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGGAGTTCGAATCTCTTCGAGCGCGCCA
>tdbD00009426 Geobacter_sulfurreducens_PCA 243231 Arg CCG
-GGGCGGTTAGCTCAGTT-GGAT-AGAGCGCAGGCCTCCGAAGCCTGAG-------------------GTCGCTGGTTCGAATCCAGTATCGCCCGCCA
>tdbD00009424 Geobacter_sulfurreducens_PCA 243231 Arg CCT
-GTCCCCGTAGCTCAGCA-GGAT-AGAGCACTTCCCTCCTAAGGAAGGG-------------------GTCGGACGTTCGAATCGTCTCGGGGACGCCA
>tdbD00009425 Geobacter_sulfurreducens_PCA 243231 Arg TCT
-GCGCCTGTAGCTCAGCT-GGAT-AGAGCAACGGACTTCTAATCCGTAG-------------------GTCAGAGGTTCGAATCCTCTCAGGCGTGCCA
>tdbD00002460 Haemophilus_influenzae 727 Arg ACG
CGCACCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCAAAGGTTCGAATCCTTTCGGGTGCGCCA
>tdbD00002461 Haemophilus_influenzae 727 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGCGAG-------------------GTCAGAGGTTCGAATCCTCTCGGGTGCGCCA
>tdbD00002462 Haemophilus_influenzae 727 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCAGAGGTTCGAATCCTCTCGGGTGCGCCA
>tdbD00002458 Haemophilus_influenzae 727 Arg CCG
-GCGTTCGTAGCTCAGTT-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GTCGCAAGTTCGAATCTTGTCGAGCGCGCCA
>tdbD00002459 Haemophilus_influenzae 727 Arg TCT
-GCGCCCTTAGCTCAGCT-GGAT-AGAGCAACGCCCTTCTAAGGCGTGG-------------------GTCAAAGGTTCGAATCCTTTAGGGCGTGCCA
>tdbD00008894 Haemophilus_influenzae_Rd_KW20 71421 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCAAAGGTTCGAATCCTTTCGGGTGCGCCA
>tdbD00009317 Helicobacter_hepaticus_ATCC_51449 235279 Arg CCT
-GTCCTCGTAGCTCAGCT-GGAT-AGAGCACACGATTCCTAATCGTGAG-------------------GTCATGCGTTCGAATCGCATCGGGGACACCA
>tdbD00009318 Helicobacter_hepaticus_ATCC_51449 235279 Arg GCG
-GTGCTCGTAGCTCAGCT-GAAT-AGAGCAACAGGTTGCGGTCCTGTAG-------------------GTCGGGGGTTTGAATCCCTCCGAGCACGCCA
>tdbD00009315 Helicobacter_hepaticus_ATCC_51449 235279 Arg TCG
-GCGTTCGTAGCTCAATT-GGAT-AGAGCACCAGACTTCGGATCTGGGG-------------------GTTAGGGGTTCGACTCCCTTCGGGCGTGCCA
>tdbD00009316 Helicobacter_hepaticus_ATCC_51449 235279 Arg TCT
-GCGCTCATAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCAGAGGTTCGAATCCTCTTGGGCGTACCA
>tdbD00002447 Helicobacter_pylori 210 Arg CCT
-GTCCTTGTAGCTCAGCT-GGAT-AGAGCGTATGATTCCTAATCGTAAG-------------------GTCGTGGGTTCGAATCCCGCCAAGGACACCA
>tdbD00002448 Helicobacter_pylori 210 Arg GCG
-GTGCTCGTAGCTCAGCT-GAAT-AGAGCAACAGGTTGCGGTCCTGTAG-------------------GTCGGGGGTTTGAATCCCTCCGAGCACACCA
>tdbD00002445 Helicobacter_pylori 210 Arg TCG
-GCGTTCGTAGCTCAATT-GGAT-AGAGCACCAGACTTCGGATCTGGGG-------------------GTTAGGGGTTCGACTCCCTTCGGGCGTACCA
>tdbD00002446 Helicobacter_pylori 210 Arg TCT
-GCGCTTGTAGCTCAGCT-GGAT-AGAGCAACAGCCTTCTAAGCCGTAG-------------------GTCGCAGGTTCGAGTCCTGCCAAGCGCACCA
>tdbD00002443 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Arg ACG
-GCACCCATAGCGCAACT-GGAT-AGAGTGTCTGACTACGAATCAGAAG-------------------GTTGTAGGTTCAAGTCCTACTGGGTGCA---
>tdbD00009429 Lactobacillus_johnsonii_NCC_533 257314 Arg ACG
-GCACCCTTAGCGCAACT-GGAT-AGAGTGTCTGACTACGAATCAGAAG-------------------GTTGAAGGTTCAAATCCTTCAGGGTGCA---
>tdbD00009427 Lactobacillus_johnsonii_NCC_533 257314 Arg CCT
-GACCCCGTAGTTCATCT-GGAT-AGAACAATGGTCTCCTAAACCGTAG-------------------A-GGTGAGTTCGAATCTCACCGGGGTCA---
>tdbD00009428 Lactobacillus_johnsonii_NCC_533 257314 Arg TCT
-GGTTTGGTAGCTCAGCT-GGAT-AGAGCAACGGTCTTCTAAACCGTGG-------------------GTCGTGAGTTCGAATCTCACCCAAATCA---
>tdbD00009292 Lactobacillus_plantarum_WCFS1 220668 Arg ACG
-GCACCCATAGCGCAATT-GGAT-AGAGTGTCTGACTACGAATCAGAAG-------------------GTTGTAGGTTCGACTCCTACTGGGTGCA---
>tdbD00009291 Lactobacillus_plantarum_WCFS1 220668 Arg CCG
-GCGCCCGTGGTGTAAT--GGAT-AGCACGTAAGATTCCGGTTCTTGAG-------------------A-TGGGGGTTCGATTCCCTCCGGGCGCA---
>tdbD00009293 Lactobacillus_plantarum_WCFS1 220668 Arg CCT
-GGCCTCATAGCACAACT-GGAT-AGGGCACCCGCCTCCTAAGCGGTTG-------------------A-TCCCGGTTCGAGTCCGGGTGAGGTCA---
>tdbD00009294 Lactobacillus_plantarum_WCFS1 220668 Arg TCT
-GTCACGGTAGCTCAACT-GGAT-AGAGCATCCGCCTTCTAAGCGGAGG-------------------GTTGTGAGTTCAAGTCTCACTCGTGACA---
>tdbD00009430 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Arg ACG
-GCGCCACTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCGTGGCGCA---
>tdbD00009431 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Arg CCG
-GCCCCCATAGCTCAGG--GGAT-AGAGCGTCTGCCTCCGGAGCAGAAG-------------------GCCGTAGGTTCAAATCCTACTGGGGGCA---
>tdbD00009433 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Arg CCT
-GCCTCTGTAGCTCAGT--GGA--AGAGCGAGTGCGTCCTAAGCACCAG-------------------GTCGGGGGTTCGAATCCCTCCAGGGGCA---
>tdbD00009432 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Arg TCT
-GCCCCTATAGCTCAAT--GGAT-AGAGCAACGGCCTTCTAATCCGTAG-------------------GTTGCAGGTTCGAGTCCTGCTGGGGGCA---
>tdbD00009240 Leptospira_interrogans_serovar_Lai_str._56601 189518 Arg ACG
-GCGCCCATAGCTCAGCT-GGAT-AGAGCGTCTGACTACGGATCAGAAG-------------------GTCGGAGGTTCGACTCCTTCTGGGCGCGCCA
>tdbD00009242 Leptospira_interrogans_serovar_Lai_str._56601 189518 Arg CCG
-GTACCTATAGCTCAAC--GGAT-AGAGTACAGGCCTCCGGAGCCTGTG-------------------G-TCCGGGTTCGAGTCCCGGTAGGTACA---
>tdbD00009239 Leptospira_interrogans_serovar_Lai_str._56601 189518 Arg CCT
-GCTCCCGTAGCTCAGGT-GGAC-AGAGCAGAAGTTTCCTAAACTTTTG-------------------GTCGGAGGTTCGAATCCTCTCGGGGGCA---
>tdbD00009241 Leptospira_interrogans_serovar_Lai_str._56601 189518 Arg TCT
-GACTCGGTAGCTCAGTT-GGAT-AGAGCAACTGCCTTCTAAGCAGTGG-------------------GTCGGGGGTTCGAATCCCTCTCGGGTCACCA
>tdbD00008951 Listeria_innocua_Clip11262 272626 Arg ACG
-GCGCCCATAGCTCAACT-GGAT-AGAGTACTTGACTACGAATCAAGCG-------------------GTTAGAGGTTCGACTCCTCTTGGGCGCA---
>tdbD00008954 Listeria_innocua_Clip11262 272626 Arg CCG
-GCCCTCGTGGTGCAAC--GGAT-AGCACGTAAGATTCCGGTTCTTAAA-------------------A-TGGGGGTTCGATTCCCTCCGAGGGCA---
>tdbD00008953 Listeria_innocua_Clip11262 272626 Arg CCT



-GCCCATATAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TCGTGGTTCGATTCCGCGTATGGGCG---
>tdbD00008952 Listeria_innocua_Clip11262 272626 Arg TCT
-GTCCTGATAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTCG-------------------GTCGGGGGTTCGAATCCCTCTCAGGACG---
>tdbD00009474 Mesoplasma_florum_L1 265311 Arg ACG
-GCGCCCGTAGATCAATT-GGAT-AGATCGTTTGACTACGGATCAAAAG-------------------GTTGGGGGTTCGAGTCCCTCCGGGCGCACCA
>tdbD00009475 Mesoplasma_florum_L1 265311 Arg TCT
-GCCCATGTAGCTCAGTT-GGAT-AGAGCACGCGCCTTCTAAGCGTGAG-------------------GTCGGAAGTTCGAGCCTTCTCGTGGGCACCA
>tdbD00008987 Mesorhizobium_loti_MAFF303099 266835 Arg ACG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGGAGTTCGAATCTCTTCGGGCGCGCCA
>tdbD00008988 Mesorhizobium_loti_MAFF303099 266835 Arg CCG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGAAGGCAGAG-------------------GTCACAGGTTCGAATCCTGTCGGGTGCGCCA
>tdbD00008986 Mesorhizobium_loti_MAFF303099 266835 Arg CCT
-GGTCCCGTAGCTCAGTA-GGAT-AGAGCGGCAGATTCCTAATCTGTAG-------------------GTCACAGGTTCGATTCCTGTCGGGATCACCA
>tdbD00008989 Mesorhizobium_loti_MAFF303099 266835 Arg TCT
-GGTCCCGTAGCTCAGCT-GGAT-AGAGCACCGGCCTTCTAAGCCGATG-------------------GTCACAGGTTCGAATCCTGTCGGGATCGCCA
>tdbD00009322 Mycobacterium_bovis_AF2122/97 233413 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGAGTTCGAATCTCTTCGGGCGCG---
>tdbD00009320 Mycobacterium_bovis_AF2122/97 233413 Arg CCG
-GCCCCCGTAGCTCAGG--GGAT-AGAGCGTCTGCCTCCGGAGCAGAAG-------------------GCCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00009319 Mycobacterium_bovis_AF2122/97 233413 Arg CCT
-GCCCTCGTAGCTCAGG--GGAT-AGAGCACGGCTCTCCTAAAGCCGGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00009321 Mycobacterium_bovis_AF2122/97 233413 Arg TCT
-GCCTCCGTAGCTCAGGT-GGAT-AGAGCAAGGGCCTTCTAATCCCTAG-------------------GTCGCACGTTCGAGTCGTGCCGGGGGCA---
>tdbD00008845 Mycobacterium_leprae_TN 272631 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTAGGGGTTCGAATCCCTTCGGGCGCG---
>tdbD00008846 Mycobacterium_leprae_TN 272631 Arg CCG
-GCCCCCGTAGCTCAGG--GGAT-AGAGCATCTGCCTCCGGAGCAGAAG-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCACCA
>tdbD00008847 Mycobacterium_leprae_TN 272631 Arg CCT
-GCCCTCGTAGCTCAGG--GGAT-AGAGCACGGCTCTCCTAAAGCCGGT-------------------GTCACAGGTTCGAATCCTGTCGGGGGCA---
>tdbD00002419 Mycoplasma_capricolum 2095 Arg ACG
-GCGCCCGTAGATCAATT-GGAT-AGATCGCTTGACTACGGATCAAAAG-------------------GTTGGGGGTTCGAGTCCCTCCGGGCGCACCA
>tdbD00002420 Mycoplasma_capricolum 2095 Arg TCT
-GCCCATGTAGCTCAGTA-GGAT-AGAGCACGCGCCTTCTAAGCGTGAG-------------------GTCGGAAGTTCGAGCCTTCTCGTGGGCACCA
>tdbD00009311 Mycoplasma_gallisepticum_R 233150 Arg GCG
-GTCGGCATAGCTCAACT-GGAT-AGAGAATCAGTTTGCGGAACTGAAG-------------------GTTACAGGTTCAAGTCCTGTTGTCGACGCCA
>tdbD00009312 Mycoplasma_gallisepticum_R 233150 Arg GCG
-GTCGGCATAGCTCAACT-GGAT-AGAGCATCAGTTTGCGGAACTGAAG-------------------GTTACAGGTTCAAGTCCTGTTGTCGACGCCA
>tdbD00009314 Mycoplasma_gallisepticum_R 233150 Arg TCG
-GCGCCCATAGTTCAATT-GGAT-AGAACATCTGACTTCGGATCAGACG-------------------GTTATAGGTTCAAGTCCTATTGGGCGCGCCA
>tdbD00009313 Mycoplasma_gallisepticum_R 233150 Arg TCT
-GCGCCGGTAGCTCAGTT-GGAT-AGAGCACATGCCTTCTAAGCCTGTT-------------------GTCAGGGGTTCGAATCCCTTTCGGCGCGCCA
>tdbD00002423 Mycoplasma_genitalium 2097 Arg CCT
-CTTCCCTTGGTGCAAT--GGAC-AGCACAACTGAGTCCTAATCAGTAA-------------------A-TAGAGGTTCAACTCCTCTAGGGAAGGCCA
>tdbD00002422 Mycoplasma_genitalium 2097 Arg GCG
-GTCATCATAGCTCAATA-GGAC-AGAGTATCAGCTTGCGGAGCTGAGG-------------------GTTACAGGTTCGATTCCTGTTGGTGACGCCA
>tdbD00002424 Mycoplasma_genitalium 2097 Arg TCG
-GCGCCCATAGCTCAATC-GGAT-AGAGTGTCTGGCTTCGGACCAGAAG-------------------GTTATGGGTTCAAGTCCTATTGGGCGCGCCA
>tdbD00002421 Mycoplasma_genitalium 2097 Arg TCT
-TCAGTGGTAGCTCAGT--GGAT-AGAGTACACGCCTTCTAAGCGTGTT-------------------GTCGTGGGTTCAAATCCCTCCCGATGCGCCA
>tdbD00008916 Mycoplasma_genitalium_G37 243273 Arg TCT
-GCGTCGGTAGCTCAGT--GGAT-AGAGTACACGCCTTCTAAGCGTGTT-------------------GTCGTGGGTTCAAATCCCTCCCGATGCGCCA
>tdbD00002428 Mycoplasma_pneumoniae 2104 Arg TCG
-GCGCCCATAGCTCAATT-GGAT-AGAGTGTCTGGCTTCGGACCAGAAG-------------------GTTATGGGTTCAAGTCCTATTGGGCGCGCCA
>tdbD00008917 Mycoplasma_pneumoniae_M129 272634 Arg CCT
-CTTCCCTTGGTGTAAT--GGAT-AACACGACTGAGTCCTAATCAGTAA-------------------A-TGGAGGTTCGATTCCTCTAGGGAAGGCCA
>tdbD00008920 Mycoplasma_pneumoniae_M129 272634 Arg TCT
-GCGTCGGTAGCTCAGC--GGAT-AGAGTACACGCCTTCTAAGTGTGTT-------------------GTCGTGGGTTCGAGTCCCACCCGATGCGCCA
>tdbD00009011 Mycoplasma_pulmonis_UAB_CTIP 272635 Arg GCG
-GCACTCATAGCTCAACT-GGAT-AGAGTACTAGGTTGCGGTCCTAGAG-------------------GTTAGGGGTTCAAGTCCTCTTGAGTGCGCCA
>tdbD00009012 Mycoplasma_pulmonis_UAB_CTIP 272635 Arg TCG
-GCGTTAGTAGCTCAACT-GGAT-AGAGTACTTGGTTTCGGCCCAAGAG-------------------GTTAGGGGTTCAAGTCCTCTCTAGCGCGCCA
>tdbD00009013 Mycoplasma_pulmonis_UAB_CTIP 272635 Arg TCT
-GGTCGCGTAGCTCAGAT-GGAC-AGAGCACGAGCCTTCTAAGCTTGTG-------------------GTCAGAGGTTCGAATCCTCTCGTGATCGCCA
>tdbD00008828 Neisseria_meningitidis_MC58 122586 Arg ACG
-GCACCCGTAGCTCAGTT-GGAT-AGAGTATCTGGCTACGAACCAGAGG-------------------GTCGGGCGTTCGAATCGCTCCGGGTGCGCCA
>tdbD00008830 Neisseria_meningitidis_MC58 122586 Arg CCG
-GCACCCATAGCTCAGTT-GGA--AGAGTGTCAGTTTCCGAAGCTGGAG-------------------GTCACAGGTTCGATCCCTGTTGGGTGCGCCA
>tdbD00008831 Neisseria_meningitidis_MC58 122586 Arg CCT
-CTCGCCATAGTTCAAC--GGAT-AGAACGTATGCCTCCTAAGCGTAAA-------------------A-TACAGGTTCGATTCCTGTTGGCGAGG---
>tdbD00008832 Neisseria_meningitidis_MC58 122586 Arg TCT
-GCGCCCGTAGCTCAACC-GGAT-AGAGCACCGACCTTCTAAGTCGGGG-------------------GTTACAGGTTCGATTCCTGTCGGGCGTGCCA
>tdbD00009365 Nitrosomonas_europaea_ATCC_19718 228410 Arg ACG
-GCGCCCGTAGCTCAGTT-GGAT-AGAGTACTTGGCTACGAACCAAGGG-------------------GTCGTGGGTTCGAATCCTGCCGGGCGCGCCA
>tdbD00009367 Nitrosomonas_europaea_ATCC_19718 228410 Arg CCG
-GCGCCCATAGCTCAGT--GGAT-AGAGTACTGCCCTCCGAAGGCAGGG-------------------GTCACACGTTCGAATCGTGTTGGGCGCGCCA



>tdbD00009364 Nitrosomonas_europaea_ATCC_19718 228410 Arg CCT
-GCCCTGGTAGCTCAGG--GGAT-AGAGCGACCCCCTCCTAAGGGGTAG-------------------GTCGGACGTTCGATTCGTCTCCAGGGCGCCA
>tdbD00009366 Nitrosomonas_europaea_ATCC_19718 228410 Arg TCT
-GTGCCCGTAGCTCAACC-GGAT-AGAGCACCAGCCTTCTAAGCTGGGG-------------------GTTACAGGTTCGATTCCTGTCGGGCACGCCA
>tdbD00009006 Nostoc_sp._PCC_7120 103690 Arg ACG
-GAGAACGTGGTGTAACT-GGAT-TGCATCTCAGATTACGAACCTGAAG-------------------GTTGGGGGTTCAAGTCCCTCCGTTCTCG---
>tdbD00009010 Nostoc_sp._PCC_7120 103690 Arg ACG
-GGGCGTGTAGCTCAGT--GGACTAGAGCACGTGGCTACGGACCACGGT-------------------GTCGGGGGTTCGAATCCCTCCTCGCCCG---
>tdbD00009009 Nostoc_sp._PCC_7120 103690 Arg CCG
-GGGCGCGTAGCTCAGT--GGAT-AGAGCAACAGATTCCGGTTCTGTGG-------------------GTCGGGGGTTCAAATCCCTCCGCGCTCG---
>tdbD00009007 Nostoc_sp._PCC_7120 103690 Arg CCT
-GGGGCTGTAGCTCAGTT-GGAT-AGAGCGAGCGCCTCCTAAGCGCTAG-------------------GTCGTGCGTTCAAGTCGCACCAGTCCCG---
>tdbD00009005 Nostoc_sp._PCC_7120 103690 Arg TCT
-GGGAGTGTCGCCTAAT--GGA--TGGGCATCGATCTTCTAAATCGATT-------------------TGTAGGGGTTCAAGTCCCTTCACTCCTG---
>tdbD00009008 Nostoc_sp._PCC_7120 103690 Arg TCT
-GGGCGCGTAGCTCAGT--GGAT-AGAGCCACGGATTTCTAATCCGTTG-------------------GTCGCAGGTTCGAACCCTGCCGCGCTCG---
>tdbD00009246 Oceanobacillus_iheyensis_HTE831 221109 Arg ACG
-GCGCCTGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCAGGCGCGCCA
>tdbD00009244 Oceanobacillus_iheyensis_HTE831 221109 Arg CCG
-GCGCCCGTAGCTCAGTT-GGAT-AGAGCACTGGTTTCCGGTACCAGGT--------TT---------GCCGGGGGTTCGAATCCCTCCGGGCGCG---
>tdbD00009245 Oceanobacillus_iheyensis_HTE831 221109 Arg CCT
-GCCCTCGTAGCTCAGG--GGAT-AGAGCATCGGTTTCCTAAACCGTGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCG---
>tdbD00009243 Oceanobacillus_iheyensis_HTE831 221109 Arg TCT
-GTCCCAGTAGCTCAGCT-GGAT-AGAGCAACAGCCTTCTAAGCTGTGG-------------------GTCGCAGGTTCGAATCCTGCCTGGGACG---
>tdbD00009394 Onion_yellows_phytoplasma_OY-M 262768 Arg ACG
-GCACCCATAGCTCAATT-GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GCTAGGGGTTCAAATCCTCTTGGGTGTGCCA
>tdbD00009393 Onion_yellows_phytoplasma_OY-M 262768 Arg TCT
-GTTTGAGTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTCG-------------------GTCGGGGGTTCGAATCCCTTCTCAAACGCCA
>tdbD00008922 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Arg CCG
-GCGCTCGTAGCTCAGTT-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GTCGCAGGTTCAAATCCTGTCGAGCGCGCCA
>tdbD00008923 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Arg TCT
-GCGCCCTTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCATTGGTTCGAATCCAATAGGGCGTGCCA
>tdbD00009403 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Arg ACG
-GCATCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTTCTGGATGCGCCA
>tdbD00009404 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Arg CCT
-GTCCCCTTAGTTAAAT--GGAT-ATAACAAGCCCCTCCTAAGGGCTAA-------------------T-TGCTGGTTCGATTCCAGCAGGGGACGCCA
>tdbD00009405 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Arg TCT
-GCGCCCTTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCGAATCCTGTAGGGCGCA---
>tdbD00009436 Porphyromonas_gingivalis_W83 242619 Arg CCT
-GGCTCTGTAGTTCAAT--GGAT-AGAATAGTGGTTTCCTAAACCATAG-------------------A-TTCGGGTTCGATTCCCGACGGAGCTACCA
>tdbD00009437 Porphyromonas_gingivalis_W83 242619 Arg TCT
-GGTCAGGTAGCTCAGCT-GGAT-AGAGCAATAGCCTTCTAAGCTATCG-------------------GTCCTGGGTTCGAATCCCAGCCTGATCA---
>tdbD00009479 Propionibacterium_acnes_KPA171202 267747 Arg ACG
-GCGCCCGTGGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCCGGGCGCG---
>tdbD00009477 Propionibacterium_acnes_KPA171202 267747 Arg CCG
-GCTCCCGTAGCTCAGG--GGAT-AGAGCACCGCCCTCCGGAGGCGGGA-------------------G-CGAGGGTTCGAATCCCTCCGGGAGCG---
>tdbD00009476 Propionibacterium_acnes_KPA171202 267747 Arg CCT
-GGCCCCGTAGCTCAGG--GGAT-AGAGCAGTGGTTTCCTAAACCATGT-------------------GTCGTAGGTTCGAATCCTATCGGGGCCG---
>tdbD00009478 Propionibacterium_acnes_KPA171202 267747 Arg TCT
-GGCCCGGTAGCTCAGC--GGAT-AGAGCAGCAGCCTTCTAATCTGTCG-------------------CGCGTGGGTTCGATTCCCACCCGGGCCGCCA
>tdbD00008930 Pseudomonas_aeruginosa_PAO1 208964 Arg ACG
-GCACTCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCTGAGTGCGCCA
>tdbD00008931 Pseudomonas_aeruginosa_PAO1 208964 Arg CCG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTGCCCTCCGAAGGCAGGG-------------------GTCGTGGGTTCGAATCCCGCCGGATGCGCCA
>tdbD00008932 Pseudomonas_aeruginosa_PAO1 208964 Arg CCT
-GTCCCGGTAGCTCAATT-GGAT-AGAGCATCCCCCTCCTAAGGGGAAG-------------------GTTGGAGGTTCGACCCCTCTCCGGGACGCCA
>tdbD00008933 Pseudomonas_aeruginosa_PAO1 208964 Arg TCT
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCATCCGCCTTCTAAGCGGATG-------------------GTCGCAGGTTCGAGTCCTGCCGGGTGCGCCA
>tdbD00009375 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Arg ACG
-GCACTCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCACAGGTTCGAATCCTGTCGAGTGCACCA
>tdbD00009374 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Arg CCG
-GCACCAGTAGCTCAGCT-GGAT-AGAGTACTGCCCTCCGAAGGCAGGG-------------------GTCGTGGGTTCGAATCCCGCCTGGTGCACCA
>tdbD00009376 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Arg CCT
-GTCTCAGTAGCTCAATT-GGAT-AGAGCATCCCCCTCCTAAGGGGAAG-------------------GTTGCAGGTTCGAACCCCGCCTGGGACACCA
>tdbD00009377 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Arg TCT
-GTGCCCGTAGCTCAGCT-GGAT-AGAGCATCCGCCTTCTAAGCGGATG-------------------GTCGCAGGTTCGAGTCCTGCCGGGTGCGCCA
>tdbD00009003 Ralstonia_solanacearum_GMI1000 267608 Arg ACG
-GCGGCTGTAGCTCAGTT-GGAT-AGAGTACTTGGCTACGAACCAAGGG-------------------GTCGTGGGTTCGAATCCTGCCAGCCGCGCCA
>tdbD00009004 Ralstonia_solanacearum_GMI1000 267608 Arg CCG
-GCGCCCGTAGCTCAAT--GGAT-AGAGTACTGCCCTCCGAAGGCAGGG-------------------GTTGCTGGTTCGATCCCAGCCGGGCGCGCCA
>tdbD00009001 Ralstonia_solanacearum_GMI1000 267608 Arg CCT
-CTCGCCGTAGCACAAT--GGAT-AGTGCACGCGCCTCCTAAGCGTGAG-------------------A-TACAGGTTCGATTCCTGTCGGCGGGACCA
>tdbD00009002 Ralstonia_solanacearum_GMI1000 267608 Arg TCT
-CTGCCCATAGCTCAGTT-GGAT-AGAGCATCGGCCTTCTAAGCCGACG-------------------GTCGGGGGTTCGAATCCCTCTGGGCAGGCCA
>tdbD00009358 Rhodopirellula_baltica_SH_1 243090 Arg ACG



-GCACCCCTAGCTCAATT-GGAT-AGAGCATCGGTCTACGAAACCGAAG-------------------GTTACTGGTTCGAATCCAGTGGGGTGTA---
>tdbD00009361 Rhodopirellula_baltica_SH_1 243090 Arg CCG
-GCACCCGTGGCACAATT-GGAT-AGCGCGTCGGCCTCCGAAGCCGAAG-------------------GTTGTGGGTTCGAACCCCGCCGGGTGTA---
>tdbD00009360 Rhodopirellula_baltica_SH_1 243090 Arg CCT
-GCCCTCGTAGCTCAGCT-GGAT-AGAGCAGCGCATTCCTAACGCGCAG-------------------GTCACAGGTTCGAATCCTGTCGGGGGTA---
>tdbD00009359 Rhodopirellula_baltica_SH_1 243090 Arg TCG
-GCATCCGTAGCTCAATT-GGAT-AGAGCATCGGTCTTCGGAACCGAGG-------------------GTTGGGGGTTCGAATCCCTCCGGGTGTA---
>tdbD00009357 Rhodopirellula_baltica_SH_1 243090 Arg TCT
-GCGCCCATAGCTCAGCT-GGAT-AGAGCAACGGACTTCTAATCCGTAG-------------------GTCGGTGGTTCGAATCCACCTGGGCGTG---
>tdbD00009363 Rhodopirellula_baltica_SH_1 243090 Arg TCT
-GGCTCGATGGTGAAAC--GGAC-ATCATCTCTGGCTTCTAACCAGAAG-------------------T-TCCGGGTTCGATTCCTGGTCGGGCTA---
>tdbD00009408 Rhodopseudomonas_palustris_CGA009 258594 Arg ACG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGAGGTTCGAATCCTTTCGGGCGCGCCA
>tdbD00009410 Rhodopseudomonas_palustris_CGA009 258594 Arg TCT
-GGTCCCATAGCTCAACT-GGAT-AGAGTAGCGGATTTCTACTCCGCGG-------------------GTTGCAGGTTCGAATCCTGCTGGGATCGCCA
>tdbD00008980 Rickettsia_conorii_str._Malish_7 272944 Arg ACG
-GCACCCGTAGCTCAATT-GGAT-AGAGTATATGACTACGGATCATAAG-------------------GTTAGGGGTTCGACTCCTCTCGGGTGCGCCA
>tdbD00008979 Rickettsia_conorii_str._Malish_7 272944 Arg CCG
-GCATTCGTAGCTCAGCT-GGAT-AGAGCGTTGCCCTCCGAAGGCAAAG-------------------GTCGTTGGTTCAAATCCAATCGAATGCA---
>tdbD00008981 Rickettsia_conorii_str._Malish_7 272944 Arg TCT
-GCACCCTTAGCTCAGCT-GGAT-AGAGCAACAGATTTCTAATCTGTGG-------------------GTCAGAGGTTCGAATCCTTTAGGGTGCGCCA
>tdbD00009176 Rickettsia_prowazekii_str._Madrid_E 272947 Arg CCG
-GCATTCGTAGCTCAGTT-GGAT-AGAGCATTGCCCTCCGAAGGCAAAG-------------------GTCATTGGTTCAAATCCAATCGAATGCACCA
>tdbD00009023 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCCGGCGTACCA
>tdbD00009020 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Arg CCT
-GTCCCCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAG-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00009017 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGG-------------------GTCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00009018 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Arg TCT
-CCGCCATTAGCTCAACC-GGAT-AGAGCATAGAGCTTCTACCTCTAAG-------------------GTTCGGGGTTCAATTCCTCGATGGCGGACCA
>tdbD00009356 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGTACCA
>tdbD00002455 Salmonella_typhimurium 602 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-CGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00008998 Salmonella_typhimurium_LT2 99287 Arg TCT
-CCGCCATTAGCTCAACT-GGAA-AGAGCACGGAGCTTCTACCTCTGTG-------------------GTTCGGGGTTCGAATCCTCGATGGCGGACCA
>tdbD00009252 Shewanella_oneidensis_MR-1 211586 Arg ACG
-GCGCGTGTAGCTCAGCT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGAGGTTCGAATCCTTCCACGCGCACCA
>tdbD00009253 Shewanella_oneidensis_MR-1 211586 Arg ACG
-GCGCGTGTAGCTCAGCT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGAGGTTCGACTCCTTCCACGCGCACCA
>tdbD00009254 Shewanella_oneidensis_MR-1 211586 Arg ACG
-GCGCATGTAGCTCAGCT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGAGGTTCGACTCCTTCCATGCGCACCA
>tdbD00009255 Shewanella_oneidensis_MR-1 211586 Arg ACG
-GCGCATGTAGCTCAGCT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGAGGTTCGAATCCTTCCACGCGCACCA
>tdbD00009251 Shewanella_oneidensis_MR-1 211586 Arg CCG
-GCGCCCATAGCTCAGCT-GGAT-AGAGCGCACCCCTCCGGAGGGTGAG-------------------GCCGAAGGTTCGAATCCTTTTGGGCGCACCA
>tdbD00009257 Shewanella_oneidensis_MR-1 211586 Arg CCT
-CTCTTCATAGCTCAACA-GGAT-AGAGCAGCCGCCTCCTAAGCGGCCG-------------------A-TCGGGGTTCGAGTCCCTGTGGAGAGACCA
>tdbD00009256 Shewanella_oneidensis_MR-1 211586 Arg TCT
-GCGCCCGTAGCTCAGTT-GGAT-AGAGCACCCGCCTTCTAAGCGGGTG-------------------GTCGCAGGTTCGAATCCTGCCGGGCGTACCA
>tdbD00009264 Shigella_flexneri_2a_str._301 198214 Arg ACG
-GTATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009258 Shigella_flexneri_2a_str._301 198214 Arg TCT
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAGCGCGCCA
>tdbD00009261 Shigella_flexneri_2a_str._301 198214 Arg TCT
-CCACCACTAGCTCATCC-GGAT-AGAGCATCAACCTTCTAAGTTGACG-------------------GTGCGAGGTTCGAGTCCTCGGTGGTGGGCCA
>tdbD00009262 Shigella_flexneri_2a_str._301 198214 Arg TCT
-CCACCACTAGCTCATCC-GGAT-AGAGCATCAACCTTCTAAGTTGACG-------------------GTCCGAGGTTCGAGTCCTCGGTGGTGGGCCA
>tdbD00009024 Sinorhizobium_meliloti_1021 266834 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GGCAGGAGTTCGAATCTCTTCGGGTGCGCCA
>tdbD00009026 Sinorhizobium_meliloti_1021 266834 Arg CCT
-GGTCCCGTAGCTCAGCA-GGAT-AGAGCACCAGATTCCTAATCTGGGG-------------------GTCGCGCGTTCGAATCGCGCCGGGATCACCA
>tdbD00009025 Sinorhizobium_meliloti_1021 266834 Arg TCT
-GGCCCCTTAGCTCAGCT-GGAT-AGAGCACCTGCCTTCTAAGCAGGTT-------------------GTCGCAGGTTCGAGTCCTGCAGGGGTCGCCA
>tdbD00002431 Spiroplasma_melliferum 2134 Arg ACG
-GCGCCCATAGATCAATT-GGAT-AGATCGTTTGACTACGGATCAAAAG-------------------GTTGAGGGTTCGATTCCTTCTGGGCGCGCCA
>tdbD00002442 Staphylococcus_aureus 1280 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCG---
>tdbD00009412 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCGCCA
>tdbD00009413 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Arg CCG
-CTCCTTGTGGTGTAAT--GGAT-AACACGTAAGATTCCGGTTCTTAAG-------------------A-TAGGGGTTCGATTCCCTTCAAGGAGG---
>tdbD00009414 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Arg TCT
-GTCCTGGTAGCTCAGCT-GGAT-AGAGCAATGGCCTTCTAAGCCATCG-------------------GTCGGGGGTTCGAATCCCTCCCAGGACG---



>tdbD00009184 Staphylococcus_aureus_subsp._aureus_MW2 196620 Arg CCG
-CTCCTTGTGGTGTAAT--GGAT-AACACGTAAGATTCCGGTTCTTAAG-------------------A-TAGGGGTTCAATTCCCTTCAAGGAGG---
>tdbD00009297 Staphylococcus_epidermidis_ATCC_12228 176280 Arg ACG
-GCGCCCGTAGCTCAACT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCG---
>tdbD00009298 Staphylococcus_epidermidis_ATCC_12228 176280 Arg ACG
-GCGCCCGTAGCTCAACT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCGCCA
>tdbD00009295 Staphylococcus_epidermidis_ATCC_12228 176280 Arg CCG
-CCCCTCGTAGTGTAAT--GGAT-AACACATAAGATTCCGGTTCTTAAA-------------------A-TAGAGGTTCGATTCCTCTCGAGGGGG---
>tdbD00009266 Streptococcus_agalactiae_2603V/R 208435 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00009269 Streptococcus_agalactiae_2603V/R 208435 Arg CCG
-CCATCTTTAGTGTAAT--GGAT-ATCACACAAGATTCCGGTTCTTGGG-------------------A-TAGGGGTTCGATTCCCTTAAGATGGA---
>tdbD00009267 Streptococcus_agalactiae_2603V/R 208435 Arg CCT
-GTCCCCTTAGTTCAAT--GGAT-ATAACAACTCCCTCCTAAGGAGTAA-------------------T-TGCTGGTTCGATTCCGGCAGGGGACA---
>tdbD00009268 Streptococcus_agalactiae_2603V/R 208435 Arg TCT
-GGTTCCATAGCTCAGCT-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCTGGAATCA---
>tdbD00009271 Streptococcus_mutans_UA159 210007 Arg ACG
-GCACCCTTGGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTGCAGGTTCGAATCCTGCAGGGTGCA---
>tdbD00009272 Streptococcus_mutans_UA159 210007 Arg CCG
-CCACCTTTAGTGTAAT--GGAT-ATCACGTAAGATTCCGGTTCTTGAG-------------------A-TGGGGGTTCGATTCCCTCAAGGTGGA---
>tdbD00009270 Streptococcus_mutans_UA159 210007 Arg CCT
-GTCCCCTTAGTTAAAT--GGAT-ATAACATCTCCCTCCTAAGGAGCAG-------------------T-TGCTGGTTCGATTCCGGCAGGGGATA---
>tdbD00009273 Streptococcus_mutans_UA159 210007 Arg TCT
-GGTCTCATAGCTCAGCT-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCTGGGATCA---
>tdbD00008971 Streptococcus_pneumoniae_TIGR4 170187 Arg CCG
-CCACCCTTAGTGTAAT--GGAT-ATCACGTAAGATTCCGGTTCTTGAG-------------------A-TGGGGGTTCGATTCCCTCAGGGTGGA---
>tdbD00008972 Streptococcus_pneumoniae_TIGR4 170187 Arg CCT
-GCTCCCTTAGTTCAAT--GGAT-ATAACAACTCCCTCCTAAGGAGTAG-------------------T-TGCAGGTTCGATTCCTGCAGGGGGCA---
>tdbD00008968 Streptococcus_pyogenes_M1_GAS 160490 Arg CCT
-GACCCCTTAGTTCAAT--GGAT-ATAACAACTCCCTCCTAAGGAGTAG-------------------T-TGCTGGTTCGATTCCGGCAGGGGTCA---
>tdbD00009348 Streptomyces_avermitilis_MA-4680 227882 Arg ACG
-GCACTCGTAGCTTAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGCAGGTTCGAATCCTGCCGAGTGCA---
>tdbD00009346 Streptomyces_avermitilis_MA-4680 227882 Arg CCG
-GCCCCCGTAGCTCAGG--GGAT-AGAGCAACGGCCTCCGGAGCCGTGT-------------------G-CGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00009347 Streptomyces_avermitilis_MA-4680 227882 Arg CCT
-GCCTTCGTAGCTCAGG--GGAT-AGAGCACCGCTCTCCTAAAGCGGGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCACCA
>tdbD00009349 Streptomyces_avermitilis_MA-4680 227882 Arg TCT
-GCCCCCGTAGCTCAGT--GGAT-AGAGCAGGCGCCTTCTAAGCGCTTG-------------------GCCGCAGGTTCGAGTCCTGCCGGGGGCG---
>tdbD00009247 Streptomyces_coelicolor_A3(2) 100226 Arg CCT
-GCCTCCGTAGCTCAGG--GGAT-AGAGCACCGCTCTCCTAAAGCGGGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00002440 Streptomyces_lividans 1916 Arg ACG
-GCACTCGTAGCTTAAC--GGAT-AAAGCATCTGACTACGGATCAGAAG-------------------GTTGCAGGTTCGAATCCTGCCGAGTGCA---
>tdbD00009443 Symbiobacterium_thermophilum_IAM_14863 292459 Arg ACG
-GCGCCGGTAGCTCAGTT-GGAT-AGAGTACCTGACTACGAATCAGGTG-------------------GTCGTAGGTTCGAATCCTGCCCGGCGCGCCA
>tdbD00009445 Symbiobacterium_thermophilum_IAM_14863 292459 Arg ACG
-GCGCCGGTAGCTCAGCT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTCGCAGGTTCGAATCCTGCCCGGCGCGCCA
>tdbD00009444 Symbiobacterium_thermophilum_IAM_14863 292459 Arg CCG
-GCGCCCGTAGCTCAGC--GGAT-AGAGCGCTTGCCTCCGGAGCAAGAG-------------------GTCGTAGGTTCGAGTCCTGCCGGGCGCGCCA
>tdbD00009446 Symbiobacterium_thermophilum_IAM_14863 292459 Arg CCG
-GTGCCTATAGCTCAGT--GGAC-AGAGCGCTTGCCTCCGGAGCAAGAG-------------------GTCCCAGGTTCGAATCCTGGTAGGCACGCCA
>tdbD00009442 Symbiobacterium_thermophilum_IAM_14863 292459 Arg CCT
-GCGCCCGTAGCTCAGCA-GGAT-AGAGCAGCAGTTTCCTAAACTGTTG-------------------GTCGGGGGTTCGAGTCCCTCCGGGCGCGCCA
>tdbD00009441 Symbiobacterium_thermophilum_IAM_14863 292459 Arg TCT
-GCGCCTGTAGCTCAGT--GGAC-AGAGCAACCGCCTTCTAAGCGGTTG-------------------GCCGCAGGTTCGAATCCTGCCAGGCGCACCA
>tdbD00002467 Synechocystis_sp. 1143 Arg ACG
-GGGCTTGTAGCTTAGT--GGATTAGAGCGCGTGGCTACGGACCACGAG-------------------GTCGGGGGTTCGAGTCCCTCCAAGCCCG---
>tdbD00002464 Synechocystis_sp. 1143 Arg CCG
-GGACACGTAGCTCAGT--GGAT-AGAGCATCAGGTTCCGGTCCTGAGG-------------------GTCGGGGGTTCGAATCCCTCCGTGTTCG---
>tdbD00002465 Synechocystis_sp. 1143 Arg CCT
-GAGGTTGTAGCTCAGAC-GGAT-AGAGCAAGCGCCTCCTAAGCGCTGG-------------------GCCGCCGGTTCGACTCCGGCCAACCTCG---
>tdbD00002466 Synechocystis_sp. 1143 Arg TCT
-GGGTGCGTAGCTCAGT--GGAT-AGAGCATCCGCCTTCTAAGCGGACG-------------------GTCGCAGGTTCGAATCCTGCCGCACCCG---
>tdbD00009204 Thermoanaerobacter_tengcongensis_MB4 273068 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGCCTGACTACGGATCAGAAG-------------------GCTGGGGGTTCGAGTCCCTCCGGGCGCACCA
>tdbD00009207 Thermoanaerobacter_tengcongensis_MB4 273068 Arg CCG
-GCGCCTGTAGCTCAGT--GGAT-AGAGCGTTCGGCTCCGGACCGAAAG-------------------GTCGCAGGTTCGACTCCTGTCAGGCGCACCA
>tdbD00009205 Thermoanaerobacter_tengcongensis_MB4 273068 Arg CCT
-GCGCCCGTAGCTCAGAA-GGAT-AGAGCAGCAGTTTCCTAAACTGCGT-------------------GCCGGAGGTTCGAGTCCTCTCGGGCGCACCA
>tdbD00009206 Thermoanaerobacter_tengcongensis_MB4 273068 Arg TCT
-GCGCCTGTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGT-------------------GTCGGGAGTTCGAATCTCTCCAGGCGCACCA
>tdbD00009196 Thermosynechococcus_elongatus_BP-1 197221 Arg ACG
-GGGCTTGTAGCTTAGT--GGATTAGAGCGGCTGACTACGGATCAGCAG-------------------GTCGGGGGTTCGAGTCCCTCCAAGCCCG---
>tdbD00009198 Thermosynechococcus_elongatus_BP-1 197221 Arg CCG
-GGACGTGTGGCTCAGT--GGATTAGAGCATCGGATTCCGGTTCCGAGG-------------------GTCGGGGGTTCGAATCCCTCCACGTCCG---
>tdbD00009197 Thermosynechococcus_elongatus_BP-1 197221 Arg CCT



-GGGGCTGTAGCTCAGTC-GGAT-AGAGCGAGCGCCTCCTAAGCGCTAG-------------------GCCGTGCGTTCAAATCGCACCAGTCCCG---
>tdbD00009195 Thermosynechococcus_elongatus_BP-1 197221 Arg TCT
-GCGCCCGTAGCTCAGC--GGAATAGAGCACTCGCCTTCTAAGCGATTG-------------------GTCGTTGGTTCGAGTCCAACCGGGCGCG---
>tdbD00008938 Thermotoga_maritima_MSB8 243274 Arg CCG
-GTGCCTGTAGCTCAAC--GGAT-AGAGCGCTGGACTCCGGATCCAGAG-------------------GTTGCGGGTTCGAGTCCCGCCAGGCACACCA
>tdbD00008939 Thermotoga_maritima_MSB8 243274 Arg CCT
-GCCCCCGTAGTTCAAC--GGAT-AGAACGGCGGATTCCTAATCCGCAG-------------------A-TGGAGGTTCGATTCCTCCCGGGGGCACCA
>tdbD00008940 Thermotoga_maritima_MSB8 243274 Arg GCG
-GTGCCCGTAGCTCAGTT-GGAT-AGAGCGCCAGACTGCGGATCTGGAG-------------------GTTGGGGGTTCGAATCCCCCCGGGCACGCCA
>tdbD00008941 Thermotoga_maritima_MSB8 243274 Arg TCG
-GCGCCCGTAGCTCAACT-GGAT-AGAGCGTCGGACTTCGGATCCGATG-------------------GTTGCGGGTTCGAGTCCTGCCGGGCGCGCCA
>tdbD00008942 Thermotoga_maritima_MSB8 243274 Arg TCT
-GCGCCCGTAGCTCAACA-GGAT-AGAGCATCGGATTTCTAATCCGAGG-------------------GTTGCAGGTTCGAGTCCTGCCGGGCGCGCCA
>tdbD00009481 Thermus_thermophilus_HB27 262724 Arg ACG
TGGGCCCGTAGCTCAGCT-GGAT-AGAGCGGCTGACTACGGATCAGCAG-------------------GTCGGGGGTTCGAATCCTCCCGGGCCCGCCA
>tdbD00009482 Thermus_thermophilus_HB27 262724 Arg CCG
--CGCCCGTAGCTCAGCT-GGAT-AGAGCGTCGGCCTCCGGAGCCGAAG-------------------GTCAGAGGTTCGAGTCCTCTCGGGCGCGCCA
>tdbD00009483 Thermus_thermophilus_HB27 262724 Arg CCT
-GCGCCCGTAGCTCAGCA-GGAT-AGAGCGGGGGCTTCCTAAGCCCTAG-------------------GCCGGGGGTTCGAATCCCTCCGGGCGCACCA
>tdbD00009480 Thermus_thermophilus_HB27 262724 Arg TCT
-GGGCCCGTAGCTCAGT--GGAC-AGAGCAGCCGCCTTCTAAGCGGTAG-------------------GTCGGGGGTTCGAATCCCTCCGGGCCCGCCA
>tdbD00009485 Treponema_denticola_ATCC_35405 243275 Arg CCT
-GATCCGTTAGCTCAGTT-GGAT-AGAGCGGCTGCCTCCTAAGCAGCAG-------------------GTCGGACGTTCGAATCGTCTACGGGTCA---
>tdbD00009484 Treponema_denticola_ATCC_35405 243275 Arg GCG
-GAGGCTATAGCTCAGCT-GGAT-AGAGCGTCAGATTGCGGATCTGAAG-------------------GTCGGCAGTTCGAACCCGCCTAGCCTCG---
>tdbD00009486 Treponema_denticola_ATCC_35405 243275 Arg TCG
-GCGCCTGTAGCTCAGCT-GGAT-AGAGCATCGGACTTCGAATCCGCAG-------------------GTCGCACGTTCGAATCGTGTCGGGCGCA---
>tdbD00009487 Treponema_denticola_ATCC_35405 243275 Arg TCT
-GGGATCGTAGCTCATCA-GGAT-AGAGCAACTGCCTTCTAAGCAGTAG-------------------GTAGGGGGTTCGAGTCCCTCCGGTCCCG---
>tdbD00002434 Treponema_pallidum 160 Arg CCG
-GGAAGATTAGCTCATTC-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GCGGTGGGTTCAAATCCCGCATCTTCCA---
>tdbD00002433 Treponema_pallidum 160 Arg CCT
-GATCCATTAGCTCAGC--GGAG-AGAGCGGCCGCCTCCTAAGCGGCAG-------------------GTCGGACGTTCAAGTCGTCCATGGATCA---
>tdbD00002432 Treponema_pallidum 160 Arg GCG
-GAGACTATAGCTCAGCT-GGAT-AGAGTGTCAGATTGCGGATCTGAAG-------------------GTCGACGGTTCGAATCCGCCTAGTCTCA---
>tdbD00002435 Treponema_pallidum 160 Arg TCG
-GCGCTCGTAGCTCAGGT-GGAT-AGAGCAACAGACTTCGAATCTGTAG-------------------GTCGCACGTTCAAGTCGTGTCGGGCGCA---
>tdbD00002436 Treponema_pallidum 160 Arg TCT
-GGGATCATAGCTCACCC-GGAT-AGAGCGACTGCCTTCTAAGCAGTAG-------------------GGAGGGGGTTCGAGTCCCTCTGGTCCCA---
>tdbD00009302 Tropheryma_whipplei_str._Twist 203267 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTTCGGGCGCG---
>tdbD00009300 Tropheryma_whipplei_str._Twist 203267 Arg CCG
-GCCCCCATAGCTCAGG--GGAT-AGAGCGTCTGCCTCCGGAGCAGAAG-------------------GCCGTGGGTTCAAATCCCGCTGGGGGCG---
>tdbD00009299 Tropheryma_whipplei_str._Twist 203267 Arg CCT
-GCCTCTGTAGCTCAAT--GGA--AGAGCGGTTCCGTCCTAAGGAAATG-------------------GTTGGGGGTTCGAGTCCCTCCAGGGGCG---
>tdbD00009301 Tropheryma_whipplei_str._Twist 203267 Arg TCT
-GCCCTCGTAGCTCAGC--GGAT-AGAGCAGAAGACTTCTAATCTTTGT-------------------GTCGCAGGTTCGATTCCTGTCGGGGGCG---
>tdbD00008849 Ureaplasma_parvum_serovar_3 38504 Arg ACG
-GCATCCTTAGCTCAATT-GGAC-AGAGCGTCTGGCTACGGACCAGAAG-------------------GTTAAGGGTTCGACTCCTTTAGGGTGCGCCA
>tdbD00008851 Ureaplasma_parvum_serovar_3 38504 Arg TCT
-GCACCTGTAGCTCAGTT-GGAT-AGAGCATACGCCTTCTAAGCGTACG-------------------GTCTGGGGTTCGAATCCCTTCAGGTGCGCCA
>tdbD00008836 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Arg ACG
-GCGTCCGTAGCTCAGCT-GGAT-AGAGTACCTGTCTACGAACCAGGCG-------------------GTCAGAGGTTCGAATCCTCTCGGACGCGCCA
>tdbD00008837 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Arg ACG
-GCGCTCGTAGCTCAGCT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCAGAGGTTCGAATCCTCTCGAGCGCGCCA
>tdbD00008838 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Arg ACG
-GCGTCCGTAGCTCAGCT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCAGAGGTTCGAATCCTCTCGGACGCGCCA
>tdbD00008839 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GTCGAAGGTTCAAATCCTTTCGGGCGCGCCA
>tdbD00008840 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCACGTGCCTTCTAAGCATGTG-------------------GTCACAGGTTCGAATCCTGTAGGGCGTGCCA
>tdbD00009488 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Arg ACG
-GCACCCTTAGCTCAGTT-GGATTAGAGCATTTGACTACGGATCAAAAG-------------------GTCGGGCGTTCAAGTCGCTCAGGGTGCGCCA
>tdbD00009490 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Arg CCG
-GCGCTTGTAGCTCAGTT-GGAT-AGAGCGTTGCCCTCCGGAGGCAAAG-------------------GCCGTGGGTTCGAATCCCTCCAAGCACA---
>tdbD00009489 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Arg CCT
-GGGACTATAGCTCAGCA-GGAT-AGAGCGTTGGACTCCTAATCTGAAG-------------------GTCGTGCGTTCGAATCGCACTAGTCCCACCA
>tdbD00009491 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Arg TCT
-GTGCCCGTAGCTCAGCT-GGAT-AGAGCAACAGCCTTCTAAGCTGTGG-------------------GTCGTAGGTTCGAATCCCACCGGGCACA---
>tdbD00009214 Xanthomonas_axonopodis_pv._citri_str._306 190486 Arg ACG
-GCGCCCGTAGCTCAGTT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGGAGTTCGAATCTCTCCGGGCGCACCA
>tdbD00009212 Xanthomonas_axonopodis_pv._citri_str._306 190486 Arg CCG
-GCGCTCGTAGCTCAGCC-GGAT-AGAGTAGTGGCTTCCGAAGCCATTG-------------------GTCGGGGGTTCGAATCCCTCCGGGCGCACCA
>tdbD00009215 Xanthomonas_axonopodis_pv._citri_str._306 190486 Arg CCT
-GGCCCCGTAGCTCAGCT-GGAT-AGAGCGTCCCCCTCCTAAGGGGAAG-------------------GTCGCCCGTTCGAATCGGGCCGGGGTCACCA



>tdbD00009213 Xanthomonas_axonopodis_pv._citri_str._306 190486 Arg TCT
-GCGCCCGTAGCTCAACC-GGAT-AGAGCACCGGCCTTCTAAGCCGGCG-------------------GTTACAGGTTCGAGTCCTGTCGGGCGCGCCA
>tdbD00008943 Xylella_fastidiosa_9a5c 160492 Arg ACG
-GCGCCCGTAGCTCAGTT-GGATTAGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGGAGTTCGAATCTCTCCGGGCGCGCCA
>tdbD00008944 Xylella_fastidiosa_9a5c 160492 Arg CCG
-GCGCTCGTAGCTCAGT--GGATAAGAGTAGTGGCTTCCGAAGCCATTG-------------------GTCGGGGGTTCGAATCCCTCCGGGCGCGCCA
>tdbD00008945 Xylella_fastidiosa_9a5c 160492 Arg CCT
-GGCCTCGTGGCGCAATT-GGAT-AGCGCGACGACCTCCTAAGTCGTAG-------------------GTTGTGGGTTCGAATCCCGCCGGGGCCACCA
>tdbD00008946 Xylella_fastidiosa_9a5c 160492 Arg TCT
-GCGCCCGTAGCTCAATCGGAATAAGAGCACCGGCCTTCTAAGCCGGGG-------------------GTTGCAGGTTCGAGTCCTGTCGGGTGCGCCA
>tdbD00009308 Xylella_fastidiosa_Temecula1 183190 Arg CCT
-GGCCTCGTGGCGCAATT-GGAT-AGCGCGACGACCTCCTAAGTCGTAG-------------------GTTGTGGGTTCAAATCCCGCCGGGGCCACCA
>tdbD00009447 Yersinia_pestis_biovar_Microtus_str._91001 229193 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00009448 Yersinia_pestis_biovar_Microtus_str._91001 229193 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACTGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00009451 Yersinia_pestis_biovar_Microtus_str._91001 229193 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCACCA
>tdbD00009450 Yersinia_pestis_biovar_Microtus_str._91001 229193 Arg CCT
-GTCCCCGTAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TACTGGTTCGATTCCAGTCGGGGACACCA
>tdbD00009449 Yersinia_pestis_biovar_Microtus_str._91001 229193 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCGAGCCCTGTAGGGCGTACCA
>tdbD00002627 Acholeplasma_laidlawii 2148 Ser TGA
-GGAGGAATACCCAAGA--GGCTGAAGGGATCGGTCTTGAAAACCGACAGGGTG---TAA---AAGCCG-CGGGGGTTCAAATCCCTCTTCCTCCGCCA
>tdbD00010210 Acinetobacter_sp._ADP1 62977 Ser TGA
-GGAAGCGTGGCAGAGC--GGTTTAATGCACCGGTCTTGAAAACCGACGAGGGT---GTGA--GTCCTC-CGTGAGTTCGAATCTCACCGCTTCCGCCA
>tdbD00009766 Agrobacterium_tumefaciens_str._C58 176299 Ser CGA
-GGAGAGGTGGCAGAGT--GGTCGAATGCACCGCACTCGAAATGCGGCATACCT---GCAA--GGGTAT-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00009764 Agrobacterium_tumefaciens_str._C58 176299 Ser GCT
-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTATACGTC--AAA--AGCGTAT-CGTGGGTTCGAATCCCATCCTCTCCGCCA
>tdbD00009700 Aquifex_aeolicus_VF5 224324 Ser GCT
-GGAGGGGTGGCCGAGA--GGCCGAAGGCGGCCGCTTGCTAAGCGGCAGAGGGGC--TAAA-ACCCCTC-CGAGGGTTCGAATCCCTCCCCCTCCGCCA
>tdbD00009701 Aquifex_aeolicus_VF5 224324 Ser GGA
-GGAAGGGTGGCCGAGC--GGTCGAAGGCGCGGCGCTGGAAACGCCGTGTACCCC--GTTT-GGGGTAC-CGAGGGTTCGAATCCCTCCCCTTCCGCCA
>tdbD00009702 Aquifex_aeolicus_VF5 224324 Ser TGA
-GGAGGGGTGGCCGAGC--GGACGAAGGCGGGGGATTTGAAATCCCTTGGCGGGTT-ACA-GGCCCGCC-CGTGGGTTCGAATCCCACCCCCTCCGCCA
>tdbD00010091 Bacillus_anthracis_str._Ames 198094 Ser GGA
-GGAGAGCTGTCCGAGTT-GGCCGAAGGAGCACGATTGGAAATCGTGTATACGTC--ACA--AGCGTAT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00010003 Bacillus_halodurans_C-125 272558 Ser GCT
-GGAGAAGTACCCAAGT--GGCTGAAGGGGCTCCCCTGCTAAGGGAGTAGGTCGT--GTG--AGCGGCG-CGAGGGTTCAAATCCCTCCTTCTCCGCCA
>tdbD00010004 Bacillus_halodurans_C-125 272558 Ser GGA
-GGAGAGCTGTCCGAGTT-GGCCGAAGGAGCACGATTGGAAATCGTGTAGGCGGTG-ACA-AACCGTCT-CGAGGGTTCGAATCCCTCGCTCTCCGCCA
>tdbD00010005 Bacillus_halodurans_C-125 272558 Ser TGA
-GGAGGAGTACCCAAGTCTGGCTGAAGGGATCGGTCTTGAAAACCGACAGGCGGG--TTA--AACCGCG-CGGGGGTTCGAATCCCTCCTCCTCCGCCA
>tdbD00002651 Bacillus_sp._PS3 2334 Ser GGA
-GGAGAGCTGTCCGAGT--GGTCGAAGGAGCACGATTGGAAATCGTGTAGGCGTG--AAT--AGCGCCT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00002648 Bacillus_subtilis 1423 Ser GGA
-GGAGAGCTGTCCGAGT--GGTCGAAGGAGCACGATTGGAAATCGTGTAGGCGGT--CAAC-TCCGTCT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00002649 Bacillus_subtilis 1423 Ser TGA
-GGAGGAATACCCAAGTCTGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGTG---TCAA--AGCCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00009592 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGTG--TCA--AAGCCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010083 Bacteroides_thetaiotaomicron_VPI-5482 226186 Ser TGA
-GGAGAGGTGGCAGAGT--GGTCGATTGCGGCGGTCTTGAAAACCGTTGTACT----GCGA---GGTAC-CCGGGGTTCGAATCCCTGTCTCTCCG---
>tdbD00010084 Bacteroides_thetaiotaomicron_VPI-5482 226186 Ser TGA
-GGAGAGGTGGCAGAGT--GGTCGATTGCGGCGGTCTTGAAAACCGTTGTACC----GCGA---GGTAC-CCGGGGTTCGAATCCCTGTCTCTCCG---
>tdbD00010095 Bartonella_henselae_str._Houston-1 283166 Ser CGA
-GGAGAGATGGCTGAGT--GGTTGAAAGCACCGCACTCGAAATGCGGCATAGGG---GTAA--CTCTAT-CGGGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00010098 Bartonella_henselae_str._Houston-1 283166 Ser GCT
-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTAGGGCTC--AAA--AGGCTCT-CGAGAGTTCGAATCTCTTCCTCTCCGCCA
>tdbD00010096 Bartonella_henselae_str._Houston-1 283166 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAACGCGTGTATATGG---GAAA--CCATAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010097 Bartonella_henselae_str._Houston-1 283166 Ser TGA
-GGAGGGGTGGCCGAGC--GGTTTAAGGCACCGGTCTTGAAAACCGGCGTGCAG---GAGA--CTGTAC-CGTGGGTTCGAATCCCACCCCCTCCGCCA
>tdbD00010222 Bartonella_quintana_str._Toulouse 283165 Ser CGA
-GGAGAGATGGCTGAGT--GGTTGAAAGCACCGCACTCGAAATGCGGCATAGGG---GCAA--CTCTAT-CGGGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00010224 Bartonella_quintana_str._Toulouse 283165 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAACGCGTGTATATAG---GAAA--CTATAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010101 Bdellovibrio_bacteriovorus_HD100 264462 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAACGCGTGTGTAGGTC--ACA--AGCCTAC-CGAGAGTTCGAATCTCTCTCTCTCCGCCA
>tdbD00009968 Bifidobacterium_longum_NCC2705 206672 Ser GCT
-GGAGTCATGCCTGAGT--GGCCGATAGGGGCACCCTGCTAAGGTGTTAGTCGT---GTAA--ACGGCT-CGAGGGTTCGAATCCCTCTGACTCCG---
>tdbD00009969 Bifidobacterium_longum_NCC2705 206672 Ser GGA
-GGAGGATTCGCCTAGT--GGTCTATGGCGCACGCTTGGAAAGCGTGTTGGTG----TAA----CAGCCTCACGAGTTCGAATCTCGTATCCTCCG---
>tdbD00002637 Borrelia_burgdorferi 139 Ser GCT



-GGAGAGATGCCAGAGT--GGCCGAATGGGGCTTCCTGCTAAGAAGTTGTCCTTT--TAA--AAGGGGACCATGGGTTCGAATCCCATTCTCTCCG---
>tdbD00002636 Borrelia_burgdorferi 139 Ser GGA
-GGAGAGATGGCCGAGT--GGCTTAAGGCGCACGCTTGGAAAGCGTGTATACAG---TAAA--ATGTAT-CATGGGTTCGAATCCCATTCTCTCCG---
>tdbD00002635 Borrelia_burgdorferi 139 Ser TGA
-GGAGAGGTGGCAGACT--GGTTTAATGCTACGGTCTTGAAAACCGTTGTAGGT---GTAA--GCCTAC-CGTGAGTTCGAATCTCACCCTCTCCG---
>tdbD00009651 Borrelia_burgdorferi_B31 224326 Ser TGA
-GGAGAGGTGGCAGAGT--GGTTTAATGCTACGGTCTTGAAAACCGTTGTAGGT---GTAA--GCCTAC-CGTGAGTTCGAATCTCACCCTCTCCG---
>tdbD00010135 Borrelia_garinii_PBi 290434 Ser GCT
-GGAGAGATGCCAGAGT--GGCCGAATGGGGCTTCCTGCTAAGAAGTTGTCCTTT--TGA--AAGGGGACCATGGGTTCGAATCCCATTCTCTCCG---
>tdbD00010137 Borrelia_garinii_PBi 290434 Ser GGA
-GGAGAGATGGCCGAGT--GGCTTAAGGCGCACGCTTGGAAAGCGTGTATACGG---TAAA--ATGTAT-CATGGGTTCGAATCCCATTCTCTCCG---
>tdbD00010007 Bradyrhizobium_japonicum_USDA_110 224911 Ser CGA
-GGAGAGGTGGCAGAGT--GGTTGAATGCACCGCACTCGAAATGCGGCATAGGT---GCAA--GCCTAT-CGGGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00010009 Bradyrhizobium_japonicum_USDA_110 224911 Ser GCT
-GGAGAGGTGGCCGAGT--GGCTGAAGGCAACGCTTTGCTAAAGCGTCATACGGTC-TCA-AGCTGTAT-CGAGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00010006 Bradyrhizobium_japonicum_USDA_110 224911 Ser GGA
-GGAGAGATGGCCGAGT--GGCTTAAGGCGCACGCTTGGAAAGCGTGTGTGCGG---GAAA--CCGTAC-CGTGGGTTCGAATCCCACTCTCTCCGCCA
>tdbD00010008 Bradyrhizobium_japonicum_USDA_110 224911 Ser TGA
-GGAAGGGTGGCCGAGT--GGTTTAAGGCACCGGTCTTGAAAACCGGCGTGCCT---GCAA--GGGTAC-CGTGGGTTCGAATCCCACCCCTTCCGCCA
>tdbD00009735 Brucella_melitensis_16M 224914 Ser CGA
-GGAGAGGTGGCTGAGT--GGTTGAAAGCACCGCACTCGAAATGCGGCATGGGG---GCAA--CTCCAT-CGGGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00009736 Brucella_melitensis_16M 224914 Ser GCT
-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTAGACCTC--AAA--AGGGTCT-CGTGGGTTCGAATCCCATCCTCTCCGCCA
>tdbD00009737 Brucella_melitensis_16M 224914 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAACGCGTGTATACGG---GAAA--CCGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00009738 Brucella_melitensis_16M 224914 Ser TGA
-GGAAGGGTGGCCGAGC--GGTTTAAGGCACCGGTCTTGAAAACCGGCGTGCGA---GAGA--TCGTAC-CGTGGGTTCGAATCCCACCCCCTCCGCCA
>tdbD00009596 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Ser TGA
-GGAGAGGTGGCCGAGC--GGTTTAAGGCAGCGGTCTTGAAAACCGCCGACGA----GAAA---TCGTC-CGAGAGTTCGAATCTCTCTCTCTCCG---
>tdbD00009914 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Ser TGA
-GGAGAGGTGGCCGAGT--GGTTTAAGGCAGCGGTCTTGAAAACCGCCGATGA----GCAA---TCATC-CGAGAGTTCGAATCTCTCTCTCTCCG---
>tdbD00010229 Candidatus_Blochmannia_floridanus 203907 Ser TGA
-GGAGGAGTGGCCGAGA--GGATGAAGGCGCCGGTCTTGAAAATCGGTAATGT----AAA----AAATT-CTAGAGTTCGAATCTCTACTCCTCCG---
>tdbD00010114 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Ser GCT
-GGAAAGATGGCTGAGC--GGCCGAAAGCACGTCCCTGCTAAGGACGCATACCCC--TAA--AGGGTAT-CGAGGGTTCAAATCCCTCTCTTTCCG---
>tdbD00010115 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Ser GGA
-GGAGGGGTGTCCGAGT--GGCTTAAGGAGCACGCTTGGAAAGCGTGTGTACGTT--AAA--CACGTAC-CGTGGGTTCGAATCCCACCTCCTCCG---
>tdbD00010113 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Ser TGA
-GGAAGAGTGGCAGAGT--GGCCGAATGCGTCTGTCTTGAAAACAGAAGTCGGGC--AGC--CCCCGAC-CGTGGGTTCGAATCCTACCTCTTCCG---
>tdbD00009655 Caulobacter_crescentus_CB15 190650 Ser CGA
-GGAGAGGTGGCAGAGT--GGTCGAATGCGCCGCACTCGAAATGCGGTTTACGT---GAAA--GCGTAA-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00009656 Caulobacter_crescentus_CB15 190650 Ser GCT
-GGAGACGTGGCCGAGA--GGCTGAAGGCACCGCTTTGCTAAAGCGGCATACCTC--AAA--AGGGTAT-CGAGGGTTCGAATCCCTCCGTCTCCGCCA
>tdbD00009718 Chlamydia_muridarum_Nigg 243161 Ser CGA
-GGAAGAGTGGCAGAGT--GGTCGAATGCATCTGATTCGAAATCAGAAGTCCCT---CAAC--GGGGAC-CGGGGGTTCAAATCCCTTCTCTTCCG---
>tdbD00009720 Chlamydia_muridarum_Nigg 243161 Ser GCT
-GGAAAGATGACTGAGT--GGTCGAAAGTACGTCCCTGCTAAGGACGCGTACCCC--TTAA-AGGGTAC-CGAGGGTTCGAATCCCTCTCTTTCCG---
>tdbD00009719 Chlamydia_muridarum_Nigg 243161 Ser GGA
-GGAGAGATGTCCGAGT--GGCTTAAGGAGCACGCTTGGAAAGCGTGTGTGCGT---TAAC--GCGTAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00009717 Chlamydia_muridarum_Nigg 243161 Ser TGA
-GGAAGAATGGCAGAGC--GGTTTAATGCACCTGTCTTGAAAACAGGAGACCT----GAAA---GGGTC-CGGGGGTTCGAATCCCTCTTCTTCCG---
>tdbD00009573 Chlamydophila_pneumoniae_AR39 115711 Ser CGA
-GGAAGAGTGGCAGAGT--GGTCGAATGCGTCTGATTCGAAATCAGAAGTTCTC---TTA---CAGGAACCAGGGGTTCGAATCCCTTCTCTTCCG---
>tdbD00009574 Chlamydophila_pneumoniae_AR39 115711 Ser GCT
-GGAAAGATGACTGAGT--GGTCGAAAGTACGTCCCTGCTAAGGACGCGTACCCC--TAA--AGGGTAC-CGAGGGTTCGAATCCCTCTCTTTCCG---
>tdbD00009575 Chlamydophila_pneumoniae_AR39 115711 Ser GGA
-GGAGAGATGTCCGAGT--GGCTTAAGGAGCACGCTTGGAAAGCGTGTGTGCGT---TAAC--GCGTAC-CGTGGGTTCGAATCCCACTCTCTCCG---
>tdbD00009905 Chlorobium_tepidum_TLS 194439 Ser GCT
-GGAGAGGTGGCCGAGT--GGCTGAAGGCACCGGTTTGCTAAACCGACGTAGTTCG-ATT-AGAGCTAC-CGAGGGTTCGAATCCCTCCCTCTCCG---
>tdbD00009907 Chlorobium_tepidum_TLS 194439 Ser GGA
-GGAGAGATCGCATAGTT-GGTCTAGTGCGCTCGCCTGGAAAGCGGGTAGGGTG---TAA---CAGCCCTCGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00009906 Chlorobium_tepidum_TLS 194439 Ser TGA
-GGAGGATTAGCCTAATT-GGT--AAGGCAGCAGTCTTGAAAACTGCCGGGT-----TTGC----GCCCTTGGGGGTTCGAGTCCCTCATCCTCCG---
>tdbD00009730 Clostridium_acetobutylicum_ATCC_824 272562 Ser CGA
-GGAGAGATGTCGGAGT--GGTCTATCGTGCATGACTCGAAATCATGTGTACGGT--TTAA-CCCGTAC-CGAGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00009731 Clostridium_acetobutylicum_ATCC_824 272562 Ser GGA
-GGAGAGATGTCCGAGT--GGTTTAAGGAGCACGCCTGGAACGCGTGTGTAGGG---GAAA--CTCTAC-CGAGGGTTCGAATCCCTCTTTCTCCGCCA
>tdbD00002661 Clostridium_perfringens 1502 Ser GGA
-GGAGAGATGTCCGAGT--GGTCGAAGGAGCACGCCTGGAACGCGTGTGTAGGG---GAAA--CTCTAC-CGAGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00010011 Clostridium_tetani_E88 212717 Ser CGA
-GGAGAGATGTCCGAGA--GGTCGAAGGTGGTGGTCTCGAAAACCATTATACAGT--AACA-ACTGTAT-CGAGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00010010 Clostridium_tetani_E88 212717 Ser GGA
-GGAGAGATGTCCGAGA--GGTTGAAGGAGCACGCCTGGAAAGCGTGTGTAGGG---GCAA--CTCTAC-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010103 Corynebacterium_diphtheriae_NCTC_13129 257309 Ser GCT
-GGAGACGTGCCAGAGC--GGCCGAATGGGGCTCCCTGCTAAGGAGTTGACTTGT--TTGC-GCAGGTC-CGGAGGTTCAAATCCTCTCGTCTCCG---



>tdbD00010102 Corynebacterium_diphtheriae_NCTC_13129 257309 Ser TGA
-GGAGATGTGGCAGAGC--GGCCGAATGCACTGGTCTTGAAAACCAGCGATGG----GAAA---CCATC-CCAGGGTTCAAATCCCTGCGTCTCCG---
>tdbD00009976 Corynebacterium_efficiens_YS-314 196164 Ser GCT
-GGAGACGTGCCAGAGC--GGCCGAATGGGGCTCACTGCTAATGAGTTGTCCTCT--TAAC-GGAGGAC-CGGAGGTTCAAATCCTCTCGTCTCCG---
>tdbD00009975 Corynebacterium_efficiens_YS-314 196164 Ser TGA
-GGAGACGTGACAGAGC--GGCCGAATGTACTGGTCTTGAAAACCAGCGATGG----GAAA---CCATC-CGAGGGTTCAAATCCCTCCGTCTCCG---
>tdbD00009921 Corynebacterium_glutamicum_ATCC_13032 196627 Ser GCT
-GGAGACGTGCCAGAGC--GGCCGAATGGGACTCACTGCTAATGAGTTGTCCTCT--TAAC-GGGGGAC-CGGAGGTTCAAATCCTCTCGTCTCCG---
>tdbD00010048 Coxiella_burnetii_RSA_493 227377 Ser GCT
-GGAGAGATGGCCGAGA--GGCTGAAGGCGCTCCCCTGCTAAGGGAGTATGGGGC--GAAA-GCTCCAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010049 Coxiella_burnetii_RSA_493 227377 Ser TGA
-GGAGAGGTGGCAGAGC--GGTTGAATGCGACGGTCTTGAAAACCGTTGAGGGG---GCAA--CTCCTC-CGAGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00009661 Deinococcus_radiodurans_R1 243230 Ser GGA
-GGAACGGTGTCCGAGT--GGTTGAAGGAGCACGCCTGGAAAGCGTGTATAGGG---GCAA--CTCTAT-CGAGGGTTCGAATCCCTCTCGTTCCGCCA
>tdbD00010186 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ser GCT
-GGAGAGGTGTCCGAGTC-GGCCGAAGGAGCTCGCCTGCTAAGCGGGTATAGGGGC-ATAAACCTCTAT-CGAGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00010185 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ser GGA
-GGAGAGGTGTCCGAGAT-GGCCGAAGGAGCACGATTGGAAATCGTGTGTACCCT--AAC--CCGGTAC-CGAGAGTTCGAATCTCTCCCTCTCCGCCA
>tdbD00010184 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ser TGA
-GGAAGGGTGGCAGAGTCCGGTTTATTGCGGCGGTCTTGAAAACCGTTGTGGGG---GGAA--CCCCAC-CGGGGGTTCGAATCCCTCCCCTTCCGCCA
>tdbD00010017 Enterococcus_faecalis_V583 226185 Ser CGA
-GGAGGATTACCCAAGTTTGGCTGAAGGGGACGGTCTCGAAAACCGTTAGGCGAG--TAA--CATCGTG-CAAGGGTTCGAATCCCTTATCCTCCG---
>tdbD00010016 Enterococcus_faecalis_V583 226185 Ser GGA
-GGAGAGTTGTCCGAGA--GGCCGAAGGAGCATGATTGGAAATCATGTAGGCGGT--AAAC-ACTGTCT-CAAGGGTTCGAATCCCTTACTCTCCG---
>tdbD00002652 Escherichia_coli 562 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00002653 Escherichia_coli 562 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009632 Escherichia_coli_O157H7 83334 Ser CGA:
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTGGGG---GCAA--CTCCAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00009908 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Ser TGA
-GGAAGGCTATCCTAATT-GGT--AAGGAACCGGTCTTGAAAACCGGCGTC------GTAA-----GACTTTAGAGTTCGAGTCTCTAGCCTTCCGCCA
>tdbD00010140 Geobacter_sulfurreducens_PCA 243231 Ser CGA
-GGAGAGATGGCCGAGT--GGTCGAAGGCGGCAGACTCGAAATCTGTTGTACCG---CTTG--CGGTAC-CTAGGGTTCGAATCCCTATCTCTCCGCCA
>tdbD00010139 Geobacter_sulfurreducens_PCA 243231 Ser GCT
-GGAGAGATGGCCGAGTA-GGTCGAAGGCGCTCGCCTGCTAAGCGAGTATACGGGC-AAA-ACCTGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010141 Geobacter_sulfurreducens_PCA 243231 Ser GGA
-GGAGAGATGTCCGAGT--GGCCGAAGGAGCACGATTGGAAATCGTGTGTACT----GCAA---GGTAC-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010138 Geobacter_sulfurreducens_PCA 243231 Ser TGA
-GGAGGGATGGCCGAGT--GGTTTAAGGCGGCGGTCTTGAAAACCGTTGAAC-----GAAA----GTTC-CGTGGGTTCGAATCCTACTCCCTCCGCCA
>tdbD00010143 Lactobacillus_johnsonii_NCC_533 257314 Ser GGA
-GGAGTGTTGTCCGAGT--GGCTGAAGGAGCATGATTGGAAATCATGTATACGGGC-TTT-ACCTGTAT-CGAGAGTTCGAATCTCTCACACTCCG---
>tdbD00010018 Lactobacillus_plantarum_WCFS1 220668 Ser GGA
-GGAGAGTTGTCCGAGT--GGCTGAAGGAGCAGCATTGGAAATGCTGTAAACGGGT-TAT-ACCTGTTT-CAAGGGTTCGAATCCCTTACTCTCCG---
>tdbD00010147 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Ser GCT
-GGAGACGTCGCATAGTCAGGCCTAGTGCACCACCCTGCTAAGGTGGAGTCCCC---GTAA--GGGGAC-CGAGGGTTCAAATCCCTCCGTCTCCG---
>tdbD00010149 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Ser GGA
-GGAGAATTCGCCTAGT--GGCCTATGGCGCACGCTTGGAAAGCGTGTTGGGT----GCAA---GCCCT-CGGGGGTTCGAATCCCCCATTCTCCG---
>tdbD00010148 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Ser TGA
-GGAGGGCTGTCCGAGC--GGCCGATGGAGCCAGTCTTGAAAACTGGTGGGCA----GAAA---TGTCT-CGTGGGTTCGAATCCCACGCCCTCCGCCA
>tdbD00009979 Leptospira_interrogans_serovar_Lai_str._56601 189518 Ser GCT
-GGAGACGTGCCTGAGT--GGCCGAAAGGAGCAGTTTGCTAAACTGTCGTACGG---GTAA--CTGTAC-CCAGGGTTCGAATCCCTGCGTCTCCG---
>tdbD00009981 Leptospira_interrogans_serovar_Lai_str._56601 189518 Ser GGA
-GGAGAAGTGTCAGAGT--GGTCTATTGTGCATGCTTGGAAAGCATGTGTGCC----AAA----AGCAC-CCCGGGTTCGAATCCCGGCTTCTCCG---
>tdbD00009980 Leptospira_interrogans_serovar_Lai_str._56601 189518 Ser TGA
-GGAGAAGTGGCTGAGT--GGTCTAAAGCAGCGGTCTTGAAAACCGTCGTGGT----AAT----CCCAC-CGTGGGTTCGAATCCTACCTTCTCCG---
>tdbD00009703 Listeria_innocua_Clip11262 272626 Ser CGA
-GGAGAAATACCCAAGTCCGGCTGAAGGGGACAGACTCGAAATCTGTTAGGCGG---TGTA--TGCCGCGCCGGGGTTCGAATCCCCGTTTCTCCG---
>tdbD00009707 Listeria_innocua_Clip11262 272626 Ser GGA
-GGAGAGCTGTCCGAGT--GGCCGAAGGAGCACGGTTGGAAACCGTGTAGGCGGT--GTAA-GCTGTCT-CAAGGGTTCGAATCCCTTGCTCTCCG---
>tdbD00009706 Listeria_innocua_Clip11262 272626 Ser TGA
-GGAGGAATACCCAAGTCTGGCTGAAGGGATCGGTCTTGAAAACCGACAGGCGGG--TAA--TACCGCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00010194 Mesoplasma_florum_L1 265311 Ser TGA
-GGAAGATTACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGAGAGTCGGG--GAA--ACCCGAG-CGGGGGTTCGAATCCCTCATCTTCCGCCA
>tdbD00009741 Mesorhizobium_loti_MAFF303099 266835 Ser CGA
-GGAGAGGTGGCAGAGT--GGTCGAATGCACCGCACTCGAAATGCGGCATGGGT---GCAA--GCCCAT-CGGGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00009742 Mesorhizobium_loti_MAFF303099 266835 Ser GCT
-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTAGAGGTC--AAA--AGCTTCT-CGTGGGTTCGAATCCCATCCTCTCCGCCA
>tdbD00009740 Mesorhizobium_loti_MAFF303099 266835 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAAAGTGTGTTTACGG---GAGA--CCGTAA-CGCGGGTTCGAATCCCGCTCTCTCCGCCA
>tdbD00009739 Mesorhizobium_loti_MAFF303099 266835 Ser TGA
-GGAGGGATGGCCGAGC--GGTTTAAGGCACCGGTCTTGAAAACCGGCGTGGGC---GCAA--GTTCAC-CGTGGGTTCGAATCCCACTCCCTCCGCCA
>tdbD00010042 Mycobacterium_bovis_AF2122/97 233413 Ser GCT
-GGAGGCGTGCCAGAGC--GGCCGAATGGGGCTCACTGCTAATGAGTTGTCCCCC--TTCA-AGGGGAC-CGGAGGTTCAAATCCTCTCGCCTCCG---
>tdbD00010040 Mycobacterium_bovis_AF2122/97 233413 Ser GGA



-GGAGGATTCGCCTAGT--GGCCTATGGCGCTCGCCTGGAACGCGGGTTGGGTT---AAC---AGCCCT-CGCGGGTTCAAATCCCGCATCCTCCGCCA
>tdbD00009619 Mycobacterium_leprae_TN 272631 Ser GCT
-GGAGGCGTGCCAGAGC--GGCCGAATGGGGCTCACTGCTAATGAGTTGTCCCCCT-TGG-AAGGGGAC-CGGAGGTTCAAATCCTCTCGCCTCCG---
>tdbD00009620 Mycobacterium_leprae_TN 272631 Ser GGA
-GGAGGATTCGCCTAGT--GGCCTATGGCGCTCGCCTGGAACGCGGGTTGGGTT---AAC---AGCCCT-CGCGGGTTCAAATCCCGCATCCTCCG---
>tdbD00002615 Mycoplasma_capricolum 2095 Ser TGA
-GGAAGATTACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGAGAGTCGG---GGAA--ACCGAG-CGGGGGTTCGAATCCCTCATCTTCCGCCA
>tdbD00002620 Mycoplasma_genitalium 2097 Ser CGA
-GGAGATTTACCCAAGT--GGCTGAAGGGGGCGCTCTCGAAAAGCGTTAGGGGT---GGTT--ATCCACGCGTGGGTTCAAATCCCACAATCTCCGCCA
>tdbD00002618 Mycoplasma_genitalium 2097 Ser TGA
-GGAGACTTACCCAAGC--GGCTGAAGGGTTCGGTCTTGAAAACCGAGAGGTGC---TTTA--TAGCACGCGAGGGTTCGAATCCCTCAGTCTCCGCCA
>tdbD00009663 Mycoplasma_genitalium_G37 243273 Ser CGA
-GGAGATTTACCCAAGT--GGCTGAAGGGGGCGCTCTCGAAAAGCGTTAGGTGG---TTA---TCCACG-CGTGGGTTCAAATCCCACAATCTCCGCCA
>tdbD00009666 Mycoplasma_genitalium_G37 243273 Ser TGA
-GGAGACTTACCCAAGC--GGCTGAAGGGTTCGGTCTTGAAAACCGAGAGGTGCT--TTA--TAAGCACGCGAGGGTTCGAATCCCTCAGTCTCCGCCA
>tdbD00002623 Mycoplasma_pneumoniae 2104 Ser CGA
-GGAGACTTACCCAAGT--GGTTTAAGGGGGCGCTCTCGAAAAGCGTTGTGT----TTTT---GCATG-CGTGGGTTCGAATCCCACAGTCTCCGCCA
>tdbD00002625 Mycoplasma_pneumoniae 2104 Ser TGA
-GGAGACTTACCCAAGC--GGCTGAAGGGGTCGGTCTTGAAAACCGAGGTGCT---GAAA--AGCACG-CGAGGGTTCGAATCCCTCAGTCTCCGCCA
>tdbD00009668 Mycoplasma_pneumoniae_M129 272634 Ser CGA
-GGAGACTTACCCAAGT--GGTTTAAGGGGGCGCTCTCGAAAAGCGTTAGGTG----TTTT---TGCATGCGTGGGTTCGAATCCCACAGTCTCCGCCA
>tdbD00009671 Mycoplasma_pneumoniae_M129 272634 Ser TGA
-GGAGACTTACCCAAGC--GGCTGAAGGGTTCGGTCTTGAAAACCGAGAGGTGC---TGAA--AAGCACGCGAGGGTTCGAATCCCTCAGTCTCCGCCA
>tdbD00009601 Neisseria_meningitidis_MC58 122586 Ser CGA
-GGAAACGTGGCAGAGA--GGCTGAATGCAGCGGACTCGAAATCCGCTGAGGGT---GCAA--ATCCTC-CGTGGGTTCGAATCCCACCGTTTCCGCCA
>tdbD00009602 Neisseria_meningitidis_MC58 122586 Ser GCT
-GGAGTAATGGCTGAGA--GGCTGAAGGCACTTCCCTGCTAAGGAAGCATGTGGGG-TCA-ACCTGCAT-CGAGGGTTCGAATCCCTCTTACTCCGCCA
>tdbD00009604 Neisseria_meningitidis_MC58 122586 Ser TGA
-GGAAGCGTGGCAGAGT--GGTTTAATGCAACGGTCTTGAAAACCGTCGAGGGTT--GAT--AGCCCTC-CGTGAGTTCGAATCTCACCGCTTCCGCCA
>tdbD00009608 Neisseria_meningitidis_Z2491 122587 Ser TGA
-GGAAGCGTGGCAGAGC--GGTTTAATGCAACGGTCTTGAAAACCGTCGAGGGTT--GAT--AGCCCTC-CGTGAGTTCGAATCTCACCGCTTCCGCCA
>tdbD00010079 Nitrosomonas_europaea_ATCC_19718 228410 Ser GCT
-GGAGAGATGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTATAGGCTC-AAA-AAGCTTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010078 Nitrosomonas_europaea_ATCC_19718 228410 Ser GGA
-GGAGAAGTGACCGAGT--GGCTGAAGGTGCACGCCTGGAAAGCGTGTGTACGGT--AAT--ACCGTAC-CGCGGGTTCGAATCCCGCCTTCTCCGCCA
>tdbD00010076 Nitrosomonas_europaea_ATCC_19718 228410 Ser TGA
-GGAAGCGTGGCCGAGC--GGTTTAAGGCACTGGTCTTGAAAACCAGCGATGG----GCAA---CCATC-CGTGAGTTCGAATCTCACCGCTTCCGCCA
>tdbD00009759 Nostoc_sp._PCC_7120 103690 Ser CGA
-GGAGAGGTGTCCGAGT--GGTTGATGGTGACGCACTCGAAATGCGTTAAGGAT---GCAA--GTCCTT-CGGGGGTTCAAATCCCCCCTTCTCCG---
>tdbD00009757 Nostoc_sp._PCC_7120 103690 Ser GCT
-GGAGAGGTGGCTGAGT--GGTCGAAAGCGGCAGATTGCTAATCTGTTGTACGGCAGGCAACTCCGTAC-CGAGGGTTCGAATCCCTCCCTCTCCG---
>tdbD00009758 Nostoc_sp._PCC_7120 103690 Ser GGA
-GGAGAGATGGCCGAGT--GGTTTAAGGCGCAGACCTGGAAAGTCTGTAATGCG---GAAA--CGTATT-CTAGGGTTCAAATCCCTATCTCTCCG---
>tdbD00009760 Nostoc_sp._PCC_7120 103690 Ser TGA
-GGAGAGGTGGCAGAGT--GGTCGAATGCACTCGACTTGAAATCGAGCGAGGC----GAAA---ACCTC-CGGGAGTTCGAATCTCCCCCTCTCCG---
>tdbD00009984 Oceanobacillus_iheyensis_HTE831 221109 Ser GGA
-GGAGAGCTGTCCGAGA--GGCCGAAGGAGCACGATTGGAAATCGTGTAAGCCGC--TACC-GCGGCTT-CGAGGGTTCGAATCCCTCGCTCTCCGCCA
>tdbD00010108 Onion_yellows_phytoplasma_OY-M 262768 Ser TGA
-GGAGGAATACCCAAGTCCGGTTGAAGGGGTCAGTCTTGAAAACTGAGAGGTCC---GAA---AGGACG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010117 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Ser TGA
-GGAGGGGTGGCCGAGC--GGCTTAAGGCAGCGGTCTTGAAAACCGCCGATGG----GAAA---CCATC-CGAGAGTTCGAATCTCTCCTCCTCCGCCA
>tdbD00010119 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Ser TGA
-GGAAGGATGGCCGAGC--GGTCGAAGGCAGCGGTCTTGAAAACCGCCGATGG----GAAA---CCATC-CTAGAGTTCGAATCTCTATCCTTCCGCCA
>tdbD00010153 Porphyromonas_gingivalis_W83 242619 Ser TGA
-GGAGAGATGGCAGAGT--GGTCGATTGCGGCGGTCTTGAAAACCGTTGAACT----GCGA---GGTTC-CGGGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00010197 Propionibacterium_acnes_KPA171202 267747 Ser GCT
-GGAGGTGTCGCCTAGTCAGGTCTATGGCGCCCGCCTGCTAAGCGGGTTTGGGAG--GTA--ATCCCAT-CGCGGGTTCAAATCCCGCCACCTCCG---
>tdbD00010195 Propionibacterium_acnes_KPA171202 267747 Ser GGA
-GGAGGATTCGCCTAGA--GGCCTATGGCGCTCGCTTGGAAAGCGGGTTGGGT----TCAC---GCCCT-CACGAGTTCGAATCTCGTATCCTCCG---
>tdbD00009679 Pseudomonas_aeruginosa_PAO1 208964 Ser CGA
-GGAGAGATGCCGGAGT--GGTCGAACGGGACGGATTCGAAATCCGTTGAGTCA---GCAA--TGGCTC-CTAGGGTTCAAATCCCTATCTCTCCGCCA
>tdbD00009680 Pseudomonas_aeruginosa_PAO1 208964 Ser GCT
-GGAGAGGTGGCCGAGT--GGCCGAAGGCGCTCCCCTGCTAAGGGAGTACACCTC--AAA--AGGGTGT-CGGGGGTTCGAATCCCCCCCTCTCCGCCA
>tdbD00009682 Pseudomonas_aeruginosa_PAO1 208964 Ser TGA
-GGAGGTGTGGCCGAGT--GGTTTAAGGCAACGGTCTTGAAAACCGTCGAAGGG---GAGA--CTCTTC-CGTGAGTTCGAATCTCACCGCCTCCGCCA
>tdbD00010088 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Ser CGA
-GGAGAGATGCCAGAGT--GGCCGAATGGGACGGATTCGAAATCCGTTGTACCT---TCAC--CGGTAC-CTAGGGTTCGAATCCCTATCTCTCCGCCA
>tdbD00010085 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Ser GCT
-GGAGAGCTGGCCGAGT--GGCCGAAGGCGCTCCCCTGCTAAGGGAGTACACCTC--AAA--AGGGTGT-CGGGGGTTCGAATCCCCCGTTCTCCGCCA
>tdbD00010087 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Ser TGA
-GGAGGTATGGCCGAGT--GGTTTAAGGCAGCAGTCTTGAAAACTGCCGACTG----TAA----CAGGTCCTAGAGTTCGAATCTCTATGCCTCCGCCA
>tdbD00009756 Ralstonia_solanacearum_GMI1000 267608 Ser CGA
-GGAGAGGTGGCAGAGT--GGTCGAATGTACCTGACTCGAAATCAGGCGTACCG---GCAA--CGGTAC-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00009753 Ralstonia_solanacearum_GMI1000 267608 Ser GCT
-GGAGACGTGGCCGAGA--GGTCGAAGGCACTCCCCTGCTAAGGGAGCATCCGGGC-CAAAACCTGGAT-CGAGGGTTCGAATCCCTCCGTCTCCGCCA



>tdbD00009755 Ralstonia_solanacearum_GMI1000 267608 Ser TGA
-GGAAGCGTGGCCGAGT--GGTTTAAGGCAGCAGTCTTGAAAACTGCCGATGGG---GTAA--CCCATC-CGTGAGTTCGAATCTCACCGCTTCCGCCA
>tdbD00010073 Rhodopirellula_baltica_SH_1 243090 Ser GCT
-GGAGCGGTGGCTGAGT--GGTCGAAAGCGCCGGTTTGCTAAATCGGTGAACCGG--GAAA-CTGGTTC-CGCAGGTTCGAATCCTGTCCGCTCCG---
>tdbD00010122 Rhodopseudomonas_palustris_CGA009 258594 Ser GCT
-GGAGACGTGGCCGAGT--GGCTGAAGGCGGCGGTTTGCTAAACCGTTATAGGGTT-GTAAAGCCCTAT-CGAGGGTTCGAATCCCTCCGTCTCCGCCA
>tdbD00010123 Rhodopseudomonas_palustris_CGA009 258594 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAACGCGTGTATACGG---GAAA--CTGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010121 Rhodopseudomonas_palustris_CGA009 258594 Ser TGA
-GGAAGGGTGGCCGAGT--GGTTTAAGGCACCGGTCTTGAAAACCGGCGTGCCC---GCAA--GGGTAC-CGTGGGTTCGAATCCCACCCCTTCCGCCA
>tdbD00009734 Rickettsia_conorii_str._Malish_7 272944 Ser GCT
-GGAGAGATGGCCGAGT--GGCCGAAGGCGGCGGTTTGCTAAACCGTTATACGGG--TCAT-ACCGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00009732 Rickettsia_conorii_str._Malish_7 272944 Ser GGA
-GGAGAGATGGCCGAGT--GGTTTAAGGCGCACGCCTGGAAAGCGTGTTCACG----GCAA---CGTGT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00009918 Rickettsia_prowazekii_str._Madrid_E 272947 Ser GGA
-GGAGAGATGGCCGAGA--GGCTTAAGGCGCACGCCTGGAAAGCGTGTTCACA----GAAA---TGTGT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00010156 Rickettsia_typhi_str._Wilmington 257363 Ser GCT
-GGAGAGATGGCCGAGT--GGCCGAAGGCGACGGTTTGCTAAACCGTTATACGGG--TTAT-ACCGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010154 Rickettsia_typhi_str._Wilmington 257363 Ser GGA
-GGAGAGATGGCCGAGC--GGCTTAAGGCGCACGCCTGGAAAGCGTGTTCACA----GAAA---TGTGT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00009991 Shewanella_oneidensis_MR-1 211586 Ser GCT
-GGAGAGGTGGCCGAGT--GGCCGAAGGCGCTCCCCTGCTAAGGGAGTATGGGCT--TTAT-CTCCCAT-CGAGGGTTCGAATCCCTCCTTCTCCGCCA
>tdbD00009990 Shewanella_oneidensis_MR-1 211586 Ser TGA
-GGAGGGGTGGCAGAGT--GGTTTAATGCACCGGTCTTGAAAACCGGCGTGGGTT--TAT--AGCCCAC-CCAGGGTTCAAATCCCTGCTCCTCCGCCA
>tdbD00009774 Sinorhizobium_meliloti_1021 266834 Ser CGA
-GGAGAGGTGGCAGAGT--GGTTGAATGCACCGCACTCGAAATGCGGCATGGGT---GCAA--GCCCAT-CGGGGGTTCGAATCCCCCCCTCTCCGCCA
>tdbD00009772 Sinorhizobium_meliloti_1021 266834 Ser GCT
-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTATACCG---GAAA--CGGTAT-CGAGGGTTCGAATCCCTTCTTCTCCGCCA
>tdbD00002628 Spiroplasma_citri 2133 Ser CGA
-GGAAGTATACCCAAGTCGGTTGAAGGGGGCGGTCTCGAAAACCGTTATGGA---GTAA--TCCATG-CAAGAGTTCGAATCTCTTTACTTCCGCCA
>tdbD00002629 Spiroplasma_melliferum 2134 Ser TGA
-GGAAGATTACCCAAGTCTGGTTGAAGGGATCGGTCTTGAAAATTGACAGGCGGT--GAA--AGCCGCG-CGGGGGTTCGAATCCCTCATCTTCCGCCA
>tdbD00002640 Staphylococcus_aureus 1280 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACGGGCT---TAAC--GGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00002641 Staphylococcus_aureus 1280 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACGGCCT---TAAC--GGGCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010126 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Ser GGA
-GGAGAGTTGTCCGAGTT-GGCCGAAGGAGCACGCCTGGAAAGTGTGTAGGCGCC--ACA--AGCGTCT-CGAGGGTTCGAATCCCTCACTCTCCG---
>tdbD00010124 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010127 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGCCT--TAA--CGGGCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010128 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00009926 Staphylococcus_aureus_subsp._aureus_MW2 196620 Ser GGA
-GGAAGGTTGTCCGAGCT-GGCCGAAGGAGCACGCCTGGAAAGTGTGTAGGCGTC--ACA--AGCGTCT-CAAGGGTTCGAATCCCTTACCTTCCG---
>tdbD00010023 Staphylococcus_epidermidis_ATCC_12228 176280 Ser GGA
-GGAGAGTTGTCCGAGTT-GGCCGAAGGAGCACGCCTGGAAAGTGTGTAGGCGTC--ACA--AGCGTCT-CGAGGGTTCGAATCCCTCACTCTCCG---
>tdbD00010025 Staphylococcus_epidermidis_ATCC_12228 176280 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGAGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00010066 Streptomyces_avermitilis_MA-4680 227882 Ser GCT
-GGAGGCGTCGCCTAGTCCGGTCTATGGCGCCGCACTGCTAATGCGGTTTGGGAC--TTCA-ATCCCAT-CGAGGGTTCAAATCCCTCCGCCTCCG---
>tdbD00010064 Streptomyces_avermitilis_MA-4680 227882 Ser GGA
-GGAGGATTCGCCTAGA--GGCCTAGGGCGCACGCTTGGAAAGCGTGTTGGGG----GCAA---CCCCT-CACGAGTTCGAATCTCGTATCCTCCGCCA
>tdbD00009986 Streptomyces_coelicolor_A3(2) 100226 Ser GCT
-GGAGGCGTCGCCTAGTCCGGTCTATGGCGCCGCACTGCTAATGCGGTTTGGGTC--TTAA-AGCCCAT-CGAGGGTTCAAATCCCTCCGCCTCCG---
>tdbD00009988 Streptomyces_coelicolor_A3(2) 100226 Ser GGA
-GGAGGATTCGCCTAGT--GGCCTAGGGCGCACGCTTGGAAAGCGTGTTGGGG----GCAA---CCCCT-CACGAGTTCGAATCTCGTATCCTCCGCCA
>tdbD00002638 Streptomyces_griseus 1911 Ser TGA
-GGAGGGTTGCCCGAGC--GGCCTAAGGGAACGGTCTTGAAAACCGTCGTGGTG---GCGA--CATCAC-CGTGGGTTCAAATCCCACACCCTCCG---
>tdbD00010157 Symbiobacterium_thermophilum_IAM_14863 292459 Ser CGA
-GGAGGGGTGTCCGAGT--GGTTTAAGGTGCCGCTCTCGAAAAGCGGTGTGGCT---TAAC--GGCCAC-CGTGGGTTCGAATCCCACCCCCTCCGCCA
>tdbD00010159 Symbiobacterium_thermophilum_IAM_14863 292459 Ser CGA
-GGAGAGGTGTCCGAGG--GGTTTAAGGTGCCGCTCTCGAAAAGCGGTGTGGTG---ATG---AGCCAC-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00010161 Symbiobacterium_thermophilum_IAM_14863 292459 Ser GCT
-GGAGAGATACCCAAGT--GGTTGAAGGGGCGGCTTTGCTAAAGCTGTAGGGGGC--GCA--AGCCCCG-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00010162 Symbiobacterium_thermophilum_IAM_14863 292459 Ser GCT
-GGAGAGATACCCAAGT--GGCTGAAGGGGCGGCTTTGCTAAAGCTGTAGGGGGC--GCA--AGCCCCG-CGAGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00010158 Symbiobacterium_thermophilum_IAM_14863 292459 Ser GGA
-GGAGAGGTGTCCGAGT--GGTTTAAGGTGCAGCATTGGAAATGCTGTGTACGG---GAAA--CCGTAC-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00010160 Symbiobacterium_thermophilum_IAM_14863 292459 Ser GGA
-GGAGAGGTGTCCGAGT--GGTCGAAGGTGCAGCACTGGAAATGCTGTGTACGGG--ATA--ACCGTAC-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00002666 Synechococcus_sp. 1131 Ser GGA
-GGAGAGATGGCCGAGC--GGTTGAAGGCGCAGCACTGGAAATGCTGTTTAGGG---TAA---CTCTAA-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00002665 Synechocystis_sp. 1143 Ser CGA



-GGAGAGGTGGCAGAGC--GGTTGAATGCGGCAGACTCGAAATCTGTTTTGGG----GCAA---CTCAA-CGGGGGTTCGAATCCCCCCCTCTCCG---
>tdbD00002664 Synechocystis_sp. 1143 Ser GCT
-GGAGAGATGGCTGAGC--GGTTGAAAGCGGCTCCCTGCTAAGGAGTTATGGGGTT-TAT-AGCTCCAT-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00002663 Synechocystis_sp. 1143 Ser GGA
-GGAGAGGTGGCCGAGC--GGTTGAAGGCGCAGCACTGGAAATGCTGTTTGGGG---GTAA--CTTCAA-CGAGGGTTCGAATCCCTCCCTCTCCG---
>tdbD00002662 Synechocystis_sp. 1143 Ser TGA
-GGAGAGGTGGCAGAGT--GGTCGAATGCGCCCGACTTGAAATCGGGTTTGGG----GAAA---CTCAA-CGTGGGTTCGAATCCCACCCTCTCCG---
>tdbD00009945 Thermoanaerobacter_tengcongensis_MB4 273068 Ser CGA
-GGAGAGATGGCTGAGT--GGTCGAAAGCGCTCGCCTCGAAAGCGAGTGGGCGAA--TTT--TTCGCCT-CGAGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00009944 Thermoanaerobacter_tengcongensis_MB4 273068 Ser GCT
-GGAGAAGTACCCAAGT--GGTG-AAGGGGCGGTCCTGCTAAGACTGTAGGTCGGGGAAAAACCCCGGCGCGTGGGTTCGAATCCCACCTTCTCCGCCA
>tdbD00009946 Thermoanaerobacter_tengcongensis_MB4 273068 Ser GGA
-GGAGAGATGACCGAGT--GGTCGAAGGTGCACGACTGGAAATCGTGTGTACCCCT-AAAAAGGGGTAC-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00009943 Thermoanaerobacter_tengcongensis_MB4 273068 Ser TGA
-GGAGAGGTGTCCGAGT--GGCTTAAGGAGCTGGTCTTGAAAACCAGTGACCCC---GCA---AGGGGC-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00009938 Thermosynechococcus_elongatus_BP-1 197221 Ser CGA
-GGAGAGGTGGCAGAGT--GGTTGAATGCGCTTGACTCGAAATCAAGTTTAGGG---TAAC--ACCTAA-CGGGGGTTCGAATCCCCCCCTCTCCG---
>tdbD00009936 Thermosynechococcus_elongatus_BP-1 197221 Ser GCT
-GGAGAGGTGGCTGAGT--GGTCGAAAGCGGCAGATTGCTAATCTGTTGATAGGCAGGTAACTCCTATC-CGAGGGTTCGAATCCCTCCCTCTCCG---
>tdbD00009935 Thermosynechococcus_elongatus_BP-1 197221 Ser GGA
-GGAGAGATGGCCGAGT--GGTCGAAGGCGCAGCACTGGAAATGCTGTGTGGG----GCAA---CTCAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00009937 Thermosynechococcus_elongatus_BP-1 197221 Ser TGA
-GGAGAGATGGCAGAGT--GGTCGAATGCGCTCGACTTGAAATCGAGTGTGGCA---GTGA--TGCCAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00009687 Thermotoga_maritima_MSB8 243274 Ser CGA
-GGAGGCGTGTCCGAACT-GGCT-AAGGAGCCGGTCTCGAAAACCGGTGGGCC----GTGA---GGCCCTTGTGGGTTCGAGTCCCACCGCCTCCGCCA
>tdbD00009688 Thermotoga_maritima_MSB8 243274 Ser GCT
-GGAGAGGTGGCCGAGC--GGCCTAAGGCGCTTGCCTGCTAAGCAAGTGTGGGG---GTTT--CCCCAC-CGTGGGTTCGAATCCCACCCTCTCCGCCA
>tdbD00009689 Thermotoga_maritima_MSB8 243274 Ser GGA
-GGAGAGGTGGCCGAGG--GGTCTAAGGCGCACGCCTGGAGAGCGTGTGGTGGCC--AAA--AGCCACC-CGTGGGTTCAAATCCCACCCTCTCCGCCA
>tdbD00009690 Thermotoga_maritima_MSB8 243274 Ser TGA
-GGAGGCGTGTCCGAACT-GGCT-AAGGAGCCGGTCTTGAAAACCGGTGGGCC----GGAA---GGCCCGTGTGGGTTCGAGTCCCACCGCCTCCGCCA
>tdbD00010200 Thermus_thermophilus_HB27 262724 Ser CGA
--GAGGGGTGCCGGAGC--GGTTGAACGGGCCGGTCTCGAAAACCGGTAGGCCCC--TCGC-GGGGCCT-CGCGGGTTCGAATCCCGCCCCCTCCGCCA
>tdbD00010201 Thermus_thermophilus_HB27 262724 Ser GCT
TGGAGAGGTGGCCGAGT--GGTCGAAGGCGGCACCCTGCTAAGGTGTTGCACCGGG-AAA-ACCGGTGC-CGCGGGTTCGAATCCCGCCCTCTCCGCCA
>tdbD00010199 Thermus_thermophilus_HB27 262724 Ser GGA
--GAGAGGTGCCCGAGT--GGCTGAAGGGACACGACTGGAAATCGTGTAGGGGGGC-TTAAACCTCCCT-CGCGGGTTCGAATCCCGCCCTCTCCGCCA
>tdbD00010202 Thermus_thermophilus_HB27 262724 Ser TGA
TGGAGGGTTGGCCGAGC--GGTTGAAGGCGGCGGTCTTGAAAACCGCTGTGGGCG--CGA--AGCCCAC-CGGGGGTTCGAATCCCTCACCCTCCGCCA
>tdbD00010203 Treponema_denticola_ATCC_35405 243275 Ser GGA
-GGAGAGATGTCCGAGT--GGTCGAAGGTACACGATTGGAAGTCGTGTGTGCCA---GAGA--TGGTAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00010204 Treponema_denticola_ATCC_35405 243275 Ser TGA
-GGAGCGATGGCCGAGC--GGTTGAAGGCGGCGGTCTTGAAAACCGTTGTGCT----GAGA---GGTAC-CGGGGGTTCGAATCCCTCTCGCTCCG---
>tdbD00002630 Treponema_pallidum 160 Ser GGA
-GGAGAGATGTCCGAGT--GGCCGAAGGTACACGATTGGAAGTCGTGTGTGCCCC--AAA--AGGGTAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00002633 Treponema_pallidum 160 Ser TGA
-GGAGTGGTGGCCGAGT--GGTTGAAGGCGACGGTCTTGAAAACCGCTGTGTC----GCAA---GGCAC-CGGGGGTTCGAATCCCCCCTGCTCCG---
>tdbD00010028 Tropheryma_whipplei_str._Twist 203267 Ser GCT
-GGAGACGTCGCATAGCCAGGTCTAGTGCGCCACCCTGCTAAGGTGGAGTGCCC---GAAA--GGGTAC-CGTGGGTTCAAATCCCACCGTCTCCG---
>tdbD00010029 Tropheryma_whipplei_str._Twist 203267 Ser GGA
-GGAGGATTCGCCTAGT--GGCCTATGGCGCGCGCTTGGAAAGCGCGTTGGGT----GCAA---GCCCT-CAGGGGTTCGAATCCCCTATCCTCCG---
>tdbD00010027 Tropheryma_whipplei_str._Twist 203267 Ser TGA
-GGAGGGCTGTCCGAGC--GGCCTAAGGAGCCGGTCTTGAAAACCGGTGAGCA----GAGA---TGCTC-CGTGGGTTCAAATCCCACGCCCTCCG---
>tdbD00009623 Ureaplasma_parvum_serovar_3 38504 Ser TGA
-GGAGAAATACCCAAGTCCGGCTGAAGGGATCAGTCTTGAAAACTGAGAGGCGAT--GCA--AGTCGCG-CGGGGGTTCGAATCCCTCTTTCTCCGCCA
>tdbD00009612 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Ser TGA
-GGAGAGATGGCTGAGT--GGTTGAAAGCACCGGTCTTGAAAACCGGCGATGGTT--AAT--AGCTATC-CTAGGGTTCAAATCCCTATCTCTCCGCCA
>tdbD00010207 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Ser GCT
-GGAAGGGTGGCCGAGC--GGCTGAAGGCGGCGGTTTGCTAAACCGTTATACGACC-CAAAAGTCGTAT-CGAGGGTTCGAATCCCTCTCCTTCCG---
>tdbD00010205 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Ser GGA
-GGAAAGGTGGCTGAGT--GGTCTAAAGCACACGCTTGGAAAGCGTGCACATAT---GAAA--ATATGT-CGGGGGTTCGAATCCCCCCTTTTCCG---
>tdbD00009951 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ser CGA
-GGAGAGGTGGCAGAGC--GGTTGAATGTACCTGACTCGAAATCAGGCAGGCGTT--TAT--AGCGCCT-CGGGGGTTCGAATCCCCCCCTCTCCGCCA
>tdbD00009954 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ser GCT
-GGAGCGATGCCCGAGC--GGCTGAAGGGGCTCCCCTGCTAAGGGAGTATAGGGTC-AAA-AGCTCTAT-CGAGGGTTCGAATCCCTCTCGCTCCGCCA
>tdbD00009952 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ser GGA
-GGAGAGGTGTCCGAGT--GGTTGAAGGAGCACGCCTGGAAAGTGTGTAAGCGTCT-AAA-CCGCGCTT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00009953 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ser TGA
-GGAGAGATGGCCGAGC--GGTTTAAGGCACCGGTCTTGAAAACCGGCGAAGGG---TCAA--ACCTTC-CGTGGGTTCGAATCCCACTCTCTCCGCCA
>tdbD00009695 Xylella_fastidiosa_9a5c 160492 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCC-
>tdbD00009692 Xylella_fastidiosa_9a5c 160492 Ser GCT
-GGAGTGATGCCCGAGA--GGCCGAAGGGGCTCCCCTGCTAAGGGAGTATAGGGTC-AAA-AACTCTAT-CGAGGGTTCGAATCCCTCTCACTCCGCCA
>tdbD00009694 Xylella_fastidiosa_9a5c 160492 Ser TGA
-GGAAGCGTGGCAGAGT--GGTCGATTGCACCGGTCTTGAAAACCGGCAACGG----GCAA---CCGTT-CGTGAGTTCGAATCTCACCGCTTCCGCCA



>tdbD00009698 Xylella_fastidiosa_9a5c 160492 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCC-
>tdbD00010164 Yersinia_pestis_biovar_Microtus_str._91001 229193 Ser TGA
-GGAAGGATGGCCGAGT--GGTTTAAGGCAACGGTCTTGAAAACCGTCGACTG----TAA----CAGGTCCTAGAGTTCGAATCTCTATCCTTCCGCCA
>tdbD00010165 Yersinia_pestis_biovar_Microtus_str._91001 229193 Ser TGA
-GGAGGGGTGGCCGAGT--GGCTGAAGGCAACGGTCTTGAAAACCGTCGACGG----GTAA---CCGTT-CGAGAGTTCGAATCTCTCCTCCTCCGCCA
>tdbD00010760 Acinetobacter_sp._ADP1 62977 Thr GGT
-GCTCTTATAGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCTCGAGTTCAAATCTCGATAAGAGCTCCA
>tdbD00010432 Agrobacterium_tumefaciens_str._C58 176299 Thr GGT
-GCTGCTATAGCTCAGG--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GCCGAGAGTTCAAATCTCTCTAGCAGCACCA
>tdbD00010387 Aquifex_aeolicus_VF5 224324 Thr GGT
-GCCCAGGTAGCTCAGTC-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GGCGCCGGTTCGAGTCCGGTCCTGGGCTCCA
>tdbD00010670 Bacillus_anthracis_str._Ames 198094 Thr GGT
-GCTTCCATAGCTCAGCT-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCACCGGTTCAAGCCCGGTTGGAAGCT---
>tdbD00010604 Bacillus_halodurans_C-125 272558 Thr GGT
-GCTTCCATAGCTCAGTC-GGT--AGAGCACTACCATGGTAAGGTAGGG-------------------GTCAGCGGTTCAAGTCCGCTTGGAAGCT---
>tdbD00002950 Bacillus_subtilis 1423 Thr GGT
-GCTTCCATAGCTCAGCA-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCAGCGGTTCGAGCCCGCTTGGAAGCT---
>tdbD00010666 Bacteroides_thetaiotaomicron_VPI-5482 226186 Thr GGT
-GCTGTTATAGCTCAGC--GGT--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCCCGGGTTCAAGTCCCGGTAACAGCT---
>tdbD00010676 Bartonella_henselae_str._Houston-1 283166 Thr GGT
-GCTGCGGTAGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGAGAGTTCAATCCTCTCTCGCAGCACCA
>tdbD00010771 Bartonella_quintana_str._Toulouse 283165 Thr GGT
-GCTGCGGTAGCTCAGT--GGC--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGAGAGTTCAATCCTCTCTCGCAGCACCA
>tdbD00002945 Borrelia_burgdorferi 139 Thr GGT
-GCCCTTATAGCTCAGTT-GGT--AGAGCACCACCATGGTAAGGTGGGG-------------------GTCGTCGGTTCAAGTCCGATTGAGGGCT---
>tdbD00010608 Bradyrhizobium_japonicum_USDA_110 224911 Thr GGT
-GCTGCCGTAGCTCAGT--GGT--AGAGCACTCCATTGGTAATGGAGAG-------------------GTCGACAGTTCAATCCTGTCTGGCAGCACCA
>tdbD00010306 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Thr GGT
-GCTGATATGGCTCAGTA-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCAATCCTGGGTATCAGCA---
>tdbD00010644 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Thr GGT
-GCTGATATAGCTCAGTTTGGT--AGAGCACACCCTCGGTAAGGGTGAG-------------------GTTCCCAGTTCAAACCTGGGTATCAGCA---
>tdbD00010534 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Thr GGT
-GCTGATATGGCTCAGTA-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCAAACCTGGGTATCAGCA---
>tdbD00002966 Campylobacter_jejuni 197 Thr GGT
-GCTCGTATAGCTCAGA--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGCGGGTTCAATTCCCGCTATGAGCTCCA
>tdbD00010350 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Thr GGT
-GCTCGTATGGCTCAGA--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGCGGGTTCAATTCCCGCTATGAGCTCCA
>tdbD00010774 Candidatus_Blochmannia_floridanus 203907 Thr GGT
-GCTGATATAGCTCAGG--GGC--AGAGCACTCCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGATTCTGCTTATCAGCA---
>tdbD00010687 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Thr GGT
-GCCCAGATAGCTCAGT--GGT--AGAGCATTTGCATGGTAAGCAAAAG-------------------GTCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00010353 Caulobacter_crescentus_CB15 190650 Thr GGT
-GCCGCCGTAGCTCAGT--GGT--AGAGCGCATCCTTGGTAAGGCTGAG-------------------GTCGGCAGTTCAATCCTGCCCGGCGGCACCA
>tdbD00010399 Chlamydia_muridarum_Nigg 243161 Thr GGT
-GCCCAGGTAGCTCAGT--GGT--AGAGCACTTGCATGGTAAGCAAGTG-------------------GCCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00003085 Chlamydia_trachomatis 813 Thr GGT
-GCGCCCGTAGCTCAT---GGT--AGAGCACTTGCATGGTAAGCAAGTG-------------------GCCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00010300 Chlamydia_trachomatis 813 Thr GGT
-GCCCAGATAGCTCAGT--GGT--AGAGCACTTGCATGGTAAGCAAGCG-------------------GTCGTAGGTTCAATTCCTATTCTGGGC----
>tdbD00010291 Chlamydophila_pneumoniae_AR39 115711 Thr GGT
-GCCCAGATAGCTCAGT--GGT--AGAGCACTTGCATGGTAAGCAAGCG-------------------GTCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00010528 Chlorobium_tepidum_TLS 194439 Thr GGT
-GCTGATGTAGCTCAGTC-GGT--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCATCGGTTCAAGTCCGATCATCAGCT---
>tdbD00010405 Clostridium_acetobutylicum_ATCC_824 272562 Thr GGT
-GCCCATGTGGCTCAGTA-GGT--AGAGCGTCACCTTGGTAAGGTGGAG-------------------GTCGCCAGTTCAAATCTGGTCGTGGGCTCCA
>tdbD00010396 Clostridium_perfringens_str._13 195102 Thr GGT
-GCTCACGTAGCTCAGTC-GGC--AGAGCGTCGCCTTGGTAAGGCGGAG-------------------GTCGTCGGTTCAATCCCGATCGTGAGCTCCA
>tdbD00010611 Clostridium_tetani_E88 212717 Thr GGT
-GCCCATGTAGCTCAGTA-GGT--AGAGTGCCACCTTGGTAAGGTGGAG-------------------GTCACCGGTTCAATCCCGGTCATGGGCTCCA
>tdbD00010680 Corynebacterium_diphtheriae_NCTC_13129 257309 Thr GGT
-GCCCCCTTAGCTCAGTC-GGC--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCGACAGTTCGATTCTGTCAGGGGGCT---
>tdbD00010577 Corynebacterium_efficiens_YS-314 196164 Thr GGT
-GCCCCCTTAGCTCAGTC-GGC--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCAACAGTTCGATTCTGTTAGGGGGCT---
>tdbD00010540 Corynebacterium_glutamicum_ATCC_13032 196627 Thr GGT
-GCCCCCTTAGCTCAGTC-GGT--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCAACAGTTCGATTCTGTTAGGGGGCT---
>tdbD00010639 Coxiella_burnetii_RSA_493 227377 Thr GGT
-GCCCACATAGCTCAGGC-GGT--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCACCGGTTCAAGTCCGGTTGTGGGCTCCA
>tdbD00010356 Deinococcus_radiodurans_R1 243230 Thr GGT
-GCTCCTGTAGCTCAGC--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCATCGGTTCAAGTCCGATCAGGAGCTCCA
>tdbD00010740 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Thr GGT
-GCCCATGTGGCTCAGTC-GGT--AGAGCACATCCTTGGTAAGGATGAG-------------------GTCAGCAGTTCAATTCTGCTCATGGGCTCCA
>tdbD00010743 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Thr GGT
-GCCCACATAGCTCAGGC-GGT--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCATGAGTTCAAGTCTCATTGTGGGCTCCA
>tdbD00010613 Enterococcus_faecalis_V583 226185 Thr GGT



-GCCGCCTTAGCTCAGTT-GGT--AGAGCACCACCATGGTAAGGTGGGG-------------------GTCGCCGGTTCAAGCCCGGCAGGTGGCT---
>tdbD00002956 Escherichia_coli 562 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAGGGGTGGG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00002957 Escherichia_coli 562 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00002960 Escherichia_coli 562 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010705 Geobacter_sulfurreducens_PCA 243231 Thr GGT
-GCCCACATAGCTCAGGA-GGT--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCACCGGTTCGAGTCCGGTTGTGGGCTCCA
>tdbD00002969 Haemophilus_influenzae 727 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCGGTTCAAATCCGCCTATCAGCACCA
>tdbD00002949 Helicobacter_pylori 210 Thr GGT
-GCCTATATAGCTCAGA--GGC--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCGGCGGTTCAATTCCGCTTATAGGCTCCA
>tdbD00010709 Lactobacillus_johnsonii_NCC_533 257314 Thr GGT
-GCCGTTTTAGCTCAGGA-GGT--AGAGCACCGCCGTGGTAAGGAGGAG-------------------GTCCCCAGTTCAAATCTGGGAAACGGCT---
>tdbD00010618 Lactobacillus_plantarum_WCFS1 220668 Thr GGT
-GCCGTTTTAGCTCAGCA-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCGGCAGTTCAAATCTGCTAAACGGCT---
>tdbD00010580 Leptospira_interrogans_serovar_Lai_str._56601 189518 Thr GGT
-GCCCTCTTAGCTCAGC--GGT--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCACCAGTTCAAGCCTGGTAGAGGGCT---
>tdbD00010391 Listeria_innocua_Clip11262 272626 Thr GGT
-GCCGCTTTAGCTCAGTT-GGT--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCGTCGGTTCAAATCCGACAAGTGGCT---
>tdbD00002962 Listeria_monocytogenes 1639 Thr GGT
-GCCGCTTTAGCTCAGTT-GGT--AGAGCACTTCCATGGTCCGGAAGGG-------------------GTCGTCGGTTCAAATCCGACAAGTGGCT---
>tdbD00010632 Mycobacterium_bovis_AF2122/97 233413 Thr GGT
-GCCCCCTTAGCTCAGTC-GGC--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCAACGGTTCGATTCCGTTAGGGGGCT---
>tdbD00010323 Mycobacterium_leprae_TN 272631 Thr GGT
-GCCCCCTTAGCTCAGTC-GGT--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCAACGGTTCGATTCCGTTAGGGGGCT---
>tdbD00010631 Mycoplasma_gallisepticum_R 233150 Thr GGT
-GCCGAATTAGTTTAGT--GGC--AAAACAGATGCATGGTAAGCATCAA-------------------A-GACAAGTTCGATTCTCGTATTCGGCACCA
>tdbD00002933 Mycoplasma_genitalium 2097 Thr GGT
-GCCGAATTGGTTTAGG--GGC--AAAACAGATCCATGGTAAGGATCAG-------------------A-GAACAGTTCGACTCTGTTATTCGGCACCA
>tdbD00002938 Mycoplasma_pneumoniae 2104 Thr GGT
-GCCGAATTAGTTTAGG--GGC--AAAACAGATCCATGGTAAGGATCAG-------------------G-AAACAGTTCGACTCTGTTATTCGGCACCA
>tdbD00010362 Mycoplasma_pneumoniae_M129 272634 Thr GGT
-GCCGAATTAGTTTAGG--GGC--AAAACAGATCCATGGTAAGGATCAG-------------------A-GAACAGTTCGACTCTGTTATTCGGCACCA
>tdbD00010429 Mycoplasma_pulmonis_UAB_CTIP 272635 Thr GGT
-GCCAATATAGCTCAGCA-GGC--AGAGCACATCCATGGTAAGGATGGG-------------------GTCGCTGGTTCAAGTCCAGTTATTGGCACCA
>tdbD00010312 Neisseria_meningitidis_MC58 122586 Thr GGT
-GCCCATGTAGCTCAGG--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGGCAGTTCAAATCTGCCCATGGGCACCA
>tdbD00010315 Neisseria_meningitidis_Z2491 122587 Thr GGT
-GCCCATGTAGCTCAGG--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GCCGGCAGTTCAAATCTGCCCATGGGCACCA
>tdbD00010661 Nitrosomonas_europaea_ATCC_19718 228410 Thr GGT
-GCCCATGTAGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGCCAGTTCAATCCTGGCCATGGGCACCA
>tdbD00010427 Nostoc_sp._PCC_7120 103690 Thr GGT
-GCCCGTGTGGCTCAGT--GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCACGAGTTCAATCCTCGTCACGGGCT---
>tdbD00010583 Oceanobacillus_iheyensis_HTE831 221109 Thr GGT
-GCTTCCATAGCTCAGTTCGGT--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCAGCGGTTCAAGTCCGCTTGGAAGCT---
>tdbD00010683 Onion_yellows_phytoplasma_OY-M 262768 Thr GGT
-GCCCTTATAGTTTAAC--GGC--AGAACGTAGCAATGGTAATGCTGAA-------------------A-TACAAGTTCAATTCTTGTTAAGGGCACCA
>tdbD00010690 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GCCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010692 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGAATCTGGGTATCAGCACCA
>tdbD00010715 Porphyromonas_gingivalis_W83 242619 Thr GGT
-GCCAATGTAGCTCAGC--GGT--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCCCGGGTTCAAGTCCCGGCATCGGCT---
>tdbD00010751 Propionibacterium_acnes_KPA171202 267747 Thr GGT
-GCCCCTATAGCTCAGTA-GGC--AGAGCGTCTCCATGGTAAGGAGAAG-------------------GTCAGCAGTTCGATTCTGCTTGGGGGCT---
>tdbD00002965 Pseudomonas_aeruginosa 287 Thr GGT
-GCTCATGTAGCTCAGTT-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCAGCGGTTCAAATCCGCTCATGAGCTCCA
>tdbD00010668 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Thr GGT
-GCTCTTGTAGCTCAGTT-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCAGCGGTTCGAATCCGCTCAAGAGCTCCA
>tdbD00010425 Ralstonia_solanacearum_GMI1000 267608 Thr GGT
-GCCCATGTGGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGGCAGTTCGATCCTGCCCATGGGCACCA
>tdbD00002970 Rhizobium_leguminosarum 384 Thr GGT
-GCTGCCGTAGCTCAGT--GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCGGTGGTTCAATCCCACTCGGCAGCACCA
>tdbD00010659 Rhodopirellula_baltica_SH_1 243090 Thr GGT
-GCTGCTGTAGCTCAGG--GGT--AGAGCGCCTCCTTGGTAAGGATGAG-------------------GTCATGGGTTCAAATCCCATCAGCAGCT---
>tdbD00010695 Rhodopseudomonas_palustris_CGA009 258594 Thr GGT
-GCTGCCGTAGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGACAGTTCAATCCTGTCCGGCAGCACCA
>tdbD00010408 Rickettsia_conorii_str._Malish_7 272944 Thr GGT
-GCTACTATAGCTCAGG--GGT--AGAGCACTTCATTGGTAATGAAGAG-------------------GTCGGGGGTTCGATTCCCCCTAGTAGCACCA
>tdbD00010537 Rickettsia_prowazekii_str._Madrid_E 272947 Thr GGT
-GCTACTATAGCTCAGG--GGT--AGAGCACTTCATTGGTAATGAAGAG-------------------GCCGTGGGTTCAATTCCCACTAGTAGCACCA
>tdbD00010718 Rickettsia_typhi_str._Wilmington 257363 Thr GGT
-GCTACTATAGCTCAGA--GGT--AGAGCACTTCATTGGTAATGAAGAG-------------------GTCGTGGGTTCAATTCCCACTAGTAGCACCA



>tdbD00010589 Shewanella_oneidensis_MR-1 211586 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010590 Shewanella_oneidensis_MR-1 211586 Thr GGT
-GCTGATATGGCTCAGTC-GGT--AGAGCGCATCCTTGGTAAGGATGAG-------------------GTCCCCAGTTCGATTCTGGGTATCAGCACCA
>tdbD00002955 Stigmatella_aurantiaca 41 Thr GGT
-GCCCTGATAGCTCAGTT-GGT--AGAGCGCATCCTTGGTAAGGATGAG-------------------GTCACCAGTTCAATCCTGGTTCAGGGCTCCA
>tdbD00010600 Streptococcus_agalactiae_2603V/R 208435 Thr GGT
-GCCGCTATAGTTAAAT--GGT--ATAATAGAGCAATGGTAATGCTCAG-------------------T-TCCGAGTTCAATTCTCGGTGGTGGCA---
>tdbD00010544 Streptococcus_agalactiae_NEM316 211110 Thr GGT
-GCCGCTATAGTTAAAT--GGT--ATAATAGAGCAATGGTAATGCTCAA-------------------T-TCCGAGTTCAATTCTCGGTGGTGGCA---
>tdbD00010603 Streptococcus_mutans_UA159 210007 Thr GGT
-GCCGCTATAGTTAAAT--GGT--ATAATAGAGCAATGGTAATGCTCCG-------------------T-TCCGAGTTCGATTCTCGGTGGTGGCA---
>tdbD00010402 Streptococcus_pneumoniae_TIGR4 170187 Thr GGT
-GCTGATTTAGCTCAGTT-GGC--AGAGCGCATCCATGGTAAGGATGAG-------------------GTCGCCGGTTCAATCCCGGCAATTAGCA---
>tdbD00010401 Streptococcus_pyogenes_M1_GAS 160490 Thr GGT
-GCCGCTGTAGTTAAAT--GGT--ATAATAAAGCAATGGTAATGCTTCG-------------------T-TCCGAGTTCGATTCTCGGTGGTGGCA---
>tdbD00010648 Streptomyces_avermitilis_MA-4680 227882 Thr GGT
-GCCCCCATAGCTCAGTC-GGC--AGAGCGTCTCCATGGTAAGGAGAAG-------------------GTCAACGGTTCGATTCCGTTTGGGGGCTCCA
>tdbD00010652 Streptomyces_avermitilis_MA-4680 227882 Thr GGT
-GCCCCAATAGCTCAGTC-GGC--AGAGCGTCTCCATGGTAAGGAGAAG-------------------GTCTACGGTTCGATTCCGTATTGGGGCT---
>tdbD00010586 Streptomyces_coelicolor_A3(2) 100226 Thr GGT
-GCCCCAATAGCTCAGTC-GGC--AGAGCGTCTCCATGGTAAGGAGAAG-------------------GTCAACGGTTCGATTCCGTTTTGGGGCT---
>tdbD00010587 Streptomyces_coelicolor_A3(2) 100226 Thr GGT
-GCCCCTATAGCTCAGTC-GGT--AGAGCGTCTCCATGGTAAGGAGAAG-------------------GTCAACGGTTCGATTCCGTTTGGGGGCTCCA
>tdbD00010722 Symbiobacterium_thermophilum_IAM_14863 292459 Thr GGT
-GCTGATGTAGCTCAGGA-GGT--AGAGCACGTCCTTGGTAAGGACGAG-------------------GTCACCGGTTCGAGCCCGGTCATCAGCTCCA
>tdbD00010723 Symbiobacterium_thermophilum_IAM_14863 292459 Thr GGT
-GCTGATGTAGCTCAGGT-GGT--AGAGCACGTCCTTGGTAAGGACGAG-------------------GTCACCGGTTCGAGCCCGGTCATCAGCTCCA
>tdbD00002973 Synechocystis_sp. 1143 Thr GGT
-GCCCTTGTAGCTCAGT--GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCACGAGTTCAATCCTCGTCAAGGGCT---
>tdbD00010554 Thermoanaerobacter_tengcongensis_MB4 273068 Thr GGT
-GCCCACGTAGCTCAGTA-GGC--AGAGCGTCGCCTTGGTAAGGCGGAG-------------------GTCACCGGTTCGATCCCGGTCGCGGGCTCCA
>tdbD00010548 Thermosynechococcus_elongatus_BP-1 197221 Thr GGT
-GCCCGTGTAGCTCAGT--GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCACGAGTTCAATCCTCGTCACGGGCT---
>tdbD00010376 Thermotoga_maritima_MSB8 243274 Thr GGT
-GCAGGCGTAGCTTCAAGCGGT--GGAGCGCCGCCTTGGTAAGGCGGAG-------------------GGTGTGGGTTCGAGTCCCACCGCCTGCTCCA
>tdbD00002953 Thermus_thermophilus 274 Thr GGT
-GCTCGCGTAGCTCAGCA-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCGCCGGTTCGAGCCCGGCCGCGAGCTCCA
>tdbD00010757 Treponema_denticola_ATCC_35405 243275 Thr GGT
-GCTCCTGTAGCTCAGTC-GGC--AGAGCACAACCATGGTAAGGTTGGG-------------------GTCAGCAGTTCAATTCTGCTCGGGAGCT---
>tdbD00002942 Treponema_pallidum 160 Thr GGT
-GCTTCTGTAGCTCAGTT-GGC--AGAGCGCAACCATGGTAAGGTTGAG-------------------GTCAGCGGTTCAATCCCGCTCGGAAGCT---
>tdbD00010621 Tropheryma_whipplei_str._Twist 203267 Thr GGT
-GCCCCGGTAGCTCAGT--GGC--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCGTCAGTTCAATCCTGACCCGGGGCT---
>tdbD00010318 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Thr GGT
-GCTGATATAGCTCAGAT-GGT--AGAGCGCATCCTTGGTAAGGATGAG-------------------GTCGGCAGTTCGATTCTGCCTATCAGCACCA
>tdbD00010759 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Thr GGT
-GCCGTTGTAGCTCAGGT-GGT--AGAGTACGTCATTGGTAATGACGAG-------------------GTCCCAAGTTCGAGTCTTGGTAACGGCA---
>tdbD00010559 Xanthomonas_axonopodis_pv._citri_str._306 190486 Thr GGT
-GCTCACGTAGCTCAGTC-GGT--AGAGCACCTCCTTGGTAAGGAGGAG-------------------GTCGAAGGTTCGATTCCTTTCGTGAGCACCA
>tdbD00010379 Xylella_fastidiosa_9a5c 160492 Thr GGT
-GCTCACGTAGCTCAGTC-GGT--AGAGCACCTCCTTGGTAAGGAGGAG-------------------GTCGATGGTTCGATTCCATTCGTGAGCACCA
>tdbD00008444 Acinetobacter_sp._ADP1 62977 Pro TGG
-CGGAGCATAGCACAGCCTGGT--AGTGCACCTGGTTTGGGACCAGGGG-------------------GTCGTAGGTTCGAATCCTACTGCTCCGACCA
>tdbD00002118 Aeromonas_hydrophila 644 Pro TGG
-CGGTGATTAGCGCAGCCCGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCAAAGGTTCGAATCCTTTATCACCGACCA
>tdbD00008167 Agrobacterium_tumefaciens_str._C58 176299 Pro CGG
-CGGAGTGTAGCGCAGTCTGGT--AGCGCACGTCGTTCGGGACGACGGG-------------------GTCGGAGGTTCGAATCCTCTCACTCCGACCA
>tdbD00008168 Agrobacterium_tumefaciens_str._C58 176299 Pro GGG
-CGGAGCGTAGCGCAGCCCGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCGAATCCCGCCGCTCCGACCA
>tdbD00008169 Agrobacterium_tumefaciens_str._C58 176299 Pro TGG
--GGAGTGTAGCGCAGTCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGAGTTCGAATCTCTCCACTCCGACCA
>tdbD00008134 Aquifex_aeolicus_VF5 224324 Pro CGG
-CGGGGCGTAGCGCAGGT-GGT--AGCGCGCTGGCTTCGGGAGCCAGAG-------------------GTCGCCGGTTCGAGTCCGGTCGCCCCGA---
>tdbD00008135 Aquifex_aeolicus_VF5 224324 Pro GGG
-CGGGGTGTAGCGCAGGT-GGT--AGCGCGCTGGCATGGGGGGCCAGAG-------------------GTCGCCGGTTCGAGTCCGGTCACCCCGACCA
>tdbD00008136 Aquifex_aeolicus_VF5 224324 Pro TGG
-CGGGGCGTAGCTCAGGT-GGT--AGAGCGTCGGCTTTGGGAGCCGAAG-------------------GTCGCCGGTTCAAGTCCGGCCGCCCCGA---
>tdbD00008382 Bacillus_anthracis_str._Ames 198094 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008383 Bacillus_anthracis_str._Ames 198094 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGA---
>tdbD00002112 Bacillus_circulans 1397 Pro GGG
-CGGGGTATGGCGCAGTCTGGT--AGCGCGCACCCTTGGGGTGGGTGAG-------------------GCCGTGGGTTCAAATCCCGCTACTCCGACCA
>tdbD00008324 Bacillus_halodurans_C-125 272558 Pro TGG



-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00002111 Bacillus_subtilis 1423 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACATGGTTTGGGACCATGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGACCA
>tdbD00008378 Bacteroides_thetaiotaomicron_VPI-5482 226186 Pro CGG
-CGGAATGTAGCGCAGTT-GGT--AGCGCACTACGTTCGGGACGTAGGG-------------------GTCGGGCGTTCGAGTCGCCTCATTCCGA---
>tdbD00008379 Bacteroides_thetaiotaomicron_VPI-5482 226186 Pro GGG
-CGGGATGTAGCTCAGCCCGGT--AGAGTACGCGTCTGGGGGGCGTGTG-------------------GTCGCAAGTTCGAATCTTGTCATCCCGA---
>tdbD00008376 Bacteroides_thetaiotaomicron_VPI-5482 226186 Pro TGG
-CGGGGTGTAGCGCAGTCCGGTT-AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGTGGGTTCGAATCCCGCTACCCCGA---
>tdbD00008384 Bartonella_henselae_str._Houston-1 283166 Pro GGG
-CGGAGCGTAGCGCAGCCTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCGAATCCCGCCGCTCCGACCA
>tdbD00008385 Bartonella_henselae_str._Houston-1 283166 Pro TGG
-CGGAGCGTAGCGCAGCCTGGT--AGCGCACCTGATTTGGGATCAGGGG-------------------GTCGTAGGTTCGAATCCTATCGCTCCGACCA
>tdbD00008450 Bartonella_quintana_str._Toulouse 283165 Pro GGG
-CGGAGCGTAGCGCAGCCTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCAAATCCCGCCGCTCCGACCA
>tdbD00008387 Bdellovibrio_bacteriovorus_HD100 264462 Pro GGG
-CTGCGCGTGGCTCAGCTTGGT--AGAGCACTTGCTTGGGGTGCAAGAG-------------------GTCGCTGGTTCAAATCCAGTCGCGCAGACCA
>tdbD00008386 Bdellovibrio_bacteriovorus_HD100 264462 Pro TGG
-CGGGGAGTAGCGCAGTCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGTAGGTTCGAATCCTATCTCCCCGACCA
>tdbD00008302 Bifidobacterium_longum_NCC2705 206672 Pro CGG
-CGGGCTGTAGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGCGGGTTCAAATCCCGCCAGCCCGA---
>tdbD00008304 Bifidobacterium_longum_NCC2705 206672 Pro GGG
-CGGGCCGTAGCGCAGTTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCGGGTTCAAATCCCGCCGGCCCGA---
>tdbD00008303 Bifidobacterium_longum_NCC2705 206672 Pro TGG
-CGGGCTATAGCGCAGTTTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGTGGGTTCAAATCCCGCTAGCCCGA---
>tdbD00002104 Borrelia_burgdorferi 139 Pro TGG
-CGGGATGTGGCCTAGT--GGCT-AAGGCACCTGCTTTGGGAGCAGGGG-------------------ATCGTGAGTTCGAATCCCACCATCCCGA---
>tdbD00008325 Bradyrhizobium_japonicum_USDA_110 224911 Pro CGG
-CGGAGTGTGGCTCAGCCCGGT--AGAGCACTGCGTTCGGGACGCAGGG-------------------GTCGCAGGTTCGAATCCTGCCACTCCGACCA
>tdbD00008327 Bradyrhizobium_japonicum_USDA_110 224911 Pro GGG
-CGGAGCGTGGCGCAGCCCGGTT-AGCGCACTAGTCTGGGAGACTAGGG-------------------GTCGGAGGTTCAAATCCTCTCGCTCCGACCA
>tdbD00008326 Bradyrhizobium_japonicum_USDA_110 224911 Pro TGG
-CGGGGTATAGCGCAGCCTGGT--AGCGCGGCAGTTTTGGGTACTGCAG-------------------GTCGTTGGTTCGAATCCAGCTGCCCCGACCA
>tdbD00008150 Brucella_melitensis_16M 224914 Pro CGG
-CGGAGTGTAGCGCAGCCTGGT--AGCGCACCTCGTTCGGGACGAGGGG-------------------GTCGGAGGTTCGAATCCTCTCACTCCGACCA
>tdbD00008149 Brucella_melitensis_16M 224914 Pro TGG
-CGGAGCGTAGCGCAGTCTGGT--AGCGCACCTGATTTGGGATCAGGGG-------------------GTCGCAGGTTCGAATCCTGCCGCTCCGACCA
>tdbD00008070 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Pro TGG
-CGGCGAATAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTAG-------------------GTCAGAGGTTCAAATCCTCTTTCGCCGACCA
>tdbD00008356 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Pro TGG
-CGGCGAGTAGCGCAGTTTGGT--AGCGCAACTGGTTTGGGACCAGTAG-------------------GTCAGAGGTTCAAATCCTCTCTCGCCGA---
>tdbD00008272 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Pro TGG
-CGGCGAATAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCAGGGGTTCAAATCCTCTTTCGCCGACCA
>tdbD00008106 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Pro TGG
-CGGGGTGTAGCGCAGTCTGGTT-AGCGCACTTGGTTTGGGACCAAGGG-------------------GCCGAAGGTTCGAATCCTTTCACCCCGACCA
>tdbD00008452 Candidatus_Blochmannia_floridanus 203907 Pro TGG
-CGGCGAGTGGCGCAGTTTGGT--AGCGTGGCTGGTTTGGGACCAGTAG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGA---
>tdbD00008396 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Pro GGG
-CTGGGTGTAGCGCAGCTTGGCT-AGCGCACTTGCATGGGGTGCAAGGG-------------------GTCGGAAGTTCAAATCTTCTCACCCAGA---
>tdbD00008395 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Pro TGG
-CGGAGTATAGCGCAGCTTGGCT-AGCGCGGCTGCTTTGGGAGCAGTAG-------------------GTCGGGGGTTCGAATCCCTCTACTCCGA---
>tdbD00008107 Caulobacter_crescentus_CB15 190650 Pro CGG
-CGGAGTGTGGCTCAGTCTGGT--AGAGCACTGCGTTCGGGACGCAGGG-------------------GTCGCAGGTTCAAATCCTGCCACTCCGACCA
>tdbD00008108 Caulobacter_crescentus_CB15 190650 Pro GGG
-CGGAGCGTGGCGCAGCCTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCGCTCCGACCA
>tdbD00008109 Caulobacter_crescentus_CB15 190650 Pro TGG
-CGGAGCGTAGCGCAGCCTGGT--AGCGCATCTGTTTTGGGAGCAGAGG-------------------GTCGCAGGTTCAAATCCTGCCGCTCCGACCA
>tdbD00008141 Chlamydia_muridarum_Nigg 243161 Pro GGG
-CTGGATGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GGCGGAGGTTCAAATCCTCTCATCCAGA---
>tdbD00008140 Chlamydia_muridarum_Nigg 243161 Pro TGG
-CGGAGTATAGCGCAGCCTGGTT-AGCGCGGTTGCTTTGGGAGCAATAG-------------------GTCGGGGGTTCGAATCCCTCTACTCCGA---
>tdbD00008061 Chlamydophila_pneumoniae_AR39 115711 Pro GGG
-CTGGGTGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GGCGGAGGTTCAAATCCTCTCATCCAGA---
>tdbD00008062 Chlamydophila_pneumoniae_AR39 115711 Pro TGG
-CGGAGTATAGCGCAGCTTGGTT-AGCGCGGTTGCTTTGGGAGCAATAG-------------------GTCGGGGGTTCGAATCCCTCTACTCCGA---
>tdbD00008266 Chlorobium_tepidum_TLS 194439 Pro CGG
-CGGGGTGTGGCTCAGCT-GGT--AGAGTGCTGCGTTCGGGACGCAGAG-------------------GTCGTGGGTTCGAGTCCCGCCACCCCGA---
>tdbD00008264 Chlorobium_tepidum_TLS 194439 Pro GGG
-CGGCGTATAGCGCAGCCTGGT--AGCGCACTACCTTGGGGTGGTAGGG-------------------GTCGTGGGTTCAAATCCCGCTACGCCGA---
>tdbD00008265 Chlorobium_tepidum_TLS 194439 Pro TGG
-CGGGGCATGGCGCAGCT-GGT--AGCGTGCCTGCTTTGGGAGCAGGAG-------------------GTCCCGAGTTCGAGTCTCGGTGCCCCGACCA
>tdbD00008146 Clostridium_acetobutylicum_ATCC_824 272562 Pro CGG
-CGGGGTGTAGCGCAGT--GGT--AGCGCGCATGCTTCGGGAGCATGAT-------------------GTCGCAAGTTCAACTCTTGTCACCCCGA---
>tdbD00008145 Clostridium_acetobutylicum_ATCC_824 272562 Pro TGG
-CGGGGTGTGGCGCAGAT-GGG--AGCGCGCGTGGTTTGGGACCATGAG-------------------GTCGCAGGTTCAATCCCTGTCACCCCGACCA



>tdbD00008139 Clostridium_perfringens_str._13 195102 Pro TGG
-CGGGGTGTGGCGCAGAT-GGG--AGCGCGCGTGGTTTGGGACCATGAG-------------------GTCGCAGGTTCGATCCCTGTCACCCCGACCA
>tdbD00008328 Clostridium_tetani_E88 212717 Pro GGG
-CTGGGTATAGCGCAGAT-GGT--AGCGCGCATGCATGGGGTGCATGAG-------------------GTCGCAGGTTCAAGTCCTGTTACTCAGACCA
>tdbD00008329 Clostridium_tetani_E88 212717 Pro TGG
-CGGGGTGTGGCGCAGAT-GGG--AGCGCGCGTGGTTTGGGACCATGAG-------------------GTCGCAGGTTCAAGCCCTGTCACCCCGACCA
>tdbD00008388 Corynebacterium_diphtheriae_NCTC_13129 257309 Pro CGG
-CGGGATATGGCGCAGCTTGGT--AGCGCGCCTCGTTCGGGACGAGGAG-------------------GTCGCAGGTTCAAATCCTGTTATCCCGACCA
>tdbD00008389 Corynebacterium_diphtheriae_NCTC_13129 257309 Pro GGG
-CGGACTATGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTTAGTCCGA---
>tdbD00008390 Corynebacterium_diphtheriae_NCTC_13129 257309 Pro TGG
-CGGGACGTGGCGCAGTTTGGT--AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCGTCCCGA---
>tdbD00008310 Corynebacterium_efficiens_YS-314 196164 Pro GGG
-CGGACTGTGGCGCAGCTTGGT--AGCGCACTACACTGGGGGTGTAGGG-------------------GTCGCAGGTTCAAATCCTGTCAGTCCGA---
>tdbD00008309 Corynebacterium_efficiens_YS-314 196164 Pro TGG
-CGGGGCGTGGCGCAGTTTGGT--AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCGCCCCGA---
>tdbD00008274 Corynebacterium_glutamicum_ATCC_13032 196627 Pro CGG
-CGGGATATGGCGCAGCTTGGT--AGCGCGTGCCGTTCGGGACGGTAAG-------------------GTCGCAGGTTCGAATCCTGTTATCCCGA---
>tdbD00008275 Corynebacterium_glutamicum_ATCC_13032 196627 Pro GGG
-CGGACTATGGCGCAGCTTGGT--AGCGCACTACACTGGGGGTGTAGGG-------------------GTCGCAGGTTCAAATCCTGTTAGTCCGA---
>tdbD00008276 Corynebacterium_glutamicum_ATCC_13032 196627 Pro TGG
-CGGGGCGTGGCGCAGCTTGGT--AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCGCCCCGA---
>tdbD00008351 Coxiella_burnetii_RSA_493 227377 Pro CGG
-CGGGGTGTAGCTCAGCCTGGT--AGAGCACTGCCTTCGGGAGGCAGGG-------------------GCCGGAGGTTCGAATCCTCTCACCCCGA---
>tdbD00008352 Coxiella_burnetii_RSA_493 227377 Pro GGG
-CGGGGTATAGCGCAGTCTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGGGGGTTCAAATCCCTCTACCCCGA---
>tdbD00008353 Coxiella_burnetii_RSA_493 227377 Pro GGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GTCGCAGGTTCAAATCCTGCCGTCCCGA---
>tdbD00008110 Deinococcus_radiodurans_R1 243230 Pro CGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCACGTCGTTCGGGACGACGGG-------------------GTCGGAGGTTCGAATCCTCTCGCCCCGACCA
>tdbD00008111 Deinococcus_radiodurans_R1 243230 Pro GGG
-CGAGGCGTAGCGCAGCCTGGT--AGCGCACTACCTTGGGGTGGTAGGG-------------------GTCGTGAGTTCAAATCTCGCCGCCTCGACCA
>tdbD00008112 Deinococcus_radiodurans_R1 243230 Pro TGG
-CGGGAAGTAGCGCAGGCCGGT--AGCGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGACCA
>tdbD00008430 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Pro CGG
-CGGGATGTGGCTCAGTTTGGCT-AGAGCGCAGCGTTCGGGACGCTGAG-------------------GCCGGAGGTTCGAATCCTCTCATCCCGACCA
>tdbD00008431 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Pro GGG
-CGGGATGTAGCGCAGCCTGGG--AGCGCACTTGAATGGGGTTCAAGGG-------------------GTCGAAGGTTCAAATCCTTTCATCCCGACCA
>tdbD00008429 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Pro TGG
-CGGAACGTAGCGCAGCCTGGT--AGCGCACCTGCCTTGGGAGCAGGGG-------------------GTCGCTGGTTCGAATCCAGTCGTTCCGACCA
>tdbD00008330 Enterococcus_faecalis_V583 226185 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00002114 Escherichia_coli 562 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00002115 Escherichia_coli 562 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00002113 Escherichia_coli 562 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008267 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Pro TGG
-CGGAATATAGCGCAGCCCGGT--AGCGCACCTGCCTTGGGAGCAGGGG-------------------GTCGCAAGTTCAAATCTTGCTATTCCGACCA
>tdbD00008268 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Pro TGG
-CGGAATATAGCGCAGCCCGGT--AGCGCACCTGCCTTGGGAGCAGGGG-------------------GCCGCAAGTTCAAATCTTGCTATTCCGACCA
>tdbD00008406 Geobacter_sulfurreducens_PCA 243231 Pro CGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCACCTGCTTCGGGAGCAGGGG-------------------GTCGGAGGTTCAAATCCTCTCGCCCCGACCA
>tdbD00008407 Geobacter_sulfurreducens_PCA 243231 Pro GGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCACCAGACTGGGGGTCTGGTG-------------------GTCGCTGGTTCGAATCCAGTCGCCCCGACCA
>tdbD00008408 Geobacter_sulfurreducens_PCA 243231 Pro TGG
-CGGGGTGTAGCGCAGCCTGGCT-AGCGCACCTGCCTTGGGAGCAGGGG-------------------GTCGGAGGTTCGAATCCTCTCACCCCGACCA
>tdbD00002120 Haemophilus_influenzae 727 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGTAGGTTCAAATCCTATCTCGCCGACCA
>tdbD00008346 Helicobacter_hepaticus_ATCC_51449 235279 Pro GGG
-CGGAGTATAGCGCAGCCTGATT-AGCGCGCACCCTTGGGGTGGGTGAG-------------------GTCGTGGGTTTGAATCCCGCTACTCCGACCA
>tdbD00008345 Helicobacter_hepaticus_ATCC_51449 235279 Pro TGG
-CGGGGCGTAGCGCAGTCTGGTT-AGCGCACTTGGTTTGGGACCAAGGG-------------------GTCGAAGGTTCGAATCCTTTCGCCCCGACCA
>tdbD00002109 Helicobacter_pylori 210 Pro GGG
-CGGAGTATGGCGCAGCCTGATT-AGCGCGCACCCTTGGGGTGGGTGAG-------------------GTCGTGGGTTTGAATCCCGCTACTCCGACCA
>tdbD00002108 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Pro TGG
-CGGGAAGTGGCTCAGTTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGA---
>tdbD00008410 Lactobacillus_johnsonii_NCC_533 257314 Pro TGG
-CGGGAAGTGGCTCAGTTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008332 Lactobacillus_plantarum_WCFS1 220668 Pro CGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTACGTTCGGGACGTAGGG-------------------GTCGCAGGTTCAAATCCTGTTTTCCCGA---
>tdbD00008331 Lactobacillus_plantarum_WCFS1 220668 Pro TGG
-CGGGAAATAGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCGAATCCTGTTTTCCCGA---
>tdbD00008411 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Pro CGG



-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00008412 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Pro GGG
-CGGGCTGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGACCA
>tdbD00008413 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Pro TGG
-CGGGGCGTAGCTCAGCTTGGCT-AGAGCGCCCGCTTTGGGAGCGGGAG-------------------GTCGCAGGTTCGAATCCTGTCGCCCCGA---
>tdbD00008312 Leptospira_interrogans_serovar_Lai_str._56601 189518 Pro GGG
-CGGGGTGTAGCGCAGT--GGT--AGCGCACTTCTCTGGGGGGGAAGGG-------------------GTCGCTGGTTCGAATCCAGTCACTCCGA---
>tdbD00008311 Leptospira_interrogans_serovar_Lai_str._56601 189518 Pro TGG
-CGGGATGTAGCGCAGG--GGT--AGCGCATCTGCCTTGGGAGCAGAGG-------------------GTCGTAGGTTCAAATCCTATCATCCCGA---
>tdbD00008433 Mesoplasma_florum_L1 265311 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCATTCGGTTTGGGACCGAAGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGACCA
>tdbD00008151 Mesorhizobium_loti_MAFF303099 266835 Pro CGG
-CGGAGTGTAGCGCAGTCTGGT--AGCGCACCTCGTTCGGGACGAGGGG-------------------GTCGCAGGTTCAAATCCTGCCACTCCGACCA
>tdbD00008153 Mesorhizobium_loti_MAFF303099 266835 Pro GGG
-CGGAGTGTAGCGCAGCCCGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTCGGTTCGAATCCGGCCACTCCGACCA
>tdbD00008152 Mesorhizobium_loti_MAFF303099 266835 Pro TGG
-CGGAGTGTAGCGCAGGCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGAGTTCGAATCTCTCCACTCCGACCA
>tdbD00008349 Mycobacterium_bovis_AF2122/97 233413 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008347 Mycobacterium_bovis_AF2122/97 233413 Pro GGG
-CGGGCTGTGGCGCAGTTTGGT--AGCGCACTTGACTGGGGGTCAAGTG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGA---
>tdbD00008348 Mycobacterium_bovis_AF2122/97 233413 Pro TGG
-CGGGGTGTAGCGCAGCTTGGT--AGCGCATCCGCTTTGGGAGCGGAAG-------------------GCCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00002096 Mycoplasma_capricolum 2095 Pro TGG
-CGGGAAGTGGCTCAGTTTGGT--AGAGCATTCGGTTTGGGACCGAAGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008344 Mycoplasma_gallisepticum_R 233150 Pro TGG
-CGGGAAGTAGCTTAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00002097 Mycoplasma_genitalium 2097 Pro TGG
-CGGGAAGTAGCTTAGTTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00002099 Mycoplasma_pneumoniae 2104 Pro TGG
-CGGGAAGTAGCTTAGTTTGGTA-GAAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008074 Neisseria_meningitidis_MC58 122586 Pro CGG
-CGGAATGTAGCGCAGCCCGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GGCGGAGGTTCGAATCCTCTCATTCCGACCA
>tdbD00008075 Neisseria_meningitidis_MC58 122586 Pro GGG
-CGGAGTGTGGCGCAGTCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GTCGAAGGTTCGAATCCTTTCACTCCGACCA
>tdbD00008076 Neisseria_meningitidis_MC58 122586 Pro TGG
-CGGGGCGTAGCGCAGCCCGGTT-AGCGCATCTGCTTTGGGAGCAGAGG-------------------GTCGTGAGTTCGAATCCCACCGCCCCGACCA
>tdbD00008077 Neisseria_meningitidis_Z2491 122587 Pro CGG
-CGGAATGTAGCGCAGCCCGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTCATTCCGACCA
>tdbD00008375 Nitrosomonas_europaea_ATCC_19718 228410 Pro CGG
-CGGGGTGTAGCTCAGCCTGGT--AGAGTACTGCGTTCGGGACGCAGGA-------------------GCCGGAGGTTCAAATCCTCTCACCCCGACCA
>tdbD00008373 Nitrosomonas_europaea_ATCC_19718 228410 Pro GGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGTACTTGCATGGGGTGCAAGTG-------------------GTCGGAGGTTCAAATCCTCTCGCCCCGACCA
>tdbD00008374 Nitrosomonas_europaea_ATCC_19718 228410 Pro TGG
-CGGGGTGTAGCGTAGCCTGGT--AGCGCGCCTGGTTTGGGACCAGGAT-------------------GTCGGGAGTTCAAATCTCTCCACCCCGACCA
>tdbD00008164 Nostoc_sp._PCC_7120 103690 Pro CGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GCCGCTGGTTCGAATCCAGTCATCCCGA---
>tdbD00008165 Nostoc_sp._PCC_7120 103690 Pro GGG
-CGGGGCGTAGCGCAGCTTGGT--AGCGCGCCACTTTGGGGTAGTGGAG-------------------GTCGTGGGTTCGAATCCCGCCGCTCCGA---
>tdbD00008162 Nostoc_sp._PCC_7120 103690 Pro TGG
-CGGGATGTAATTCAGT--GGTCTAGAAGCCTTGTTTTGGGGACAAGGA-------------------GTCGTAGGTTCAAATCCTACCATCCCGACCA
>tdbD00008163 Nostoc_sp._PCC_7120 103690 Pro TGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GCCGCAGGTTCAAATCCTGTCATCCCGA---
>tdbD00008313 Oceanobacillus_iheyensis_HTE831 221109 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGACCA
>tdbD00008391 Onion_yellows_phytoplasma_OY-M 262768 Pro TGG
-CGGGAAGTAGCTTAGCTTGGT--ATAGCGCCTGGTTTGGGACCAGGAG-------------------GTCGCGGGTTCAAATCCTGCCTTCCCGACCA
>tdbD00002117 Photobacterium_phosphoreum 659 Pro TGG
-CGGTGAATAGCGCAGTTTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGGGTTCGAATCCCTCTTCACCGACCA
>tdbD00008398 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Pro GGG
-CGGCATGTAGCGCAGCTTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCATGCCGACCA
>tdbD00008416 Porphyromonas_gingivalis_W83 242619 Pro CGG
-CGGGATGTAGCACAGTT-GGT--AGCGCGCCACGTTCGGGACGTGGAG-------------------GTCGGAAGTTCGAGTCTTCTCATCCCGA---
>tdbD00008415 Porphyromonas_gingivalis_W83 242619 Pro GGG
-CGGGGTGTAGCTCAGCCCGGTT-AGAGTACGCGTCTGGGGGGCGTGTG-------------------GTCGCTGGTTCGAATCCAGTCACCCCGA---
>tdbD00008436 Propionibacterium_acnes_KPA171202 267747 Pro CGG
-CGGGGTGTGGCGCAGTTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GTCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00008434 Propionibacterium_acnes_KPA171202 267747 Pro GGG
-CGGGCTGTGGCGCAGTTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGA---
>tdbD00008435 Propionibacterium_acnes_KPA171202 267747 Pro TGG
-CGGGGCGTAGCGTAGT--GGCT-AGCGCGCCTGCTTTGGGAGCAGGAG-------------------ATCGCAGGTTCGAGTCCTGTCGCCCCGACCA
>tdbD00008119 Pseudomonas_aeruginosa_PAO1 208964 Pro CGG
-CGGAGCGTAGCGCAGCTTGGT--AGCGCGTCTCGTTCGGGACGAGAAG-------------------GTCGCTGGTTCGAATCCAGTCGCTCCGACCA
>tdbD00008120 Pseudomonas_aeruginosa_PAO1 208964 Pro GGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GTCGAGTGTTCGAATCACTCCGTCCCGACCA



>tdbD00008121 Pseudomonas_aeruginosa_PAO1 208964 Pro TGG
-CGGGGTATAGCGCAGTCCGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGGGAGTTCGAATCTCTCTACCCCGACCA
>tdbD00008381 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Pro GGG
-CGGGGCGTAGCGCAGTCCGGT--AGCGCACTAGCATGGGGTGCTAGGG-------------------GTCGAGTGTTCGAATCACTCCGTCCCGACCA
>tdbD00008380 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Pro TGG
-CGGGGTATAGCGCAGTCCGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCAGGAGTTCGAATCCCCTTACCCCGACCA
>tdbD00008161 Ralstonia_solanacearum_GMI1000 267608 Pro CGG
-CGGGGTGTAGCTTAGCCTGGT--AGAGCGCTACGTTCGGGACGTAGAG-------------------GCCGGAGGTTCGAATCCTCTCACCCCGACCA
>tdbD00008160 Ralstonia_solanacearum_GMI1000 267608 Pro GGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGTACCTGCATGGGGTGCAGGTG-------------------GTCGGAGGTTCAAATCCTCTCGCCCCGACCA
>tdbD00008159 Ralstonia_solanacearum_GMI1000 267608 Pro TGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCATCTGATTTGGGATCAGAGG-------------------GTCGCATGTTCGAATCATGTCGCCCCGACCA
>tdbD00008369 Rhodopirellula_baltica_SH_1 243090 Pro CGG
-CGGGGCATGGCTCAGCCTGGT--AGAACGCTGCGTTCGGGACGCAGAG-------------------GTCGCTGGTTCAAATCCTGTCGCCCCGA---
>tdbD00008372 Rhodopirellula_baltica_SH_1 243090 Pro GGG
-CGGGATGTGGCTCAGCCTGGTT-AGAGCGCTGCACTGGGGGTGCAGAG-------------------GTCGCAAGTTCGAATCTTGTCATCCCGA---
>tdbD00008370 Rhodopirellula_baltica_SH_1 243090 Pro TGG
-CGGGGCGTAGCTCAGCCTGGC--AGAGCGTCTGGTTTGGGACCAGAAG-------------------GTCGCACGTTCGAATCGTGTCGCCCCGA---
>tdbD00008401 Rhodopseudomonas_palustris_CGA009 258594 Pro GGG
-CGGAGCGTGGCGCAGCCCGGTT-AGCGCACTAGTCTGGGAGACTAGGG-------------------GTCGAAGGTTCAAATCCTTTCGCTCCGACCA
>tdbD00008147 Rickettsia_conorii_str._Malish_7 272944 Pro TGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGAGTTCGAATCTCTCCGCCCCGACCA
>tdbD00008317 Shewanella_oneidensis_MR-1 211586 Pro GGG
-CGGTATGTAGCGCAGCCCGGT--AGCGCACTGTCATGGGGTGTCAGGG-------------------GTCGGAGGTTCGAATCCTCTCATACCGACCA
>tdbD00008318 Shewanella_oneidensis_MR-1 211586 Pro TGG
-CGGTGATTAGCGCAGTCCGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008320 Shigella_flexneri_2a_str._301 198214 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG--------G----------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00002119 Sinorhizobium_meliloti 382 Pro AGG
-CGGAGTGTAGCGCAGTCTGGT--AGCGCACCACGTTAGGGACGTGGGG-------------------GTCGAGTGTTCGAATCACTCCACTCCGACCA
>tdbD00008173 Sinorhizobium_meliloti_1021 266834 Pro CGG
-CGGAGTGTAGCGCAGTCTGGT--AGCGCACCACGTTCGGGACGTGGGG-------------------GTCGAGTGTTCGAATCACTCCACTCCGACCA
>tdbD00008175 Sinorhizobium_meliloti_1021 266834 Pro TGG
-CGGAGTGTAGCGCAGTCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGAGTTCGAATCTCTCCACTCCGACCA
>tdbD00002100 Spiroplasma_melliferum 2134 Pro TGG
-CGGAAAGTAGCTTAGCTTGGT--AGAGCACTCGGTTTGGGACCGAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTTCCGACCA
>tdbD00008333 Staphylococcus_epidermidis_ATCC_12228 176280 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGTAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008334 Staphylococcus_epidermidis_ATCC_12228 176280 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GCCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008322 Streptococcus_agalactiae_2603V/R 208435 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00002121 Streptococcus_mutans 1309 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008144 Streptococcus_pneumoniae_TIGR4 170187 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTGCTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00002105 Streptomyces_ambofaciens 1889 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GTCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008362 Streptomyces_avermitilis_MA-4680 227882 Pro CGG
-CGGGGTGTAGCGCAGCTTGGC--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GTCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008360 Streptomyces_avermitilis_MA-4680 227882 Pro GGG
-CGGGACGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCGTCCCGA---
>tdbD00008363 Streptomyces_avermitilis_MA-4680 227882 Pro TGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGTCCGCTTTGGGAGCGGAAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGACCA
>tdbD00008420 Symbiobacterium_thermophilum_IAM_14863 292459 Pro CGG
-CGGGGTGTGGCTCAGCTTGGT--AGAGCGCACGGTTCGGGACCGTGAG-------------------GTCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00008419 Symbiobacterium_thermophilum_IAM_14863 292459 Pro GGG
-CGGGCTGTGGCGCAGCTTGGT--AGCGCGCTTCCTTGGGGTGGAAGAG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGACCA
>tdbD00008418 Symbiobacterium_thermophilum_IAM_14863 292459 Pro TGG
-CGGGGTGTGGCGCAGTCTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00002123 Synechocystis_sp. 1143 Pro CGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GCCGCAGGTTCGAATCCTGTCATCCCGA---
>tdbD00002122 Synechocystis_sp. 1143 Pro GGG
-CGGGGCGTAGCGCAGCTTGGT--AGCGCACCACTTTGGGGTAGTGGGG-------------------GTCGTGGGTTCAAATCCCGCCGCTCCGA---
>tdbD00002124 Synechocystis_sp. 1143 Pro TGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGCAGGTTCAAATCCTGTCATCCCGA---
>tdbD00008287 Thermoanaerobacter_tengcongensis_MB4 273068 Pro CGG
-CGGGGCATGGCGCAGC--GGT--AGCGCGCGCGGTTCGGGACCGTGAG-------------------GTCGCAGGTTCAAATCCTGTTGCCCCGACCA
>tdbD00008288 Thermoanaerobacter_tengcongensis_MB4 273068 Pro GGG
-CTGGGTGTGGCGCAGCT-GGT--AGCGCGCCAGAATGGGGTTCTGGAG-------------------GCCGGGGGTTCAAGTCCCCCCACTCAGACCA
>tdbD00008286 Thermoanaerobacter_tengcongensis_MB4 273068 Pro TGG
-CGGGATGTAGCGCAGCT-GGT--AGCGCACGTGCTTTGGGAGCATGGG-------------------GTCGGGGGTTCAAGTCCCCCCATCCCGACCA
>tdbD00008281 Thermosynechococcus_elongatus_BP-1 197221 Pro CGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGCAGGTTCAAATCCTGTCATCCCGA---
>tdbD00008280 Thermosynechococcus_elongatus_BP-1 197221 Pro TGG



-CGGGATGTAGCGCAGCTTGGT--AGCGCATCTGCTTTGGGAGCAGAGG-------------------GTCGCAGGTTCAAATCCTGTCATCCCGA---
>tdbD00008125 Thermotoga_maritima_MSB8 243274 Pro CGG
-CGGGGAGTAGCTCAGAC-GGCC-AGAGCGCCAGAATCGGGATCTGGAG-------------------GTCGCGGGTTCAAGTCCCGCCTCCCCGACCA
>tdbD00008126 Thermotoga_maritima_MSB8 243274 Pro GGG
-CGGGGCGTAGCGCAGGT-GGCT-AGCGCGCTTGCATGGGGCGCAAGAG-------------------GTCGCTGGTTCAAGTCCAGTCGCCCCGACCA
>tdbD00008127 Thermotoga_maritima_MSB8 243274 Pro TGG
-CGGGGCGTAGCGCAGGT-GGCT-AGCGCGCCTGCCTTGGGAGCAGGAG-------------------GTCGCTGGTTCAAGTCCAGTCGCCCCGACCA
>tdbD00008438 Thermus_thermophilus_HB27 262724 Pro CGG
---GGGAGTAGCGCAGCCCGGT--AGCGCACCTCGTTCGGGACGAGGGG-------------------GTCGCTGGTTCAAATCCAGTCTCCCCGACCA
>tdbD00008439 Thermus_thermophilus_HB27 262724 Pro GGG
-CGGGGAGTAGCGCAGCCTGGT--AGCGCACACGCTTGGGGTGCGTGGG-------------------GTCGTCGGTTCAAATCCGGCCTCCCCGACCA
>tdbD00008437 Thermus_thermophilus_HB27 262724 Pro TGG
-CGGGGCGTAGCGCAGGCCGGT--AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGCCCGTTCAAATCGGGCCGCCCCGACCA
>tdbD00008442 Treponema_denticola_ATCC_35405 243275 Pro CGG
-CGGGCAGTAGCGCAGG--GGT--AGCGCGCTTGGTTCGGGACCAAGAA-------------------GTCGGGGGTTCAAATCCCCCCTGCCCGA---
>tdbD00008440 Treponema_denticola_ATCC_35405 243275 Pro GGG
-CGGGCAATAGCGCAGTT-GGTT-AGCGTACAAGTCTGGGGGACTTGGG-------------------GTCCCCGGTTCAAATCCGGGTTGCCCGA---
>tdbD00008441 Treponema_denticola_ATCC_35405 243275 Pro TGG
-CGGGATGTAGCCTAGG--GGCT-AAGGCGTCTGGTTTGGGACCAGAAG-------------------ATCGGGGGTTCAAATCCCTCCATCCCGA---
>tdbD00002101 Treponema_pallidum 160 Pro CGG
-CGGGTGGTAGCGCAGT--GGT--AGCGCGCTCGGTTCGGGACTGAGAG-------------------GTCGGGGGTTCAAATCCCCCTCGCCCGACCA
>tdbD00002103 Treponema_pallidum 160 Pro GGG
-CGGGCAATGGCGCAGTA-GGTT-AGCGTACAAGTCTGGGGGACTTGGG-------------------GTCCCCGGTTCGAGTCCGGGTTGCCCGA---
>tdbD00002102 Treponema_pallidum 160 Pro TGG
-CGGGACGTGGCCTAGG--GGCT-AGGGCACCCGGTTTGGGACCGGAAG-------------------ATCGAGGGTTCAAATCCCTCCGTCCCGA---
>tdbD00008337 Tropheryma_whipplei_str._Twist 203267 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCCTCGTTCGGGACGAGGAG-------------------GTCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008335 Tropheryma_whipplei_str._Twist 203267 Pro GGG
-CGGGCTGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCAAATCCCGCCAGCCCGA---
>tdbD00008336 Tropheryma_whipplei_str._Twist 203267 Pro TGG
-CGGGGTGTAGCTCAGTTTGGT--AGAGCGCCCGCTTTGGGAGCGGGAG-------------------GTCGCAGGTTCAAATCCTGTCGCCCCGA---
>tdbD00008087 Ureaplasma_parvum_serovar_3 38504 Pro TGG
-CGGGAAGTAGCACAGCTTGGT--AGTGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGACCA
>tdbD00008080 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Pro GGG
-CGGACTGTAGCGCAGCTTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCAGTCCGACCA
>tdbD00008082 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Pro TGG
-CGGTGAATAGCGCAGTTTGGT--ARCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGGGTTCGAATCCCTCTTCACCGACCA
>tdbD00008443 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Pro TGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCATTTGGTTTGGGACCAAAGG-------------------GTCGGGAGTTCAAATCTCTCCGCCCCGA---
>tdbD00008293 Xanthomonas_axonopodis_pv._citri_str._306 190486 Pro CGG
-CGGGGTGTAGCTCAGTCTGGT--AGAGCGCTACGTTCGGGACGTAGAG-------------------GTCGCAGGTTCGAATCCTGTCTCCCCGACCA
>tdbD00008294 Xanthomonas_axonopodis_pv._citri_str._306 190486 Pro GGG
-CGGGGTATAGCGCAGCCTGGT--AGCGCACTAGTCTGGGGGACTAGTG-------------------GTCGTCGGTTCGAATCCGGCTACCCCGACCA
>tdbD00008292 Xanthomonas_axonopodis_pv._citri_str._306 190486 Pro TGG
-CGGGGTATAGCGCAGTCTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGGGGGTTCGAATCCCTCTACCCCGACCA
>tdbD00008129 Xylella_fastidiosa_9a5c 160492 Pro GGG
-CGGGGTATAGCGCAGCCTGGT--AGCGCACCAGTCTGGGGGACTGGTG-------------------GTCGTCGGTTCAAATCCGGCTACCCCGACCA
>tdbD00008130 Xylella_fastidiosa_9a5c 160492 Pro TGG
-CGGGGTATAGCGCAGTCTGGC--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGGGGGTTCGAATCCCTCTACCCCGACCA
>tdbD00008421 Yersinia_pestis_biovar_Microtus_str._91001 229193 Pro GGG
-CGGCATGTAGCGCAGCTTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGAAGGTTCAAATCCTTTCATGCCGACCA
>tdbD00005590 Acinetobacter_sp._ADP1 62977 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005591 Acinetobacter_sp._ADP1 62977 Gly TCC
-GCGGGAGTAACTCAGTT-GGT--AGAGTGGCAGCCTTCCAAGCTGCAT-------------------GTCGCGAGTTCGATCCTCGTCTCCCGCTCCA
>tdbD00005261 Agrobacterium_tumefaciens_str._C58 176299 Gly CCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGCAGCTTCCCAAGCTGAAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005263 Agrobacterium_tumefaciens_str._C58 176299 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGGGTTCAAATCCCTTCGCCCGCTCCA
>tdbD00005216 Aquifex_aeolicus_VF5 224324 Gly CCC
-GCGGGCGTAGCTCAGA--GGT--AGAGCACCTGCTTCCCAAGCAGGAG-------------------GTCGCCGGTTCGAGTCCCGTCGCCCGCTCCA
>tdbD00005217 Aquifex_aeolicus_VF5 224324 Gly GCC
-GCGGGCGTAGCTCAGT--GGT--AGAGCGGCTGCTTGCCATGCAGCAG-------------------GTCGCGGGTTCGAGTCCCGTCGCCCGCTCCA
>tdbD00005218 Aquifex_aeolicus_VF5 224324 Gly TCC
-GCGGGCGTAGCTCAGTT-GGT--AGAGCAGCGGCCTTCCAAGCCGCAG-------------------GTCGCGGGTTCGAGTCCCGTCGCCCGCTCCA
>tdbD00000843 Azorhizobium_caulinodans 7 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGGGTTCGAATCCCTTCGCCCGCTCCA
>tdbD00005592 Bacillus_anthracis_str._A2012 191218 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005504 Bacillus_anthracis_str._Ames 198094 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00005505 Bacillus_anthracis_str._Ames 198094 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCT---
>tdbD00005507 Bacillus_anthracis_str._Ames 198094 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCTCCA



>tdbD00005436 Bacillus_halodurans_C-125 272558 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005437 Bacillus_halodurans_C-125 272558 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGGGTTCGATTCCCATCACCCGCT---
>tdbD00005438 Bacillus_halodurans_C-125 272558 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGAGTTCGATTCTCATCACCCGCTCCA
>tdbD00005439 Bacillus_halodurans_C-125 272558 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00000831 Bacillus_subtilis 1423 Gly GCC
-GCGGAAGTAGTTCAGT--GG---AGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00000833 Bacillus_subtilis 1423 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--TGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005499 Bacteroides_thetaiotaomicron_VPI-5482 226186 Gly CCC
-GCGGTAGTAGCTCAGTT-GGT--AGAGCATTAGCTTCCCAAGCTGGGG-------------------GTCGCGAGTTCGAGCCTCGTTTACCGCT---
>tdbD00005497 Bacteroides_thetaiotaomicron_VPI-5482 226186 Gly GCC
-GCGGAAATAGCTCAGTT-GGT--AGAGCATAACCTTGCCAAGGTTAGG-------------------GTCGCGAGTTCGAGTCTCGTTTTCCGCT---
>tdbD00005500 Bacteroides_thetaiotaomicron_VPI-5482 226186 Gly TCC
-GCGGAAGTAGCTCAGTT-GAT--AGAGCATTAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTTGAGCCCCGTCTTCCGCT---
>tdbD00005509 Bartonella_henselae_str._Houston-1 283166 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGTGGGTTCGAATCCCATCGCCCGCTCCA
>tdbD00005508 Bartonella_henselae_str._Houston-1 283166 Gly TCC
-GCGGGTATAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005510 Bdellovibrio_bacteriovorus_HD100 264462 Gly GCC
-GCGGGAGTAGCTCAGTT-GAT--AGAGCGATGCCTTGCCAAGGCATAG-------------------GTCGCGGGTTTGAGCCCCGTCTCCCGCTCCA
>tdbD00005511 Bdellovibrio_bacteriovorus_HD100 264462 Gly TCC
-GCGGGAATAGCTCAATT-GGCT-AGAGTATCTGCCTTCCAAGCAGAGG-------------------GTTGCGGGTTCGAGACCCGTTTCCCGCTCCA
>tdbD00005410 Bifidobacterium_longum_NCC2705 206672 Gly CCC
-GCGGACATAGTTCATC--GGT--AGAATGAAAGCTTCCCAAGCTTTAG-------------------A-GGCGGGTTCGACTCCCGTTGTCCGCTCCA
>tdbD00005407 Bifidobacterium_longum_NCC2705 206672 Gly GCC
-GCGGACATAGCTTAGTT-GGT--AAAGCGCAACCTTGCCAAGGTTGAG-------------------ACCGCGGGTTCGAGTCCCGTTGTCCGCT---
>tdbD00005409 Bifidobacterium_longum_NCC2705 206672 Gly GCC
-GCGGACATAGCTTAGTT-GGT--AAAGCGCAACCTTGCCAAGGTTGAG-------------------ACCGCGGGTTCGAGTCCCGTTGTCCGCTCCA
>tdbD00005406 Bifidobacterium_longum_NCC2705 206672 Gly TCC
-GCGGATGTAGCTCAAT--GGT--AGAGCCTCAGTCTTCCAAACTGATT-------------------A-CGCGGGTTCGATTCCCGTCATCCGCTCCA
>tdbD00000819 Borrelia_burgdorferi 139 Gly GCC
-GCGAAAGTAACTCAGG--GGT--AGAGTGTCACCTCGCCAAGGTGGAA-------------------GTCGCGGGTTCAAATCCCGTCTTTCGCT---
>tdbD00000818 Borrelia_burgdorferi 139 Gly TCC
-GCGTCCTTCGTATAAT--GGCT-ATTACCTTAGCCTTCCAAGCTAATG-------------------A-TGTCGGTTCGATTCCGATAGGACGCT---
>tdbD00005185 Borrelia_burgdorferi_B31 224326 Gly GCC
-GCGAAAGTAACTCAGG--GGT--AGAGTGTCACCTTGCCAAGGTGGAA-------------------GTCGCGGGTTCAAATCCCGTCTTTCGCT---
>tdbD00005441 Bradyrhizobium_japonicum_USDA_110 224911 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGGCAGCTTCCCAAGCTGCAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005440 Bradyrhizobium_japonicum_USDA_110 224911 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGAGGGTTCGAGCCCCTTCGCCCGCTCCA
>tdbD00005442 Bradyrhizobium_japonicum_USDA_110 224911 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005242 Brucella_melitensis_16M 224914 Gly CCC
-GCGGGTATGATGTAAT--GGT--AGCCTGTCAGCTTCCCAAGCTGAAC-------------------G-CGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005241 Brucella_melitensis_16M 224914 Gly TCC
-GCGGGTATAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-CGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005147 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCAAGTCTCGTTTCCCGCTCCA
>tdbD00005148 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Gly TCC
-GCGGACATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-CGCGGGTTCAATTCCCGCTGTCCGCT---
>tdbD00005479 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGTACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCAAATCTCGTTTCCCGCT---
>tdbD00005478 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Gly TCC
-GCGAACATCGTATAAT--GGAT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCAATTCCCGCTGTTCGCTCCA
>tdbD00005368 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAATCTCGTTTCCCGCTCCA
>tdbD00005367 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Gly TCC
-GCGGACATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCAATTCCCGCTGCCCGCT---
>tdbD00000841 Campylobacter_jejuni 197 Gly TCC
-GCGGGAGTAGCTCAGTT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTCGAGTCCCGTTTCCCGCTCCA
>tdbD00005187 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Gly GCC
-GCGGGAATAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAATCTCGTTTCCCGCTCCA
>tdbD00005603 Candidatus_Blochmannia_floridanus 203907 Gly GCC
-GCGGGAATAGCTCAGAT-GGTT-AGAGTGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAATCTCGTTTCCCGCT---
>tdbD00005521 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCATCACGTTGCCAACGTGAGA-------------------GTCGTGAGTTCGAATCTCATCACCCGCT---
>tdbD00005520 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Gly TCC
-GCGCCTGTAGTTCAAT--GGT--AGAACAGTAGCCTTCCAAGCTACGA-------------------G-TGTCAGTTCGATTCTGATCAGGCGCT---
>tdbD00005189 Caulobacter_crescentus_CB15 190650 Gly CCC
-GCGGGCGTAGTTCAGA--GGT--AGAACGTCAGCTTCCCAAGCTGAAT-------------------GTCGGGGGTTCGATTCCCCCCGCCCGCTCCA
>tdbD00005190 Caulobacter_crescentus_CB15 190650 Gly GCC



-GCGGGCGTAGCTCAGT--GGT--AGAGCGCCACCTTGCCAAGGTGGAT-------------------GTCGAGAGTTCGAATCTCTTCGCCCGCTCCA
>tdbD00005191 Caulobacter_crescentus_CB15 190650 Gly TCC
-GCGGGTATAGCACAAT--GGT--AGTGCAGCAGCCTTCCAAGCTGAGG-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005231 Chlamydia_muridarum_Nigg 243161 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCGCCACGTTGCCAACGTGAAG-------------------GTCGTGAGTTCAAGCCTCATCACCCGCT---
>tdbD00005230 Chlamydia_muridarum_Nigg 243161 Gly TCC
-GCGCCCGTAGCTCAAT--GGT--AGAGCTGTAGCCTTCCAAGCTACCG-------------------G-TGTCAGTTCGATTCTGATCGGGCGCT---
>tdbD00005136 Chlamydophila_pneumoniae_AR39 115711 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCGTCACGTTGCCAACGTGAAG-------------------GTCGTGAGTTCAAGCCTCATCACCCGCT---
>tdbD00005359 Chlorobium_tepidum_TLS 194439 Gly CCC
-GCGGGTGTAACTCAGTT-GGT--AGAGTGTTTGCTTCCCAAGCAAAAT-------------------GTCGCGAGTTCGAATCTCGTCACCCGCT---
>tdbD00005358 Chlorobium_tepidum_TLS 194439 Gly GCC
-GCGGGAATAGCTCAGCT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCT---
>tdbD00005360 Chlorobium_tepidum_TLS 194439 Gly TCC
-GCGGGAGTAACTCAGCT-GGT--AGAGTCACAGCCTTCCAAGCTGTTG-------------------GTCGCGGGTTCGAGTCCCGTCTCCCGCT---
>tdbD00005238 Clostridium_acetobutylicum_ATCC_824 272562 Gly CCC
-GCGGGAATAGCTCAGT--GGT--AGAGCACTAGCTTCCCAAGCTGGGT-------------------GCCGCGGGTTCGATACCCGTTTCCCGCTCCA
>tdbD00005236 Clostridium_acetobutylicum_ATCC_824 272562 Gly GCC
-GCGGGAGTGGCTCAGT--GGT--AGAGCGTCACCTTGCCAAGGTGAAC-------------------GTCGCGAGTTCGAATCTCGTCTTCCGCTCCA
>tdbD00005237 Clostridium_acetobutylicum_ATCC_824 272562 Gly TCC
-GCGGGTGTAACTCAAT--GGT--AGAGTGCTAGCCTTCCAAGCTAGTT-------------------A-CGAGGGTTCGATTCCCTCTACCCGCTCCA
>tdbD00005228 Clostridium_perfringens_str._13 195102 Gly GCC
-GCGGGAGTGACTCAAT--GGT--AGAGTGTCACCTTGCCAAGGTGAAA-------------------GTTGCGAGTTCGAGTCTCGTCTTCCGCTCCA
>tdbD00005229 Clostridium_perfringens_str._13 195102 Gly GCC
-GCGGGAGTGACTCAAT--GGT--AGAGTGTCACCTTGCCAAGGTGAAA-------------------GTTGCGGGTTCGAGTCCCGTCTTCCGCTCCA
>tdbD00005227 Clostridium_perfringens_str._13 195102 Gly TCC
-GCGGGTGTAGTTCAAT--GGT--AGAACACCAGCCTTCCAAGCTGGAT-------------------A-CCCGGGTTCGATTCCCGGTACCCGCTCCA
>tdbD00005443 Clostridium_tetani_E88 212717 Gly GCC
-GCGGGAGTGGCTCAGT--GGT--AGAGCGTCACCTTGCCAAGGTGAAC-------------------GTCGTGGGTTCGAATCCCATCTTCCGCTCCA
>tdbD00005444 Clostridium_tetani_E88 212717 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGTTCCAGCCTTCCAAGCTGGCT-------------------G-TGAGAGTTCGATTCTCTTCACCCGCTCCA
>tdbD00005512 Corynebacterium_diphtheriae_NCTC_13129 257309 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAGTCTCGTCATCCGCT---
>tdbD00005472 Coxiella_burnetii_RSA_493 227377 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACATAAGCTTCCCAAGCTTAGA-------------------A-CGTGGGTTCGATTCCCATCACCCGCT---
>tdbD00005473 Coxiella_burnetii_RSA_493 227377 Gly GCC
-GCGGGAATAGCTCAGCT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAATCTCGTTTCCCGCTCCA
>tdbD00005471 Coxiella_burnetii_RSA_493 227377 Gly TCC
-GCGGGTGTAGTTCAAC--GGT--AGAACTTCAGCCTTCCAAGCTGATA-------------------G-CGTGGGTTCGACTCCCATCACCCGCT---
>tdbD00005192 Deinococcus_radiodurans_R1 243230 Gly CCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGTCAGCTTCCCAAGCTGAAT-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCT---
>tdbD00005193 Deinococcus_radiodurans_R1 243230 Gly GCC
-GCGGGAGTAGCTCAGCT-GGT--AGAGCACTACCTTGCCAAGGTAGAT-------------------GTCGCGAGTTCGAATCTCGTCTCCCGCTCCA
>tdbD00005194 Deinococcus_radiodurans_R1 243230 Gly TCC
-GCGGGATTGGTGTAGT--GGT--AGCACAGCAGCCTTCCAAGCTTCTG-------------------G-CCTCGGTTCGAATCCGTGATCCCGCTCCA
>tdbD00005573 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Gly CCC
-GCGGGAATAACTCAGC--GGT--AGAGTGTCAGCTTCCCAAGCTGAAG-------------------GTCGCGGGTTCAAATCCCGTTTCCCGCTCCA
>tdbD00005572 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Gly GCC
-GCGGGAGTAACTCAGT--GGT--AGAGTGCAACCTTGCCAAGGTTGAA-------------------GTCGCGGGTTCAAATCCCGTCTCCCGCTCCA
>tdbD00005574 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Gly TCC
-GCGGGAATAGCTCAAGT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTTGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005445 Enterococcus_faecalis_V583 226185 Gly GCC
-GCGGAAATAGCTCAGT--GGT--AGAGCACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTTTTCCGCT---
>tdbD00005446 Enterococcus_faecalis_V583 226185 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00000839 Escherichia_coli 562 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00000838 Escherichia_coli 562 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00000837 Escherichia_coli 562 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005362 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCATAACCTTGCCAAGGTTAGG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00005361 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Gly TCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGTCAGCCTTCCAAGCTGAAT-------------------GTCGCGAGTTCGAACCTCGTTTCCCGCTCCA
>tdbD00005540 Geobacter_sulfurreducens_PCA 243231 Gly CCC
-GCGGGAATAACTCAGT--GGT--AGAGTGTCAGCTTCCCAAGCTGAAG-------------------GTCGCGGGTTCGAATCCCGTTTCCCGCTCCA
>tdbD00005539 Geobacter_sulfurreducens_PCA 243231 Gly GCC
-GCGGGAATAACTCAGT--GGT--AGAGTGCAACCTTGCCAAGGTTGAA-------------------GTCGCGGGTTCGAATCCCGTTTCCCGCTCCA
>tdbD00000844 Haemophilus_influenzae 727 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00000846 Haemophilus_influenzae 727 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTTAGCCTTCCAAGCTAATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00000827 Helicobacter_pylori 210 Gly GCC
-GCGGGAATAGCTCAGT--GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GCCGCGGGTTCGATCCCCGTTTCCCGCTCCA



>tdbD00000828 Helicobacter_pylori 210 Gly TCC
-GCGGGAATAGCTCAGTT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTCGAGTCCCGTTTCCCGCTCCA
>tdbD00005180 Helicobacter_pylori_J99 85963 Gly GCC
-GCGGGAATAGCTCAGT--GGTA-GAAGCACGACCTTGCCAAGGTCGGG-------------------GCCGCGGGTTCGATCCCCGTTTCCCGCTCCA
>tdbD00000826 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCATGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00005542 Lactobacillus_johnsonii_NCC_533 257314 Gly CCC
-GCGGGTATAGTTTAAT--GGT--AAAATGTCAGCTTCCCAAGCTGAAG-------------------A-TGCGGGTTCGATTCACGCTATCCGCT---
>tdbD00005543 Lactobacillus_johnsonii_NCC_533 257314 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCATGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005545 Lactobacillus_johnsonii_NCC_533 257314 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACACCACCTTGCCATGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00000829 Lactococcus_lactis 1358 Gly TCC
-GCGGATGTAGTTTAAT--GGT--AGAACCCCAGCCTTCCAAGCTGGCT-------------------A-CGCGAGTTCGATTCTCGTCATCCGCT---
>tdbD00005548 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Gly CCC
-GCGAGTGTAGTTCAAT--GGT--AGAACTTCAGCTTCCCAAGCTGATA-------------------G-CGCGGGTTCGATTCCCGTCACTCGCTCCA
>tdbD00005416 Leptospira_interrogans_serovar_Lai_str._56601 189518 Gly GCC
-GCGGGAATAGCTCAGT--GGT--AGAGCACCTCCTTGCCAAGGAGGGG-------------------GTCGCGGGTTCGAATCCCGTTTCCCGCT---
>tdbD00005219 Listeria_innocua_Clip11262 272626 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCT---
>tdbD00005221 Listeria_innocua_Clip11262 272626 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCTCCA
>tdbD00005222 Listeria_innocua_Clip11262 272626 Gly GCC
-GCGGAAGTAGTTCAGC--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCT---
>tdbD00005220 Listeria_innocua_Clip11262 272626 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGTGGGTTCGATTCCCATCACCCGCT---
>tdbD00005245 Mesorhizobium_loti_MAFF303099 266835 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGCGTTCGAATCGCTTCACCCGCTCCA
>tdbD00005244 Mesorhizobium_loti_MAFF303099 266835 Gly TCC
-GCGGGTATAGCTCAGT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005468 Mycobacterium_bovis_AF2122/97 233413 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAATCCCGTCATCCGCT---
>tdbD00005467 Mycobacterium_bovis_AF2122/97 233413 Gly TCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCCCTAGTCTTCCAAACTAGCG-------------------A-CGCGGGTTCGATTCCCGTCGCCCGCT---
>tdbD00005164 Mycobacterium_leprae_TN 272631 Gly TCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCCCTAGTCCTCCAAACTAGCT-------------------A-CACGGGTTCGATTCCCGTCGCCCGCT---
>tdbD00005464 Mycoplasma_gallisepticum_R 233150 Gly TCC
-GCGGGTGTAGTTCAAT--GGT--AGAACTGCAGCCTTCCAAGCTGTTA-------------------A-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00000811 Mycoplasma_genitalium 2097 Gly TCC
-GCGAGTATAGTTTAAT--GGT--AGAACATCAGCCTTCCAAGCTGATC-------------------G-TGTCGGTTCGATTCCGATTACTCGCTCCA
>tdbD00000813 Mycoplasma_pneumoniae 2104 Gly TCC
-GCGAGTATAGTTTAGT--GGT--AGAACATCAGTCTTCCAAGCTGATC-------------------G-TGTCGGTTCGATTCCGATTACTCGCTCCA
>tdbD00005152 Neisseria_meningitidis_MC58 122586 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGACTCGTTTCCCGCTCCA
>tdbD00005153 Neisseria_meningitidis_MC58 122586 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGAAGCCTTCCAAGCTTACG-------------------G-TGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005495 Nitrosomonas_europaea_ATCC_19718 228410 Gly CCC
-GCGGGTGTAGTTCAAT--GGC--AGAACGGTAGCTTCCCAAGCTGCAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005496 Nitrosomonas_europaea_ATCC_19718 228410 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGAAGCCTTCCAAGCTTACG-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005257 Nostoc_sp._PCC_7120 103690 Gly CCC
-GCGGGCGTAATTCAGT--GGT--AGAATGTCACCTTCCCAAGGTGAAC-------------------GTCGTGGGTTCGAGTCCCATCGCCCGCT---
>tdbD00005259 Nostoc_sp._PCC_7120 103690 Gly GCC
-GCGGGTATAGCTCAGT--GGT--AGAGCGTCACCTTGCCAAGGTGAAT-------------------GTCGCGCGTTCGAATCGCGTTACCCGCT---
>tdbD00005256 Nostoc_sp._PCC_7120 103690 Gly TCC
-GCGATCGTGGTGTAAC--GGC--AGCATCAGAGTCTTCCAAACTCACG-------------------G-TACGAGTTCGAGTCTCGTCGATCGCT---
>tdbD00005258 Nostoc_sp._PCC_7120 103690 Gly TCC
-GCGGGCGTAGTTTAGT--GGT--AAAACTATAGCCTTCCAAGCTATTA-------------------A-TGCGGGTTCGATTCCCGCCGCCCGCT---
>tdbD00005418 Oceanobacillus_iheyensis_HTE831 221109 Gly TCC
-GCGGGTGTAGTTTAAT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005515 Onion_yellows_phytoplasma_OY-M 262768 Gly TCC
-GCGGGCGTCGTATAAT--GGCC-ATTACCTTAGCCTTCCAAGCTAAAG-------------------A-CGTGGGTTCGATTCCCATCGCCCGCTCCA
>tdbD00005199 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00005523 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Gly CCC
-GCGAGCGTAGTTCAAT--GGC--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCTCGCTCCA
>tdbD00005551 Porphyromonas_gingivalis_W83 242619 Gly CCC
-GCGGTAGTAGCTCAGTT-GGT--AGAGCATCAGCTTCCCAAGCTGAGG-------------------GTCACGAGTTCGAGCCTCGCCTACCGCT---
>tdbD00005550 Porphyromonas_gingivalis_W83 242619 Gly GCC
-GCGGAAGTAGCTCAGTT-GGT--AGAGCATAACCTTGCCAAGGTTAGG-------------------GTCGCGGGTTCGAGTCCCGTCTTCCGCT---
>tdbD00005552 Porphyromonas_gingivalis_W83 242619 Gly GCC
-GCGGAAGTAGCTCAGTT-GGT--AGAGCATAACCTTGCCAAGGTTAGG-------------------GTCGCGGGTTCGAGTCCCGTCTTCCGCTCCA
>tdbD00005549 Porphyromonas_gingivalis_W83 242619 Gly TCC
-GCGGAAGTAGCTCAGTC-GAT--AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTTGAGCCCCGTCTTCCGCT---
>tdbD00005581 Propionibacterium_acnes_KPA171202 267747 Gly CCC



-GCGGGCGTAGCTCAAT--GGT--AGAGCGTCAGCTTCCCAAGCTGGAT-------------------A-CGCGGGTTCGATTCCCGTCGCCCGCTCCA
>tdbD00005579 Propionibacterium_acnes_KPA171202 267747 Gly GCC
-GCGGACGTGGCTCAGTT-GGT--AGAGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAGTCCCGTCGTCCGCT---
>tdbD00005580 Propionibacterium_acnes_KPA171202 267747 Gly TCC
-GCGGATGTAGCTCAAT--GGT--AGAGCCCCAGTCTTCCAAACTGGCT-------------------A-CGCGGGTTCGATTCCCGTCATCCGCTCCA
>tdbD00000840 Pseudomonas_aeruginosa 287 Gly TCC
-GCGGGTATAGTTCAGT--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005203 Pseudomonas_aeruginosa_PAO1 208964 Gly CCC
-GCGGGCGTCGTATAAT--GGC--ATTACCTGAGCTTCCCAAGCTCATG-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005503 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Gly CCC
-GCGGGTATAGTTGAAT--GGT--ACAACTATTGCTTCCCAAGCAATCG-------------------G-TGAGGGTTCGATTCCCTCTACCCGCTCCA
>tdbD00005501 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Gly TCC
-GCGGGTATAGTTTAGT--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005253 Ralstonia_solanacearum_GMI1000 267608 Gly CCC
-GCGGGCGTCGTATAAT--GGT--AATACCCTAGCTTCCCAAGCTAGAG-------------------C-CGTGGGTTCGATTCCCATCGCCCGCTCCA
>tdbD00005254 Ralstonia_solanacearum_GMI1000 267608 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00005490 Rhodopirellula_baltica_SH_1 243090 Gly GCC
-GCGCCCATGATGTAGC--GGT--AGCCTGCTGCCTTGCCATGGCGGAA-------------------G-TGTGGGTTCGACTCCCACTGGGCGCT---
>tdbD00005491 Rhodopirellula_baltica_SH_1 243090 Gly GCC
-GCGGCTGTAGCTCAGTT-GGC--AGAGCATCACGTTGCCAACGTGATT-------------------GTCGTCGGTTCGAATCCGATCAGCCGCT---
>tdbD00005492 Rhodopirellula_baltica_SH_1 243090 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCT---
>tdbD00005239 Rickettsia_conorii_str._Malish_7 272944 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCGCCACCTTGCCAAGGTTGAA-------------------GTCGAGGGTTCGAATCCCTTCACCCGCTCCA
>tdbD00005240 Rickettsia_conorii_str._Malish_7 272944 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGTTCCAGCCTTCCAAGCTGGCT-------------------G-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005369 Rickettsia_prowazekii_str._Madrid_E 272947 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCGCTACCTTGCCAAGGTCGAA-------------------GTCGAGGGTTCGAATCCCTTCACCCGCTCCA
>tdbD00005554 Rickettsia_typhi_str._Wilmington 257363 Gly TCC
-GCGGGTGTAACTCAAT--GGT--AGAGTTCCAGCCTTCCAAGCTGGCT-------------------G-TGTGGGTTCGATTCCCATCATCCGCTCCA
>tdbD00005424 Shewanella_oneidensis_MR-1 211586 Gly GCC
-GCGACATTAGCTCAGTT-GGT--AGAGCGATACCTTGCCAAGGTATAG-------------------GTCATCGGTTCGAACCCGATATGTCGCTCCA
>tdbD00005425 Shewanella_oneidensis_MR-1 211586 Gly TCC
-GCGGGCATCGTATAAT--GGT--ATTACTCCAGCCTTCCAAGCTGATA-------------------A-CGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005429 Shigella_flexneri_2a_str._301 198214 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGAG-------------------GTCTCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005268 Sinorhizobium_meliloti_1021 266834 Gly CCC
-GCGGGTGTAGTTCAGT--GGT--AGAACGCCAGCTTCCCAAGCTTGAT-------------------GTCGTCGGTTCGATCCCGATCACCCGCTCCA
>tdbD00005270 Sinorhizobium_meliloti_1021 266834 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGGGCGTTCGAATCGCCTCACCCGCTCCA
>tdbD00005530 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Gly TCC
-GCGGGTGTAGTTTAAT--GGC--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00000836 Stigmatella_aurantiaca 41 Gly TCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGTCAGCCTTCCAAGCTGAAT-------------------GTCGTGGGTTCGAGTCCCATTTCCCGCTCCA
>tdbD00005430 Streptococcus_agalactiae_2603V/R 208435 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAACCCCGTCGTTCGCT---
>tdbD00005431 Streptococcus_agalactiae_2603V/R 208435 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005432 Streptococcus_mutans_UA159 210007 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGTTCGCT---
>tdbD00005235 Streptococcus_pneumoniae_TIGR4 170187 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGTTCGCT---
>tdbD00005484 Streptomyces_avermitilis_MA-4680 227882 Gly CCC
-GCGGGTGTAGTTTAAT--GGT--AGAACATGAGCTTCCCAAGCTCAGA-------------------G-CGCGAGTTCGATTCTCGTCACCCGCTCCA
>tdbD00005483 Streptomyces_avermitilis_MA-4680 227882 Gly GCC
-GCGGACGTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTCGTCCGCTCCA
>tdbD00005486 Streptomyces_avermitilis_MA-4680 227882 Gly GCC
-GCGGACGTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTCGTCCGCT---
>tdbD00005485 Streptomyces_avermitilis_MA-4680 227882 Gly TCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCCCTAGTCTTCCAAACTAGCT-------------------A-CGCGGGTTCGATTCCCGTCGCCCGCTCCA
>tdbD00005420 Streptomyces_coelicolor_A3(2) 100226 Gly CCC
-GCGGGTGTAGTTTAAT--GGT--AGAACATCAGCTTCCCAAGCTGAGA-------------------G-CGCGAGTTCGATTCTCGTCACCCGCTCCA
>tdbD00005421 Streptomyces_coelicolor_A3(2) 100226 Gly GCC
-GCGAACGTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAACCTCGTCGTTCGCTCCA
>tdbD00005423 Streptomyces_coelicolor_A3(2) 100226 Gly TCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCACCAGTCTTCCAAACTGGCT-------------------A-CGCGGGTTCGATTCCCGTCGCCCGCT---
>tdbD00005557 Symbiobacterium_thermophilum_IAM_14863 292459 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACGTCAGCTTCCCAAGCTGAAG-------------------A-CGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005558 Symbiobacterium_thermophilum_IAM_14863 292459 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACATCAGCTTCCCAAGCTGAGA-------------------A-CGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005555 Symbiobacterium_thermophilum_IAM_14863 292459 Gly GCC
-GCGGGTTTAGCTCAGTT-GGT--AGAGCGCCACCTTGCCAAGGTGGAG-------------------GTCGCGAGTTCGAGTCTCGTAACCCGCTCCA
>tdbD00005556 Symbiobacterium_thermophilum_IAM_14863 292459 Gly TCC
-GCGGGTGTAGCTTAGT--GGT--AAAGCTCCAGCCTTCCAAGCTGGCG-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA



>tdbD00000849 Synechocystis_sp. 1143 Gly CCC
-GCGGGTATAGTTTAGT--GGT--AAAACGAAAGCCTCCCATGCTTTAG-------------------T-TGGGGGTTCGATTCCCCCTACCCGCT---
>tdbD00000850 Synechocystis_sp. 1143 Gly GCC
-GCGGGTATAGCTCAGT--GGT--AGAGCGCAACCTTGCCAAGGTTGAT-------------------GTCGCGCGTTCGAATCGCGTTACCCGCT---
>tdbD00000848 Synechocystis_sp. 1143 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTTAGCCTTCCAAGCTAATG-------------------A-TAGGGGTTCGATTCCCCTCACCCGCT---
>tdbD00005389 Thermoanaerobacter_tengcongensis_MB4 273068 Gly CCC
-GCGGATGTAGCTCAGC--GGT--AGAGCATCAGCTTCCCAAGCTGAGG-------------------GCCGCGGGTTCAAATCCCGTCATCCGCTCCA
>tdbD00005390 Thermoanaerobacter_tengcongensis_MB4 273068 Gly GCC
-GCGGGCATAGCTCAGTT-GGC--AGAGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAGTCTCGTTGCCCGCTCCA
>tdbD00005391 Thermoanaerobacter_tengcongensis_MB4 273068 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCCCCAGCCTTCCAAGCTGGTT-------------------G-CGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005384 Thermosynechococcus_elongatus_BP-1 197221 Gly CCC
-GCGGACGTAATTCAGT--GGT--AGAATGTCAGCTTCCCAAGCTGAAC-------------------GTCGTGGGTTCGAGTCCCATCGTCCGCT---
>tdbD00005383 Thermosynechococcus_elongatus_BP-1 197221 Gly TCC
-GCGGGCATGGTTTAAT--GGT--AAAACCCTAGCCTTCCAAGCTAGAG-------------------A-CGCGGGTTCGATTCCCGCTGCCCGCT---
>tdbD00005209 Thermotoga_maritima_MSB8 243274 Gly CCC
-GCGGGTGTAGCTCAGCT-GGT--AGAGCACCAGCTTCCCAAGCTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGCCCGCTCCA
>tdbD00005210 Thermotoga_maritima_MSB8 243274 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCACCAGCTTGCCAAGCTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGCCCGCTCCA
>tdbD00005211 Thermotoga_maritima_MSB8 243274 Gly TCC
-GCGGGTGTAGCTCAACT-GGT--AGAGCATCGGCCTTCCAAGCCGAGG-------------------GTTGCGGGTTCGAGTCCCGTCGCCCGCTCCA
>tdbD00000835 Thermus_thermophilus 274 Gly CCC
-GCGGGAGTAGCTCAGTT-GGT--AGAGCATCGGCTTCCCAAGCCGAGG-------------------GTCGCGGGTTCGAGTCCCGTCTCCCGCTCCA
>tdbD00000834 Thermus_thermophilus 274 Gly GCC
-GCGGGAGTAGCTCAGTC-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGGGTTCAAGTCCCGTCTCCCGCTCCA
>tdbD00005582 Thermus_thermophilus_HB27 262724 Gly TCC
-GCGGGAGTAGCTCAGCTTGGT--AGAGCATCGGCCTTCCAAGCCGAGG-------------------GTCGCGGGTTCGAATCCCGTCTCCCGCTCCA
>tdbD00005586 Treponema_denticola_ATCC_35405 243275 Gly GCC
-GCGGGAATAGCTCAGT--GGT--AGAGCGCCACCTTGCCAAGGTGGAT-------------------GTCGCGAGTTCAATCCTCGTTTCCCGCT---
>tdbD00005587 Treponema_denticola_ATCC_35405 243275 Gly TCC
-GCGGATGTCGTATAAC--GGCT-ATTACCCCAGCCTTCCAAGCTGGAG-------------------A-CGTGGGTTCGACTCCCATCATCCGCT---
>tdbD00000817 Treponema_pallidum 160 Gly GCC
-GCGGGAATAGCTCAGT--GGT--AGAGCGCCACCTTGCCAAGGTGGAA-------------------GTCGCGGGTTCGATCCCCGTTTCCCGCT---
>tdbD00000816 Treponema_pallidum 160 Gly TCC
-GCGGATGTTGTATAAC--GGCT-ATTACCCCAGCCTTCCAAGCTGGAG-------------------A-CGTGGGTTCGACTCCCATCATCCGCT---
>tdbD00005457 Tropheryma_whipplei_str._Twist 203267 Gly CCC
-GCGAGTGTAGTTCAAT--GGC--AGAACTTCAGCTTCCCAAGCTGACG-------------------G-CGCGGGTTCGATTCCCGTCACTCGCT---
>tdbD00005456 Tropheryma_whipplei_str._Twist 203267 Gly GCC
-GCGGATGTGGCGCAGT--GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAATCTCGTCATCCGCT---
>tdbD00005166 Ureaplasma_parvum_serovar_3 38504 Gly TCC
-GCGGGTGTAGTTCAAT--GGT--AGAACTATAGCCTTCCAAGCTATTA-------------------G-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005156 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Gly GCC
-GCGACACTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCACGAGTTCGAACCTCGTGTGTCGCTCCA
>tdbD00005589 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Gly GCC
-GCGGGAGTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGAGGGTTCGAACCCCTTCTCCCGCT---
>tdbD00005588 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Gly TCC
-GCGGGTATAGCTCAAT--GGT--AGAGCTCTAGCCTTCCAAGCTAGTG-------------------A-CGTGGGTTCAATTCCCACTATCCGCT---
>tdbD00005397 Xanthomonas_axonopodis_pv._citri_str._306 190486 Gly CCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCTGTAGCTTCCCAAGCTACTG-------------------A-CGTGGGTTCGATTCCCATCGCCCGCTCCA
>tdbD00005396 Xanthomonas_axonopodis_pv._citri_str._306 190486 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005395 Xanthomonas_axonopodis_pv._citri_str._306 190486 Gly TCC
-GCGGGAGTAGTTCAAC--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------G-TGCGGGTTCGATTCCCGTCTCCCGCTCCA
>tdbD00005212 Xylella_fastidiosa_9a5c 160492 Gly CCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCTGTAGCTTCCCAAGCTACCG-------------------A-CGTGGGTTCGATTCCCATCGCCCGCTCCA
>tdbD00005215 Xylella_fastidiosa_9a5c 160492 Gly TCC
-GCGGGAGTAGTTCAAA--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------G-TGCGGGTTCGATTCCCGTCTCCCGCTCCA
>tdbD00005561 Yersinia_pestis_biovar_Microtus_str._91001 229193 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005560 Yersinia_pestis_biovar_Microtus_str._91001 229193 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGTGGGTTCGATTCCCACTGCCCGCTCCA
>tdbD00000981 Acholeplasma_laidlawii 2148 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCATCGGCTTGTGGCGCCGACA-------------------CTCGGGGGTTCAATTCCCCTCGGCCGCCCCA
>tdbD00005818 Acinetobacter_sp._ADP1 62977 His GTG
GGTGGATGTAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGCGGGTTCGAATCCCGTCATTCACCCCA
>tdbD00000991 Aeromonas_hydrophila 644 His GTG
GGTGGCTGTAGCTCAGTT-GGT--AGAGTCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCGAGCCCCATCAGCCACCCCA
>tdbD00005681 Aquifex_aeolicus_VF5 224324 His GTG
GGAGGGTGTAGCTCAGTT-GGT--AGAGCGGGGGACTGTGGATCCCCGT-------------------GTCGCGGGTTCGAGTCCCGTCACCCTCCCCA
>tdbD00005784 Bacillus_anthracis_str._Ames 198094 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00005759 Bacillus_halodurans_C-125 272558 His GTG
GGCGACTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------CTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00000986 Bacillus_subtilis 1423 His GTG



GGCGGTTGTGGCGAAGT--GGTT-AACGCACCAGATTGTGGCTCTGGCA-------------------CTCGTGGGTTCGATTCCCATCAATCGCCCCA
>tdbD00000987 Bacillus_subtilis 1423 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCAGATTGTGGCTCTGGCA-------------------TTCGTGGGTTCGATTCCCATCAATCGCCCCA
>tdbD00005782 Bacteroides_thetaiotaomicron_VPI-5482 226186 His GTG
GGTGGATGTAGTTCAGTT-GGTT-AGAGCGTCAGATTGTGGTTCTGAAT-------------------GTCGCCGGTTCGAGTCCGGTCTTCCACC---
>tdbD00005786 Bdellovibrio_bacteriovorus_HD100 264462 His GTG
GGTGGGTATAGCTCAGTT-GGT--AGAGCATCGGATTGTGATTCCGAGT-------------------GTCGCGGGTTCAAGCCCCGTTACTCACCCCA
>tdbD00005748 Bifidobacterium_longum_NCC2705 206672 His GTG
GGTGGCCATAGCTCAGTT-GGT--AGAGCATCTGATTGTGGTTCAGAAG-------------------GTCGCGCGTTCGAGCCGCGTTGGCCACCCCA
>tdbD00000983 Borrelia_burgdorferi 139 His GTG
GGTGGTTGTAGCTCAGTT-GGT--AGAGCGTCGGGTTGTGGTTCCGAAT-------------------GTCGCGGGTTCAAGCCCCGTCAATCACC---
>tdbD00005653 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGTGCTGGATTGTGATTCCAGTG-------------------GTCATGGGTTCAAGTCCCATTAGCCACCCCA
>tdbD00005775 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGTCCTGGATTGTGATTCCAGTT-------------------GTCATGGGTTCAAGTCCCATTAGCCACC---
>tdbD00005733 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGTTCTGGATTGTGATTCCAGTG-------------------GTCATGGGTTCAAATCCCATTAGCCACC---
>tdbD00005670 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 His GTG
GGTGAGTGTAGCTCAGTC-GGTT-AGAGCATCAGATTGTGGTCCTGAGG-------------------GTCGTGGGTTCAATTCCCATCACTCACCCCA
>tdbD00005823 Candidatus_Blochmannia_floridanus 203907 His GTG
GGTGATTGTAGCTCAGTT-GGT--AGAGCTCTGGATTGTGGTTCCAGTG-------------------GTCGTGGGTTCGAATCCCATCAGTCACC---
>tdbD00005790 Candidatus_Protochlamydia_amoebophila_UWE25 264201 His GTG
GGCGGTCGTAGCTCAGTT-GGTT-AGAGCGTTGGATTGTGGTTCCAAAT-------------------GTCGCGGGTTCGAATCCCGTCGATCGCC---
>tdbD00005687 Chlamydia_muridarum_Nigg 243161 His GTG
GGCGAACGTAGCTCAGTT-GGTT-AGAGCGTCGGATTGTGGTTCCGAAG-------------------GTCGCGGGTTCGAACCCCGTCGTTCGCC---
>tdbD00005647 Chlamydophila_pneumoniae_AR39 115711 His GTG
GGCGAACGTAGCTCAGCT-GGTT-AGAGCGTCGGATTGTGGTTCCGAAG-------------------GTCGCGGGTTCAAGCCCCGTCGTTCGCC---
>tdbD00005730 Chlorobium_tepidum_TLS 194439 His GTG
GGTGATTGTAGCTCAGTT-GGTT-AGAGCGCCAGGTTGTGGCCCTGGAG-------------------GTCGGGGGTTCGAGTCCCCTCATTCACCCCG
>tdbD00005690 Clostridium_acetobutylicum_ATCC_824 272562 His GTG
GGTGGGTATAGCTCAGTT-GGT--AGAGCGCCAGATTGTGGTTCTGGAT-------------------GTCTAGGGTTCGAGACCCTATATTCACC---
>tdbD00005686 Clostridium_perfringens_str._13 195102 His GTG
GGTGGGCGTAGTTCAGTT-GGT--AGAGCACCAGATTGTGGCTCTGGGT-------------------GTCGCGAGTTCGAGTCTCGTCGCTCACCCCA
>tdbD00005761 Clostridium_tetani_E88 212717 His GTG
GGTGGGTATAGCTCAGGT-GGT--AGAGCGCCAGATTGTGGTTCTGGAT-------------------GCCAAGGGTTCGAGTCCCTTTATCCACCCCA
>tdbD00005787 Corynebacterium_diphtheriae_NCTC_13129 257309 His GTG
GGTGGCTGTAGTTCAGCT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGCCCCGTCAGCCACC---
>tdbD00005773 Coxiella_burnetii_RSA_493 227377 His GTG
GGTGGGCGTAGCTCAGTT-GGT--AGAGCCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCAAGTCCCATCGTCCACCCCA
>tdbD00005672 Deinococcus_radiodurans_R1 243230 His GTG
GGTGGAATTAGCTCAGTC-GGTT-AGAGCGCCGCTCTGTGGAAGCGGAG-------------------GCCGTGGGTTCAAGTCCCATATTCCACCCCA
>tdbD00005810 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 His GTG
GGCGGATGTAGCTCAGCA-GGT--AGAGCACCTGGTTGTGGCCCAGGTG-------------------GCCGTGGGTTCAAGTCCCATCATTCGCCCCA
>tdbD00005762 Enterococcus_faecalis_V583 226185 His GTG
GGCGATCGTGGTGAAGT--GGTT-AACACACCAGATTGTGGCTCTGGCA-------------------TTCGTGGGTTCGATTCCCATCGGTCGCC---
>tdbD00000988 Escherichia_coli 562 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005731 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 His GTG
GGTGACCGTAGTTCAGTT-GGT--AGAGCGCCAGTTTGTGGCACTGGTT-------------------GTCGCGAGTTCGAGCCTCGTCGGTCACCCCA
>tdbD00005797 Geobacter_sulfurreducens_PCA 243231 His GTG
GGTGGCTATGGTGAAGG--GGTCTAACACACATGACTGTGACTCATGCA-------------------TTCGTGGGTTCAAATCCCACTAGCCACCCCA
>tdbD00005770 Helicobacter_hepaticus_ATCC_51449 235279 His GTG
GGTGGGTGTAGCTCAGTT-GGTT-AGAGCATCAGGTTGTGGCTCTGAGG-------------------GTCGTGGGTTCGAGCCCCATCTCCCACCCCA
>tdbD00000985 Helicobacter_pylori 210 His GTG
GGTGGGAGTAGCTCAGTC-GGTT-AGAGCATCAGATTGTGGTCCTGAGG-------------------GTCGTGGGTTCGATTCCCATCTTCCACCCCA
>tdbD00005798 Lactobacillus_johnsonii_NCC_533 257314 His GTG
GGCGGAATTGGTGAAGT--GGTT-AACACACCGGTTTGTGGATCCGGCA-------------------TGCGTGGGTTCGATCCCCACATTCCGCC---
>tdbD00005763 Lactobacillus_plantarum_WCFS1 220668 His GTG
GGCGGTAGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------CGCGTGGGTTCGATTCCCACCTACCGCC---
>tdbD00005799 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 His GTG
GGTGGGTATAGCTCAGCT-GGT--AGAGCGCCTGGTTGTGGTCCAGGAG-------------------GTCGCGGGTTCAAGCCCCGTTACTCACCCCA
>tdbD00005751 Leptospira_interrogans_serovar_Lai_str._56601 189518 His GTG
GGAGAACGTAGCTCAGTT-GGT--AGAGCTCCAGTTTGTGGTACTGGCC-------------------GTCGCGGGTTCGATTCCCGTCGTTCTCCCCA
>tdbD00005682 Listeria_innocua_Clip11262 272626 His GTG
GGCGGATATGGCGAAGT--GGTT-AACGCACCTGATTGTGGTTCAGGCA-------------------TTCGTGGGTTCGATTCCCATTATCCGCC---
>tdbD00005683 Listeria_innocua_Clip11262 272626 His GTG
GGCGGATGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGTTCAGGCA-------------------TTCGTGGGTTCGATTCCCATCATCCGCC---
>tdbD00005813 Mesoplasma_florum_L1 265311 His GTG
GGCGCCGGTGGTGAAGT--GGTT-AACACATCAGGTTGTGGCTCTGACA-------------------TTCGCGGGTTCGATTCCCGTTCGGCGCCCCA
>tdbD00005771 Mycobacterium_bovis_AF2122/97 233413 His GTG
GGTGAGTGTAGTTCAGTT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGTCCCGTCACTCACCCCA
>tdbD00000978 Mycoplasma_capricolum 2095 His GTG
GGCGTAGGTGGTGAAGT--GGTT-AACACATCAGGTTGTGGCTCTGACA-------------------TACGCGGGTTCGATCCCCGTTCTACGCCCCA
>tdbD00005769 Mycoplasma_gallisepticum_R 233150 His GTG
GGCGGTTGTGGCGAAGC--GGTTTAACGCACCTGACTGTGAATCAGGCA-------------------TGCACGGGTTCAAATCCCGTCAATCGCCCCA



>tdbD00000979 Mycoplasma_genitalium 2097 His GTG
GGCGATTGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGATCAGGCA-------------------TTCGTGGGTTCAATTCCCATCAGTCGCCCA-
>tdbD00005673 Mycoplasma_genitalium_G37 243273 His GTG
GGCGATTGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGATCAGGCA-------------------TTCGTGGGTTCAATTCCCATCAGTCGCCCCA
>tdbD00000980 Mycoplasma_pneumoniae 2104 His GTG
GGCGATTGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGATCAGGCA--------T----------GTCGTGGGTTCAATTCCCATCAGTCGCCCCA
>tdbD00005698 Mycoplasma_pulmonis_UAB_CTIP 272635 His GTG
GGTGAATATGGCGAAGG--GGTC-AACGCATCGGGTTGTGGTTCCGACA-------------------TTCGCGGGTTCGAATCCCGTTATTCACCCCA
>tdbD00005655 Neisseria_meningitidis_MC58 122586 His GTG
GGTGGCTGTAGCTCAGTT-GGT--AGAGCCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCGAGCCCCATCAGCCACCCCA
>tdbD00005781 Nitrosomonas_europaea_ATCC_19718 228410 His GTG
GGTGGCTGTAGCTCAGTT-GGT--AGAGTCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCGAGTCCCATCAGCCACCCCA
>tdbD00005697 Nostoc_sp._PCC_7120 103690 His GTG
GGCGGGCGTAGCCAAGT--GGTT-AAGGCAGTGGATTGTGGTTCCACCA-------------------TTCGGGGGTTCAAGTCCCCTCGTTCGCC---
>tdbD00005752 Oceanobacillus_iheyensis_HTE831 221109 His GTG
GGCGGTCGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCAATCCCCACCGGTCGCCCCA
>tdbD00005753 Oceanobacillus_iheyensis_HTE831 221109 His GTG
GGCGGTCGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------CACGTGGGTTCGATCCCCATCGATCGCC---
>tdbD00005788 Onion_yellows_phytoplasma_OY-M 262768 His GTG
GGCGGTTATGGCGAAGT--GGTT-AACGCGGCGGCTTGTGGCGCCGATA-------------------TGCGTGGGTTCGATTCCCACTAGCCGCCCCA
>tdbD00005675 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCAAGTCCCATTAGCCACCCCA
>tdbD00000990 Photobacterium_phosphoreum 659 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGTCCCGGATTGTGATTCCGGTT-------------------GTCGCGAGTTCAAGCCTCGTTAGCCACCCCA
>tdbD00005791 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAGTCCCATTAGCCACCCCA
>tdbD00005800 Porphyromonas_gingivalis_W83 242619 His GTG
GGTGGGCGTAGTTCAGT--GGT--AGAGCAACGGATTGTGGTTCCGTCT-------------------GTCGTGGGTTCGAGTCCCATCGTCCACCCCA
>tdbD00005814 Propionibacterium_acnes_KPA171202 267747 His GTG
GGTGGCTATAGCTCAGTC-GGT--AGAGCACCTGGTTGTGGTCCAGGGG-------------------GTCGCGGGTTCAAGTCCCGTTAGCCACCCCA
>tdbD00005677 Pseudomonas_aeruginosa_PAO1 208964 His GTG
GGTGGGCGTAGCTCAGTT-GGT--AGAGCACAGGATTGTGGCTCCTGGT-------------------GTCGTGGGTTCGATTCCCATCGTCCACCCCA
>tdbD00005783 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 His GTG
GGTGGGCGTAGCTCAGTT-GGT--AGAGCACAGGATTGTGACTCCTGCG-------------------GTCGTGGGTTCGAACCCCATCGTCCACCCCA
>tdbD00005696 Ralstonia_solanacearum_GMI1000 267608 His GTG
GGTGGCTGTAGCTCAGTT-GGT--AGAGTCCCAGATTGTGATTCTGGTC-------------------GTCGTGGGTTCGAGTCCCATCAGCCACCCCA
>tdbD00005780 Rhodopirellula_baltica_SH_1 243090 His GTG
GGTGGTTGTAGTTCAGTT-GGTT-AGAACGTCGGATTGTGATTCCGAAG-------------------GTCGGGGGTTCGAGTCCCCTCAGCCACC---
>tdbD00005691 Rickettsia_conorii_str._Malish_7 272944 His GTG
GGCGGGTGTAGCTCAGTT-GGTT-AGAGCATCAGGTTGTGGTTCTGAGG-------------------GTCGCGGGTTCGAATCCCGTCACTCGCCCCA
>tdbD00005734 Rickettsia_prowazekii_str._Madrid_E 272947 His GTG
GGCGAGTGTAGCTCAGTT-GGTT-AGAGCATCAGGTTGTGGTTCTGAGG-------------------GCCACGGGTTCGAATCCCGTCACTCGCCCCA
>tdbD00005755 Shewanella_oneidensis_MR-1 211586 His GTG
GGTGATTGTAGCTCAGTT-GGT--AGAGTCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCGAGCCCCATCAGTCACCCCA
>tdbD00000984 Staphylococcus_aureus 1280 His GTG
GGCGGCTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCC---
>tdbD00005793 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 His GTG
GGCGGTTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCCCCA
>tdbD00005764 Staphylococcus_epidermidis_ATCC_12228 176280 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCATCGGATTGTGGTTCCGACA-------------------CTCGAGGGTTCGATTCCCTTCAACCGCCCCA
>tdbD00005765 Staphylococcus_epidermidis_ATCC_12228 176280 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCATCGGATTGTGGTTCCGACA-------------------CTCGAGGGTTCGATTCCCTTCAACCGCC---
>tdbD00005757 Streptococcus_agalactiae_2603V/R 208435 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACATCAGATTGTGGCTCTGACA-------------------TTCGTGGGTTCGATTCCCATCACTCGCC---
>tdbD00005758 Streptococcus_mutans_UA159 210007 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACACCAGATTGTGGCTCTGGCA-------------------TGCGTGGGTTCGATCCCCATCACTCGCC---
>tdbD00005777 Streptomyces_avermitilis_MA-4680 227882 His GTG
GGTGGGTGTAGCTCAGCT-GGT--AGAGCACCTGGTTGTGGTCCAGGAT-------------------GCCGCGGGTTCAAGTCCCGTCACTCACC---
>tdbD00005802 Symbiobacterium_thermophilum_IAM_14863 292459 His GTG
GCTGACCGTAGCTCAGCT-GGTT-AGAGCGCCAGATTGTGGCTCTGGAG-------------------GTCGCCGGTTCGATTCCGGTCGGTCAGCCCA
>tdbD00005803 Symbiobacterium_thermophilum_IAM_14863 292459 His GTG
GCAGACCGTAGCTCAGTT-GGCT-AGAGCGCCAGATTGTGGCTCTGGAG-------------------GTCGCCGGTTCGACCCCGGTCGGTCTGCCCA
>tdbD00000993 Synechocystis_sp. 1143 His GTG
GGCGAGCGTAGCCAAGG--GGTT-AAGGCAGAGGATTGTGGTTCCTCCA-------------------CTCGTGGGTTCGAATCCCATCGTTCGCC---
>tdbD00005742 Thermoanaerobacter_tengcongensis_MB4 273068 His GTG
GGTGGATATAGTTCAGGT-GGCA-AGAACGCCAGATTGTGGCTCTGGAG-------------------GTCGTGGGTTCAAGTCCCACTATCCACCCCA
>tdbD00005740 Thermosynechococcus_elongatus_BP-1 197221 His GTG
GGCGAGCGTAGCCAAGT--GGTT-AAGGCAGTGGATTGTGGTTCCACCA-------------------TTCGTGGGTTCGAGTCCCATCGCTCGCC---
>tdbD00005679 Thermotoga_maritima_MSB8 243274 His GTG
GGTGACCATAGCTCAGTT-GGT--AGAGCGCCTGACTGTGGATCAGGTG-------------------GTCGCGGGTTCGAGTCCCGCTGGTCACCCCA
>tdbD00005815 Thermus_thermophilus_HB27 262724 His GTG
GGTGAGCGTAGCTCAGCT-GGTT-AGAGCACCGGACTGTGGATCCGGGG-------------------GTCGTGGGTTCAAGTCCCATCGCTCACCCCA
>tdbD00005816 Treponema_denticola_ATCC_35405 243275 His GTG
GGTGGGTATAGTTCAGG--GGT--AGAGCGCCAGATTGTGGTTCTGGTT-------------------GTCGTGGGTTCAAATCCCACTACCCACC---
>tdbD00000982 Treponema_pallidum 160 His GTG



GGTGGGTGTAGTTCAGT--GGT--AGAGCGCCAGATTGTGGATCTGGTT-------------------GTCGTGGGTTCGAATCCCATCACTCACC---
>tdbD00005766 Tropheryma_whipplei_str._Twist 203267 His GTG
GGTGGATATAGCTCAGCT-GGT--AGAGCACCTGGTTGTGGTCCAGGAT-------------------GTCGCGGGTTCGAGTCCCGTTATCCACC---
>tdbD00005661 Ureaplasma_parvum_serovar_3 38504 His GTG
GGCGGTTATGGTGAAGTT-GGTT-AACACGCCTGATTGTGGCTCAGGTA--------TT---------TTCGCGGGTTCGAGTCCCGTTAATCGCCCCA
>tdbD00005657 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCGAGCCCCATTAGCCACCCCA
>tdbD00005817 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 His GTG
GGCGGGCGTAGCTCAGTT-GGT--AGAGCGTCAGTTTGTGGTACTGAAT-------------------GTTGCCAGTTCGATCCTGGTCGCTCGCCCCA
>tdbD00005744 Xanthomonas_axonopodis_pv._citri_str._306 190486 His GTG
GGTGGCTGTAGCTCAGCT-GGTT-AGAGTACTGGATTGTGATTCCAGAT-------------------GTCGGGGGTTCGAGTCCCCTCAGCCACCCCA
>tdbD00005680 Xylella_fastidiosa_9a5c 160492 His GTG
GGTGGCTGTAGCTCAGTT-GGTT-AGAGTACTGGATTGTGATTCCAGTT-------------------GTCGGGGGTTCGAGTCCCCTCAGCCACCCCA
>tdbD00000393 Acholeplasma_laidlawii 2148 Asp GTC
-GGTCCGGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCCGGACCGCCA
>tdbD00004573 Bacillus_anthracis_str._A2012 191218 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00004506 Bacillus_halodurans_C-125 272558 Asp GTC
-GGTCCGGTAGTTCAGTT-GGTT-AGAATGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGGACCGCCA
>tdbD00004531 Bacteroides_thetaiotaomicron_VPI-5482 226186 Asp GTC
-GGTGCGTTAGTTCAGTT-GGTT-AGAATACATGCCTGTCACGCATGGG-------------------GTCACGGGTTCGAGTCCCGTACGCACCG---
>tdbD00004532 Bacteroides_thetaiotaomicron_VPI-5482 226186 Asp GTC
-GGTTCGGTAGTTCAGTT-GGTT-AGAATACATGCCTGTCACGCATGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGGACCG---
>tdbD00004536 Bdellovibrio_bacteriovorus_HD100 264462 Asp GTC
-GGGGTGGTAGTTAAGTT-GGTT-ATAACGTCCGCCTGTCACGCGGAAG-------------------GCCGCGGGTTCGAGTCCCGTCCACCCCGCCA
>tdbD00000396 Borrelia_burgdorferi 139 Asp GTC
-GGGGGCGTAGTTCAGGT-GGTT-AGAACGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGACCCGTCGCTCCCG---
>tdbD00004547 Borrelia_garinii_PBi 290434 Asp GTC
-GGGGGCGTAGTTCAGAT-GGTT-AGAACGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGACCCGTCGCTCCCG---
>tdbD00004383 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Asp GTC
-GGTGTGGTAGTTCAGTT-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCACCG---
>tdbD00004525 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Asp GTC
-GGTGCGGTAGTTCAGAT-GGTT-AGAATACTGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCAAGTCCCGTCCGCACCG---
>tdbD00004476 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Asp GTC
-GGTGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAATCCCGTCCGCACCG---
>tdbD00004577 Candidatus_Blochmannia_floridanus 203907 Asp GTC
-GGTGCGGTAGTTCAGAT-GGTT-AGAATATCGGCTTGTCACGCCGGAG-------------------GTCGCGGGTTCGAATCCCGTCCGCACCGCCA
>tdbD00004472 Chlorobium_tepidum_TLS 194439 Asp GTC
-GGAGCTGTAGCTCAGTCTGGTT-AGAGCGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGCCCCGTCAGCTCCG---
>tdbD00004523 Coxiella_burnetii_RSA_493 227377 Asp GTC
-GGAGTGGTAGTTCAGTT-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCACTCCGCCA
>tdbD00004404 Deinococcus_radiodurans_R1 243230 Asp GTC
-GGTCCGGTAGTGTAGC--GGTT-AGCATATCTGCCTGTCACGCAGAAG-------------------GTCGCGGGTTCAAATCCCGTCCGGACCGCCA
>tdbD00004563 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Asp GTC
-GGAGCCGTAGTTAAGAC-GGTT-ATAACGCCGGCCTGTCACGCCGGAG-------------------GCCGAGGGTTCGAGTCCCTTCGGCTCCGCCA
>tdbD00004564 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Asp GTC
-GGAGCGGTAGTTAAGAC-GGTT-ATAACGCCGGCCTGTCACGCCGGAG-------------------GCCGAGGGTTCGAGTCCCTTCCGCTCCGCCA
>tdbD00004509 Enterococcus_faecalis_V583 226185 Asp GTC
-GGTTTGGTAGTTCAGCT-GGTT-AGAATGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCAGACCGCCA
>tdbD00004510 Enterococcus_faecalis_V583 226185 Asp GTC
-GGTTTGGTAGTTCAGCT-GGTT-AGAATGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCAGACCG---
>tdbD00004511 Enterococcus_faecalis_V583 226185 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGAACCGCCA
>tdbD00000404 Escherichia_coli 562 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004394 Escherichia_coli_O157H7 83334 Asp GTC:
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------T-CGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004473 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Asp GTC
-GGGGGTGTAGCTCAGTTTGGTT-AGAGCGCCTGCCTGTCACGCAGGAG-------------------GTCGCGAGTTCGAGTCTCGTCACTCCCGCCA
>tdbD00004474 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Asp GTC
-GGGGGTGTAGCTCAGTT-GGTT-AGAGCGCCTGCCTGTCACGCAGGAG-------------------GTCGCGAGTTCGAGCCTCGTCACTCCCGCCA
>tdbD00004548 Geobacter_sulfurreducens_PCA 243231 Asp GTC
-GGGGTCGTAGTTAAGTT-GGTT-ATAACGCCGGCCTGTCACGCCGGAG-------------------GCCGCGGGTTCGAGCCCCGTCGACCCCGCCA
>tdbD00000405 Haemophilus_influenzae 727 Asp GTC
-GGAGTGGTAGTTCAGCT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------T-CGCGGGTTCGAGTCCCGTCCATTCCGCCA
>tdbD00000406 Haemophilus_influenzae 727 Asp GTC
-GGAGTGGTAGTTCAGCT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCATTCCGCCA
>tdbD00000407 Haemophilus_influenzae 727 Asp GTC
-GGAGTGGTAGTTCAGCT-GGCT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCATTCCGCCA
>tdbD00000401 Helicobacter_pylori 210 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATATCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00000400 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Asp GTC
-GGTCCATTGGAGCAGT--GGTCTATCTCGCCTCCCTGTCACGGAGGAG-------------------ATCGCGGGTTCAAATCCCGCATGGACCG---
>tdbD00004550 Lactobacillus_johnsonii_NCC_533 257314 Asp GTC
-GGTCCCTTAGTGTAGT--GGTT-ATCACGCCTCCCTGTCACGGAGGAG-------------------ATCACCGGTTCGAGTCCGGTAGGGACCG---



>tdbD00004512 Lactobacillus_plantarum_WCFS1 220668 Asp GTC
-GGTCCGTTGGTCTAGTT-GGTTTAGGACGCCTGCCTGTCACGCAGGAG-------------------ATCACGAGTTCGAGTCTCGTACGGACCG---
>tdbD00004499 Leptospira_interrogans_serovar_Lai_str._56601 189518 Asp GTC
-GGAGCTGTAGCTCAGCT-GGTT-AGAGTGCCTGCCTGTCACGCAGGAT-------------------GTCGCGGGTTCGAGTCCCGTCAGCTCCG---
>tdbD00004416 Listeria_innocua_Clip11262 272626 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGGACCG---
>tdbD00004417 Listeria_innocua_Clip11262 272626 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGGACCGCCA
>tdbD00004520 Mycoplasma_gallisepticum_R 233150 Asp GTC
-GGTTCCTTGGTGTAGT--GAT--AACATACCTCCCTGTCACGGAGGGG-------------------T-TGCGGGTTTGATTCCCGTAGGAACCGCCA
>tdbD00004405 Mycoplasma_genitalium_G37 243273 Asp GTC
-GGTTCCATGGTGTAGT--GAT--AACATATCTCCCTGTCACGGAGGGG-------------------T-TGCGGGTTTGATTCCCGTTGGAACCGCCA
>tdbD00000392 Mycoplasma_pneumoniae 2104 Asp GTC
-GGTTCCATGGTGTAGT--GGTT-AACATATCTCCCTGTCACGGAGGGG-------------------T-TGCGGGTTCGATTCCCGTTGGAACCGCCA
>tdbD00004434 Mycoplasma_pulmonis_UAB_CTIP 272635 Asp GTC
-GGTCCAGTGGTAAAGT--GGTTGACTACGCCTCCCTGTCACGGAGGAG-------------------ATCGCGGGTTCGATTCCCGTCTGGACCGCCA
>tdbD00004433 Nostoc_sp._PCC_7120 103690 Asp GTC
-GGGACTGTAGTTCAATT-GGTT-AGAGCACCGCCCTGTCACGGCGGAA-------------------GTTGCGGGTTCGAGCCCCGTCAGTCCCG---
>tdbD00004538 Onion_yellows_phytoplasma_OY-M 262768 Asp GTC
-GGTCCGGTGGTGTAGT--GGTT-AACATGCTTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAGTCCCGTCCGGACCGCCA
>tdbD00004408 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004541 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Asp GTC
-GGTGCGGTAGTTCAGTT-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGCCCCGTCCGCACCGCCA
>tdbD00004542 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Asp GTC
-GGTGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCACCGCCA
>tdbD00004552 Porphyromonas_gingivalis_W83 242619 Asp GTC
-GGTGTGGTAGTTCAGCT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCATACCG---
>tdbD00004411 Pseudomonas_aeruginosa_PAO1 208964 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004431 Ralstonia_solanacearum_GMI1000 267608 Asp GTC
-GGAGTGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCACTCCGCCA
>tdbD00004437 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004502 Shewanella_oneidensis_MR-1 211586 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00000394 Spiroplasma_melliferum 2134 Asp GTC
-GGTCTTGTAGTGAAGTT-GGTT-ATCATGCCTCTCTGTCACAGAGGAG-------------------ATCGCGGGTTCAAGTCCCGTCAAGACCGCCA
>tdbD00000399 Staphylococcus_aureus 1280 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCGCCA
>tdbD00004544 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCG---
>tdbD00004514 Staphylococcus_epidermidis_ATCC_12228 176280 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004516 Staphylococcus_epidermidis_ATCC_12228 176280 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCGCCA
>tdbD00004504 Streptococcus_agalactiae_2603V/R 208435 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004505 Streptococcus_mutans_UA159 210007 Asp GTC
-GGTCCCGTGGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004554 Symbiobacterium_thermophilum_IAM_14863 292459 Asp GTC
-GGAGGCGTGGTGTAGA--GGCCTAACATGCGGCCCTGTCACGGCCGAG-------------------ATCGCGGGTTCGAATCCCGTCGCCTCCGCCA
>tdbD00004555 Symbiobacterium_thermophilum_IAM_14863 292459 Asp GTC
-GGAGGCGTAGTGTAGA--GGCCTAACATGCGGCCCTGTCACGGCCGAG-------------------ATCGCGGGTTCGAATCCCGTCGCCTCCGCCA
>tdbD00000408 Synechocystis_sp. 1143 Asp GTC
-GGGTCTGTAGTTCAATT-GGTT-AGAGCACCGCCCTGTCACGGCGGAA-------------------GTTGCGGGTTCGAGCCCCGTCAGACCCG---
>tdbD00004483 Thermosynechococcus_elongatus_BP-1 197221 Asp GTC
-GGGACTGTAGTTCAATC-GGTT-AGAGCACCGCCCTGTCACGGCGGAA-------------------GTTGCGGGTTCGAGCCCCGTCAGTCCCG---
>tdbD00004413 Thermotoga_maritima_MSB8 243274 Asp GTC
-GGGGACGTGGTGCAGCCTGGTT-AGCATGCCGGTCTGTCACACCGGTG-------------------GTCGCGGGTTCAAATCCCGTCGTCCCCGCCA
>tdbD00004570 Treponema_denticola_ATCC_35405 243275 Asp GTC
-GGGGGCGTAGCGAAGCT-GGTTTATCGCGCTGGCCTGTCACGCCGGAG-------------------ATCGCGGGTTCGAGCCCCGTCGCTCCCG---
>tdbD00000395 Treponema_pallidum 160 Asp GTC
-GGGGGCGTAGCGAAGTT-GGTT-ATCGCGCCAGCCTGTCACGCCGGAG-------------------ATCGCGGGTTCGAGCCCCGTCGCTCCCG---
>tdbD00004391 Ureaplasma_parvum_serovar_3 38504 Asp GTC
-GGTTCTGTGGTGTAGT--GATT-AACATGCCTCTCTGTCACAGAGGAG-------------------ATCGCGGGTTTGACTCCCGTCAGGACCGCCA
>tdbD00004571 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Asp GTC
-GGGGGTGTAGCTCAGTT-GGTT-AGAGCGCATGCCTGTCACGCATGAG-------------------GTCGTGAGTTCAAGTCTCATCACTCCCGCCA
>tdbD00004488 Xanthomonas_axonopodis_pv._citri_str._306 190486 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATGCTGGCCTGTCACGCCGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004557 Yersinia_pestis_biovar_Microtus_str._91001 229193 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGCCCCGTCCGTTCCGCCA
>tdbD00001349 Acholeplasma_laidlawii 2148 Lys TTT
-GTCCCGTTAGCTCAGGT-GGT--AGAGCACTTGACTTTTAATCAAGGT-------------------GTCGATGGTTCGAGTCCATCACGGGACACCA
>tdbD00006378 Acinetobacter_sp._ADP1 62977 Lys TTT



-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCCCGCGTTCGAGTCGCGGACGACCCACCA
>tdbD00006146 Agrobacterium_tumefaciens_str._C58 176299 Lys TTT
-GAGAGCGTAGCTCAGCC-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCCAGGGTTCGAATCCCTGCGCTCTCACCA
>tdbD00006115 Aquifex_aeolicus_VF5 224324 Lys TTT
-GAGCCGGTAGCTCAGTT-GGT--AGAGCAACGGCCTTTTAAGCCGTGG-------------------GTCGCGGGTTCGAGTCCCGCCCGGCTCACCA
>tdbD00001360 Azospirillum_lipoferum 193 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006325 Bacillus_anthracis_str._Ames 198094 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCA---
>tdbD00006322 Bacteroides_thetaiotaomicron_VPI-5482 226186 Lys TTT
-GATTCAGTAGCTCAGCA-GGT--AGAGCACAACACTTTTAATGTTGGG-------------------GTCCTGGGTTCGAGCCCCAGCTGGATCA---
>tdbD00006326 Bartonella_henselae_str._Houston-1 283166 Lys TTT
-GAGCGCGTAGCTCAGCT-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCCAGGGTTCGAATCCCTGCGCGCTCACCA
>tdbD00006385 Bartonella_quintana_str._Toulouse 283165 Lys TTT
-GAGCGCGTAGCTCAGCT-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCCAGGGTTCAAATCCCTGCGCGCTCACCA
>tdbD00006328 Bdellovibrio_bacteriovorus_HD100 264462 Lys TTT
-GGTTCGCTAGCTCAGCT-GGT--AGAGCACTTCACTTTTAATGAAGGG-------------------GTCGATGGTTCGAATCCATCGCGAGCCACCA
>tdbD00006260 Bifidobacterium_longum_NCC2705 206672 Lys TTT
-GCCCCTTTAGCTCAAC--GGTT-AGAGCAGCGTCCTTTTAAGTCGTGG-------------------GTTGTGGGTTCGAATCCCACAGGGGGCA---
>tdbD00001352 Borrelia_burgdorferi 139 Lys TTT
-GGGCTCATAGCTCAGGT-GGT--AGAGCAGCGCCCTTTTAAGGCGTTTAAG-----GCG-----TTTGTCGTAGGTTCGAGTCCTACTGAGCTCA---
>tdbD00006093 Borrelia_burgdorferi_B31 224326 Lys TTT
-GGGCTCATAGCTCAGGT-GGT--AGAGCAGCGCCCTTTTAAGGCGTTT-------------------GTCGTAGGTTCGAGTCCTACTGAGCTCA---
>tdbD00006280 Bradyrhizobium_japonicum_USDA_110 224911 Lys TTT
-GAGCGCGTAGCTCAGCC-GGT--AGAGCACGTGACTTTTAATCACGGG-------------------GTCCTGGGTTCGAGCCCCAGCGCGCTCACCA
>tdbD00006131 Brucella_melitensis_16M 224914 Lys TTT
-GAGCGCGTAGCTCAGCC-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCCAGGGTTCGAATCCCTGCGCGCTCACCA
>tdbD00006070 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCAAATCCTGCACGACCCA---
>tdbD00006232 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCAAATCCTGCACGACCCA---
>tdbD00006094 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Lys TTT
-GTCTCGTTAGCTCAGCC-GGT--AGAGCATCTCCCTTTTAAGGAGGGG-------------------GCCGTTGGTTCGAATCCAACACGGGACACCA
>tdbD00006387 Candidatus_Blochmannia_floridanus 203907 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCAAGTCCTGCACGACCCA---
>tdbD00006334 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Lys TTT
-GAGTCTTTAGCTCAGTT-GGTT-AGAGCACCTCACTTTTAATGAGGGG-------------------GTCGATGGTTCGAGTCCATCAAGACTCA---
>tdbD00006096 Caulobacter_crescentus_CB15 190650 Lys TTT
-GGGCCGGTAGCTCAGT--GGT--AGAGCATTCGACTTTTAATCGAATG-------------------GTCCTGGGTTCGAGTCCCAGCCGGCCTACCA
>tdbD00006122 Chlamydia_muridarum_Nigg 243161 Lys TTT
-GGGTCTTTAGCTCAGC--GGTT-AGAGCATCTCACTTTTAATGAGAGG-------------------GTCGCAGGTTCGAATCCTTCAAGACCCA---
>tdbD00006067 Chlamydia_trachomatis_D/UW-3/CX 272561 Lys TTT
-GGGTCTTTAGCTCAGC--GGTT-AGAGCATCTCACTTTTAATGAGAGG-------------------GTCGAAGGTTCGAATCCTTCAAGACCCA---
>tdbD00006065 Chlamydophila_pneumoniae_AR39 115711 Lys TTT
-GGGTCTTTAGCTCAGC--GGTT-AGAGCACCTCACTTTTAATGAGGGG-------------------GTCGAAGGTTCAAATCCTTCAAGACCCA---
>tdbD00006226 Chlorobium_tepidum_TLS 194439 Lys TTT
-GAGAATATAGCTCAGTC-GGT--AGAGCAACTGCCTTTTAAGCAGTGG-------------------GTCGAAGGTTCGAGTCCTTCTATTCTCA---
>tdbD00006127 Clostridium_acetobutylicum_ATCC_824 272562 Lys TTT
-GGTTTATTAGCTCAGTT-GGT--AGAGCACATGACTTTTAATCATGGT-------------------GTCCGGGGTTCGACTCCCCGATAAGCCA---
>tdbD00006120 Clostridium_perfringens_str._13 195102 Lys TTT
-GATTTGCTAGCTCAGTC-GGT--AGAGCACGTGACTTTTAATCACGGT-------------------GTCCAGGGTTCGATTCCCTGGCAGATCACCA
>tdbD00006282 Clostridium_tetani_E88 212717 Lys TTT
-GATCCACTAGCTCAGTC-GGT--AGAGCACATGACTTTTAATCATGGT-------------------GTCCGGGGTTCGATTCCCCGGTGGATCACCA
>tdbD00006330 Corynebacterium_diphtheriae_NCTC_13129 257309 Lys TTT
-GGGCCTTTAGCTCAGCT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCCCGGGTTCGAGCCCCGGAGGGCCCA---
>tdbD00006265 Corynebacterium_efficiens_YS-314 196164 Lys TTT
-GGGCCTTTAGCTCAGTT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCCCGGGTTCGAGCCCCGGAGGGCCCACCA
>tdbD00006236 Corynebacterium_glutamicum_ATCC_13032 196627 Lys TTT
-GGGCCTATAGCTCAGTT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCTTGGGTTCGAGTCCCAATGGGCCCA---
>tdbD00006304 Coxiella_burnetii_RSA_493 227377 Lys TTT
-GGGTCGTTAGCTCAGCT-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCATAGGTTCAAATCCTATACGACCCACCA
>tdbD00006098 Deinococcus_radiodurans_R1 243230 Lys TTT
-GGGTTGTTAGCTCAAT--GGT--AGAGCAGCTGACTTTTAATCAGCGG-------------------GTTCTCGGTTCGAGTCCGAGGCGACCCACCA
>tdbD00006365 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Lys TTT
-GGGTCGTTAACTCAGTC-GGT--AGAGTACCTGCCTTTTAAGCAGAGA-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006284 Enterococcus_faecalis_V583 226185 Lys TTT
-GAGCCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCACAGGTTCGAGCCCTGTACGGCTCA---
>tdbD00006286 Enterococcus_faecalis_V583 226185 Lys TTT
-AGACGTGTAGCTCAATA-GGT--AGAGCAATTGATTTTTAATCAATGGTGCG----TGAT---TGCTTGTGCAGGTTCGACTCCTGTCACGTCAA---
>tdbD00001359 Escherichia_coli 562 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006228 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Lys TTT
-GCGTCATTAGCTCAGTT-GGT--AGAGCACACGACTTTTAATCGTGTT-------------------GTCACAAGTTCAAATCTTGTATGACGCACCA
>tdbD00006346 Geobacter_sulfurreducens_PCA 243231 Lys TTT
-GAGCCGCTAGCTCAGAT-GGT--AGAGCACCTGACTTTTAATCAGGTG-------------------GTCGTTGGTTCGATCCCAACGCGGCTCACCA



>tdbD00001361 Haemophilus_influenzae 727 Lys TTT
-GGGTCGTTAGCTCAGAC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAAGGTTCGAATCCTTCACGACCCACCA
>tdbD00001362 Haemophilus_influenzae 727 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAAGGTTCGAATCCTTCACGACCCACCA
>tdbD00001356 Helicobacter_pylori 210 Lys TTT
-GACCCGTTAGCTCAGCT-GGT--AGAGCAATTCCCTTTTAAGGAATGG-------------------GCCGTTGGTTCAAATCCAACACGGGTCACCA
>tdbD00006348 Lactobacillus_johnsonii_NCC_533 257314 Lys TTT
-GAGTCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGGCAGTTCGAGCCTGCCACGACTCA---
>tdbD00006287 Lactobacillus_plantarum_WCFS1 220668 Lys TTT
-GAGCCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGACAGTTCGAGACTGTCACGGCTCA---
>tdbD00006350 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Lys TTT
-GGGCCTCTAGCTCAGTC-GGT--AGAGCATCGGACTTTTAATCCGCGG-------------------GTCGTGGGTTCGAGCCCCACGGGGCCCA---
>tdbD00006266 Leptospira_interrogans_serovar_Lai_str._56601 189518 Lys TTT
-GAGTCGTTAGCTCAGCT-GGT--AGAGCAATTCCCTTTTAAGGAATGG-------------------GTCCGGGGTTCGAATCCCCGACGACTCA---
>tdbD00006117 Listeria_innocua_Clip11262 272626 Lys TTT
-GAGCCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGCTGGTTCGAACCCAGCACGGCTCA---
>tdbD00006370 Mesoplasma_florum_L1 265311 Lys TTT
-GACTCGCTAGCTCAGTC-GGT--AGAGCAACTGGCTTTTAACCAGTGG-------------------GTCCGGAGTTCGAGCCTCCGGCGAGTCACCA
>tdbD00006132 Mesorhizobium_loti_MAFF303099 266835 Lys TTT
-GAGCGCGTAGCTCAGCC-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCATGGGTTCGAATCCCATCGCGCTCACCA
>tdbD00006299 Mycobacterium_bovis_AF2122/97 233413 Lys TTT
-GCCCCTATAGCTCAGTT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCCCAGGTTCGAGTCCTGGTGGGGGCA---
>tdbD00006081 Mycobacterium_leprae_TN 272631 Lys TTT
-GCCCCTATAGCTCAGTT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCCTAGGTTCGAGTCCTAGTGGGGGCA---
>tdbD00001341 Mycoplasma_capricolum 2095 Lys TTT
-GACTCGTTAGCTCAGCC-GGT--AGAGCAACTGGCTTTTAACCAGTGG-------------------GTCCGGGGTTCGAATCCCCGACGAGTCACCA
>tdbD00006297 Mycoplasma_gallisepticum_R 233150 Lys TTT
-GACTCACTAGCTCAGC--GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGGGTTCGATCCCCGGGTGGGTCACCA
>tdbD00001343 Mycoplasma_genitalium 2097 Lys TTT
-GACTCACTAGCTCAGG--GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGAGTTCGATCCTCGGGTGGGTCACCA
>tdbD00006100 Mycoplasma_genitalium_G37 243273 Lys TTT
-GACTCACTAGCTCAGC--GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGAGTTCGATCCTCGGGTGGGTCACCA
>tdbD00001345 Mycoplasma_pneumoniae 2104 Lys TTT
-GACTCACTAGCTCAGC--GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGAGTTCGATCCTCGGGTGAGTCACCA
>tdbD00006144 Mycoplasma_pulmonis_UAB_CTIP 272635 Lys TTT
-GCGCCTTTAGCTCAGCA-GGT--AGAGCAAATGGCTTTTAACCATTGG-------------------GTCAGAGGTTCAAATCCTCTAAGGCGTACCA
>tdbD00006073 Neisseria_meningitidis_MC58 122586 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAGCGTTCGAATCGCTCACGACCCACCA
>tdbD00006074 Neisseria_meningitidis_MC58 122586 Lys TTT
-GGGTCGTTAGCTCAGCC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAGCGTTCGAATCGCTCACGACCCACCA
>tdbD00006320 Nitrosomonas_europaea_ATCC_19718 228410 Lys TTT
-GGGTCGTTAGCTCAGCC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGCGCGTTCGAATCGCGCACGGCCTACCA
>tdbD00006141 Nostoc_sp._PCC_7120 103690 Lys TTT
-GGGGTATTGGCATAGC--GGCA-AGTGCATCGGACTTTTAATCCGACT-------------------TAGACAGGTTCGACTCCTGTATACCCCACCA
>tdbD00006142 Nostoc_sp._PCC_7120 103690 Lys TTT
-GGGTCGCTAACTCAAC--GGT--AGAGTACTCGGCTTTTAACCGATTA-------------------GTTCCGGGTTCGAATCCCGGGCGACCCA---
>tdbD00006267 Oceanobacillus_iheyensis_HTE831 221109 Lys TTT
-GAGCCATTAGCTCAGTC-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAATCCTTCATGGCTCACCA
>tdbD00006268 Oceanobacillus_iheyensis_HTE831 221109 Lys TTT
-GAGCCATTAGCTCAGTC-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAATCCTTCATGGCTCA---
>tdbD00006331 Onion_yellows_phytoplasma_OY-M 262768 Lys TTT
-GTCCCGTTAGCTCAGCT-GGT--AGAGCACTTGACTTTTAATCAAGGT-------------------GTCGAAGGTTCGACTCCTTCACGGGATACCA
>tdbD00006335 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006351 Porphyromonas_gingivalis_W83 242619 Lys TTT
-GAATCGCTAGCTCAGCA-GGT--AGAGCACATCCCTTTTAAGGATGGG-------------------GTCCTGGGTTCGAACCCCAGGCGATTCA---
>tdbD00006372 Propionibacterium_acnes_KPA171202 267747 Lys TTT
-GCCCCCGTAGCTCAGAT-GGTT-AGAGCAGCGGACTTTTAATCCGCGG-------------------GTCCTGGGTTCGAGTCCCAGTGGGGGCA---
>tdbD00006106 Pseudomonas_aeruginosa_PAO1 208964 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGTTGGCTTTTAACCAATTG-------------------GTCGTAGGTTCGAATCCTACACGACCCACCA
>tdbD00006323 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGGCTTTTAACCAATTG-------------------GTCGTAGGTTCGAATCCCACACGACCCACCA
>tdbD00006139 Ralstonia_solanacearum_GMI1000 267608 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGCGTGTTCGAGTCACGCACGACCCACCA
>tdbD00006317 Rhodopirellula_baltica_SH_1 243090 Lys TTT
-GAGAGTGTAGCTCAGTT-GGC--AGAGCATTCGACTTTTAATCGAATG-------------------GTCCTGGGTTCGAGTCCCAGCACTCTCA---
>tdbD00006318 Rhodopirellula_baltica_SH_1 243090 Lys TTT
-GGGGCTGTGGTGTAACT-GGC--AGCATGACGGACTTTTAATCCGTTC-------------------GGTGAGGGTTCAACTCCCTTCGGCCCCA---
>tdbD00006338 Rhodopseudomonas_palustris_CGA009 258594 Lys TTT
-GAGCGCGTAGCTCAGCC-GGT--AGAGCACGTGACTTTTAATCATGGG-------------------GTCGAGGGTTCGAGTCCCTCCGCGCTCACCA
>tdbD00006129 Rickettsia_conorii_str._Malish_7 272944 Lys TTT
-GAGCTCGTAGCTCAGTC-GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGGGTTCAAATCCCGGCGAGCTCACCA
>tdbD00006233 Rickettsia_prowazekii_str._Madrid_E 272947 Lys TTT
-GAGCTCGTAGCTCAGTT-GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGGGTTCGAATCCCGGCGAGCTCACCA
>tdbD00006353 Rickettsia_typhi_str._Wilmington 257363 Lys TTT



-GAGCTCGTAGCTCAGTT-GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGGGTTCAAATCCCGGCGAGCTCACCA
>tdbD00006147 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCA---
>tdbD00006315 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACTA
>tdbD00006272 Shewanella_oneidensis_MR-1 211586 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGTTGGCTTTTAACCAATTG-------------------GTCGAAGGTTCGAATCCTTCACGACCCACCA
>tdbD00001355 Staphylococcus_aureus 1280 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCACCA
>tdbD00006339 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Lys TTT
-GAGCCATTAGCTCAGCT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCA---
>tdbD00006341 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCAC--
>tdbD00006239 Staphylococcus_aureus_subsp._aureus_MW2 196620 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCACTA
>tdbD00006078 Staphylococcus_aureus_subsp._aureus_N315 158879 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCA---
>tdbD00006275 Streptococcus_agalactiae_2603V/R 208435 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006277 Streptococcus_mutans_UA159 210007 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006302 Streptococcus_pyogenes_SSI-1 193567 Lys TTT
-GGCTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006311 Streptomyces_avermitilis_MA-4680 227882 Lys TTT
-GGACCCTTAGCTCAATT-GGC--AGAGCAGTGGACTTTTAATCCATTG-------------------GTTGTGGGTTCGAGTCCCACAGGGTCTA---
>tdbD00006269 Streptomyces_coelicolor_A3(2) 100226 Lys TTT
-GGGCCCTTAGCTCAATT-GGC--AGAGCAGTGGACTTTTAATCCATTG-------------------GTTGTGGGTTCGAGTCCCACAGGGCCTA---
>tdbD00006355 Symbiobacterium_thermophilum_IAM_14863 292459 Lys TTT
-GGGCCATTAGCTCAGT--GGC--AGAGCATCCGCCTTTTAAGCGGGGT-------------------GTCGTTGGTTCGAATCCAACATGGCCCACCA
>tdbD00001364 Synechocystis_sp. 1143 Lys TTT
-GGGTCGCTAGCTCAGC--GGT--AGAGCACTCGGCTTTTAACCGATTG-------------------GTCTTGGGTTCGAATCCCAGGCGACCCA---
>tdbD00006248 Thermoanaerobacter_tengcongensis_MB4 273068 Lys TTT
-GACCCATTAGCTCAGGA-GGT--AGAGCACCTGCCTTTTAAGCAGGGT-------------------GTCCCGCGTTCGAGTCGCGGATGGGTCACCA
>tdbD00006249 Thermoanaerobacter_tengcongensis_MB4 273068 Lys TTT
-GACCCATTAGCTCAGGA-GGT--AGAGCACCTGCCTTTTAAGCAGGGT-------------------GTCCCGCGTTCGAATCGCGGATGGGTCACCA
>tdbD00006109 Thermotoga_maritima_MSB8 243274 Lys TTT
-GACCCGGTAGCTCAGCA-GGC--AGAGCACCTGACTTTTAATCAGGGG-------------------GTCGTGGGTTCGAATCCCACCCGGGTCACCA
>tdbD00006374 Thermus_thermophilus_HB27 262724 Lys TTT
TGGGCCGTTAGCTCAGCT-GGC--AGAGCAACCGACTTTTAATCGGTAG-------------------GTCGCAGGTTCGAATCCTGCACGGCCCACCA
>tdbD00006375 Treponema_denticola_ATCC_35405 243275 Lys TTT
-GGGCTATTAGCTCAGTA-GGT--AGAGCAACGCCCTTTTAAGGCGTGG-------------------GTCTCAGGTTCGAATCCTGAATAGCTCA---
>tdbD00001351 Treponema_pallidum 160 Lys TTT
-GGGCTATTAGCTCAGCT-GGT--AGAGCAACGCCCTTTTAAGGCGTGG-------------------GTCGATGGTTCGAATCCATCATGGCTCA---
>tdbD00006291 Tropheryma_whipplei_str._Twist 203267 Lys TTT
-GGGCCTGTAGCTCAGCT-GGA--AGAGCATCGGACTTTTAATCCGCTG-------------------GTCGTGGGTTCGAGCCCCACCGGGCCCA---
>tdbD00006083 Ureaplasma_parvum_serovar_3 38504 Lys TTT
-GCCTCATTAGCTCAGT--GGT--AGAGCATTTCACTTTTAATGAAGGG-------------------GTCAAAGGTTCGAAACCTTTATGGGGCACCA
>tdbD00006076 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Lys TTT
-GGGTCGTTAGCTCAGT--GGT--AGAGCAGTTGGCTTTTAACCAATTG-------------------GTCATAGGTTCAAATCCTATACGACCCACCA
>tdbD00006377 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Lys TTT
-GATCCCGTAGCTCAGCC-GGT--AGAGCAACTGACTTTTAATCAGTGG-------------------GTCACGCGTTCGAATCGCGTCGGGATCA---
>tdbD00006253 Xanthomonas_axonopodis_pv._citri_str._306 190486 Lys TTT
-GGGCCGTTAGCTCAGTC-GGT--AGAGCAGAAGACTTTTAATCTTTTG-------------------GTCGATGGTTCGAATCCATCACGGCCCACCA
>tdbD00006111 Xylella_fastidiosa_9a5c 160492 Lys TTT
-GGGCCGTTAGCTCAGTC-GGT--AGAGCATCGGACTTTTAATCCGCTG-------------------GTCGCTGGTTCGATTCCAGCACGGCCCACCA
>tdbD00006112 Xylella_fastidiosa_9a5c 160492 Lys TTT
-ATAGCGTTTTTAGTCCTCGGT--AGAGCATCGGACTTTTAATCCGCTG-------------------GTCGCTGGTTCGATTCCAGCACGGCCCACCA
>tdbD00006356 Yersinia_pestis_biovar_Microtus_str._91001 229193 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCCGCACGACCCACCA
>tdbD00001939 Acholeplasma_laidlawii 2148 Asn GTT
-GCCTACTTAGCTCAGTT-GGTT-AGAGCACCTGACTGTTAATCAGGGG-------------------GTCGCTGGTTCGAGTCCAGCAGTGGGCGCCA
>tdbD00008021 Acinetobacter_sp._ADP1 62977 Asn GTT
-TCTCCAATAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCCCTGGTTCGAGCCCAGGTTGGAGAGCCA
>tdbD00008022 Acinetobacter_sp._ADP1 62977 Asn GTT
-TCTCCCATAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCCCTGGTTCGAGCCCAGGTGGGAGAGCCA
>tdbD00007859 Agrobacterium_tumefaciens_str._C58 176299 Asn GTT
-TCCCTGGTAGCTCAGC--GGT--AGAGCATTCGACTGTTAATCGACAG-------------------GTCGCCGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007833 Aquifex_aeolicus_VF5 224324 Asn GTT
-TCCGGGGTAGCTCAATC-GGC--AGAGCGGGTGGCTGTTAACCACCTG-------------------GTTGGGGGTTCGAGTCCCTCCCCCGGAGCCA
>tdbD00008024 Bacillus_anthracis_str._A2012 191218 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCAAGTCCTACCTGCGGAGCCA
>tdbD00008025 Bacillus_anthracis_str._A2012 191218 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCKGAGCCA
>tdbD00007983 Bacillus_anthracis_str._Ames 198094 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCGGAGCCA



>tdbD00007984 Bacillus_anthracis_str._Ames 198094 Asn GTT
-TCCGCAGTAGCTCAGC--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGATTCCTACCTGCGGAGCCA
>tdbD00007951 Bacillus_halodurans_C-125 272558 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGTGGAGCCA
>tdbD00007952 Bacillus_halodurans_C-125 272558 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCGGAGCCA
>tdbD00001949 Bacillus_sp._PS3 2334 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCAATCGGCTGTTAACCGATTG-------------------GTCGCAGGTTCGAATCCTGCCTGCGGAGCCA
>tdbD00001947 Bacillus_subtilis 1423 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAATCCTGCCTGTGGAGCCA
>tdbD00001948 Bacillus_subtilis 1423 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAATCCTACCTGCGGAG---
>tdbD00007801 Bacillus_subtilis_subsp._subtilis_str._168 224308 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAATCCTACCTGCGGAGCCA
>tdbD00007981 Bacteroides_thetaiotaomicron_VPI-5482 226186 Asn GTT
-TCTTCCTTAGCTCAGTC-GGTT-AGAGCATCTGACTGTTAATCAGAGG-------------------GTCCTTGGTTCAAGTCCAAGAGGAAGAG---
>tdbD00007985 Bartonella_henselae_str._Houston-1 283166 Asn GTT
-TCCCCGGTAGCTCAGT--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007986 Bdellovibrio_bacteriovorus_HD100 264462 Asn GTT
-TCAGAAGTAGCTCAGTC-GGT--AGAGCAAGCGGCTGTTAACCGCTGG-------------------GTCGGGGGTTCGAGTCCCTCCTTCTGAGCCA
>tdbD00007936 Bifidobacterium_longum_NCC2705 206672 Asn GTT
-TCCTGCGTAGCTCAGTT-GGC--AGAGCATCCGACTGTTAATCGGACG-------------------GTCGCTGGTTCAAGCCCAGCCGCAGGAG---
>tdbD00007937 Bifidobacterium_longum_NCC2705 206672 Asn GTT
-TCCTGCGTAGCTCAGTT-GGC--AGAGCATCCGACTGTTAATCGGACG-------------------GTCACTGGTTCAAGCCCAGTCGCAGGAGCCA
>tdbD00007938 Bifidobacterium_longum_NCC2705 206672 Asn GTT
-TCCTGCGTAGCTCAGTT-GGC--AGAGCATCCGACTGTTAATCGGACG-------------------GTCACTGGTTCAAGCCCAGTCGCAGGAG---
>tdbD00001941 Borrelia_burgdorferi 139 Asn GTT
-TCCCCTATAGCTCAGT--GGT--AGAGCGGGTGGCTGTTAACCACTAG-------------------GTCGGAGGTTCAAGTCCTTCTGGGGGAG---
>tdbD00007953 Bradyrhizobium_japonicum_USDA_110 224911 Asn GTT
-TCCTCGGTAGCTCAGC--GGT--AGAGCATCCGACTGTTAATCGGATG-------------------GTCGCTGGTTCGAATCCAGCCCGGGGAGCCA
>tdbD00007849 Brucella_melitensis_16M 224914 Asn GTT
-TCCCCGGTAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007802 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Asn GTT
-TCCTCTGTAGTTCAGTT-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAATCCAGTCGGAGGAG---
>tdbD00007973 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Asn GTT
-TCCTCTGTAGTTCAGTT-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAATCCAGTCAGGGGAG---
>tdbD00007918 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Asn GTT
-TCCTCTGTAGTTCAGTT-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGCCCAGTCAGGGGAG---
>tdbD00007822 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Asn GTT
-TCCGGATTAGCTCAGC--GGT--AGAGTAGTCGGCTGTTAACCGATTG-------------------GTCGTAGGTTCGAATCCTACATCCGGAGCCA
>tdbD00008030 Candidatus_Blochmannia_floridanus 203907 Asn GTT
-TCCTCTGTAGTTCAGTT-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCAAATCCAGTCAGGGGAGCCA
>tdbD00007990 Candidatus_Protochlamydia_amoebophila_UWE25 264201 Asn GTT
-TCCGGATTAGCTCAGC--GGT--AGAGCAGTGGACTGTTAATCCATTG-------------------GTCGCTAGTTCGAATCTAGCATCCGGAG---
>tdbD00007823 Caulobacter_crescentus_CB15 190650 Asn GTT
-TCCGCGGTAGCTCAGT--GGT--AGAGCAGCCGGCTGTTAACCGGCTG-------------------GTCGTAGGTTCGAATCCTACCCGCGGAGCCA
>tdbD00007842 Chlamydia_muridarum_Nigg 243161 Asn GTT
-TCCGGAGTAGCTCAGC--GGT--AGAGCAGTGGACTGTTAATCCATTG-------------------GTCGTTGGTTCGAACCCATCCTCCGGAG---
>tdbD00007915 Chlorobium_tepidum_TLS 194439 Asn GTT
-TCCGCGATAGCTCAAT--GGT--AGAGCATTCGGCTGTTAACCGAAGG-------------------GTTGTAGGTTCGAATCCTACTCGCGGAG---
>tdbD00007846 Clostridium_acetobutylicum_ATCC_824 272562 Asn GTT
-TCCGCGATAGCTCAAC--GGT--GGAGCACTCGGCTGTTAACCGATAG-------------------GTTGAAGGTTCGAATCCTTTTCGCGGAGCCA
>tdbD00007847 Clostridium_acetobutylicum_ATCC_824 272562 Asn GTT
-TCCGTGATAGCTCAAC--GGT--GGAGCACTCGGCTGTTAACCGATAG-------------------GTTGAAGGTTCGAATCCTTTTCACGGAGCCA
>tdbD00007839 Clostridium_perfringens_str._13 195102 Asn GTT
-TCCTCGGTAGCTCAAT--GGT--GGAGCACTCGGCTGTTAACCGATAG-------------------GTTGGAGGTTCGAGTCCTCTCCGAGGAGCCA
>tdbD00007840 Clostridium_perfringens_str._13 195102 Asn GTT
-TCCTCGATAGCTCAAT--GGT--GGAGCACTCGGCTGTTAACCGATAG-------------------GCTGGAGGTTCGAGTCCTCTTCGAGGAGCCA
>tdbD00007955 Clostridium_tetani_E88 212717 Asn GTT
-TCCGTGGTAGCTCAAT--GGT--GGAGCATTCGGCTGTTAACCGAAGG-------------------GTTGAAGGTTCGAATCCTTTCCACGGAGCCA
>tdbD00007987 Corynebacterium_diphtheriae_NCTC_13129 257309 Asn GTT
-TCCCCCATAGCTCAATT-GGC--AGAGCATTCGACTGTTAATCGAAGG-------------------GTTACTGGTTCGAGTCCAGTTGGGGGAG---
>tdbD00007940 Corynebacterium_efficiens_YS-314 196164 Asn GTT
-TCCTCCATAGCTCAGTT-GGC--AGAGCATTCGACTGTTAATCGAAGG-------------------GTCACTGGTTCGAGCCCAGTTGGAGGAG---
>tdbD00007920 Corynebacterium_glutamicum_ATCC_13032 196627 Asn GTT
TTCCTCCATAGCTCAGTT-GGC--AGAGCATTCGACTGTTAATCGAAGG-------------------GTCACTGGTTCGAGCCCAGTTGGAGGAG---
>tdbD00007970 Coxiella_burnetii_RSA_493 227377 Asn GTT
-TCCTCGGTAGCTCAGTC-GGT--AGAGCAGGTGACTGTTAATCACTTG-------------------GTCGGGGGTTCAAGTCCCTCCCGAGGAGCCA
>tdbD00007824 Deinococcus_radiodurans_R1 243230 Asn GTT
-TCGGCAGTAGCTCAGT--GGC--AGAGCATCCGACTGTTAATCGGACG-------------------GTCGTTGGTTCGACCCCAACCTGCCGAGCCA
>tdbD00008013 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Asn GTT
-TCCCCGGTGGCTCAATC-GGC--AGAGCGGGTGACTGTTAATCACTAG-------------------GTTGGCGGTTCAAGTCCGTCCCGGGGAGCCA
>tdbD00007956 Enterococcus_faecalis_V583 226185 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGCCGGAG---
>tdbD00001950 Escherichia_coli 562 Asn GTT



-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007815 Escherichia_coli_O157H7_EDL933 155864 Asn GTT:
-TCCTCTGTAGTTCAGTC-GGT--AGAASGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007916 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Asn GTT
-GCTTCCTTAGCTCAGTC-GGT--AGAGCATGCGGCTGTTAACCGCAGC-------------------GTCAATGGTTCGAGTCCATTAGGAAGCGCCA
>tdbD00007998 Geobacter_sulfurreducens_PCA 243231 Asn GTT
-TCCCCAATAGCTCAGTC-GGT--AGAGCGGGTGGCTGTTAACCACCAT-------------------GTCCCTGGTTCGAGTCCGGGTTGGGGAGCCA
>tdbD00001953 Haemophilus_influenzae 727 Asn GTT
-TCCTCCTTAGTTCAGTC-GGT--AGAACGGTGGACTGTTAATCCATAT-------------------GTCGCAGGTTCGAGTCCCGCAGGAGGAGCCA
>tdbD00001954 Haemophilus_influenzae 727 Asn GTT
-TCCTCCTTAGTTCAGTC-GGT--AGAACGGTGGACTGTTAATCCATAT-------------------GTCGCTGGTTCAAGTCCAGCAGGAGGAGCCA
>tdbD00007966 Helicobacter_hepaticus_ATCC_51449 235279 Asn GTT
-TCCGGATTAGCTCAGC--GGT--AGAGTAGGTGGCTGTTAACCACTTG-------------------GTCGCAGGTTCGAATCCTGCATCCGGAGCCA
>tdbD00007817 Helicobacter_pylori_26695 85962 Asn GTT
-TCCAGATTAGCTCAGC--GGT--AGAGTAGGCGGCTGTTAACCGCTTG-------------------GTCGTAGGTTCGAATCCTACATCTGGAGCCA
>tdbD00001945 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Asn GTT
-TCCGCCTTAGCTCAGTT-GGT--AGAGCGCTTGACTGTTAATCAGGAT-------------------GTCGTCAGTTCGAGTCTGACAGGCGGAG---
>tdbD00007999 Lactobacillus_johnsonii_NCC_533 257314 Asn GTT
-TCCGGCTTAGCTCAGTT-GGT--AGAGCACCTGACTGTTAATCAGGTT-------------------GTCGTCAGTTCGAGTCTGACAGCCGGAG---
>tdbD00008000 Lactobacillus_johnsonii_NCC_533 257314 Asn GTT
-TCCGGCTTAGCTCAGTT-GGT--AGAGCACCTGACTGTTAATCAGGTT-------------------GTCGTCAGTTCGAGTCTGACAGCCGGAGCCA
>tdbD00007957 Lactobacillus_plantarum_WCFS1 220668 Asn GTT
-TCCGACATAGCTCAGTT-GGT--AGAGCGCTTGACTGTTAATCAAGAT-------------------GTCGACGGTTCGAGCCCGCCTGTCGGAG---
>tdbD00007958 Lactobacillus_plantarum_WCFS1 220668 Asn GTT
-GTGGCCTTAGCTCAGTT-GGT--AGAGCACCTGACTGTTAATCAGGTT-------------------GTCGCTGGTTCGAGTCCAGCAGGCTACG---
>tdbD00007959 Lactobacillus_plantarum_WCFS1 220668 Asn GTT
-TGCCCGGTAGTTCAGC--GGT--AGAATAATTGACTGTTAATCAAGAG-------------------GTCGCTGGTTCGATCCCAGCCCGGGCAG---
>tdbD00001946 Lactococcus_lactis 1358 Asn GTT
-TGCGGATTAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTCAGTTCGAGTCTGACATCCGCAG---
>tdbD00007941 Leptospira_interrogans_serovar_Lai_str._56601 189518 Asn GTT
-TCCCCTTTAGCTCAGTC-GGT--AGAGCAAGTGACTGTTAATCACTGG-------------------GTCGCTGGTTCGAGCCCAGCAGGGGGAGCCA
>tdbD00007834 Listeria_innocua_Clip11262 272626 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAG---
>tdbD00007835 Listeria_innocua_Clip11262 272626 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAGCCA
>tdbD00007836 Listeria_innocua_Clip11262 272626 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAGCC-
>tdbD00008016 Mesoplasma_florum_L1 265311 Asn GTT
-GGCTTTTTAGCTCAGTT-GGT--AGAGCAACCGGCTGTTAACCGGTTT-------------------GTCACAGGTTCAAGTCCTGTAAAAGCCGCCA
>tdbD00007967 Mycobacterium_bovis_AF2122/97 233413 Asn GTT
-TCCCCTGTAGCTCAATT-GGC--AGAGCGTTCGGCTGTTAACCGAAGG-------------------GTTGGAGGTTCGAGTCCTCCCGGGGGAG---
>tdbD00007810 Mycobacterium_leprae_TN 272631 Asn GTT
-TCCCCTGTAGCTCAATT-GGC--AGAGCATTCGGCTGTTAACCGAACG-------------------GTTGGAGGTTCGAGTCCTCCCGGGGGAG---
>tdbD00001935 Mycoplasma_capricolum 2095 Asn GTT
-GGCTTTTTAGCTCAGCA-GGT--AGAGCAACCGGCTGTTAACCGGTTT-------------------GTCACAGGTTCGAGCCCTGTAAAAGCCGCCA
>tdbD00007965 Mycoplasma_gallisepticum_R 233150 Asn GTT
-GGCCACATAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCACAGGTTCAAATCCTGTTGTGGCCGCCA
>tdbD00001936 Mycoplasma_genitalium 2097 Asn GTT
-CTCAGCGTAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCACAGGTTCGATCCCTGTTGTGGCCGCCA
>tdbD00007825 Mycoplasma_genitalium_G37 243273 Asn GTT
-GGCCACATAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCACAGGTTCGATCCCTGTTGTGGCCGCCA
>tdbD00007858 Mycoplasma_pulmonis_UAB_CTIP 272635 Asn GTT
-GCCGATTTAGCTCAGT--GGT--AGAGCAGCTGGCTGTTAACCAGTTG-------------------GTCACAAGTTCAAATCTTGTAATCGGCGCCA
>tdbD00007804 Neisseria_meningitidis_MC58 122586 Asn GTT
-TCCCCGATAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCCCTGGTTCGAGCCCAGGTCGGGGAGCCA
>tdbD00007980 Nitrosomonas_europaea_ATCC_19718 228410 Asn GTT
-TCCCCGATAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCCCAGGTTCGAGCCCTGGTCGGGGAGCCA
>tdbD00007855 Nostoc_sp._PCC_7120 103690 Asn GTT
-TGCCCCATAGCTCAAT--GGC--AGAGCAAGCGGCTGTTAACCGCGAG-------------------GTTGTAAGTTCGACTCTTACTGGGGCAGCCA
>tdbD00007857 Nostoc_sp._PCC_7120 103690 Asn GTT
-TCCTCAGTAGCTCAGT--GGT--AGAGCGATCGACTGTTAATCGATTG-------------------GTCACTGGTTCGAATCCAGTCTGGGGAG---
>tdbD00007942 Oceanobacillus_iheyensis_HTE831 221109 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAATCCTACCTGTGGAGCCA
>tdbD00007988 Onion_yellows_phytoplasma_OY-M 262768 Asn GTT
-GCCTACGTAGCTCAGTT-GGTT-AGAGCATCTGACTGTTAATCAGAGG-------------------GTCCTAGGTTCGAGTCCTAGCGTGGGCGCCA
>tdbD00007827 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Asn GTT
-TCCTCCTTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCGCTGGTTCAAGTCCAGCAGGAGGAGCCA
>tdbD00007991 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Asn GTT
-TCCTCCATAGTTCAGTC-GGT--AGAACAGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCAAGTCCAGTTGGGGGAGCCA
>tdbD00007992 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Asn GTT
-TCCTCCATAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCAAGTCCAGTTGGAGGAGCCA
>tdbD00008002 Porphyromonas_gingivalis_W83 242619 Asn GTT
-TCTTCCTTAGCTCAGTT-GGTT-AGAGCATCTGACTGTTAATCAGAGG-------------------GTCCTTGGTTCAAGTCCAAGAGGAAGAG---
>tdbD00008003 Porphyromonas_gingivalis_W83 242619 Asn GTT
-GCTTTCTTAGCTCAGTC-GGTT-AGAGCATCTGACTGTTAATCAGAGG-------------------GTCCTTGGTTCGAGCCCAAGAGAAAGCG---



>tdbD00008017 Propionibacterium_acnes_KPA171202 267747 Asn GTT
-TCCCCTGTAGCTCAATT-GGC--AGAGCATCTGACTGTTAATCAGAGG-------------------GTTACTGGTTCGAGTCCAGTCGGGGGAG---
>tdbD00007829 Pseudomonas_aeruginosa_PAO1 208964 Asn GTT
-TCCGCGATAGCTCAGTC-GGT--AGAGCAAATGACTGTTAATCATTGG-------------------GTCCCTGGTTCGAGTCCAGGTCGCGGAGCCA
>tdbD00007982 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Asn GTT
-TCCGCGATAGCTCAGTT-GGT--AGAGCAAGTGACTGTTAATCACTGG-------------------GTCCCTGGTTCGAGTCCAGGTCGTGGAGCCA
>tdbD00007854 Ralstonia_solanacearum_GMI1000 267608 Asn GTT
-TCCCCGATAGCTCAGTC-GGT--AGAGCGCCGGACTGTTAATCCGTAG-------------------GTCCCTGGTTCGAGCCCAGGTCGGGGAGCCA
>tdbD00007977 Rhodopirellula_baltica_SH_1 243090 Asn GTT
-TCCGGTGTGGCCCAAT--GGT--AAGGCGGCTCCCTGTTAAGGAGACG-------------------AGTGATGGTTCGAGTCCATCCGCCGGAG---
>tdbD00007978 Rhodopirellula_baltica_SH_1 243090 Asn GTT
-TCCCCTGTAGCTCAGTT-GGT--AGAGCAGGCGGCTGTTAACCGCCTT-------------------GTCACAGGTTCGAGTCCTGTCGGGGGAG---
>tdbD00007993 Rhodopseudomonas_palustris_CGA009 258594 Asn GTT
-TCCCTGGTAGCTCAGT--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007848 Rickettsia_conorii_str._Malish_7 272944 Asn GTT
-TCCTCGGTAGCTTAGT--GGT--AGAGCAAACGGCTGTTAACCGTTCG-------------------GTCGCTGGTTCGAGTCCGGCCCGGGGAGCCA
>tdbD00007919 Rickettsia_prowazekii_str._Madrid_E 272947 Asn GTT
-TCCTCGGTAGCTCAGT--GGT--AGAGCAAACGGCTGTTAACCGTTCG-------------------GTCGCTGGTTCGAGTCCGGCCCGGGGAGCCA
>tdbD00007945 Shewanella_oneidensis_MR-1 211586 Asn GTT
-TCCCCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCAAGTCCAGTCAGGGGAGCCA
>tdbD00007946 Shigella_flexneri_2a_str._301 198214 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGGGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007861 Sinorhizobium_meliloti_1021 266834 Asn GTT
-TCCCTGGTAGCTCAGC--GGT--AGAGCACTCGACTGTTAATCGATAG-------------------GTCGCCGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007994 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGTGGAGCCA
>tdbD00007961 Staphylococcus_epidermidis_ATCC_12228 176280 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAATCCTACCTGTGGAGCCA
>tdbD00007948 Streptococcus_agalactiae_2603V/R 208435 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGCAGGTTCGAGTCCTGCTGCCGGAG---
>tdbD00007949 Streptococcus_agalactiae_2603V/R 208435 Asn GTT
-TCCGCCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGGCGGAG---
>tdbD00007975 Streptomyces_avermitilis_MA-4680 227882 Asn GTT
-TCCTCCGTAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTACTGGTTCGAGTCCAGTCGGGGGAG---
>tdbD00007944 Streptomyces_coelicolor_A3(2) 100226 Asn GTT
-TCCTCGGTAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTACTGGTTCGAGTCCAGTCCGGGGAG---
>tdbD00008005 Symbiobacterium_thermophilum_IAM_14863 292459 Asn GTT
-TCCGGCGTAGCTCAGC--GGT--AGAGCGTCCGGCTGTTAACCGGAGG-------------------GTCGTAGGTTCGAATCCTACCGCCGGAGCCA
>tdbD00001955 Synechocystis_sp. 1143 Asn GTT
-TCCTCGGTAGCTCAGT--GGT--AGAGCGGTCGGCTGTTAACCGATTG-------------------GTCGTAGGTTCGAATCCTACCCGGGGAG---
>tdbD00007928 Thermoanaerobacter_tengcongensis_MB4 273068 Asn GTT
-TCCTCAGTAGCTCAAG--GGT--AGAGCAACCGGCTGTTAACCGGTAG-------------------GTTGTAGGTTCGAATCCTACCTGAGGAGCCA
>tdbD00007929 Thermoanaerobacter_tengcongensis_MB4 273068 Asn GTT
-TCCTCAGTAGCTCAAG--GGT--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTGTAGGTTCGAATCCTACCTGAGGAGCCA
>tdbD00007926 Thermosynechococcus_elongatus_BP-1 197221 Asn GTT
-TCCTCAGTAGCTCAGC--GGT--AGAGCGGTCGGCTGTTAACCGATTG-------------------GTCGCTGGTTCGAATCCAGCCTGGGGAG---
>tdbD00007831 Thermotoga_maritima_MSB8 243274 Asn GTT
-TCCGGCGTAGCTCAACC-GGT--AGAGCGCCTGGCTGTTAACCAGGTG-------------------GTTGCAGGTTCGAGTCCTGCCGCCGGAGCCA
>tdbD00008018 Thermus_thermophilus_HB27 262724 Asn GTT
--CCGCGGTAGCTCAGCA-GGT--AGAGCAGCCGGCTGTTAACCGGTAG-------------------GTCGCAGGTTCGAGTCCTGCCCGCGGAGCCA
>tdbD00008019 Treponema_denticola_ATCC_35405 243275 Asn GTT
-TCCCCTGTAGCTCAGTA-GGC--AGAGCAAGTGGCTGTTAACCACTGG-------------------GTCCGTGGTTCGAACCCGCGCGGGGGAG---
>tdbD00001940 Treponema_pallidum 160 Asn GTT
-TCCCCTGTAGCTCAGTT-GGT--AGAGCAAATGGCTGTTAACCATTGG-------------------GTCCGTGGTTCGAGCCCGCGCGGGGGAG---
>tdbD00007962 Tropheryma_whipplei_str._Twist 203267 Asn GTT
-TCCTCGATAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTCTTGGTTCGAGTCCAAGTCGGGGAG---
>tdbD00007811 Ureaplasma_parvum_serovar_3 38504 Asn GTT
-GGCTACATAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGTAGGTTCGATCCCTACTGTAGCCGCCA
>tdbD00007806 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Asn GTT
-TCCTCCTTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCGCAGGTTCGAGTCCCGCAGGAGGAGCCA
>tdbD00007807 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Asn GTT
-TCCTCCTTAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCGCTGGTTCGAGCCCAGCAGGAGGAGCCA
>tdbD00007808 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Asn GTT
-TCCTCCTTAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCGCTGGTTCAAGTCCAGCAGGAGGAGCCA
>tdbD00008020 Wolbachia_endosymbiont_of_Drosophila_melanogaster 163164 Asn GTT
-TCCTCGGTAGCTCAGT--GGT--AGAGCAGTTGGCTGTTAACCAATTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAG---
>tdbD00007931 Xanthomonas_axonopodis_pv._citri_str._306 190486 Asn GTT
-GCCCGAATAGCTCAGCC-GGTT-AGAGCACTTGACTGTTAATCAGGGG-------------------GTCGTTGGTTCGAGTCCAACTTCGGGCGCCA
>tdbD00004924 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Phe GAA
-GCCCGGATAGCTCAGTT-GGT--AGAGCAGGGGACTGAAAATCCCCGT-------------------GTCGGTGGTTCAATTCCGCCTCCGGGCA---
>tdbD00005017 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGACTGAAAATCCCCGT-------------------GTCGGTGGTTCAATTCCGCCTCCGGGCA---
>tdbD00005098 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Phe GAA
-GCCGAGGTAGCTCAGTT-GGT--AGAGCAGGGGACTGAAAATCCCCGT-------------------GTCGGGAGTTCAATTCTCTCCCTCGGCACCA
>tdbD00000686 Escherichia_coli 562 Phe GAA



-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004935 Escherichia_coli_O157H7 83334 Phe GAA:
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCAATTCCGAGTCCGGGCACCA
>tdbD00005015 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Phe GAA
-GCCCAGATAGCTCAGTC-GGT--AGAGCAGGGGACTGAAAATCCCCGT-------------------GTCGGTGGTTCGATTCCGCCTCTGGGCACCA
>tdbD00000687 Haemophilus_influenzae 727 Phe GAA
-CCCTCGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGTGGTTCGATTCCGCCTCGAGGCACCA
>tdbD00000688 Haemophilus_influenzae 727 Phe GAA
-GCCTCGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGTGGTTCGATTCCGCCTCGAGGCACCA
>tdbD00004951 Pseudomonas_aeruginosa_PAO1 208964 Phe GAA
-GCCCAGGTAGCTCAGTT-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGCGGTTCGATTCCGTCCCTGGGCACCA
>tdbD00005066 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Phe GAA
-GCCCAGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGCGGTTCGATTCCGTCTCTGGGCACCA
>tdbD00005028 Xanthomonas_axonopodis_pv._citri_str._306 190486 Phe GAA
-GGCCGAGTAGCTCAGTT-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGCGGTTCGATTCCGTCCTCGGCCACCA
>tdbD00004954 Xylella_fastidiosa_9a5c 160492 Phe GAA
-GGCCGGGTAGCTCAGTT-GGT--AGAGCAGGGGACTGAAAATCCCCGT-------------------GTCGGGGGTTCGATTCCCTCCCCGGCCACCA
>tdbD00005052 Xylella_fastidiosa_Temecula1 183190 Phe GAA
-GGCCGGGTAGCTCAGTC-GGT--AGAGCAGGGGACTGAAAATCCCCGT-------------------GTCGGGGGTTCGATTCCCTCCCCGGCCACCA
>tdbD00000029 Acetobacter_aceti 435 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGAACCCGTCTGCCTCCACCA
>tdbD00000036 Acholeplasma_laidlawii 2148 Ala TGC
-GGGGCTTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGAT-CCGCTAAGCTCCACCA
>tdbD00000037 Acholeplasma_laidlawii 2148 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGAT-CCGCTAGGCTCCACCA
>tdbD00000063 Acidithiobacillus_ferrooxidans 920 Ala TGC
-GGGGCTGTAGCTCAGTT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCATCGGTTCGAGACCGGTCAGCTCCACCA
>tdbD00000071 Aeromonas_hydrophila 644 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003788 Agrobacterium_tumefaciens_str._C58 176299 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003787 Agrobacterium_tumefaciens_str._C58 176299 Ala TGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCAGCGGTTCGATCCCGCTCAGCTCCACCA
>tdbD00003754 Aquifex_aeolicus_VF5 224324 Ala GGC
-GGGGCGGTAGCTCAGCT-GGG--AGAGCGCCGATATGGCATGTCGGAG-------------------GTCGGGGGTTCGAGTCCCCTCCGCTCCACCA
>tdbD00004011 Bacillus_anthracis_str._Ames 198094 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00004012 Bacillus_anthracis_str._Ames 198094 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003960 Bacillus_halodurans_C-125 272558 Ala GGC
-GGGGCATTAGCTCAGCT-GGG--AGAGCGCTTCGCTGGCAGCGAAGAG-------------------GTCAGCGGTTCGAGCCCGCTATGCTCCACCA
>tdbD00003961 Bacillus_halodurans_C-125 272558 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00000056 Bacillus_subtilis 1423 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003691 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ala GGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCTACGCTGGCAGCGTAGAG-------------------GTCAGGGGTTCGAGCCCCCTTGGCTCCA---
>tdbD00000025 Bartonella_elizabethae 807 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00004084 Bartonella_quintana_str._Toulouse 283165 Ala GGC
-GGGGCTATAGCTCAGTT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00004015 Bdellovibrio_bacteriovorus_HD100 264462 Ala GGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCGCAACGCTGGCAGTGTTGAG-------------------GTCGTCGGTTCGATCCCGATCGGCTCCACCA
>tdbD00004016 Bdellovibrio_bacteriovorus_HD100 264462 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCATCTGATTTGCATTCAGAAG-------------------GTCGCAGGTTCGATCCCTGTTGCCTCCACCA
>tdbD00003962 Bradyrhizobium_japonicum_USDA_110 224911 Ala CGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCGTCGTTCGCAATGACGAG-------------------GTCGGCGGTTCGATCCCGCCTGGCTCCACCA
>tdbD00003963 Bradyrhizobium_japonicum_USDA_110 224911 Ala GGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGGCGGTTCGATCCCGCCTGGCTCCACCA
>tdbD00003964 Bradyrhizobium_japonicum_USDA_110 224911 Ala TGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCGTGCTTTGCAAGCATGAG-------------------GTCGTCGGTTCGATCCCGTCTGGCTCCACCA
>tdbD00003769 Brucella_melitensis_16M 224914 Ala CGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCGCGTCGTTCGCAATGACGAG-------------------GTCAGGGGTTCGATCCCCCTCAGCTCCACCA
>tdbD00003941 Brucella_suis_1330 204722 Ala GGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCATGGCATGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTGGCTCCACCA
>tdbD00003695 Buchnera_aphidicola_str._APS_(Acyrthosiphon_pisum) 107806 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCAATCCCGCTTAGCTCCA---
>tdbD00003991 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Ala TGC
-GGGGTTATAGCTCAGCT-GGG--AGAGCGCTTGCTTTGCACGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAACTCCA---
>tdbD00000045 Burkholderia_cepacia 292 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGTCTGCCTCCACCA
>tdbD00000078 Campylobacter_jejuni 197 Ala TGC
-GGGGCATTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCACCA
>tdbD00003728 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Ala GGC
-GGGGCATTAGCTCAGCT-GGG--AGAGCACAACGCTGGCAGCGTTGGG-------------------GTCAGCGGTTCGAACCCGCTATGCTCCACCA



>tdbD00003729 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCACCA
>tdbD00004086 Candidatus_Blochmannia_floridanus 203907 Ala TGC
-GGGGCTATAGCTCAATT-GGG--AGAGCATCTGTTTTGCACACAGAAG-------------------GTTAGCGGTTCGATTCCGCTTAGCTCCA---
>tdbD00003766 Clostridium_acetobutylicum_ATCC_824 272562 Ala TGC
-GGGGGATTAGCTCAGCT-GGG--AGAGCACCTGCCTTGCACGCAGGGG-------------------GTCAAGAGTTCGAATCTCTTATTCTCCACCA
>tdbD00003761 Clostridium_perfringens_str._13 195102 Ala TGC
-GGGGGTATAGCTCAGTT-GGG--AGAGCACCTGCCTTGCACGCAGGGG-------------------GTCAGGAGTTCGAATCTCCTTACCTCCACCA
>tdbD00003965 Clostridium_tetani_E88 212717 Ala TGC
-GGGGGTATAGCTCAGCT-GGG--AGAGCACCTGCCTTGCACGCAGGGG-------------------GTCAAGAGTTCGAATCTCTTTATCTCCACCA
>tdbD00003966 Clostridium_tetani_E88 212717 Ala TGC
-GGGGGTATAGCTCAGTT-GGG--AGAGCACCTGCCTTGCAAGCAGGGG-------------------GTCAGGAGTTCGAATCTCCTTATCTCCACCA
>tdbD00000046 Coxiella_burnetii 777 Ala TGC
-GGGGCCATAGCTCAGTT-GGG--AGAGCATCTGCCTTGCAAGCAGAGG-------------------GTCGGCGGTTCGACTCCGCCTGGCTCCACCA
>tdbD00003986 Coxiella_burnetii_RSA_493 227377 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCA---
>tdbD00003733 Deinococcus_radiodurans_R1 243230 Ala CGC
-GGGGTCGTAGCTCAGCT-GGG--AGAGCGCGTCGTTCGCAATGACGAG-------------------GTCAGGGGTTCGATCCCCCTCGACTCCACCA
>tdbD00003734 Deinococcus_radiodurans_R1 243230 Ala GGC
-GGGGCTGTGGCGCAGTT-GGG--AGCGCGTCTGAATGGCATTCAGAAG-------------------GTCAGGGGTTCGAATCCCCTCAGCTCCACCA
>tdbD00003735 Deinococcus_radiodurans_R1 243230 Ala TGC
-GGGGGCTTAGCTCAGC--GGG--AGAGCATCCGCTTTGCAAGCGGAGG-------------------GTCTAGGGTTCGAATCCCTAAGCCTCCACCA
>tdbD00004063 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ala CGC
-GGGGATGTAGCTCAGCT-GGG--AGAGCGCAGCGTTCGCAATGCTGAA-------------------GTCAGGGGTTCAATCCCCCTCATCTCCACCA
>tdbD00004061 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ala GGC
-GGGGCTGTAGCTCAGTT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCAGGAGTTCAATTCTCCTCAGCTCCACCA
>tdbD00004062 Desulfovibrio_vulgaris_subsp._vulgaris_str._Hildenborough 882 Ala TGC
-GGGGGCGTAGCTCAGCT-GGG--AGAGCACCTGCCTTGCACGCAGGGG-------------------GTCAACGGTTCAATCCCGTTCGCCTCCACCA
>tdbD00003898 Fusobacterium_nucleatum_subsp._nucleatum_ATCC_25586 190304 Ala TGC
-GGGGATATAGCTCAGTTTGGG--AGAGCGACGCACTTGCACTGCGTAG-------------------GTCAGCGGTTCGATCCCGCTTATCTCCACCA
>tdbD00004034 Geobacter_sulfurreducens_PCA 243231 Ala CGC
-GGGGACGTAGCTCAGCT-GGG--AGAGCGATGCGTTCGCAACGCATAG-------------------GTCGAGGGTTCGATCCCCTTCGTCTCCACCA
>tdbD00004036 Geobacter_sulfurreducens_PCA 243231 Ala GGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCGTCAGTTCGATCCTGATCAGCTCCACCA
>tdbD00004035 Geobacter_sulfurreducens_PCA 243231 Ala TGC
-GGGGGTGTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCATCGGTTCGAACCCGTTCACCTCCACCA
>tdbD00000030 Gluconacetobacter_europaeus 33995 Ala TGC
-GGGGGCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGCCTCCACCA
>tdbD00000034 Gluconacetobacter_liquefaciens 89584 Ala TGC
-GGGGGCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGAACCCGTCCGCCTCCACCA
>tdbD00000035 Gluconacetobacter_liquefaciens 89584 Ala TGC
-GGGGGCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGAACCCGTCCGTCTCCACCA
>tdbD00000088 Haemophilus_influenzae 727 Ala GGC
-GGGGATATAGCTCAGTT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCGTCGGTTCGATCCCGATTATCTCCACCA
>tdbD00000089 Haemophilus_influenzae 727 Ala TGC
-GGGGATATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------T-CAGCGGTTCGATCCCGCTTATCTCCACCA
>tdbD00003726 Haemophilus_influenzae_Rd_KW20 71421 Ala TGC
-GGGGATATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTATCTCCACCA
>tdbD00003981 Helicobacter_hepaticus_ATCC_51449 235279 Ala GGC
-GGGGTGTTAGCTCAGTT-GGG--AGAGCGCAACGCTGGCAGCGTTGAG-------------------GTCAGGGGTTCGAACCCCCTACACTCCACCA
>tdbD00000051 Helicobacter_pylori 210 Ala GGC
-GGGGTGTTAGCTCAGCT-GGG--AGAGCGCAACGCTGGCAGCGTTGAG-------------------GTCAGGGGTTCGAACCCCCTACACTCCACCA
>tdbD00000052 Helicobacter_pylori 210 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCACCA
>tdbD00000059 Lactobacillus_acidophilus 1579 Ala TGC
-GGGGGCTTAGCTCAGTT-GGG--AGAGCACCTGCTTTGCACGCAGGAG-------------------GTCATCGGTTCGAACCCGTTAGCCTCCA---
>tdbD00000060 Lactobacillus_casei 1582 Ala TGC
-GGGGGATTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCAAGCAGGAG-------------------GTCATCGGTTCGATCCCGTTATCCTCCA---
>tdbD00000050 Lactobacillus_delbrueckii_subsp._bulgaricus 1585 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGAG-------------------GTCATCGGTTCGATCCCGTTTGCCTCCA---
>tdbD00004037 Lactobacillus_johnsonii_NCC_533 257314 Ala TGC
-GGGGGCTTAGCTCAGAT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCATCGGTTCGATCCCGTTAGCCTCCA---
>tdbD00003968 Lactobacillus_plantarum_WCFS1 220668 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCA---
>tdbD00000053 Lactococcus_lactis 1358 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCCCTAGGCTCCA---
>tdbD00003944 Leptospira_interrogans_serovar_Lai_str._56601 189518 Ala GGC
-GGGGACGTAGCTCAGTT-GGG--AGAGCATTTGAATGGCATTCAAAAG-------------------GTCGGGGGTTCGATTCCCCTCGTCTCCA---
>tdbD00003945 Leptospira_interrogans_serovar_Lai_str._56601 189518 Ala TGC
-GGGGCTTTAGCTCAGCT-GGG--AGAGCATCTGATTTGCATTCAGAAG-------------------GTCGTCGGTTCGATCCCGACAAGCTCCA---
>tdbD00003772 Mesorhizobium_loti_MAFF303099 266835 Ala CGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCGCATCGTTCGCAATGATGAG-------------------GTCAGGGGTTCGATCCCCCTCAGCTCCACCA
>tdbD00003773 Mesorhizobium_loti_MAFF303099 266835 Ala GGC
-GGGGCCATAGCTCAGTT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCGTCGGTTCGATTCCGATTGGCTCCACCA
>tdbD00003771 Mesorhizobium_loti_MAFF303099 266835 Ala TGC



-GGGGCCGTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCAAGCAGGAT-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00004006 Nitrosomonas_europaea_ATCC_19718 228410 Ala GGC
-GGGGGTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTATCTCCACCA
>tdbD00004005 Nitrosomonas_europaea_ATCC_19718 228410 Ala TGC
-GGGGGTGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCATCGGTTCGATCCCGTTCACCTCCACCA
>tdbD00003948 Oceanobacillus_iheyensis_HTE831 221109 Ala GGC
-GGGGCATTAGCTCAGCT-GGG--AGAGCGCTTCACTGGCAGTGAAGAG-------------------GTCAGCGGTTCGAGCCCGCTATGCTCCA---
>tdbD00003738 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Ala GGC
-GGGGATATAGCTCAGTT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGTCGGTTCGATCCCGATTATCTCCACCA
>tdbD00004024 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00000074 Pseudomonas_aeruginosa 287 Ala TGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGGAGTTCGATCCTCCTTGGCTCCACCA
>tdbD00003743 Pseudomonas_aeruginosa_PAO1 208964 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00000076 Pseudomonas_fluorescens 294 Ala TGC
-GGGGCCATAGCTCAGCTGGGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAACGGTTCGATCCCGTTTGGCTCCACCA
>tdbD00000079 Pseudomonas_mendocina 300 Ala TGC
-CGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTGGCTCCACCA
>tdbD00004010 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Ala GGC
-GGGGCTTTAGCTCAGCT-GGG--AGAGCGCCTGCATGGCATGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAAGCTCCACCA
>tdbD00004009 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Ala TGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTGGCTCCACCA
>tdbD00000086 Ralstonia_pickettii 329 Ala TGC
-GGGGGATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGTCATCCTCCACCA
>tdbD00003781 Ralstonia_solanacearum_GMI1000 267608 Ala CGC
-GGGGCGGTAGCTCAGCT-GGG--AGAGCGTCGCGTTCGCAATGCGAAG-------------------GTCGGGAGTTCGATCCTCCTCCGCTCCACCA
>tdbD00003779 Ralstonia_solanacearum_GMI1000 267608 Ala TGC
-GGGGGATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCATCCTCCACCA
>tdbD00004001 Rhodopirellula_baltica_SH_1 243090 Ala GGC
-GGGGGATTAGCTCAGTT-GGG--AGAGCGACGCGCTGGCAGCGCGTAG-------------------GTCATCGGTTCAAGTCCGTTATCCTCCA---
>tdbD00004000 Rhodopirellula_baltica_SH_1 243090 Ala TGC
-GGGGCGCTCGTCCAAC--GGG--AAGACGTCTGTTTTGCACGCAGAAA-------------------A-TCGGGGTTCGATTCCCCGGTGCTCCA---
>tdbD00004002 Rhodopirellula_baltica_SH_1 243090 Ala TGC
-GGGGGTATAGCTCAGTT-GGG--AGAGCGTCTGCTTTGCAAGCAGAAT-------------------GTCGTCGGTTCGAGTCCGTCTACCTCCA---
>tdbD00004003 Rhodopirellula_baltica_SH_1 243090 Ala TGC
-GGGGCGCTCGTCCAAC--GGG--AAGACATCTGTTTTGCACGCAGAAA-------------------A-TCGGGGTTCGATTCCCCGGTGCTCCA---
>tdbD00004027 Rhodopseudomonas_palustris_CGA009 258594 Ala CGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCATCGTTCGCAATGATGAG-------------------GTCGGCGGTTCGATCCCGCCTGGCTCCACCA
>tdbD00003955 Shewanella_oneidensis_MR-1 211586 Ala GGC
-GGGGGTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00003953 Shewanella_oneidensis_MR-1 211586 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003793 Sinorhizobium_meliloti_1021 266834 Ala CGC
-GGGGTCGTAGCTCAGTT-GGG--AGAGCGCCGCAATCGCACTGCGGAG-------------------GTCGAGGGTTCGACTCCCTTCGGCTCCACCA
>tdbD00000049 Staphylococcus_aureus 1280 Ala TGC
-GGGGGCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGTCTCCACCA
>tdbD00000090 Stenotrophomonas_maltophilia 40324 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGACAGGCTCCACCA
>tdbD00000095 Streptococcus_salivarius 1304 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGGT-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00004047 Symbiobacterium_thermophilum_IAM_14863 292459 Ala CGC
-GGGGCTATAGCTCAGTT-GGG--AGAGCGCGTGAATCGCACTCACGAG-------------------GTCAGGGGTTCGAATCCCCTTAGCTCCACCA
>tdbD00004050 Symbiobacterium_thermophilum_IAM_14863 292459 Ala CGC
-GGGGCTATAGCTCAGTT-GGG--AGAGCGCGTGAATCGCACTCACGAG-------------------GTCGGGGGTTCGAGTCCCCTTAGCTCCACCA
>tdbD00004046 Symbiobacterium_thermophilum_IAM_14863 292459 Ala GGC
-GGGGCTATAGCTCAGTT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCAGGGGTTCGAATCCCCTTAGCTCCACCA
>tdbD00004048 Symbiobacterium_thermophilum_IAM_14863 292459 Ala GGC
-GGGGCTATAGCTCAGTT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCAGGGGTTCGACTCCCCTTAGCTCCACCA
>tdbD00004049 Symbiobacterium_thermophilum_IAM_14863 292459 Ala GGC
-GGGGCTGTAGCTCAGAT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCAGGGGTTCGATTCCCCTCAGCTCCACCA
>tdbD00004051 Symbiobacterium_thermophilum_IAM_14863 292459 Ala TGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCAGCGCCTTTGCAAGGCGAAG-------------------GTCGAGGGTTCGAGTCCCTTCAGCTCCACCA
>tdbD00003918 Thermoanaerobacter_tengcongensis_MB4 273068 Ala GGC
-GGGGCTGTAGCTCAGTT-GGG--AGAGCGCCACAATGGCATTGTGGAG-------------------GCCGTGGGTTCAAGTCCCATCAGCTCCACCA
>tdbD00003919 Thermoanaerobacter_tengcongensis_MB4 273068 Ala TGC
-GGGGACGTAGCTCAGTT-GGG--AGAGCACCTGCCTTGCAAGCAGGGG-------------------GTCGGGAGTTCGAATCTCCTCGTCTCCACCA
>tdbD00003920 Thermoanaerobacter_tengcongensis_MB4 273068 Ala TGC
-GGGGGTGTAGCTCAGTT-GGG--AGAGCACCTGCCTTGCAAGCAGGGG-------------------GTCAGGAGTTCGAATCTCCTCATCTCCACCA
>tdbD00003748 Thermotoga_maritima_MSB8 243274 Ala CGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCGCTACCTTCGCACGGTAGAG-------------------GTCGTGGGTTCAAGTCCCATCGGCTCCACCA
>tdbD00003749 Thermotoga_maritima_MSB8 243274 Ala GGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCGCTACCATGGCACGGTAGAG-------------------GTCGTGGGTTCAAGTCCCATCGGCTCCACCA
>tdbD00003750 Thermotoga_maritima_MSB8 243274 Ala TGC
-GGGGACGTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCAAGCAGGAG-------------------GTCAGGGGTTCGAATCCCCTCGTCTCCACCA



>tdbD00004072 Thermus_thermophilus_HB27 262724 Ala CGC
-GGGGCCGTGGCGCAGTT-GGG--AGCGCGCCTGAATCGCACTCAGGAG-------------------GTCAGGGGTTCGAATCCCCTCGGCTCCACCA
>tdbD00004071 Thermus_thermophilus_HB27 262724 Ala GGC
TGGGGCCGTGGCGCAGTT-GGG--AGCGCGCCTCAATGGCATTGAGGAG-------------------GTCAGGGGTTCGAATCCCCTCGGCTCCACCA
>tdbD00003705 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003707 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Ala TGC
-GGGGTTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAACTCCACCA
>tdbD00003925 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ala CGC
-GGGGCGGTAGCTCAGCT-GGG--AGAGCGTCGCGTTCGCATCGCGAAG-------------------GTCGAGGGTTCGATCCCCTTCCGCTCCACCA
>tdbD00003924 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ala GGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCATGGCATGCAGGAG-------------------GTCGGCGGTTCGATCCCGCCTGGCTCCACCA
>tdbD00003926 Xanthomonas_axonopodis_pv._citri_str._306 190486 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGACAGGCTCCACCA



Bacteria – siblings

>tdbD00011134 Escherichia_coli_CFT073 199310 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00011135 Escherichia_coli_CFT073 199310 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00011133 Escherichia_coli_CFT073 199310 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010859 Escherichia_coli_K12 83333 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00010860 Escherichia_coli_K12 83333 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00010861 Escherichia_coli_K12 83333 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010862 Escherichia_coli_O157H7 83334 Val GAC:
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00010863 Escherichia_coli_O157H7 83334 Val GAC:
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00010865 Escherichia_coli_O157H7 83334 Val TAC:
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010866 Escherichia_coli_O157H7_EDL933 155864 Val GAC:
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00010867 Escherichia_coli_O157H7_EDL933 155864 Val GAC:
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00010868 Escherichia_coli_O157H7_EDL933 155864 Val TAC:
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GGCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010869 Escherichia_coli_O157H7_EDL933 155864 Val TAC:
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010848 Neisseria_meningitidis_Z2491 122587 Val TAC
-GGGTGATTAGCTCAGTT-GGT--AGAGCGTCTGCCTTACAAGCAGAAT-------------------GTCGGCGGTTCGACTCCGTCATCACCCACCA
>tdbD00011174 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00010942 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00010945 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00011144 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Val GAC
-GCGTCTGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTCAGACGCACCA
>tdbD00011145 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00011143 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010931 Salmonella_typhimurium_LT2 99287 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010932 Salmonella_typhimurium_LT2 99287 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00011095 Shigella_flexneri_2a_str._301 198214 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010850 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00011058 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Val TAC
-GGGTGCTTAGCTCAGC--GGT--AGAGCGTCTCCCTTACACGGAGAGG-------------------GTCGGGGGTTCGAAACCCTCAGCACCCACCA
>tdbD00010902 Xylella_fastidiosa_9a5c 160492 Val GAC
-GCGTTCATAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGTTGGTTCGAGTCCAATTGAACGCACCA
>tdbD00010903 Xylella_fastidiosa_9a5c 160492 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGGTGGTTCGAGTCCACTCGGACGCACCA
>tdbD00010904 Xylella_fastidiosa_9a5c 160492 Val TAC
-GGGTGATTAGCTCAGCT-GGG--AGAGCACCTCCCTTACAAGGAGGGG-------------------GTCGGCGGTTCGATCCCGTCATCACCCACCA
>tdbD00010928 Yersinia_pestis_CO92 214092 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTCGGACGCACCA
>tdbD00010929 Yersinia_pestis_CO92 214092 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTAGAACGCACCA
>tdbD00011068 Yersinia_pestis_KIM 187410 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTAGAACGCACCA
>tdbD00011069 Yersinia_pestis_KIM 187410 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTCGGACGCACCA
>tdbD00011200 Yersinia_pseudotuberculosis_IP_32953 273123 Val GAC
-GCGTCCGTAGCTCAGTT-GGTT-AGAGCACCACCTTGACATGGTGGGG-------------------GTCGATGGTTCGAGTCCATTCGGACGCACCA
>tdbD00006009 Bacillus_anthracis_str._Sterne 260799 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCACCA
>tdbD00006025 Bacillus_cereus_ATCC_10987 222523 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCACCA
>tdbD00006026 Bacillus_cereus_ATCC_10987 222523 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCACCA
>tdbD00005988 Bacillus_cereus_ATCC_14579 226900 Ile GAT



-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCACCA
>tdbD00001154 Bacillus_subtilis 1423 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCAGGCCCACCA
>tdbD00005845 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTCAGGCCCACCA
>tdbD00005846 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCAGGCCCACCA
>tdbD00006035 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCACCA
>tdbD00001125 Bartonella_elizabethae 807 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00006001 Bartonella_henselae_str._Houston-1 283166 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00006038 Bartonella_quintana_str._Toulouse 283165 Ile GAT
-GGGCTTGTAGCTCAGCT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00001181 Brucella_melitensis 29459 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00005885 Brucella_melitensis_16M 224914 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00005886 Brucella_melitensis_16M 224914 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00001180 Brucella_suis 29461 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00005963 Brucella_suis_1330 204722 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00005865 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGTGCACCCCTGATAAGGGTGAG-------------------GTCACAAGTTCAAGTCTTGTTAGGCCCACCA
>tdbD00005990 Escherichia_coli_CFT073 199310 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00005858 Escherichia_coli_K12 83333 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00005859 Escherichia_coli_O157H7 83334 Ile GAT:
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00005860 Escherichia_coli_O157H7_EDL933 155864 Ile GAT:
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00001135 Gluconacetobacter_hansenii 436 Ile GAT
-GGGCTAGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCTGGCCCACCA
>tdbD00001138 Gluconacetobacter_liquefaciens 89584 Ile GAT
-GGGCTAGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCTGGCCCACCA
>tdbD00001149 Gluconobacter_oxydans 442 Ile GAT
-GGGCTAGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCTGGCCCACCA
>tdbD00005861 Helicobacter_pylori_26695 85962 Ile GAT
-GGGCTTATAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGAGGTTCAACTCCTCCTAAGCCCACCA
>tdbD00005862 Helicobacter_pylori_J99 85963 Ile GAT
-GGGCTTATAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGAGGTTCAACTCCTCCTAAGCCCACCA
>tdbD00005977 Lactobacillus_plantarum_WCFS1 220668 Ile GAT
-GGGCCTATAGCTCAGCT-GGTTTAGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCAAGTCCATTTAGGCCCA---
>tdbD00005877 Listeria_innocua_Clip11262 272626 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCA---
>tdbD00005878 Listeria_monocytogenes_EGD-e 169963 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCA---
>tdbD00006028 Listeria_monocytogenes_str._4b_F2365 265669 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGATGGTTCGAGTCCATTTAGGCCCA---
>tdbD00005888 Mesorhizobium_loti_MAFF303099 266835 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00001134 Mycoplasma_mycoides 2102 Ile CAT
-GGACCTTTAGCTCAGTT-GGTT-AGAGCATCCGGCTCATAACCGGACG-------------------GTCATTGGTTCAAGTCCAATAAGGTCCACCA
>tdbD00005966 Oceanobacillus_iheyensis_HTE831 221109 Ile GAT
-GGGCCTGTAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCAGGCCCACCA
>tdbD00001185 Ochrobactrum_anthropi 529 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCACACGCTTGATAAGCGTGGG-------------------GTCGGAGGTTCAAGTCCTCCCAGGCCCACCA
>tdbD00006006 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00001168 Phytoplasma_sp. 2155 Ile GAT
-GGGCCTATAGCTCAGTT-GGTT-AGAGCACACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCAAGTCCATTTAGGCCCACCA
>tdbD00001170 Prevotella_ruminicola 839 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00006007 Rhodopseudomonas_palustris_CGA009 258594 Ile GAT
-GGGCTTGTAGCTCAGTT-GGTT-AGAGCGCGCGCTTGATAAGCGTGAG-------------------GTCGGAAGTTCAAGTCTTCCCAGGCCCACCA
>tdbD00005897 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00005992 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00001190 Salmonella_enteritidis 592 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA



>tdbD00005890 Salmonella_typhimurium_LT2 99287 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00005969 Shigella_flexneri_2a_str._301 198214 Ile GAT
-AGGCTTGTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCGGTGGTTCAAGTCCACTCAGGCCTACCA
>tdbD00005950 Staphylococcus_aureus_subsp._aureus_MW2 196620 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTTAGGCCCACCA
>tdbD00005854 Staphylococcus_aureus_subsp._aureus_N315 158879 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTTAGGCCCACCA
>tdbD00005980 Staphylococcus_epidermidis_ATCC_12228 176280 Ile GAT
-GGGCCTATAGCTCAGCT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTTAGGCCCACCA
>tdbD00005951 Streptococcus_agalactiae_NEM316 211110 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005883 Streptococcus_pneumoniae_TIGR4 170187 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005881 Streptococcus_pyogenes_M1_GAS 160490 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005952 Streptococcus_pyogenes_MGAS315 198466 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005986 Streptococcus_pyogenes_SSI-1 193567 Ile GAT
-GGGCGCGTAGCTCAGGT-GGTT-AGAGCGCACGCCTGATAAGCGTGAG-------------------GTCGGTGGTTCGAGTCCACTCGTGCCCA---
>tdbD00005873 Synechocystis_sp._PCC_6803 1148 Ile GAT
-GGGCTATTAGCTCAGCT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCTCTGGTTCAAGTCCAGAATGGCCCA---
>tdbD00005953 Thermosynechococcus_elongatus_BP-1 197221 Ile GAT
-GGGCTATTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCCCTGGTTCGAGTCCAGGATGGCCCA---
>tdbD00007117 Bacillus_anthracis_str._Sterne 260799 Leu CAA
-GCCGATGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCG-----GGAGTGTCGGTTCGACCCCGACCATCGGTA---
>tdbD00007116 Bacillus_anthracis_str._Sterne 260799 Leu GAG
-GCGGTCGTGGCGGAAC--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGG----AAA----CCCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007119 Bacillus_anthracis_str._Sterne 260799 Leu TAA
-GCCGGGGTGGCGGAACA-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGG----GTGA---CCACCGTGCGGGTTCGACCCCCGCCCTCGGCACCA
>tdbD00007118 Bacillus_anthracis_str._Sterne 260799 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007120 Bacillus_anthracis_str._Sterne 260799 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGACTTAGGATCTGGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007171 Bacillus_cereus_ATCC_10987 222523 Leu CAA
-GCCGATGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCG-----GGAGTGTCGGTTCGACCCCGACCATCGGTA---
>tdbD00007170 Bacillus_cereus_ATCC_10987 222523 Leu GAG
-GCGGTCGTGGCGGAAC--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGG----AAA----CCCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007173 Bacillus_cereus_ATCC_10987 222523 Leu TAA
-GCCGGGGTGGCGGAACA-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGG----GTGA---CCACCGTGCGGGTTCGACCCCCGCCCTCGGCACCA
>tdbD00007174 Bacillus_cereus_ATCC_10987 222523 Leu TAA
-GCCGGGGTGGCGGAACA-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGG----GTGA---CCACCGTGCGGGTTCGACCCCCGCCCTCGGCACCA
>tdbD00007172 Bacillus_cereus_ATCC_10987 222523 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007175 Bacillus_cereus_ATCC_10987 222523 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGACTTAGGATCTGGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007018 Bacillus_cereus_ATCC_14579 226900 Leu CAA
-GCCGATGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCG-----GGAGTGTCGGTTCGACCCCGACCATCGGTA---
>tdbD00007017 Bacillus_cereus_ATCC_14579 226900 Leu GAG
-GCGGTCGTGGCGGAAC--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGG----AAA----CCCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007016 Bacillus_cereus_ATCC_14579 226900 Leu TAA
-GCCGGGGTGGCGGAACA-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGG----GTGA---CCACCGTGCGGGTTCGACCCCCGCCCTCGGCACCA
>tdbD00007015 Bacillus_cereus_ATCC_14579 226900 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007019 Bacillus_cereus_ATCC_14579 226900 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGACTTAGGATCTGGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00001529 Bacillus_subtilis 1423 Leu TAA
-GCCGGGGTGGTGGAATT-GGCA-GACACACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCAAGTCCGGCCCTCGGCACCA
>tdbD00006448 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu CAG
-GCGGATGTGGCGGAATT-GGCA-GACGCGCTAGAATCAGGCTCTAGTGTCT-----TTAC----AGACGTGGGGGTTCAAGTCCCTTCATCCGCACCA
>tdbD00006450 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu TAA
-GCCGGGGTGGTGGAATT-GGCA-GACACACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCAAGTCCGGCCCTCGGCA---
>tdbD00006451 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu TAA
-GCCGGGGTGGTGGAATT-GGCA-GACACACAGGACTTAAAATCCTGCGGTAG----GTGA---CTACCGTGCCGGTTCAAGTCCGGCCCTCGGCACCA
>tdbD00006452 Bacillus_subtilis_subsp._subtilis_str._168 224308 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCGCTAGACTTAGGATCTAGTGTCT-----TTA-----TGACGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00007214 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Leu CAA
-GCCGATGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCG-----GGAGTGTCGGTTCGACCCCGACCATCGGTACCA
>tdbD00007216 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Leu TAA
-GCCGGGGTGGCGGAACA-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGG----GTGA---CCACCGTGCGGGTTCGACCCCCGCCCTCGGCACCA
>tdbD00007217 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007218 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGACTTAGGATCTGGCGCC------TTT------GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00007224 Bartonella_quintana_str._Toulouse 283165 Leu CAA



-GCGGGTGTGGTGGAACT-GGTA-GACGCGCCAGACTCAAAATCTGGTTCC------GAGA-----GGAGTGTCGGTTCGAGTCCGACCACCCGCACCA
>tdbD00006525 Borrelia_burgdorferi_B31 224326 Leu CAA
-GCCGGTATGGCGGAATT-GGTA-GACGCGCCAGACTCAAAATCTGGTGAGG-----GCAA----CTTCATGTCGGTTCGACTCCGACTACCGGTA---
>tdbD00006526 Borrelia_burgdorferi_B31 224326 Leu GAG
-GCTGTGGTGGTGGAAGT-GGTA-GACACGCTAGCTTGAGGGGCTAGTGGGC-----GCAA----GCCCGTGCTGGTTCAAGTCCAGTTCACAGCA---
>tdbD00006527 Borrelia_burgdorferi_B31 224326 Leu TAA
-GCCGAAGTGGTGGAATT-GGTA-GACACACAGGACTTAAAATCCTGAGGAG-----GAAG----CTCG-TACCGGTTCAAGTCCGGTCTTCGGTA---
>tdbD00006528 Borrelia_burgdorferi_B31 224326 Leu TAG
-CCAGGAGTGGTGGAATT-GGCA-GACACGCTAGACTTAGGATCTAGTGCC------TTT------GGCGTGTGGGTTCGACTCCCACCTTCTGTA---
>tdbD00006624 Brucella_melitensis_16M 224914 Leu TAG
-GCGGATGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGGG------AGA------CCG-TGGGGGTTCGAGTCCCTCCATCCGCACCA
>tdbD00006910 Brucella_suis_1330 204722 Leu CAA
-GCGGGTGTGGTGGAACT-GGTA-GACGCGCCGGACTCAAAATCCGGTTCC------GAAA-----GGAGTGTCGGTTCGATTCCGACCACCCGCACCA
>tdbD00006908 Brucella_suis_1330 204722 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCACCAGCTTCAGGTGCTGGCGCTC-----GCAA----GGGCGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006911 Brucella_suis_1330 204722 Leu TAA
-GCGGTCGTGGCGAAATT-GGTA-TACGCAACGGACTTAAAATCCGTCGTCT-----TTA-----AGACTTGCGGGTTCAAGTCCCGCCGACCGCACCA
>tdbD00006909 Brucella_suis_1330 204722 Leu TAG
-GCGGATGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGGG------AGA------CCG-TGGGGGTTCGAGTCCCTCCATCCGCACCA
>tdbD00006535 Caulobacter_crescentus_CB15 190650 Leu GAG
-GCGGTCGTGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00006437 Chlamydia_trachomatis_D/UW-3/CX 272561 Leu CAA
-GCCGGCGTGGCGGAAT--GGTA-GACGCGGTAGACTCAAAATCTACTCTTA-----GCAG----TAAGGTGTTGGTTCGAGTCCAATCGCCGGCA---
>tdbD00006438 Chlamydia_trachomatis_D/UW-3/CX 272561 Leu CAG
-GCAGCTATGGCGGAACC-GGTA-GACGCGCTAGATTCAGGTTCTAGTGAGC-----TTTT----GCTCATGGAAGTTCAAGTCTTCTTAGCTGCA---
>tdbD00006439 Chlamydia_trachomatis_D/UW-3/CX 272561 Leu GAG
-GCGGAAGTGGCGGAATT-GGTA-TACGCGCTATCTTGAGGTGGTAGTGGA------GCTT-----TCCTTAGGGGTTCGAGTCCCCTCTTTCGCA---
>tdbD00006440 Chlamydia_trachomatis_D/UW-3/CX 272561 Leu TAA
-GCTCAGATGGTGGAAT--GGTA-GACACTAGGGACTTAAAATCCCTTGGGC-----TTTG----GCCCGTGCAAGTTCGAGTCTTGTTCTGAGCA---
>tdbD00006429 Chlamydophila_pneumoniae_AR39 115711 Leu GAG
-GCGGAAGTGGCGGAATT-GGTA-TACGCGCTATCTTGAGGTGGTAGTGGA------GCTT-----TCCTTAGGGGTTCGAGTCCCCTCTTTCGCA---
>tdbD00006432 Chlamydophila_pneumoniae_CWL029 115713 Leu CAA
-GCCGGTGTGGCGGAAT--GGTA-GACGCGGTAGACTCAAAATCTACTCTTA-----GCAA----TAAGGTGTTGGTTCGAGTCCGATCACCGGCA---
>tdbD00006433 Chlamydophila_pneumoniae_CWL029 115713 Leu CAG
-GCAGCTATGGCGAAATC-GGTA-GACGCGCTAGATTCAGGTTCTAGTGAGC-----TTAT----GCTCATGGAAGTTCAAGTCTTCTTAGCTGCA---
>tdbD00006434 Chlamydophila_pneumoniae_CWL029 115713 Leu GAG
-GCGGAAGTGGCGGAATT-GGTA-TACGCGCTATCTTGAGGTGGTAGTGGA------GCTT-----TCCTTAGGGGTTCGAGTCCCCTCTTTCGCA---
>tdbD00006435 Chlamydophila_pneumoniae_CWL029 115713 Leu TAA
-GCTCAGATGGTGGAAT--GGTA-GACACTAGGGACTTAAAATCCCTTGGGC-----GTAG----GCCCGTGCAAGTTCGAGTCTTGTTCTGAGCA---
>tdbD00006436 Chlamydophila_pneumoniae_CWL029 115713 Leu TAG
-GCCCAGGTGGTGAAATT-GGTA-GACACGCTGGATTTAGGATCCAGTGCT------TTCG-----GGCATGTAGGTTCAAGTCCTATCCTGGGCA---
>tdbD00006492 Chlamydophila_pneumoniae_J138 138677 Leu CAA
-GCCGGTGTGGCGGAAT--GGTA-GACGCGGTAGACTCAAAATCTACTCTTA-----GCAA----TAAGGTGTTGGTTCGAGTCCGATCACCGGCA---
>tdbD00006493 Chlamydophila_pneumoniae_J138 138677 Leu CAG
-GCAGCTATGGCGAAATC-GGTA-GACGCGCTAGATTCAGGTTCTAGTGAGC-----TTAT----GCTCATGGAAGTTCAAGTCTTCTTAGCTGCA---
>tdbD00006494 Chlamydophila_pneumoniae_J138 138677 Leu GAG
-GCGGAAGTGGCGGAATT-GGTA-TACGCGCTATCTTGAGGTGGTAGTGGA------GCTT-----TCCTTAGGGGTTCGAGTCCCCTCTTTCGCA---
>tdbD00006495 Chlamydophila_pneumoniae_J138 138677 Leu TAA
-GCTCAGATGGTGGAAT--GGTA-GACACTAGGGACTTAAAATCCCTTGGGC-----GTAG----GCCCGTGCAAGTTCGAGTCTTGTTCTGAGCA---
>tdbD00006496 Chlamydophila_pneumoniae_J138 138677 Leu TAG
-GCCCAGGTGGTGAAATT-GGTA-GACACGCTGGATTTAGGATCCAGTGCT------TTCG-----GGCATGTAGGTTCAAGTCCTATCCTGGGCA---
>tdbD00006597 Clostridium_perfringens_str._13 195102 Leu TAG
-GCAGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TAC------GGCGTGGGGGTTCGACTCCCTTCACCTGCACCA
>tdbD00006848 Corynebacterium_glutamicum_ATCC_13032 196627 Leu GAG
-GCCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGTCCTA---TTA---ACGGACGTGGGGGTTCAAGTCCCCCCCCGGGCA---
>tdbD00007027 Escherichia_coli_CFT073 199310 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00007026 Escherichia_coli_CFT073 199310 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00007025 Escherichia_coli_CFT073 199310 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00007024 Escherichia_coli_CFT073 199310 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00007023 Escherichia_coli_CFT073 199310 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006497 Escherichia_coli_K12 83333 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00006498 Escherichia_coli_K12 83333 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006499 Escherichia_coli_K12 83333 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006500 Escherichia_coli_K12 83333 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006501 Escherichia_coli_K12 83333 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA



>tdbD00006502 Escherichia_coli_K12 83333 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006503 Escherichia_coli_O157H7 83334 Leu CAA:
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00006504 Escherichia_coli_O157H7 83334 Leu CAG:
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006505 Escherichia_coli_O157H7 83334 Leu GAG:
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006506 Escherichia_coli_O157H7 83334 Leu TAA:
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00006507 Escherichia_coli_O157H7 83334 Leu TAG:
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006508 Escherichia_coli_O157H7_EDL933 155864 Leu CAA:
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00006509 Escherichia_coli_O157H7_EDL933 155864 Leu CAG:
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006510 Escherichia_coli_O157H7_EDL933 155864 Leu GAG:
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006511 Escherichia_coli_O157H7_EDL933 155864 Leu TAA:
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00006512 Escherichia_coli_O157H7_EDL933 155864 Leu TAG:
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006521 Haemophilus_influenzae_Rd_KW20 71421 Leu CAA
-GCCTGGGTGGCGAAATT-GGTA-GACGCAGCGGATTCAAAATCCGCCGTTG-----AAT-----AAACGTGTCGGTTCGAGTCCGACCCTAGGCACCA
>tdbD00006523 Haemophilus_influenzae_Rd_KW20 71421 Leu TAA
-GCCCGAGTGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGCCT-----TTCG----AGGCGTGCCAGTTCAAGTCTGGCTTCGGGCACCA
>tdbD00006513 Helicobacter_pylori_26695 85962 Leu CAA
-GCCGAAGTGGTGGAATT-GGTA-GACACGCTAGACTCAAAATCTGGTGGGA-----GCAA----TCCCGTGTCGGTTCGAGTCCGACCTTCGGCACCA
>tdbD00006514 Helicobacter_pylori_26695 85962 Leu GAG
-GCACTGGTGGTGGAATT-GGTA-GACACGCCATCTTGAGGGGGTGGTGGGA-----GCAA----TCTCGTGCGAGTTCGAGTCTCGCCCAGTGCACCA
>tdbD00006515 Helicobacter_pylori_26695 85962 Leu TAA
-GCCCAGGTGGTGGAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGTA-----GCAA----TACCGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00006516 Helicobacter_pylori_26695 85962 Leu TAG
-GCGGAAGTGGCGAAATT-GGTA-GACGCACTAGACTTAGGATCTAGCGCC------GCAA-----GGCATGAAGGTTCGATTCCTTTCTTCCGCACCA
>tdbD00006517 Helicobacter_pylori_J99 85963 Leu CAA
-GCCGAAGTGGTGGAATT-GGTA-GACACGCTAGACTCAAAATCTGGTGGGA-----GCAA----TCCCGTGTCGGTTCGAGTCCGACCTTCGGCACCA
>tdbD00006518 Helicobacter_pylori_J99 85963 Leu GAG
-GCACTGGTGGTGGAATT-GGTA-GACACGCCATCTTGAGGGGGTGGTGGGA-----GCAA----TCTCGTGCGAGTTCGAGTCTCGCCCAGTGCACCA
>tdbD00006519 Helicobacter_pylori_J99 85963 Leu TAA
-GCCCAGGTGGTGGAATT-GGTA-GACACAAGGGACTTAAAATCCCTCGGTA-----GCAA----TACCGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00006520 Helicobacter_pylori_J99 85963 Leu TAG
-GCGGAAGTGGCGAAATT-GGTA-GACGCACTAGACTTAGGATCTAGCGCC------GCAA-----GGCATGAAGGTTCGATTCCTTTCTTCCGCACCA
>tdbD00006592 Listeria_monocytogenes_EGD-e 169963 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCTGTGCCC-----GCAA----GGGCGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006590 Listeria_monocytogenes_EGD-e 169963 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGATA----GTGA---TATCCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006589 Listeria_monocytogenes_EGD-e 169963 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCC------GCGA-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00007185 Listeria_monocytogenes_str._4b_F2365 265669 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCTGTGCCC-----GCAA----GGGCGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00007184 Listeria_monocytogenes_str._4b_F2365 265669 Leu GAG
-GCGGTCGTGGCGGAATC-GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGGT----AAA----ACCCG-TGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00007183 Listeria_monocytogenes_str._4b_F2365 265669 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGATA----GTGA---TATCCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00007182 Listeria_monocytogenes_str._4b_F2365 265669 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCC------GCGA-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00006628 Mesorhizobium_loti_MAFF303099 266835 Leu GAG
-GCGGTCGTGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00006485 Mycobacterium_leprae_TN 272631 Leu CAG
-GGGCGAGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----CTCG----GGACGTGGGGGTTCAAGTCCCCCTTCGCCCA---
>tdbD00006487 Mycobacterium_leprae_TN 272631 Leu TAA
-GCCCCCATAGCCCAATT-GGCA-GAGGCAGCGGACTTAAAATCCGTCA-------------------AGTGTCGGTTCGAGTCCGACTGGGGGCA---
>tdbD00006457 Mycobacterium_tuberculosis_CDC1551 83331 Leu CAA
-GCCCTCGTATCCCAACT-GGCA-GAGGAAACGGACTCAAAACCCGTCC-------------------AGTGTGGGTTCGAATCCCACCGAGGGCACCA
>tdbD00006458 Mycobacterium_tuberculosis_CDC1551 83331 Leu CAG
-GGGCGAGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----TTCG----GGACGTGGGGGTTCAAGTCCCCCTTCGCCCA---
>tdbD00006459 Mycobacterium_tuberculosis_CDC1551 83331 Leu GAG
-GTCCGAGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCTA---CTAA--TGGGCG-TGGGGGTTCAAGTCCCCCCTCGGACA---
>tdbD00006460 Mycobacterium_tuberculosis_CDC1551 83331 Leu TAA
-GCCCCCATAGCCCAATT-GGCA-GAGGCAGCGGACTTAAAATCCGTCA-------------------AGTGTCGGTTCGAGTCCGACTGGGGGCA---
>tdbD00006461 Mycobacterium_tuberculosis_CDC1551 83331 Leu TAG
-GCGGGCGTGATGAAATT-GGCA-AACATGCCGGTTTTAGGTGCCGGTGCTC-----GAAA----GAGTTTGAGGGTTCGAGTCCCTCCGCCCGCA---
>tdbD00007092 Mycobacterium_tuberculosis_H37Rv 83332 Leu CAA
-GCCCTCGTATCCCAACT-GGCA-GAGGAAACGGACTCAAAACCCGTCC-------------------AGTGTGGGTTCGAATCCCACCGAGGGCACCA
>tdbD00007089 Mycobacterium_tuberculosis_H37Rv 83332 Leu CAG



-GGGCGAGTGGCGGAAT--GGCA-GACGCGCTGGCTTCAGGTGCCAGTGTCC-----TTCG----GGACGTGGGGGTTCAAGTCCCCCTTCGCCCA---
>tdbD00007093 Mycobacterium_tuberculosis_H37Rv 83332 Leu GAG
-GTCCGAGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCTA---CTAA--TGGGCG-TGGGGGTTCAAGTCCCCCCTCGGACA---
>tdbD00007090 Mycobacterium_tuberculosis_H37Rv 83332 Leu TAA
-GCCCCCATAGCCCAATT-GGCA-GAGGCAGCGGACTTAAAATCCGTCA-------------------AGTGTCGGTTCGAGTCCGACTGGGGGCA---
>tdbD00007091 Mycobacterium_tuberculosis_H37Rv 83332 Leu TAG
-GCGGGCGTGATGAAATT-GGCA-AACATGCCGGTTTTAGGTGCCGGTGCTC-----GAAA----GAGTTTGAGGGTTCGAGTCCCTCCGCCCGCA---
>tdbD00006544 Mycoplasma_genitalium_G37 243273 Leu GAG
-GTCGGAGTGGTGGAAT--GGTA-GACACGCAAGCTTGAGGTGCTTGTGGTCG----TTAA---AGACTGTGCCAGTTCAAGTCTGGTCTCCGACACCA
>tdbD00006545 Mycoplasma_genitalium_G37 243273 Leu TAA
-GCCCAAGTGGCGGAAT--GGTA-GACGCATGGGATTTAAGATCCCACGCCA-----GTAA----TGGTGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00006546 Mycoplasma_genitalium_G37 243273 Leu TAG
-GCACTCGTGGCGGAAT--GGTA-GACGCGCTAGACTTAGGATCTAGTTTCA-----TCT-----AGAAGTGGGGGTTCAAGTCCCTTCGGGTGCACCA
>tdbD00006547 Mycoplasma_pneumoniae_M129 272634 Leu CAA
-CCTGGAGTGGCGGAAT--GGTA-GACGCGGTGGACTCAAAACCCACTAGG------AAA------CTG-TAGGAGTTCAAGTCTCCTCTCCAGGACCA
>tdbD00006549 Mycoplasma_pneumoniae_M129 272634 Leu TAA
-GCCCAAGTGGCGGAAT--GGTA-GACGCATGGGATTTAAGATCCCACGCTA-----GCAA----TAGCGTGCCGGTTCAAGTCCGGCTTTGGGCACCA
>tdbD00006550 Mycoplasma_pneumoniae_M129 272634 Leu TAG
-GCACTCGTGGCGGAAT--GGTA-GACGCGCTAGACTTAGGATCTAGTTTCA-----TTG-----TGGAGTGGGGGTTCAAGTCCCTTCGAGTGCACCA
>tdbD00006467 Neisseria_meningitidis_Z2491 122587 Leu CAG
-GCCCGGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGCTAGTATCC-----TCAC----GGGTGTGGAAGTTCGAGTCTTCTCCCGGGCACCA
>tdbD00006470 Neisseria_meningitidis_Z2491 122587 Leu TAA
-GCCCGGGTGGTGAAATA-GGTA-GACACAACGGACTTAAAATCCGTCGGGACT---AAA---CATCCCGTGCCGGTTCGATTCCGGCTCCGGGCACCA
>tdbD00006471 Neisseria_meningitidis_Z2491 122587 Leu TAG
-GCGGACGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GAGA-----GGTGTGAGAGTTCGAGTCTCTCCGTCCGCACCA
>tdbD00006926 Oceanobacillus_iheyensis_HTE831 221109 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCACGACTCAAAATCGTGTTCC------TTCT-----GGAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00007099 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006842 Rickettsia_prowazekii_str._Madrid_E 272947 Leu TAA
-GCCCGCGTGATGGAAT--GGTA-GACATAACGGACTTAAAATCCGTGGAGC-----GTAA----GCTCTTGCCGGTTCAAGTCCGGCCGCGGGTACCA
>tdbD00007145 Rickettsia_typhi_str._Wilmington 257363 Leu GAG
-GCGGTCGTGGCGAAATT-GGTA-GACGCGCAGCATTGAGGGTGCTGTTCTG-----TAAA----AGGATTGGAAGTTCAAATCTTCTCGACCGCACCA
>tdbD00007147 Rickettsia_typhi_str._Wilmington 257363 Leu TAG
-GCGGATGTGATGGAACT-GGTA-GACATGCAAGATTTAGGTTCTTGTGCT------GTGA-----GGCGTGGGGGTTCAAGTCCCTTCATCCGTACCA
>tdbD00006667 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00006666 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006668 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006664 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00006663 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00007038 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00007037 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00007039 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00007036 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCT-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00007034 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00007035 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00001538 Salmonella_typhimurium 602 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006640 Salmonella_typhimurium_LT2 99287 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006639 Salmonella_typhimurium_LT2 99287 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006638 Salmonella_typhimurium_LT2 99287 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA
>tdbD00006637 Salmonella_typhimurium_LT2 99287 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006940 Shigella_flexneri_2a_str._301 198214 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGATTCAAAATCAACCGTA------GAAA-----TACGTGCCGGTTCGAGTCCGGCCTTCGGCACCA
>tdbD00006942 Shigella_flexneri_2a_str._301 198214 Leu CAG
-GCGAAGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGGGGGTTCAAGTCCCCCCCCTCGCACCA
>tdbD00006941 Shigella_flexneri_2a_str._301 198214 Leu GAG
-GCCGAGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----AATA----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006944 Shigella_flexneri_2a_str._301 198214 Leu TAA
-GCCCGGATGGTGGAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCG-----TTCG----CGCTGTGCGGGTTCAAGTCCCGCTCCGGGTACCA



>tdbD00006943 Shigella_flexneri_2a_str._301 198214 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACCAGATTTAGGTTCTGGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00001542 Sinorhizobium_meliloti 382 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCCAGCTTCAGGTGCTGGTACTC-----GAAA----GGGTGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006669 Sinorhizobium_meliloti_1021 266834 Leu CAG
-GCCCAGATGGCGGAATT-GGTA-GACGCGCCAGCTTCAGGTGCTGGTACTC-----GAAA----GGGTGTGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006670 Sinorhizobium_meliloti_1021 266834 Leu GAG
-GCGGTCGTGGCGGAATT-GGTA-GACGCGCAGCGTTGAGGTCGCTGTGGGG-----CAA-----CCCG-TGGAAGTTCGAGTCTTCTCGACCGCACCA
>tdbD00007113 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GTGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00006851 Staphylococcus_aureus_subsp._aureus_MW2 196620 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCGGGACTCAAAATCCCGTTCCA-----CTTG----TGGAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00006850 Staphylococcus_aureus_subsp._aureus_MW2 196620 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GAGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00006852 Staphylococcus_aureus_subsp._aureus_MW2 196620 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GTGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00006853 Staphylococcus_aureus_subsp._aureus_MW2 196620 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTAC-----GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00006479 Staphylococcus_aureus_subsp._aureus_N315 158879 Leu CAA
-GCCGGTGTGGCGGAATT-GGCA-GACGCGCGGGACTCAAAATCCCGTTCCA-----CTTG----TGGAGTGTCGGTTCGACCCCGACCACCGGTA---
>tdbD00006480 Staphylococcus_aureus_subsp._aureus_N315 158879 Leu GAG
-GCGGTCGTGGCGGAAT--GGCA-GACGCGCTAGGTTGAGGGCCTAGTGGGA-----GAAA----TCCCGTGGAGGTTCAAGTCCTCTCGGCCGCA---
>tdbD00006481 Staphylococcus_aureus_subsp._aureus_N315 158879 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GAGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00006482 Staphylococcus_aureus_subsp._aureus_N315 158879 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GTGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00006483 Staphylococcus_aureus_subsp._aureus_N315 158879 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCC------TTAC-----GGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00006980 Staphylococcus_epidermidis_ATCC_12228 176280 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGGTGA----GAGA---TCACCGTACCGGTTCGATTCCGGTCCTCGGCACCA
>tdbD00006981 Staphylococcus_epidermidis_ATCC_12228 176280 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACTAGACTTAGGATCTAGCGCCT-----TTA-----CGGCGTGGGGGTTCGACTCCCTTCACCCGCA---
>tdbD00006858 Streptococcus_agalactiae_NEM316 211110 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAAGACTAAGGATCTTGTGACCG----CTTT---TGGTCGTGAGGGTTCAAGTCCCTCTCTCCGCA---
>tdbD00006857 Streptococcus_agalactiae_NEM316 211110 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----TCAC----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006856 Streptococcus_agalactiae_NEM316 211110 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGG----TAA----ACATCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006855 Streptococcus_agalactiae_NEM316 211110 Leu TAG
-GCGGGTGTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAC-----GGCGTGGGGGTTCAAGTCCCTTCACCCGCA---
>tdbD00006949 Streptococcus_mutans_UA159 210007 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAAGACTAAGGATCTTGTGACCG----CTTT---TGGTCGTGAGGGTTCAAGTCCCTCTCTCCGCA---
>tdbD00006611 Streptococcus_pneumoniae_TIGR4 170187 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----GCAA----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006606 Streptococcus_pyogenes_M1_GAS 160490 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----GCAA----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006604 Streptococcus_pyogenes_M1_GAS 160490 Leu TAG
-GCGGGTTTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAC-----GGCGTGGGGGTTCAAGTCCCTTAACCCGCA---
>tdbD00006861 Streptococcus_pyogenes_MGAS315 198466 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAGGACTAAGGATCCTGTGACCG----CTTT---AGGTCGTGTGGGTTCAAGTCCCACTCTCCGCA---
>tdbD00006860 Streptococcus_pyogenes_MGAS315 198466 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----GCAA----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00006859 Streptococcus_pyogenes_MGAS315 198466 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGG----TTT----ACATCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00006862 Streptococcus_pyogenes_MGAS315 198466 Leu TAG
-GCGGGTTTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAC-----GGCGTGGGGGTTCAAGTCCCTTAACCCGCA---
>tdbD00007009 Streptococcus_pyogenes_SSI-1 193567 Leu AAG
-GCGGGGATGGCGGAATT-GGCA-GACGCGCAGGACTAAGGATCCTGTGACCG----CTTT---AGGTCGTGTGGGTTCAAGTCCCACTCTCCGCA---
>tdbD00007008 Streptococcus_pyogenes_SSI-1 193567 Leu CAA
-GCCGGCGTGGCGGAATT-GGCA-GACGCGCTGGACTCAAAATCCAGTGTCC-----GCAA----GGACGTGCCGGTTCGACCCCGGCCGCCGGTA---
>tdbD00007007 Streptococcus_pyogenes_SSI-1 193567 Leu TAA
-GCCGGGGTGGCGGAACT-GGCA-GACGCACAGGACTTAAAATCCTGCGATGG----TTT----ACATCGTACCGGTTCGATTCCGGTCCTCGGCA---
>tdbD00007006 Streptococcus_pyogenes_SSI-1 193567 Leu TAG
-GCGGGTTTGGCGGAATT-GGCA-GACGCACCAGATTTAGGATCTGGCGCT------TAAC-----GGCGTGGGGGTTCAAGTCCCTTAACCCGCA---
>tdbD00006930 Streptomyces_coelicolor_A3(2) 100226 Leu GAG
-GTCCGGGTGGCGGAAT--GGCA-GACGCGCTAGCTTGAGGTGCTAGTGCCCT----TTAT---CGGGCGTGGGGGTTCAAGTCCCCCCTCGGACACCA
>tdbD00006565 Synechocystis_sp._PCC_6803 1148 Leu CAA
-GGGCGGCTGGCGGAATT-GGTA-GACGCACCACACTCAAAATGTGGCGAC------TTCG-----GTCGTGAGAGTTCGAGTCTCTCGCTGCCCA---
>tdbD00006566 Synechocystis_sp._PCC_6803 1148 Leu CAG
-GCGGAACTGGCGGAATT-GGTA-GACGCGCTAGATTCAGGTTCTAGTGTTC-----GTAA----GGACTTCCGGGTTCAAGTCCCGGGTTCCGCA---
>tdbD00006567 Synechocystis_sp._PCC_6803 1148 Leu GAG
-GCGGATGTGGCGGAATT-GGTA-TACGCGCACGTTTGAGGGGCGTGTGGC------TTT------GCCTTGCGAGTTCGAGTCTCGCCATCCGCA---
>tdbD00006569 Synechocystis_sp._PCC_6803 1148 Leu TAG
-GCGGACGTGGCGGAATT-GGTA-GACGCGCTAGATTTAGGTTCTAGTGTC------TTT------GGCGTGGGAGTTCGAGTCTCCCCGTCCGCA---
>tdbD00006864 Thermosynechococcus_elongatus_BP-1 197221 Leu GAG



-GCGGATGTGGCGGAATT-GGTA-TACGCGCACGTTTGAGGGGCGTGTGGC------TTT------GCCTTGCGAGTTCGAGTCTCGCCATCCGCA---
>tdbD00006554 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Leu CAA
-GCCGACGTGGTGAAACT-GGCA-GACACGACAGACTCAAAATCTGTTGGGG-----TAA-----CCCCGTAAGGGTTCAAGTCCCTTCGTCGGCA---
>tdbD00006555 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Leu CAG
-GCCTCGATGGTGGAATT-GGCA-GACACGCTAGCTTCAGGTGCTAGTGCCT-----TCAC----CGGCGTGGGAGTTCAAGTCTCCCTCGAGGCA---
>tdbD00006556 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Leu GAG
-GCGGCGGTGGTGGAAGT-GGTA-TACACGCTAGCTCGAGGTGCTAGTGCC------GTAA-----GGCTTGCTGGTTCAAGTCCAGTCCGCCGCA---
>tdbD00006557 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Leu TAA
-GCTGGAGTGATGGAATT-GGTA-GACATCAGGGACTTAAAATCCCTTGACCG----GCAG---CGGTCGTACGAGTTCAAGTCTCGTCTCCAGCA---
>tdbD00006558 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Leu TAG
-GCGAGAGTGGTGGAATC-GGCA-GACACGCTAGACTTAGGATCTAGTGCC------TCT------GGCATGAGGGTTCAAGTCCCTCCTCTCGCA---
>tdbD00006989 Tropheryma_whipplei_TW08/27 218496 Leu CAA
-GCCGGCGTGGCGGAAC--GGCA-GACGCGGAGCACTCAAAATGCTTTGCCC-----TCAT----GGGCGTGTGGGTTCAAATCCCTCCGCCGGCA---
>tdbD00006991 Tropheryma_whipplei_TW08/27 218496 Leu CAG
-GCGCGAGTGGCGGAATT-GGTA-GACGCGCACGGTTCAGGTCCGTGTGTCT-----GCGA----AGACATGGGGGTTCAAGTCCCCCCTCGCGCA---
>tdbD00006988 Tropheryma_whipplei_TW08/27 218496 Leu GAG
-GCGCGGGTGGCGGAATC-GGTA-GACGCGCTAGCTTGAGGTGCTAGTGCCAAT---TTG---AAAGGCGTAGGGGTTCAAGTCCCCTCTCGCGCA---
>tdbD00006992 Tropheryma_whipplei_TW08/27 218496 Leu TAA
-GCCCTCGTAGCCCAATC-GGCA-GAGGCAGACGACTTAAAATCGTCCC-------------------AGTGTGGGTTCGAGTCCCACCGAGGGCA---
>tdbD00006990 Tropheryma_whipplei_TW08/27 218496 Leu TAG
-GCGGGAGTGGTGAAATT-GGCA-GACACGCAGGATTTAGGTTCCTGTGCC------TTT------GGCGTGGGGGTTCAAGTCCCCCCTTCCGCA---
>tdbD00006881 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Leu CAA
-GCCGAAGTGGCGGAATC-GGTA-GACGCAGCGGACTCAAAATCCGCCGCCCT----TAA----AAGCG-TGTGGGTTCGAGTCCCACCTTCGGCACCA
>tdbD00006878 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGCTTCAGGTGCTAGCGGGGG----CAA----CTTCG-TGGAGGTTCGAGTCCTCTCCTGGGCACCA
>tdbD00006879 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGCTTCAGGTGCTAGCGGGGG----CAA----CTTCG-TGGAGGTTCGAGTCCTCTTCTGGGCACCA
>tdbD00006882 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Leu GAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTACCTTGAGGTGGTAGCGAC------TTAG-----GTCGTAGGGGTTCGAGTCCCCTCTTGGGCACCA
>tdbD00006877 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Leu TAG
-GCGAAAGTGGCGGAATT-GGTA-GACGCACCAGATTTAGGTTCTGACGCC------GCAA-----GGCGTGGGGGTTCGAGTCCCCCCTTTCGCACCA
>tdbD00006994 Xylella_fastidiosa_Temecula1 183190 Leu CAA
-GCCGAAGTGGCGGAATT-GGTA-GACGCAGCGGACTCAAAATCCGCCACCCT----TAA----AAGTG-TGTGGGTTCGAGTCCCACCTTCGGCACCA
>tdbD00006995 Xylella_fastidiosa_Temecula1 183190 Leu CAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTAGTTTCAGGTACTAGCGGGT-----AAA-----ACCG-TGGAGGTTCGAGTCCTCTCTTGGGCACCA
>tdbD00006993 Xylella_fastidiosa_Temecula1 183190 Leu GAG
-GCCCAGGTGGCGGAATT-GGTA-GACGCACTACCTTGAGGTGGTAGCGAC------GTAA-----GTCGTAGGGGTTCGAGTCCCCTCTTGGGCACCA
>tdbD00006996 Xylella_fastidiosa_Temecula1 183190 Leu TAA
-GCCCGGGTGGCGAAATT-GGTA-GACGCAAGGGACTTAAAATCCCTCGACC-----TTTA----GGTTATGCGGGTTCGACTCCCGCCCCGGGCACCA
>tdbD00006997 Xylella_fastidiosa_Temecula1 183190 Leu TAG
-GCCGGTGTGGCGGAATT-GGTA-GACGCAAACGGTTTAGGTCCGTTCGCT------TTT------AGCGTGCAGGTTCGAGTCCTGTCACCGGTACCA
>tdbD00006634 Yersinia_pestis_CO92 214092 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGACTCAAAATCAACCGCC------GCGA-----GGCATGCCGGTTCGATTCCGGCCTTCGGCACCA
>tdbD00006631 Yersinia_pestis_CO92 214092 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00006636 Yersinia_pestis_CO92 214092 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00006635 Yersinia_pestis_CO92 214092 Leu GAG
-GCCGGGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----GATT----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006632 Yersinia_pestis_CO92 214092 Leu TAA
-GCCCGGGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCT-----TAT-----GGCTGTGCGGGTTCAAGTCCCGCCCCGGGCACCA
>tdbD00006633 Yersinia_pestis_CO92 214092 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACTAGATTTAGGTTCTAGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00006896 Yersinia_pestis_KIM 187410 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGACTCAAAATCAACCGCC------GCGA-----GGCATGCCGGTTCGATTCCGGCCTTCGGCACCA
>tdbD00006894 Yersinia_pestis_KIM 187410 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00006899 Yersinia_pestis_KIM 187410 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00006895 Yersinia_pestis_KIM 187410 Leu GAG
-GCCGGGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----GATT----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00006898 Yersinia_pestis_KIM 187410 Leu TAA
-GCCCGGGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCT-----TAT-----GGCTGTGCGGGTTCAAGTCCCGCCCCGGGCACCA
>tdbD00006897 Yersinia_pestis_KIM 187410 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACTAGATTTAGGTTCTAGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00007162 Yersinia_pseudotuberculosis_IP_32953 273123 Leu CAA
-GCCGAAGTGGCGAAATC-GGTA-GACGCAGTTGACTCAAAATCAACCGCC------GCGA-----GGCATGCCGGTTCGATTCCGGCCTTCGGCACCA
>tdbD00007160 Yersinia_pseudotuberculosis_IP_32953 273123 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTCC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00007163 Yersinia_pseudotuberculosis_IP_32953 273123 Leu CAG
-GCGATGGTGGCGGAATT-GGTA-GACGCGCTAGCTTCAGGTGTTAGTGTTC-----TTAC----GGACGTGAGGGTTCAAGTCCCTCCCTTCGCACCA
>tdbD00007161 Yersinia_pseudotuberculosis_IP_32953 273123 Leu GAG
-GCCGGGGTGGTGGAATT-GGTA-GACACGCTACCTTGAGGTGGTAGTGCCC-----GATT----GGGCTTACGGGTTCAAGTCCCGTCCTCGGTACCA
>tdbD00007165 Yersinia_pseudotuberculosis_IP_32953 273123 Leu TAA
-GCCCGGGTGGTGAAATC-GGTA-GACACAAGGGATTTAAAATCCCTCGGCT-----TAT-----GGCTGTGCGGGTTCAAGTCCCGCCCCGGGCACCA



>tdbD00007164 Yersinia_pseudotuberculosis_IP_32953 273123 Leu TAG
-GCGGGAGTGGCGAAATT-GGTA-GACGCACTAGATTTAGGTTCTAGCGCC------GCAA-----GGTGTGCGAGTTCAAGTCTCGCCTCCCGCACCA
>tdbD00007620 Escherichia_coli_CFT073 199310 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007321 Escherichia_coli_K12 83333 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007327 Escherichia_coli_O157H7 83334 Met CAT:
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007333 Escherichia_coli_O157H7_EDL933 155864 Met CAT:
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007340 Haemophilus_influenzae_Rd_KW20 71421 Met CAT
-GGCTACATAGCTCAGTT-GGTT-AGAGCACAACACTCATAATGTTGGG-------------------GTCGCAAGTTCGAATCTCGCTGTAGCCACCA
>tdbD00001808 Photobacterium_leiognathi 658 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007411 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007628 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007399 Salmonella_typhimurium_LT2 99287 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007561 Shigella_flexneri_2a_str._301 198214 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007309 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007520 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Met CAT
-GGCTATGTAGCTCAGCC-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCGGTGGTTCGAGTCCACCCATAGCCACCA
>tdbD00007369 Xylella_fastidiosa_9a5c 160492 Met CAT
-GGCTACGTAGCTCAGTT-GGTT-AGAGCACATCACTCATAATGATGGG-------------------GTCACAGGTTCGAATCCCGTCGTAGCCACCA
>tdbD00007599 Xylella_fastidiosa_Temecula1 183190 Met CAT
-GGCTATGTAGCTCAGCA-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCGGTGGTTCGAGTCCACCCATAGCCACCA
>tdbD00007711 Yersinia_pestis_biovar_Microtus_str._91001 229193 Met CAT
-GGCTACGTAGCTCAGCT-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCACAGGTTCGATTCCCGTCGTAGCCACCA
>tdbD00007398 Yersinia_pestis_CO92 214092 Met CAT
-GGCTACGTAGCTCAGCT-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCACAGGTTCGATTCCCGTCGTAGCCACCA
>tdbD00007529 Yersinia_pestis_KIM 187410 Met CAT
-GGCTACGTAGCTCAGCT-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCACAGGTTCGATTCCCGTCGTAGCCACCA
>tdbD00007714 Yersinia_pseudotuberculosis_IP_32953 273123 Met CAT
-GGCTACGTAGCTCAGCT-GGTT-AGAGCACAGCACTCATAATGCTGGG-------------------GTCACAGGTTCGATTCCCGTCGTAGCCACCA
>tdbD00004310 Bacillus_anthracis_str._Ames 198094 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCT---
>tdbD00004320 Bacillus_anthracis_str._Sterne 260799 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCT---
>tdbD00004332 Bacillus_cereus_ATCC_10987 222523 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCT---
>tdbD00004298 Bacillus_cereus_ATCC_14579 226900 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCT---
>tdbD00004342 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCT---
>tdbD00004321 Borrelia_garinii_PBi 290434 Cys GCA
-GGCGCTGTACCCAAGT--GGCT-AAGGGAGAAGTCTGCAAAACTTTGA-------------------TTCGCCGGTTCGATTCCGGTCAGCGCCT---
>tdbD00004301 Escherichia_coli_CFT073 199310 Cys GCA
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004160 Escherichia_coli_K12 83333 Cys GCA
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004161 Escherichia_coli_O157H7 83334 Cys GCA:
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004162 Escherichia_coli_O157H7_EDL933 155864 Cys GCA:
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004163 Helicobacter_pylori_26695 85962 Cys GCA
-GGCGACATAGCCAAGT--GGT--AAGGCATGGGTCTGCAAAACCTTGA-------------------TTCCCCGGTTCGAATCCGGGTGTCGCCTCCA
>tdbD00004289 Lactobacillus_plantarum_WCFS1 220668 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTCA-------------------T-CACCGGTTCAAATCCGGTTACCGCCT---
>tdbD00004180 Listeria_monocytogenes_EGD-e 169963 Cys GCA
-GGCGCCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGGCGCCTCCA
>tdbD00004334 Listeria_monocytogenes_str._4b_F2365 265669 Cys GCA
-GGCGCCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGGCGCCTCCA
>tdbD00004153 Neisseria_meningitidis_Z2491 122587 Cys GCA
-GGCGAGATAGCAAAGT--GGT--TATGCAGCGGATTGCAAATCCGTCT-------------------A-CGCCGGTTCGATTCCGACTCTCGCCTCCA
>tdbD00004172 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Cys GCA
-GGCGTGTTAGCAAAGC--GGT--TATGCACTGGATTGCAAATCCATGT-------------------A-GCTCGGTTCGACTCCGGGACACGCCTCCA
>tdbD00004260 Rickettsia_prowazekii_str._Madrid_E 272947 Cys GCA
-GGCTGGGTAGCAAAGT--GGT--AATGCCGTGGACTGCAAATCCTCTA-------------------TTCGTCGGTTCGATTCCGACCCTGGCCTCCA
>tdbD00004326 Rickettsia_typhi_str._Wilmington 257363 Cys GCA
-GGCTGGGTAGCAAAGT--GGT--AATGCCGTGGACTGCAAATCCTCTA-------------------TTCGTCGGTTCGATTCCGACCCTGGCCTCCA
>tdbD00004196 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Cys GCA



-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004304 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Cys GCA
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004190 Salmonella_typhimurium_LT2 99287 Cys GCA
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004280 Shigella_flexneri_2a_str._301 198214 Cys GCA
-GGCGCGTTAACAAAGC--GGT--TATGTAGCGGATTGCAAATCCGTCT-------------------A-GTCCGGTTCGACTCCGGAACGCGCCTCCA
>tdbD00004319 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCTCCA
>tdbD00004262 Staphylococcus_aureus_subsp._aureus_MW2 196620 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCTCCA
>tdbD00004156 Staphylococcus_aureus_subsp._aureus_N315 158879 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCTCCA
>tdbD00004290 Staphylococcus_epidermidis_ATCC_12228 176280 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAACCTTTA-------------------T-CACCGGTTCAAATCCGGTTGCCGCCTCCA
>tdbD00004263 Streptococcus_agalactiae_NEM316 211110 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00004282 Streptococcus_mutans_UA159 210007 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00004184 Streptococcus_pneumoniae_TIGR4 170187 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00004183 Streptococcus_pyogenes_M1_GAS 160490 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00004264 Streptococcus_pyogenes_MGAS315 198466 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00004296 Streptococcus_pyogenes_SSI-1 193567 Cys GCA
-GGCGGTATAGCCAAGT--GGT--AAGGCACGGCTCTGCAAAAGCTTGA-------------------T-CGTCGGTTCAAATCCGTCTACCGCCT---
>tdbD00004175 Synechocystis_sp._PCC_6803 1148 Cys GCA
-GGCGGCATAGCCAAGT--GGT--AAGGCAGAGGTCTGCAAAATCTTTA-------------------C-CCCCAGTTCGAATCTGGGTGCCGCCT---
>tdbD00004173 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Cys GCA
-GGCGCCGTGCCCAAGT--GGT--AAGGGAGAGGTCTGCAAAACCTTTA-------------------TGCATCAGTTCGATTCTGATCGGCGCCT---
>tdbD00011748 Bacillus_anthracis_str._Ames 198094 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011759 Bacillus_anthracis_str._Sterne 260799 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011772 Bacillus_cereus_ATCC_10987 222523 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011736 Bacillus_cereus_ATCC_14579 226900 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011565 Bacillus_subtilis_subsp._subtilis_str._168 224308 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCC------TCAG-----GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011782 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011784 Bartonella_quintana_str._Toulouse 283165 Tyr GTA
-GGAGGGGTGCCCGAGT--GGTTAAAGGGGGCGGACTGTAAATCCGTTGCG------TATG-----CTA-CGTTGGTTCGAATCCAACCCCCTCCACCA
>tdbD00011585 Borrelia_burgdorferi_B31 224326 Tyr GTA
-GGGGCGGTACCGAAGT--GGTTAACCGGGGCAGACTGTAAATCTGTTGGC------TTTG-----CCTACGTGGGTTCGAATCCCACCCTCCCCA---
>tdbD00011711 Brucella_suis_1330 204722 Tyr GTA
-GGAGGGATGCCCGAGT--GGTTAAAGGGGACGGACTGTAAATCCGTTGGC------TATG-----CCTACGTTGGTTCAAATCCAACTCCCTCCACCA
>tdbD00011586 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Tyr GTA
-GGTGAGTTACTCAAGT--GGCCAACGAGGGCAGACTGTAAATCTGCTGGCT-----TTC-----GCCTTCCGTGGTTCGAATCCACGACTCACCACCA
>tdbD00011562 Chlamydia_trachomatis_D/UW-3/CX 272561 Tyr GTA
-GGGGGTGTCGCATAGC--GGTCAATTGCATCGGACTGTAAATCCGACTCCT-----TAC-----GGATACGTTGGTTCAAATCCAGCCACCCCCA---
>tdbD00011561 Chlamydophila_pneumoniae_CWL029 115713 Tyr GTA
-GGGGGTGTCGCATAGT--GGTCAATTGCATCGGACTGTAAATCCGGCTCCT-----TAC-----GGATACGTTGGTTCAAATCCAGCCACCCCCA---
>tdbD00011575 Chlamydophila_pneumoniae_J138 138677 Tyr GTA
-GGGGGTGTCGCATAGT--GGTCAATTGCATCGGACTGTAAATCCGGCTCCT-----TAC-----GGATACGTTGGTTCAAATCCAGCCACCCCCA---
>tdbD00011696 Corynebacterium_glutamicum_ATCC_13032 196627 Tyr GTA
-GCCAGATTGCCCGAGC--GGCCAATGGGAGCGGACTGTAAATCCGTCGGCT-----TGC-----GCCTACGTAGGTTCGAATCCTACATCTGGCA---
>tdbD00011738 Escherichia_coli_CFT073 199310 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011739 Escherichia_coli_CFT073 199310 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011576 Escherichia_coli_K12 83333 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011577 Escherichia_coli_K12 83333 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011578 Escherichia_coli_O157H7 83334 Tyr GTA:
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011579 Escherichia_coli_O157H7 83334 Tyr GTA:
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011580 Escherichia_coli_O157H7_EDL933 155864 Tyr GTA:
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011581 Escherichia_coli_O157H7_EDL933 155864 Tyr GTA:
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA



>tdbD00011602 Listeria_monocytogenes_EGD-e 169963 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGTGGTTCGAATCCACTCCCCTCCACCA
>tdbD00011774 Listeria_monocytogenes_str._4b_F2365 265669 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGTGGTTCGAATCCACTCCCCTCCACCA
>tdbD00011567 Mycobacterium_tuberculosis_CDC1551 83331 Tyr GTA
-GGCAGGTTGCCCGAGC--GGCCAATGGGAGCGGACTGTAAATCCGTCGCG------AAAG-----CTA-CGCAGGTTCGAATCCTGCACCTGCCACCA
>tdbD00011753 Mycobacterium_tuberculosis_H37Rv 83332 Tyr GTA
-GGCAGGTTGCCCGAGC--GGCCAATGGGAGCGGACTGTAAATCCGTCGCG------AAAG-----CTA-CGCAGGTTCGAATCCTGCACCTGCCACCA
>tdbD00011591 Mycoplasma_pneumoniae_M129 272634 Tyr GTA
-GGACAGGTAGCGAAGT--GGCTAAACGCTTCTGACTGTAGATCAGACACCT-----TCAT----GGTTTCGGGAGTTCGAATCTCTCCCTGTCCACCA
>tdbD00011715 Oceanobacillus_iheyensis_HTE831 221109 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011755 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011765 Porphyromonas_gingivalis_W83 242619 Tyr GTA
-GGGCAGTTACCAGAGT--GGCCAAATGGGGCTGACTGTAACTCAGCTGGCT-----TAC-----GCCTTCGGTGGTTCGAATCCATCACTGCCCA---
>tdbD00011766 Rickettsia_typhi_str._Wilmington 257363 Tyr GTA
-GGAGGGGTGGCCGAGT--GGTCAATGGCAGCAGACTGTAAATCTGCCCGCG-----TAAG----CGTT-CGAAGGTTCGAATCCTTCTCCCTCCACCA
>tdbD00011621 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011742 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011614 Salmonella_typhimurium_LT2 99287 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011615 Salmonella_typhimurium_LT2 99287 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ACAG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011718 Shigella_flexneri_2a_str._301 198214 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011758 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011697 Staphylococcus_aureus_subsp._aureus_MW2 196620 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCA---
>tdbD00011698 Staphylococcus_aureus_subsp._aureus_MW2 196620 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011571 Staphylococcus_aureus_subsp._aureus_N315 158879 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCA---
>tdbD00011572 Staphylococcus_aureus_subsp._aureus_N315 158879 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011728 Staphylococcus_epidermidis_ATCC_12228 176280 Tyr GTA
-GGAGGGGTAGCGAAGT--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGCAGTTCGAATCTGCCCCCCTCCACCA
>tdbD00011699 Streptococcus_agalactiae_NEM316 211110 Tyr GTA
-GGAGAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTCTCCA---
>tdbD00011700 Streptococcus_agalactiae_NEM316 211110 Tyr GTA
-GGAAAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTTTCCA---
>tdbD00011606 Streptococcus_pneumoniae_TIGR4 170187 Tyr GTA
-GGAGAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTCTCCA---
>tdbD00011607 Streptococcus_pneumoniae_TIGR4 170187 Tyr GTA
-GGAAGGGTAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCCCCTTCCA---
>tdbD00011605 Streptococcus_pyogenes_M1_GAS 160490 Tyr GTA
-GGAAAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTTTCCA---
>tdbD00011701 Streptococcus_pyogenes_MGAS315 198466 Tyr GTA
-GGAAAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTTTCCA---
>tdbD00011734 Streptococcus_pyogenes_SSI-1 193567 Tyr GTA
-GGAAAGATAGCGAAGA--GGCTAAACGCGGCGGACTGTAAATCCGCTCCT------TCG------GGTTCGGGGGTTCGAATCCCTCTCTTTCCA---
>tdbD00011716 Streptomyces_coelicolor_A3(2) 100226 Tyr GTA
-GGCGGTGTGCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGGC------TCAG-----CCTTCCCAGGTTCGAATCCTGGCGCCGCCA---
>tdbD00003519 Streptomyces_lividans 1916 Tyr GTA
-GGCGGTGTGCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGGC------TCAG-----CCTTCCCAGGTTCGAATCCTGGCGCCGCCA---
>tdbD00011595 Synechocystis_sp._PCC_6803 1148 Tyr GTA
-GGGTCGATGCCCGAGT--GGTTAATGGGGGCGGACTGTAAATCCGCTGGC------TATG-----CCTACGCTGGTTCAAATCCAGCTCGGCCCA---
>tdbD00011593 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Tyr GTA
-GGGGAGTTTCCCGAGT--GGTCAAAGGGAGCAGACTGTAAATCTGTTGGCG-----TTG-----TCTT-CCAAGGTTCGAATCCTTGACTCCCCA---
>tdbD00011730 Tropheryma_whipplei_TW08/27 218496 Tyr GTA
-GGCGAGTTACCCAAGT--GGCCAAAGGGATCTGACTGTAAATCAGCTGTCA-----TTC-----GACTTCGGGGGTTCGAATCCCTCACTCGCCA---
>tdbD00011705 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Tyr GTA
-GGAGGGATACCCAAGC--GGCCAACGGGGGCAGACTGTAAATCTGCTGGCT-----TAC-----GCCTTCGGTGGTTCGAATCCACCTCCCTCCACCA
>tdbD00011731 Xylella_fastidiosa_Temecula1 183190 Tyr GTA
-GGAGGGATACCCAAGC--GGCCAACGGGGGCAGACTGTAAATCTGCTGGCT-----TGC-----GCCTTCGGTGGTTCGAATCCACCTCCCTCCACCA
>tdbD00011769 Yersinia_pestis_biovar_Microtus_str._91001 229193 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011613 Yersinia_pestis_CO92 214092 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011708 Yersinia_pestis_KIM 187410 Tyr GTA
-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011770 Yersinia_pseudotuberculosis_IP_32953 273123 Tyr GTA



-GGTGGGGTTCCCGAGC--GGCCAAAGGGAGCAGACTGTAAATCTGCCGTC------ATCG-----ACTTCGAAGGTTCGAATCCTTCCCCCACCACCA
>tdbD00011438 Bacillus_anthracis_str._Sterne 260799 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011439 Bacillus_anthracis_str._Sterne 260799 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTG---
>tdbD00011451 Bacillus_cereus_ATCC_10987 222523 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011452 Bacillus_cereus_ATCC_10987 222523 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTG---
>tdbD00011414 Bacillus_cereus_ATCC_14579 226900 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011415 Bacillus_cereus_ATCC_14579 226900 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTG---
>tdbD00003288 Bacillus_subtilis 1423 Trp CCA
-AGGGGCATAGTTTAAC--GGT--AGAACAGAGGTCTCCAAAACCTCCG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011462 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTG---
>tdbD00011463 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011306 Borrelia_burgdorferi_B31 224326 Trp CCA
-AGGTCAGTAGTTCCAAC-GGT--AGAACGACAGTCTCCAAAACTGTAT-------------------GCTGGGGGTTCGAATCCCTCCTGACCTG---
>tdbD00011440 Borrelia_garinii_PBi 290434 Trp CCA
-AGGTCAGTAGTTCCAAC-GGT--AGAACGACAGTCTCCAAAACTGTAT-------------------GCTGGGGGTTCGAATCCCTCCTGACCTG---
>tdbD00011387 Brucella_suis_1330 204722 Trp CCA
-AGGGGTATAGCTCAGTT-GGT--AGAGCGACGGTCTCCAAAACCGTAG-------------------GTCGCGGGTTCGAACCCTGCTGCCCCTGCCA
>tdbD00011418 Escherichia_coli_CFT073 199310 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011300 Escherichia_coli_K12 83333 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011301 Escherichia_coli_O157H7 83334 Trp CCA:
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011302 Escherichia_coli_O157H7_EDL933 155864 Trp CCA:
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011305 Haemophilus_influenzae_Rd_KW20 71421 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGCCTCTCCGCCCCTGCCA
>tdbD00011303 Helicobacter_pylori_26695 85962 Trp CCA
-AGGTCAGTAGCTCCAAT-GGT--AGAGCGTCGGTCTCCAAAACCGGTT-------------------GTTGGGGGTTCGAGTCCCTCCTGGCCTGCCA
>tdbD00011304 Helicobacter_pylori_J99 85963 Trp CCA
-AGGTCAGTAGCTCCAAT-GGT--AGAGCGTCGGTCTCCAAAACCGGTT-------------------GTTGGGGGTTCGAGTCCCTCCTGGCCTGCCA
>tdbD00011320 Listeria_innocua_Clip11262 272626 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011321 Listeria_monocytogenes_EGD-e 169963 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011454 Listeria_monocytogenes_str._4b_F2365 265669 Trp CCA
-AGGGGCATAGTTTAAA--GGT--AGAACTGAGGTCTCCAAAACCTCCA-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011292 Mycobacterium_tuberculosis_CDC1551 83331 Trp CCA
-AGGGGCGTAGCTCAACT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCAAGTCCTGTCGCCCCTG---
>tdbD00011433 Mycobacterium_tuberculosis_H37Rv 83332 Trp CCA
-AGGGGCGTAGCTCAACT-GGC--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCAAGTCCTGTCGCCCCTG---
>tdbD00011294 Neisseria_meningitidis_Z2491 122587 Trp CCA
-AGGCCAATAGCTCAATT-GGT--AGAGTATCGGTCTCCAAAACCGAGG-------------------GTTGGGGGTTCGAGACCCTCTTGGCCTGCCA
>tdbD00011312 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGCCTCTCCGCCCCTGCCA
>tdbD00011435 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011436 Rhodopseudomonas_palustris_CGA009 258594 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGG-------------------GTCGCAGGTTCGAGCCCTGCCACTCCTGCCA
>tdbD00011373 Rickettsia_prowazekii_str._Madrid_E 272947 Trp CCA
-AGGAGTGTAGCTCAATT-GGT--AGAGCGCCGGTCTCCAAAACCGGAG-------------------GTTGCGGGTTCGATTCCTGTCGCTCCTGCCA
>tdbD00011337 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011420 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011332 Salmonella_typhimurium_LT2 99287 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011437 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Trp CCA
-AGGGGCATAGTTCAAC--GGT--AGAATAGAGGTCTCCAAAACCTTTG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011375 Staphylococcus_aureus_subsp._aureus_MW2 196620 Trp CCA
-AGGGGCATAGTTCAAC--GGT--AGAATAGAGGTCTCCAAAACCTTTG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011296 Staphylococcus_aureus_subsp._aureus_N315 158879 Trp CCA
-AGGGGCATAGTTCAAC--GGT--AGAATAGAGGTCTCCAAAACCTTTG-------------------G-TGTGGGTTCGATTCCTACTGCCCCTGCCA
>tdbD00011391 Streptomyces_coelicolor_A3(2) 100226 Trp CCA
-AGGGTCGTAGCTCAATT-GGT--AGAGCACTGGTCTCCAAAACCAGCG-------------------GTTGGGGGTTCAAGTCCCTCCGGCCCTG---
>tdbD00003285 Streptomyces_griseus 1911 Trp CCA
-AGGGTCGTAGCTCAATT-GGT--AGAGCACTGGTCTCCAAAACCAGCG-------------------GTTGGGGGTTCAAGTCCCTCCGGCCCTG---



>tdbD00011408 Tropheryma_whipplei_TW08/27 218496 Trp CCA
-AGGGCGGTGGCTCAATT-GGT--AGAGCAGCGGTCTCCAAAACCGCAG-------------------GTTGCAGGTTCAAGTCCTGTCCGCCCTG---
>tdbD00011318 Xylella_fastidiosa_9a5c 160492 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011448 Yersinia_pestis_biovar_Microtus_str._91001 229193 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011331 Yersinia_pestis_CO92 214092 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011384 Yersinia_pestis_KIM 187410 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00011449 Yersinia_pseudotuberculosis_IP_32953 273123 Trp CCA
-AGGGGCGTAGTTCAATT-GGT--AGAGCACCGGTCTCCAAAACCGGGT-------------------GTTGGGAGTTCGAGTCTCTCCGCCCCTGCCA
>tdbD00004802 Escherichia_coli_CFT073 199310 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004617 Escherichia_coli_K12 83333 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004618 Escherichia_coli_O157H7 83334 Glu TTC:
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004619 Escherichia_coli_O157H7_EDL933 155864 Glu TTC:
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00000543 Haemophilus_influenzae 727 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCGCCCTTTCACGGCGGTA-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004625 Haemophilus_influenzae_Rd_KW20 71421 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCGCCCTTTCACGGCGGTA-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004632 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCGCCCTTTCACGGCGGTA-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004812 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Glu TTC
-GTCCCCTTCGTCTAGT--GGCCTAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAGTCCCCTAGGGGACGCCA
>tdbD00004665 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004805 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00000544 Salmonella_enteritidis 592 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004658 Salmonella_typhimurium_LT2 99287 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004659 Salmonella_typhimurium_LT2 99287 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004660 Salmonella_typhimurium_LT2 99287 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004768 Shigella_flexneri_2a_str._301 198214 Glu TTC
-GTCCCCTTCGTCTAGA--GGCCCAGGACACCGCCCTTTCACGGCGGTA-------------------A-CAGGGGTTCGAATCCCCTAGGGGACGCCA
>tdbD00004749 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACCACCCTTTCACGGTGGAC-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004791 Xylella_fastidiosa_Temecula1 183190 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACATCACCCTTTCACGGTGGCG-------------------A-CCGGGGTTCGAATCCCCGTGGGGACGCCA
>tdbD00004657 Yersinia_pestis_CO92 214092 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACTGCCCTTTCACGGCTGTA-------------------A-CAGGGGTTCGAATCCCCTTGGGGACGCCA
>tdbD00004754 Yersinia_pestis_KIM 187410 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACTGCCCTTTCACGGCTGTA-------------------A-CAGGGGTTCGAATCCCCTTGGGGACGCCA
>tdbD00004853 Yersinia_pseudotuberculosis_IP_32953 273123 Glu TTC
-GTCCCCATCGTCTAGA--GGCCTAGGACACTGCCCTTTCACGGCTGTA-------------------A-CAGGGGTTCGAATCCCCTTGGGGACGCCA
>tdbD00008639 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Gln TTG
-TGGGGTATAGCCAAGT--GGTT-AAGGCACCGGTTTTTGATACCGGCA-------------------T-CCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008704 Escherichia_coli_CFT073 199310 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008705 Escherichia_coli_CFT073 199310 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008503 Escherichia_coli_K12 83333 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008504 Escherichia_coli_K12 83333 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008505 Escherichia_coli_O157H7 83334 Gln CTG:
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008506 Escherichia_coli_O157H7 83334 Gln TTG:
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008507 Escherichia_coli_O157H7_EDL933 155864 Gln CTG:
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008508 Escherichia_coli_O157H7_EDL933 155864 Gln TTG:
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008511 Haemophilus_influenzae_Rd_KW20 71421 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCCCTGGGTTTTGATCTCAGCA-------------------TTCCTAGGTTCGAATCCTAGTACCCCAGCCA
>tdbD00008512 Haemophilus_influenzae_Rd_KW20 71421 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACTGGGTTTTGATCTCAGCA-------------------TTCCTAGGTTCGAATCCTAGTACCCCAGCCA
>tdbD00008532 Listeria_monocytogenes_EGD-e 169963 Gln TTG



-TGGGCTATAGCCAAGC--GGT--AAGGCAACGGATTTTGATTCCGTCA-------------------TGCGCTGGTTCGAATCCAGCTAGCCCAG---
>tdbD00008755 Listeria_monocytogenes_str._4b_F2365 265669 Gln TTG
-TGGGCTATAGCCAAGC--GGT--AAGGCAACGGATTTTGATTCCGTCA-------------------TGCGCTGGTTCGAATCCAGCTAGCCCAG---
>tdbD00008493 Neisseria_meningitidis_Z2491 122587 Gln TTG
-TGGGGAGTCGTCAAGC--GGTT-AAGACACTGGATTTTGATTCCAGCA-------------------TGCGAAGGTTCGAATCCTTCCTCCCCAGCCA
>tdbD00008558 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008559 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008710 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008709 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008549 Salmonella_typhimurium_LT2 99287 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008550 Salmonella_typhimurium_LT2 99287 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008674 Shigella_flexneri_2a_str._301 198214 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGATTCTGATTCCGGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008673 Shigella_flexneri_2a_str._301 198214 Gln TTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACCGGTTTTTGATACCGGCA-------------------TTCCCTGGTTCGAATCCAGGTACCCCAGCCA
>tdbD00008547 Yersinia_pestis_CO92 214092 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACTGGATTCTGATTCCAGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008548 Yersinia_pestis_CO92 214092 Gln TTG
-TGGGATATCGCCAAGC--GGT--AAGGCACCAGGTTTTGATCCTGGCA-------------------TTCCCAGGTTCGAATCCTGGTATCCCAGCCA
>tdbD00008658 Yersinia_pestis_KIM 187410 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACTGGATTCTGATTCCAGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008659 Yersinia_pestis_KIM 187410 Gln TTG
-TGGGATATCGCCAAGC--GGT--AAGGCACCAGGTTTTGATCCTGGCA-------------------TTCCCAGGTTCGAATCCTGGTATCCCAGCCA
>tdbD00008748 Yersinia_pseudotuberculosis_IP_32953 273123 Gln CTG
-TGGGGTATCGCCAAGC--GGT--AAGGCACTGGATTCTGATTCCAGCA-------------------TTCCGAGGTTCGAATCCTCGTACCCCAGCCA
>tdbD00008749 Yersinia_pseudotuberculosis_IP_32953 273123 Gln TTG
-TGGGATATCGCCAAGC--GGT--AAGGCACCAGGTTTTGATCCTGGCA-------------------TTCCCAGGTTCGAATCCTGGTATCCCAGCCA
>tdbD00009416 Bacillus_anthracis_str._Sterne 260799 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009417 Bacillus_anthracis_str._Sterne 260799 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCG---
>tdbD00009419 Bacillus_anthracis_str._Sterne 260799 Arg CCG
-GCGCCCATAGCTCAGTC-GGAT-AGAGCGGTGGTTTCCGGTACCACGT--------CT---------GCCGGGGGTTCGAATCCCTCTGGGCGCG---
>tdbD00009418 Bacillus_anthracis_str._Sterne 260799 Arg TCT
-GTCCCAGTAGCTCAGCC-GGAT-AGAGCATACGCCTTCTAAGCGTACG-------------------GTCGGGAGTTCGAATCTCTCCTGGGACG---
>tdbD00009460 Bacillus_cereus_ATCC_10987 222523 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009461 Bacillus_cereus_ATCC_10987 222523 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCG---
>tdbD00009462 Bacillus_cereus_ATCC_10987 222523 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCG---
>tdbD00009463 Bacillus_cereus_ATCC_10987 222523 Arg CCG
-GCGCCCATAGCTCAGTC-GGAT-AGAGCGGTGGTTTCCGGTACCACGT--------CT---------GCCGGGGGTTCGAATCCCTCTGGGCGCG---
>tdbD00009332 Bacillus_cereus_ATCC_14579 226900 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCG---
>tdbD00009333 Bacillus_cereus_ATCC_14579 226900 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009335 Bacillus_cereus_ATCC_14579 226900 Arg CCG
-GCGCCCATAGCTCAGTC-GGAT-AGAGCGGTGGTTTCCGGTACCACGT--------CT---------GCCGGGGGTTCGAATCCCTCTGGGCGCG---
>tdbD00009334 Bacillus_cereus_ATCC_14579 226900 Arg TCT
-GTCCCAGTAGCTCAGCC-GGAT-AGAGCATACGCCTTCTAAGCGTACG-------------------GTCGGGAGTTCGAATCTCTCCTGGGACG---
>tdbD00002449 Bacillus_subtilis 1423 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAAAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00008817 Bacillus_subtilis_subsp._subtilis_str._168 224308 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAAAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009496 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCG---
>tdbD00009497 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTAGGGGTTCGACTCCTCTCGGGCGCGCCA
>tdbD00009498 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Arg CCG
-GCGCCCATAGCTCAGTC-GGAT-AGAGCGGTGGTTTCCGGTACCACGT--------CT---------GCCGGGGGTTCGAATCCCTCTGGGCGCG---
>tdbD00009382 Bartonella_henselae_str._Houston-1 283166 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGGAGTTCGAATCTCTTCGGGTGCGCCA
>tdbD00009502 Bartonella_quintana_str._Toulouse 283165 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGGAGTTCGAATCTCTTCGGGTGCGCCA
>tdbD00009504 Bartonella_quintana_str._Toulouse 283165 Arg TCT
-GGTCCCGTAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGG-------------------GTCACAGGTTCGAATCCTGTCGGGATCGCCA
>tdbD00008898 Borrelia_burgdorferi_B31 224326 Arg GCG
-GTGTCCATAGCTCAGTT-GGAT-AGAGCGTTAGATTGCGATTCTTAAG-------------------GTCGGAGGTTCAAGTCCTCTTGGACACG---



>tdbD00008899 Borrelia_burgdorferi_B31 224326 Arg TCG
-GCATTCATAGCTCAATT-GGAT-AGAGCGGCGGACTTCGAATCCGAAG-------------------GTTGCAGGTTCGACTCCTGCTGAGTGCG---
>tdbD00008900 Borrelia_burgdorferi_B31 224326 Arg TCT
-GCACCAATAGCTCAATT-GGAT-AGAGCAACAGACTTCTAATCTGTAG-------------------GTTTTAGGTTCGAGTCCTAATTGGTGCG---
>tdbD00009420 Borrelia_garinii_PBi 290434 Arg GCG
-GTGTCCATAGCTCAGTT-GGAT-AGAGCGTTAGATTGCGATTCTTAAG-------------------GTCGGAGGTTCAAGTCCTCTTGGACACG---
>tdbD00009231 Brucella_suis_1330 204722 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCACCAGACTACGAATCTGGGG-------------------GTCAGAGGTTCGAATCCTTTCGGGTGCGCCA
>tdbD00009232 Brucella_suis_1330 204722 Arg CCT
-GGTCCCGTAGCTCAGTA-GGAT-AGAGCGACAGATTCCTAATCTGTAG-------------------GTCACAGGTTCGATTCCTGTCGGGATCACCA
>tdbD00009233 Brucella_suis_1330 204722 Arg TCT
-GGTCCCGTAGCTCAGTT-GGAT-AGAGCACCGGCCTTCTAAGCCGATG-------------------GTCGCAGGTTCGAATCCTGCCGGGATCGCCA
>tdbD00009172 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Arg ACG
-GCATCCGTAGCTCAGTT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTTCCGGATGCA---
>tdbD00008905 Caulobacter_crescentus_CB15 190650 Arg ACG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCATCAGACTACGAATCTGAGG-------------------GTCGGACGTTCGAATCGTTCCGGGCGCGCCA
>tdbD00008906 Caulobacter_crescentus_CB15 190650 Arg CCG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCGTTGCCCTCCGAAGGCAAAG-------------------GTCACACGTTCGAATCGTGTCGGGTGCGCCA
>tdbD00008811 Chlamydia_trachomatis_D/UW-3/CX 272561 Arg TCG
-GCACCGATAGCTCAACT-GGAT-AGAGTACCTGGCTTCGGACCAGGTG-------------------GTTGGAGGTTCGAACCCTCTTCGGTGCG---
>tdbD00008812 Chlamydia_trachomatis_D/UW-3/CX 272561 Arg TCT
-GGACCGATAGCTCAGT--GGAT-AGAGCATCCGCCTTCTAAGCGGATG-------------------GTCGCAGGTTCGAATCCTGCTCGGTCCG---
>tdbD00008806 Chlamydophila_pneumoniae_CWL029 115713 Arg ACG
-GCACCAGTAGCTCAGTC-GGAT-AGAGTACCTGGCTACGAACCAGGTG-------------------GTCAGAGGTTCGAGTCCTCTCTGGTGCG---
>tdbD00008807 Chlamydophila_pneumoniae_CWL029 115713 Arg CCT
-GTCCTCGTAGCTCAGCA-GGAT-AGAGCGGTTGCCTCCTAAGCAGCAG-------------------GCCATGCGTTCGAATCGCATCGAGGACG---
>tdbD00008808 Chlamydophila_pneumoniae_CWL029 115713 Arg TCG
-GCACCGATAGCTCAATT-GGAT-AGAGTACCTGGCTTCGGACCAGGTG-------------------GTTGGAGGTTCGAGCCCTCTTCGGTGCG---
>tdbD00008809 Chlamydophila_pneumoniae_CWL029 115713 Arg TCT
-GGACCGATAGCTCAGT--GGAT-AGAGCATTCGCCTTCTAAGCGAATG-------------------GTCGCAGGTTCGAGTCCTGCTCGGTCCG---
>tdbD00008852 Chlamydophila_pneumoniae_J138 138677 Arg ACG
-GCACCAGTAGCTCAGTC-GGAT-AGAGTACCTGGCTACGAACCAGGTG-------------------GTCAGAGGTTCGAGTCCTCTCTGGTGCG---
>tdbD00008853 Chlamydophila_pneumoniae_J138 138677 Arg CCT
-GTCCTCGTAGCTCAGCA-GGAT-AGAGCGGTTGCCTCCTAAGCAGCAG-------------------GCCATGCGTTCGAATCGCATCGAGGACG---
>tdbD00008854 Chlamydophila_pneumoniae_J138 138677 Arg TCG
-GCACCGATAGCTCAATT-GGAT-AGAGTACCTGGCTTCGGACCAGGTG-------------------GTTGGAGGTTCGAGCCCTCTTCGGTGCG---
>tdbD00008855 Chlamydophila_pneumoniae_J138 138677 Arg TCT
-GGACCGATAGCTCAGT--GGAT-AGAGCATTCGCCTTCTAAGCGAATG-------------------GTCGCAGGTTCGAGTCCTGCTCGGTCCG---
>tdbD00009235 Corynebacterium_efficiens_YS-314 196164 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCCGGGCGCA---
>tdbD00009178 Corynebacterium_glutamicum_ATCC_13032 196627 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCCGGGCGCA---
>tdbD00009179 Corynebacterium_glutamicum_ATCC_13032 196627 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTCCGGGCGCA---
>tdbD00009181 Corynebacterium_glutamicum_ATCC_13032 196627 Arg CCG
-GCCTCCGTAGCTCAGT--GGAT-AGAGCACCGGTTTCCGGTACCGAAG-------------------GTCGTAGGTTCGACTCCTATCGGGGGCA---
>tdbD00009344 Escherichia_coli_CFT073 199310 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009345 Escherichia_coli_CFT073 199310 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00009343 Escherichia_coli_CFT073 199310 Arg CCT
-GTCCTCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAA-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00009339 Escherichia_coli_CFT073 199310 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGACCTTCTAAGTCGTGG-------------------GCCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00008856 Escherichia_coli_K12 83333 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00008857 Escherichia_coli_K12 83333 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00008858 Escherichia_coli_K12 83333 Arg CCT
-GTCCTCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAA-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00008859 Escherichia_coli_K12 83333 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGACCTTCTAAGTCGTGG-------------------GCCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00008860 Escherichia_coli_O157H7 83334 Arg ACG:
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00008861 Escherichia_coli_O157H7 83334 Arg CCG:
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00008862 Escherichia_coli_O157H7 83334 Arg CCT:
-GTCCTCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAA-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00008871 Escherichia_coli_O157H7 83334 Arg TCT:
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGACCTTCTAAGTCGTGG-------------------GCCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00008872 Escherichia_coli_O157H7_EDL933 155864 Arg ACG:
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00008874 Escherichia_coli_O157H7_EDL933 155864 Arg CCG:
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00008875 Escherichia_coli_O157H7_EDL933 155864 Arg CCT:



-GTCCTCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAA-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00008878 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGTTTTTAGCTCAGCA-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGACTCCAGTACAACGCGCCA
>tdbD00008879 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGTTTTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAACCCAGTACAACGCACCA
>tdbD00008881 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCAGTGGTTCGACTCCACTACAACGCGCCA
>tdbD00008882 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTGAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAACGCGCCA
>tdbD00008883 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAACGCGCCA
>tdbD00008884 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGTTGTTAGCTCAGCC-GGAC-AGAGCAATTGCCTTCTAAGCAATCG-------------------GTCACTGGTTCGAATCCAGTACAACGCACCA
>tdbD00008885 Escherichia_coli_O157H7_EDL933 155864 Arg TCT:
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGACCTTCTAAGTCGTGG-------------------GCCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00008895 Haemophilus_influenzae_Rd_KW20 71421 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCAGAGGTTCGAATCCTCTCGGGTGCGCCA
>tdbD00008896 Haemophilus_influenzae_Rd_KW20 71421 Arg CCG
-GCGTTCGTAGCTCAGTT-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GTCGCAAGTTCGAATCTTGTCGAGCGCGCCA
>tdbD00008897 Haemophilus_influenzae_Rd_KW20 71421 Arg TCT
-GCGCCCTTAGCTCAGCT-GGAT-AGAGCAACGCCCTTCTAAGGCGTGG-------------------GTCAAAGGTTCGAATCCTTTAGGGCGTGCCA
>tdbD00008886 Helicobacter_pylori_26695 85962 Arg CCT
-GTCCTTGTAGCTCAGCT-GGAT-AGAGCGTATGATTCCTAATCGTAAG-------------------GTCGTGGGTTCGAATCCCGCCAAGGACACCA
>tdbD00008887 Helicobacter_pylori_26695 85962 Arg GCG
-GTGCTCGTAGCTCAGCT-GAAT-AGAGCAACAGGTTGCGGTCCTGTAG-------------------GTCGGGGGTTTGAATCCCTCCGAGCACACCA
>tdbD00008888 Helicobacter_pylori_26695 85962 Arg TCG
-GCGTTCGTAGCTCAATT-GGAT-AGAGCACCAGACTTCGGATCTGGGG-------------------GTTAGGGGTTCGACTCCCTTCGGGCGTACCA
>tdbD00008889 Helicobacter_pylori_26695 85962 Arg TCT
-GCGCTTGTAGCTCAGCT-GGAT-AGAGCAACAGCCTTCTAAGCCGTAG-------------------GTCGCAGGTTCGAGTCCTGCCAAGCGCACCA
>tdbD00008890 Helicobacter_pylori_J99 85963 Arg CCT
-GTCCTTGTAGCTCAGCT-GGAT-AGAGCGTATGATTCCTAATCGTAAG-------------------GTCGTGGGTTCGAATCCCGCCAAGGACACCA
>tdbD00008891 Helicobacter_pylori_J99 85963 Arg GCG
-GTGCTCGTAGCTCAGCT-GAAT-AGAGCAACAGGTTGCGGTCCTGTAG-------------------GTCGGGGGTTTGAATCCCTCCGAGCACACCA
>tdbD00008892 Helicobacter_pylori_J99 85963 Arg TCG
-GCGTTCGTAGCTCAATT-GGAT-AGAGCACCAGACTTCGGATCTGGGG-------------------GTTAGGGGTTCGACTCCCTTCGGGCGTACCA
>tdbD00008893 Helicobacter_pylori_J99 85963 Arg TCT
-GCGCTTGTAGCTCAGCT-GGAT-AGAGCAACAGCCTTCTAAGCCGTAG-------------------GTCGCAGGTTCGAGTCCTGCCAAGCGCACCA
>tdbD00008955 Listeria_monocytogenes_EGD-e 169963 Arg ACG
-GCGCCCATAGCTCAACT-GGAT-AGAGTACTTGACTACGAATCAAGCG-------------------GTTAGAGGTTCGACTCCTCTTGGGCGCA---
>tdbD00008958 Listeria_monocytogenes_EGD-e 169963 Arg CCG
-GCCCTCGTGGTGCAAC--GGAT-AGCACGTAAGATTCCGGTTCTTAAA-------------------A-TGGGGGTTCGATTCCCTCCGAGGGCA---
>tdbD00008957 Listeria_monocytogenes_EGD-e 169963 Arg CCT
-GCCCATATAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TCGTGGTTCGATTCCGCGTATGGGCG---
>tdbD00008956 Listeria_monocytogenes_EGD-e 169963 Arg TCT
-GTCCTGATAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTCG-------------------GTCGGGGGTTCGAATCCCTCTCAGGACG---
>tdbD00009470 Listeria_monocytogenes_str._4b_F2365 265669 Arg ACG
-GCGCCCATAGCTCAACT-GGAT-AGAGTACTTGACTACGAATCAAGCG-------------------GTTAGAGGTTCGACTCCTCTTGGGCGCA---
>tdbD00009473 Listeria_monocytogenes_str._4b_F2365 265669 Arg CCG
-GCCCTCGTGGTGCAAC--GGAT-AGCACGTAAGATTCCGGTTCTTAAA-------------------A-TGGGGGTTCGATTCCCTCCGAGGGCA---
>tdbD00009472 Listeria_monocytogenes_str._4b_F2365 265669 Arg CCT
-GCCCATATAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TCGTGGTTCGATTCCGCGTATGGGCG---
>tdbD00009471 Listeria_monocytogenes_str._4b_F2365 265669 Arg TCT
-GTCCTGATAGCTCAGCT-GGAT-AGAGCAACGGCCTTCTAAGCCGTCG-------------------GTCGGGGGTTCGAATCCCTCTCAGGACG---
>tdbD00008848 Mycobacterium_leprae_TN 272631 Arg TCT
-GCCTCCGTAGCTCAGGT-GGAT-AGAGCAAGGGCCTTCTAATCCCTAG-------------------GTCGCACGTTCGAGTCGTGCCGGGGGCA---
>tdbD00008824 Mycobacterium_tuberculosis_CDC1551 83331 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGAGTTCGAATCTCTTCGGGCGCG---
>tdbD00008825 Mycobacterium_tuberculosis_CDC1551 83331 Arg CCG
-GCCCCCGTAGCTCAGG--GGAT-AGAGCGTCTGCCTCCGGAGCAGAAG-------------------GCCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00008826 Mycobacterium_tuberculosis_CDC1551 83331 Arg CCT
-GCCCTCGTAGCTCAGG--GGAT-AGAGCACGGCTCTCCTAAAGCCGGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00008827 Mycobacterium_tuberculosis_CDC1551 83331 Arg TCT
-GCCTCCGTAGCTCAGGT-GGAT-AGAGCAAGGGCCTTCTAATCCCTAG-------------------GTCGCACGTTCGAGTCGTGCCGGGGGCA---
>tdbD00009398 Mycobacterium_tuberculosis_H37Rv 83332 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGAGTTCGAATCTCTTCGGGCGCG---
>tdbD00009396 Mycobacterium_tuberculosis_H37Rv 83332 Arg CCG
-GCCCCCGTAGCTCAGG--GGAT-AGAGCGTCTGCCTCCGGAGCAGAAG-------------------GCCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00009395 Mycobacterium_tuberculosis_H37Rv 83332 Arg CCT
-GCCCTCGTAGCTCAGG--GGAT-AGAGCACGGCTCTCCTAAAGCCGGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00009397 Mycobacterium_tuberculosis_H37Rv 83332 Arg TCT
-GCCTCCGTAGCTCAGGT-GGAT-AGAGCAAGGGCCTTCTAATCCCTAG-------------------GTCGCACGTTCGAGTCGTGCCGGGGGCA---
>tdbD00008913 Mycoplasma_genitalium_G37 243273 Arg CCT
-CTTCCCTTGGTGCAAT--GGAC-AGCACAACTGAGTCCTAATCAGTAA-------------------A-TAGAGGTTCAACTCCTCTAGGGAAGGCCA
>tdbD00008914 Mycoplasma_genitalium_G37 243273 Arg GCG
-GTCATCATAGCTCAATA-GGAC-AGAGTATCAGCTTGCGGAGCTGAGG-------------------GTTACAGGTTCGATTCCTGTTGGTGACGCCA



>tdbD00008915 Mycoplasma_genitalium_G37 243273 Arg TCG
-GCGCCCATAGCTCAATC-GGAT-AGAGTGTCTGGCTTCGGACCAGAAG-------------------GTTATGGGTTCAAGTCCTATTGGGCGCGCCA
>tdbD00002425 Mycoplasma_mycoides 2102 Arg ACG
-GCGCCCGTAGATCAATT-GGAT-AGATCGCTTGACTACGGATCAAAAG-------------------GTTGGGGGTTCGAGTCCCTCCGGGCGCACCA
>tdbD00002426 Mycoplasma_mycoides 2102 Arg TCT
-GCCCATGTAGCTCAGTA-GGAT-AGAGCACGCGCCTTCTAAGCGTGAG-------------------GTCGGAAGTTCGAGCCTTCTCGTGGGCACCA
>tdbD00002427 Mycoplasma_pneumoniae 2104 Arg GCG
-GTCATCATAGCTCAATA-GGAC-AGAGTATCAGCTTGCGGAGCTGAGG-------------------GTTACAGGTTCGATTCCTGTTGGTGACGCCA
>tdbD00008918 Mycoplasma_pneumoniae_M129 272634 Arg GCG
-GTCATCATAGCTCAATA-GGAC-AGAGTATCAGCTTGCGGAGCTGAGG-------------------GTTACAGGTTCGATTCCTGTTGGTGACGCCA
>tdbD00008919 Mycoplasma_pneumoniae_M129 272634 Arg TCG
-GCGCCCATAGCTCAATT-GGAT-AGAGTGTCTGGCTTCGGACCAGAAG-------------------GTTATGGGTTCAAGTCCTATTGGGCGCGCCA
>tdbD00008829 Neisseria_meningitidis_MC58 122586 Arg ACG
-GCACCCGTAGCTCAGTT-GGAT-AGAGTATCTGGCTACGAACCAGAGG-------------------GTCGGGCGTTCGAATCGCTCCGGGTGCGCCA
>tdbD00008833 Neisseria_meningitidis_Z2491 122587 Arg ACG
-GCACCCGTAGCTCAGTT-GGAT-AGAGTATCTGGCTACGAACCAGAGG-------------------GTCGGGCGTTCGAATCGCTCCGGGTGCGCCA
>tdbD00008834 Neisseria_meningitidis_Z2491 122587 Arg CCT
-CTCGCCATAGTTCAAC--GGAT-AGAACGTATGCCTCCTAAGCGTAAA-------------------A-TACAGGTTCGATTCCTGTTGGCGAGG---
>tdbD00008835 Neisseria_meningitidis_Z2491 122587 Arg TCT
-GCGCCCGTAGCTCAACC-GGAT-AGAGCACCGACCTTCTAAGTCGGGG-------------------GTTACAGGTTCGATTCCTGTCGGGCGTGCCA
>tdbD00008921 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Arg ACG
-GCACCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCAGAGGTTCGAATCCTCTCGGGTGCGCCA
>tdbD00009406 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00009435 Porphyromonas_gingivalis_W83 242619 Arg ACG
-GGCCGCGTAGCTCAACT-GAAT-AGAGTAGCTGACTACGGATCAGCCG-------------------GTTACAGGTTTGAATCCTGTCGCGGTCA---
>tdbD00009409 Rhodopseudomonas_palustris_CGA009 258594 Arg CCG
-GCACCCGTAGCTCAGCT-GGAT-AGAGCGTTGCCCTCCGAAGGCAAAG-------------------GTCACACGTTCGAATCGTGTCGGGTGCGCCA
>tdbD00009407 Rhodopseudomonas_palustris_CGA009 258594 Arg CCT
-GGTCCCGTAGCTCAGCC-GGAT-AGAGCGGCGGTTTCCTAAACCGTAG-------------------GTCGGATGTTCGAGTCATCCCGGGATCGCCA
>tdbD00009411 Rhodopseudomonas_palustris_CGA009 258594 Arg TCG
-GCGCTCGTAGCTCAGCT-GGAT-AGAGCATCGGATTTCGATTCCGAGG-------------------GTCGGAGGTTCGAATCCTTCCGAGCGCGCCA
>tdbD00009175 Rickettsia_prowazekii_str._Madrid_E 272947 Arg ACG
-GCACCCGTAGCTCAATT-GGAT-AGAGTATATGACTACGGATCATAAG-------------------GTTAGGGGTTCGACTCCTCTCGGGTGCGCCA
>tdbD00009177 Rickettsia_prowazekii_str._Madrid_E 272947 Arg TCT
-GCACCCTTAGCTCAGCT-GGAT-AGAGCAACAGATTTCTAATCTGTGG-------------------GTCAGAGGTTCGAATCCTTTAGGGTGCGCCA
>tdbD00009439 Rickettsia_typhi_str._Wilmington 257363 Arg ACG
-GCACCCGTAGCTCAATT-GGAT-AGAGTATATGACTACGGATCATAAG-------------------GTTAGGGGTTCGACTCCTCTCGGGTGCGCCA
>tdbD00009438 Rickettsia_typhi_str._Wilmington 257363 Arg CCG
-GCATTCGTAGCTCAGTT-GGAT-AGAGCATTGCCCTCCGAAGGCAAAG-------------------GTCATTGGTTCAAATCCAATCGAATGCACCA
>tdbD00009440 Rickettsia_typhi_str._Wilmington 257363 Arg TCT
-GCACCCTTAGCTCAGCT-GGAT-AGAGCAACAGATTTCTAATCTGTGG-------------------GTCAGAGGTTCGAATCCTTTAGGGTGCGCCA
>tdbD00009021 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009022 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Arg ACG
-GCATCCGTAGCTTCAGCTGGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009354 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009355 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Arg ACG
-GCATCCGTAGCTTCAGCTGGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009350 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Arg CCT
-GTCCCCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAG-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00009352 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Arg TCT
-CCGCCATTAGCTCAACC-GGAT-AGAGCATAGAGCTTCTACCTCTAAG-------------------GTTCGGGGTTCAATTCCTCGATGGCGGACCA
>tdbD00009353 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTGG-------------------GTCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00002454 Salmonella_typhimurium 602 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGTACCA
>tdbD00008999 Salmonella_typhimurium_LT2 99287 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009000 Salmonella_typhimurium_LT2 99287 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGTACCA
>tdbD00008997 Salmonella_typhimurium_LT2 99287 Arg CCT
-GTCCCCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAG-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00008996 Salmonella_typhimurium_LT2 99287 Arg TCT
-CCGCCATTAGCTCAACC-GGAT-AGAGCATAGAGCTTCTACCTCTAAG-------------------GTTCGGGGTTCAATTCCTCGATGGCGGACCA
>tdbD00009265 Shigella_flexneri_2a_str._301 198214 Arg ACG
-GCATCCGTAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAGGTTCGAATCCTCCCGGATGCACCA
>tdbD00009263 Shigella_flexneri_2a_str._301 198214 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCGCCA
>tdbD00009259 Shigella_flexneri_2a_str._301 198214 Arg CCT
-GTCCTCTTAGTTAAAT--GGAT-ATAACGAGCCCCTCCTAAGGGCTAA-------------------T-TGCAGGTTCGATTCCTGCAGGGGACACCA
>tdbD00009260 Shigella_flexneri_2a_str._301 198214 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGACCTTCTAAGTCGTGG-------------------GCCGCAGGTTCGAATCCTGCAGGGCGCGCCA
>tdbD00009415 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Arg ACG



-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCG---
>tdbD00009183 Staphylococcus_aureus_subsp._aureus_MW2 196620 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCGCCA
>tdbD00009186 Staphylococcus_aureus_subsp._aureus_MW2 196620 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCG---
>tdbD00009185 Staphylococcus_aureus_subsp._aureus_MW2 196620 Arg TCT
-GTCCTGGTAGCTCAGCT-GGAT-AGAGCAATGGCCTTCTAAGCCATCG-------------------GTCGGGGGTTCGAATCCCTCCCAGGACG---
>tdbD00008841 Staphylococcus_aureus_subsp._aureus_N315 158879 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCG---
>tdbD00008842 Staphylococcus_aureus_subsp._aureus_N315 158879 Arg ACG
-GCGCCCGTAGCTCAATT-GGAT-AGAGCGTTTGACTACGGATCAAGAG-------------------GTTATGGGTTCGACTCCTATCGGGCGCGCCA
>tdbD00008843 Staphylococcus_aureus_subsp._aureus_N315 158879 Arg CCG
-CTCCTTGTGGTGTAAT--GGAT-AACACGTAAGATTCCGGTTCTTAAG-------------------A-TAGGGGTTCAATTCCCTTCAAGGAGG---
>tdbD00008844 Staphylococcus_aureus_subsp._aureus_N315 158879 Arg TCT
-GTCCTGGTAGCTCAGCT-GGAT-AGAGCAATGGCCTTCTAAGCCATCG-------------------GTCGGGGGTTCGAATCCCTCCCAGGACG---
>tdbD00009296 Staphylococcus_epidermidis_ATCC_12228 176280 Arg TCT
-GTCCTGGTAGCTCAGCT-GGAT-AGAGCAATGGCCTTCTAAGCCATCG-------------------GTCGGGGGTTCGAATCCCTCCCAGGACG---
>tdbD00009187 Streptococcus_agalactiae_NEM316 211110 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00009189 Streptococcus_agalactiae_NEM316 211110 Arg CCG
-CCATCTTTAGTGTAAT--GGAT-ATCACACAAGATTCCGGTTCTTGGG-------------------A-TAGGGGTTCGATTCCCTTAAGATGGA---
>tdbD00009188 Streptococcus_agalactiae_NEM316 211110 Arg CCT
-GTCCCCTTAGTTCAAT--GGAT-ATAACAACTCCCTCCTAAGGAGTAA-------------------T-TGCTGGTTCGATTCCGGCAGGGGACA---
>tdbD00009190 Streptococcus_agalactiae_NEM316 211110 Arg TCT
-GGTTCCATAGCTCAGCT-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCTGGAATCA---
>tdbD00008973 Streptococcus_pneumoniae_TIGR4 170187 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00008974 Streptococcus_pneumoniae_TIGR4 170187 Arg TCT
-GGTCTCATAGCTCAGCT-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCTGGGATCA---
>tdbD00008966 Streptococcus_pyogenes_M1_GAS 160490 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00008967 Streptococcus_pyogenes_M1_GAS 160490 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00008969 Streptococcus_pyogenes_M1_GAS 160490 Arg CCG
-CCACCTTTAGTGTAAT--GGAT-ATCACGTAAGATTCCGGTTCTTGAG-------------------A-TGGGGGTTCGATTCCCTCAAGGTGGA---
>tdbD00008970 Streptococcus_pyogenes_M1_GAS 160490 Arg TCT
-GGTCTCATAGCTCAGCT-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCTGGGATCA---
>tdbD00009191 Streptococcus_pyogenes_MGAS315 198466 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00009193 Streptococcus_pyogenes_MGAS315 198466 Arg CCG
-CCACCTTTAGTGTAAT--GGAT-ATCACGTAAGATTCCGGTTCTTGAG-------------------A-TGGGGGTTCGATTCCCTCAAGGTGGA---
>tdbD00009192 Streptococcus_pyogenes_MGAS315 198466 Arg CCT
-GACCCCTTAGTTCAAT--GGAT-ATAACAACTCCCTCCTAAGGAGTAG-------------------T-TGCTGGTTCGATTCCGGCAGGGGTCA---
>tdbD00009323 Streptococcus_pyogenes_SSI-1 193567 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00009324 Streptococcus_pyogenes_SSI-1 193567 Arg ACG
-GCACCCTTAGCTCAACT-GGAT-AGAGTACCTGACTACGAATCAGGCG-------------------GTTAGAGGTTCGACTCCTCTAGGGTGCA---
>tdbD00009325 Streptococcus_pyogenes_SSI-1 193567 Arg CCG
-CCACCTTTAGTGTAAT--GGAT-ATCACGTAAGATTCCGGTTCTTGAG-------------------A-TGGGGGTTCGATTCCCTCAAGGTGGA---
>tdbD00009326 Streptococcus_pyogenes_SSI-1 193567 Arg CCT
-GACCCCTTAGTTCAAT--GGAT-ATAACAACTCCCTCCTAAGGAGTAG-------------------T-TGCTGGTTCGATTCCGGCAGGGGTCA---
>tdbD00009327 Streptococcus_pyogenes_SSI-1 193567 Arg TCT
-GGTCTCATAGCTCAGCT-GGAT-AGAGCATTCGCCTTCTAAGCGAACG-------------------GTCGCAGGTTCGAATCCTGCTGGGATCA---
>tdbD00009248 Streptomyces_coelicolor_A3(2) 100226 Arg ACG
-GCACTCGTAGCTTAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGCAGGTTCGAATCCTGCCGAGTGCA---
>tdbD00009250 Streptomyces_coelicolor_A3(2) 100226 Arg CCG
-GCCCCCGTAGCTCAGG--GGAT-AGAGCAACGGCCTCCGGAGCCGTGT-------------------G-CGCAGGTTCGAATCCTGCCGGGGGCA---
>tdbD00009249 Streptomyces_coelicolor_A3(2) 100226 Arg TCT
-GCCCCCGTAGCTCAGT--GGAT-AGAGCAGGCGCCTTCTAAGCGCTTG-------------------GCCGCAGGTTCGAGTCCTGCCGGGGGCG---
>tdbD00002463 Streptomyces_venezuelae 54571 Arg CCT
-GCCTTCGTAGCTCAGG--GGAT-AGAGCACCGCTCTCCTAAAGCGGGT-------------------GTCGCAGGTTCGAATCCTGCCGGGGGCACCA
>tdbD00008934 Synechocystis_sp._PCC_6803 1148 Arg ACG
-GGGCTTGTAGCTTAGT--GGATTAGAGCGCGTGGCTACGGACCACGAG-------------------GTCGGGGGTTCGAGTCCCTCCAAGCCCG---
>tdbD00008935 Synechocystis_sp._PCC_6803 1148 Arg CCG
-GGACACGTAGCTCAGT--GGAT-AGAGCATCAGGTTCCGGTCCTGAGG-------------------GTCGGGGGTTCGAATCCCTCCGTGTTCG---
>tdbD00008936 Synechocystis_sp._PCC_6803 1148 Arg CCT
-GAGGTTGTAGCTCAGAC-GGAT-AGAGCAAGCGCCTCCTAAGCGCTGG-------------------GCCGCCGGTTCGACTCCGGCCAACCTCG---
>tdbD00008937 Synechocystis_sp._PCC_6803 1148 Arg TCT
-GGGTGCGTAGCTCAGT--GGAT-AGAGCATCCGCCTTCTAAGCGGACG-------------------GTCGCAGGTTCGAATCCTGCCGCACCCG---
>tdbD00008924 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Arg CCG
-GGAAGATTAGCTCATTC-GGAT-AGAGCGTTGGCCTCCGGAGCCAAAG-------------------GCGGTGGGTTCAAATCCCGCATCTTCCA---
>tdbD00008925 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Arg CCT
-GATCCATTAGCTCAGC--GGAG-AGAGCGGCCGCCTCCTAAGCGGCAG-------------------GTCGGACGTTCAAGTCGTCCATGGATCA---
>tdbD00008926 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Arg GCG
-GAGACTATAGCTCAGCT-GGAT-AGAGTGTCAGATTGCGGATCTGAAG-------------------GTCGACGGTTCGAATCCGCCTAGTCTCA---



>tdbD00008927 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Arg TCG
-GCGCTCGTAGCTCAGGT-GGAT-AGAGCAACAGACTTCGAATCTGTAG-------------------GTCGCACGTTCAAGTCGTGTCGGGCGCA---
>tdbD00008928 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Arg TCT
-GGGATCATAGCTCACCC-GGAT-AGAGCGACTGCCTTCTAAGCAGTAG-------------------GGAGGGGGTTCGAGTCCCTCTGGTCCCA---
>tdbD00009306 Tropheryma_whipplei_TW08/27 218496 Arg ACG
-GCGCCCGTAGCTCAAC--GGAT-AGAGCATCTGACTACGGATCAGAAG-------------------GTTGGGGGTTCGAATCCCTTCGGGCGCG---
>tdbD00009304 Tropheryma_whipplei_TW08/27 218496 Arg CCG
-GCCCCCATAGCTCAGG--GGAT-AGAGCGTCTGCCTCCGGAGCAGAAG-------------------GCCGTGGGTTCAAATCCCGCTGGGGGCG---
>tdbD00009305 Tropheryma_whipplei_TW08/27 218496 Arg CCT
-GCCTCTGTAGCTCAAT--GGA--AGAGCGGTTCCGTCCTAAGGAAATG-------------------GTTGGGGGTTCGAGTCCCTCCAGGGGCG---
>tdbD00009303 Tropheryma_whipplei_TW08/27 218496 Arg TCT
-GCCCTCGTAGCTCAGC--GGAT-AGAGCAGAAGACTTCTAATCTTTGT-------------------GTCGCAGGTTCGATTCCTGTCGGGGGCG---
>tdbD00009210 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Arg ACG
-GCGCCCGTAGCTCAGTT-GGAT-AGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGGAGTTCGAATCTCTCCGGGCGCACCA
>tdbD00009208 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Arg CCG
-GCGCTCGTAGCTCAGCC-GGAT-AGAGTAGTGGCTTCCGAAGCCATTG-------------------GTCGGGGGTTCGAATCCCTCCGGGCGCACCA
>tdbD00009211 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Arg CCT
-GGCCCCGTAGCTCAGCT-GGAT-AGAGCGTCCCCCTCCTAAGGGGAAG-------------------GTCGCCCGTTCGAATCGGGCCGGGGTCACCA
>tdbD00009209 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Arg TCT
-GCGCCCGTAGCTCAACC-GGAT-AGAGCACCGGCCTTCTAAGCCGGCG-------------------GTTACAGGTTCGAGTCCTGTCGGGCGCGCCA
>tdbD00009309 Xylella_fastidiosa_Temecula1 183190 Arg ACG
-GCGCCCGTAGCTCAGTT-GGATTAGAGTACCTGGCTACGAACCAGGCG-------------------GTCGGGAGTTCGAATCTCTCCGGGCGCGCCA
>tdbD00009307 Xylella_fastidiosa_Temecula1 183190 Arg CCG
-GCGCTCGTAGCTCAGT--GGATAAGAGTAGTGGCTTCCGAAGCCATTG-------------------GTCGGGGGTTCGAATCCCTCCGGGCGCGCCA
>tdbD00009310 Xylella_fastidiosa_Temecula1 183190 Arg TCT
-GCGCCCGTAGCTCAATCGGAATAAGAGCACCGGCCTTCTAAGCCGGGG-------------------GTTGCAGGTTCGAGTCCTGTCGGGTGCGCCA
>tdbD00008992 Yersinia_pestis_CO92 214092 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACTGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00008993 Yersinia_pestis_CO92 214092 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00008994 Yersinia_pestis_CO92 214092 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCACCA
>tdbD00008990 Yersinia_pestis_CO92 214092 Arg CCT
-GTCCCCGTAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TACTGGTTCGATTCCAGTCGGGGACACCA
>tdbD00008991 Yersinia_pestis_CO92 214092 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCGAGCCCTGTAGGGCGTACCA
>tdbD00009221 Yersinia_pestis_KIM 187410 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00009222 Yersinia_pestis_KIM 187410 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACTGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00009220 Yersinia_pestis_KIM 187410 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCACCA
>tdbD00009224 Yersinia_pestis_KIM 187410 Arg CCT
-GTCCCCGTAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TACTGGTTCGATTCCAGTCGGGGACACCA
>tdbD00009223 Yersinia_pestis_KIM 187410 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCGAGCCCTGTAGGGCGTACCA
>tdbD00009453 Yersinia_pseudotuberculosis_IP_32953 273123 Arg ACG
-GCACCCATAGCTCAGCT-GGAT-AGAGTACTCGGCTACGAACCGAGCG-------------------GTCGGAAGTTCGAATCTTCCTGGGTGCACCA
>tdbD00009452 Yersinia_pseudotuberculosis_IP_32953 273123 Arg CCG
-GCGCCCGTAGCTCAGCT-GGAT-AGAGCGCTGCCCTCCGGAGGCAGAG-------------------GTCTCAGGTTCGAATCCTGTCGGGCGCACCA
>tdbD00009455 Yersinia_pseudotuberculosis_IP_32953 273123 Arg CCT
-GTCCCCGTAGTTAAAC--GGAT-ATAACAAGCCCCTCCTAAGGGCTAG-------------------T-TACTGGTTCGATTCCAGTCGGGGACACCA
>tdbD00009454 Yersinia_pseudotuberculosis_IP_32953 273123 Arg TCT
-GCGCCCTTAGCTCAGTT-GGAT-AGAGCAACGGCCTTCTAAGCCGTAG-------------------GTCACAGGTTCGAGCCCTGTAGGGCGTACCA
>tdbD00010131 Bacillus_anthracis_str._Sterne 260799 Ser GGA
-GGAGAGCTGTCCGAGTT-GGCCGAAGGAGCACGATTGGAAATCGTGTATACGTC--ACA--AGCGTAT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00010179 Bacillus_cereus_ATCC_10987 222523 Ser GGA
-GGAGAGCTGTCCGAGTT-GGCCGAAGGAGCACGATTGGAAATCGTGTATACGTC--ACA--AGCGTAT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00009591 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ser GGA
-GGAGAGCTGTCCGAGT--GGTCGAAGGAGCACGATTGGAAATCGTGTAGGCGGT--CAAC-TCCGTCT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00009593 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ser TGA
-GGAGGAATACCCAAGTCTGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGTG---TCAA--AGCCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010214 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Ser GGA
-GGAGAGCTGTCCGAGTT-GGCCGAAGGAGCACGATTGGAAATCGTGTATACGTC--ACA--AGCGTAT-CAAGGGTTCGAATCCCTTGCTCTCCGCCA
>tdbD00010223 Bartonella_quintana_str._Toulouse 283165 Ser GCT
-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTAGGGCTC--AAA--AGGCTCT-CGAGAGTTCGAATCTCTTCCTCTCCGCCA
>tdbD00009649 Borrelia_burgdorferi_B31 224326 Ser GCT
-GGAGAGATGCCAGAGT--GGCCGAATGGGGCTTCCTGCTAAGAAGTTGTCCTTT--TAA--AAGGGGACCATGGGTTCGAATCCCATTCTCTCCG---
>tdbD00009650 Borrelia_burgdorferi_B31 224326 Ser GGA
-GGAGAGATGGCCGAGT--GGCTTAAGGCGCACGCTTGGAAAGCGTGTATACAG---TAAA--ATGTAT-CATGGGTTCGAATCCCATTCTCTCCG---
>tdbD00010136 Borrelia_garinii_PBi 290434 Ser TGA
-GGAGAGGTGGCAGAGT--GGTTTAATGCTACGGTCTTGAAAACCGTTGTAGGT---GTAA--GCCTAC-CGTGAGTTCGAATCTCACCCTCTCCG---
>tdbD00009973 Brucella_suis_1330 204722 Ser CGA
-GGAGAGGTGGCTGAGT--GGTTGAAAGCACCGCACTCGAAATGCGGCATGGGG---GCAA--CTCCAT-CGGGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00009971 Brucella_suis_1330 204722 Ser GCT



-GGAGAGGTGGCCGAGT--GGTCGAAGGCGCTCCCCTGCTAAGGGAGTAGACCTC--AAA--AGGGTCT-CGTGGGTTCGAATCCCATCCTCTCCGCCA
>tdbD00009972 Brucella_suis_1330 204722 Ser GGA
-GGAGAGGTGGCCGAGT--GGTTGAAGGCGCACGCCTGGAACGCGTGTATACGG---GAAA--CCGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00009974 Brucella_suis_1330 204722 Ser TGA
-GGAAGGGTGGCCGAGC--GGTTTAAGGCACCGGTCTTGAAAACCGGCGTGCGA---GAGA--TCGTAC-CGTGGGTTCGAATCCCACCCCCTCCGCCA
>tdbD00009582 Chlamydia_trachomatis_D/UW-3/CX 272561 Ser CGA
-GGAAGAGTGGCAGAGT--GGTCGAATGCATCTGATTCGAAATCAGAAGTCCCT---CAAC--GGGGAC-CGGGGGTTCAAATCCCTTCTCTTCCG---
>tdbD00009583 Chlamydia_trachomatis_D/UW-3/CX 272561 Ser GCT
-GGAAAGATGACTGAGT--GGTCGAAAGTACGTCCCTGCTAAGGACGCGTACCCC--TTAA-AGGGTAC-CGAGGGTTCGAATCCCTCTCTTTCCG---
>tdbD00009584 Chlamydia_trachomatis_D/UW-3/CX 272561 Ser GGA
-GGAGAGATGTCCGAGT--GGCTTAAGGAGCACGCTTGGAAAGCGTGTGTGCGT---TAAC--GCGTAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00009581 Chlamydia_trachomatis_D/UW-3/CX 272561 Ser TGA
-GGAAGAATGGCAGAGC--GGTTTAATGCACCTGTCTTGAAAACAGGAGACCT----GAAA---GGGTC-CGGGGGTTCGAATCCCTCTTCTTCCG---
>tdbD00009576 Chlamydophila_pneumoniae_AR39 115711 Ser TGA
-GGAAGAATGGCAGAGC--GGTTTAATGCACCTGTCTTGAAAACAGGAGACCT----GAAA---GGGTC-CGGGGGTTCGAATCCCTCTTCTTCCG---
>tdbD00009577 Chlamydophila_pneumoniae_CWL029 115713 Ser CGA
-GGAAGAGTGGCAGAGT--GGTCGAATGCGTCTGATTCGAAATCAGAAGTTCTC---TTA---CAGGAACCAGGGGTTCGAATCCCTTCTCTTCCG---
>tdbD00009578 Chlamydophila_pneumoniae_CWL029 115713 Ser GCT
-GGAAAGATGACTGAGT--GGTCGAAAGTACGTCCCTGCTAAGGACGCGTACCCC--TAA--AGGGTAC-CGAGGGTTCGAATCCCTCTCTTTCCG---
>tdbD00009579 Chlamydophila_pneumoniae_CWL029 115713 Ser GGA
-GGAGAGATGTCCGAGT--GGCTTAAGGAGCACGCTTGGAAAGCGTGTGTGCGT---TAAC--GCGTAC-CGTGGGTTCGAATCCCACTCTCTCCG---
>tdbD00009580 Chlamydophila_pneumoniae_CWL029 115713 Ser TGA
-GGAAGAATGGCAGAGC--GGTTTAATGCACCTGTCTTGAAAACAGGAGACCT----GAAA---GGGTC-CGGGGGTTCGAATCCCTCTTCTTCCG---
>tdbD00009624 Chlamydophila_pneumoniae_J138 138677 Ser CGA
-GGAAGAGTGGCAGAGT--GGTCGAATGCGTCTGATTCGAAATCAGAAGTTCTC---TTA---CAGGAACCAGGGGTTCGAATCCCTTCTCTTCCG---
>tdbD00009625 Chlamydophila_pneumoniae_J138 138677 Ser GCT
-GGAAAGATGACTGAGT--GGTCGAAAGTACGTCCCTGCTAAGGACGCGTACCCC--TAA--AGGGTAC-CGAGGGTTCGAATCCCTCTCTTTCCG---
>tdbD00009626 Chlamydophila_pneumoniae_J138 138677 Ser GGA
-GGAGAGATGTCCGAGT--GGCTTAAGGAGCACGCTTGGAAAGCGTGTGTGCGT---TAAC--GCGTAC-CGTGGGTTCGAATCCCACTCTCTCCG---
>tdbD00009627 Chlamydophila_pneumoniae_J138 138677 Ser TGA
-GGAAGAATGGCAGAGC--GGTTTAATGCACCTGTCTTGAAAACAGGAGACCT----GAAA---GGGTC-CGGGGGTTCGAATCCCTCTTCTTCCG---
>tdbD00009715 Clostridium_perfringens_str._13 195102 Ser GGA
-GGAGAGATGTCCGAGT--GGTCGAAGGAGCACGCCTGGAACGCGTGTGTAGGG---GAAA--CTCTAC-CGAGGGTTCAAATCCCTCTCTCTCCGCCA
>tdbD00009920 Corynebacterium_glutamicum_ATCC_13032 196627 Ser TGA
-GGAGACGTGACAGAGC--GGCCGAATGTACTGGTCTTGAAAACCAGCGATGG----GAAA---CCATC-CGAGGGTTCAAATCCCTCCGTCTCCG---
>tdbD00010062 Escherichia_coli_CFT073 199310 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00010061 Escherichia_coli_CFT073 199310 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009628 Escherichia_coli_K12 83333 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00009631 Escherichia_coli_K12 83333 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009635 Escherichia_coli_O157H7 83334 Ser TGA:
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009636 Escherichia_coli_O157H7_EDL933 155864 Ser CGA:
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTGGGG---GCAA--CTCCAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00009639 Escherichia_coli_O157H7_EDL933 155864 Ser TGA:
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009708 Listeria_monocytogenes_EGD-e 169963 Ser CGA
-GGAGAAATACCCAAGTCCGGCTGAAGGGGACAGACTCGAAATCTGTTAGGCGG---TGTA--TGCCGCGCCGGGGTTCGAATCCCCGTTTCTCCG---
>tdbD00009712 Listeria_monocytogenes_EGD-e 169963 Ser GGA
-GGAGAGCTGTCCGAGT--GGCCGAAGGAGCACGGTTGGAAACCGTGTAGGCGGT--GTAA-GCTGTCT-CAAGGGTTCGAATCCCTTGCTCTCCG---
>tdbD00009711 Listeria_monocytogenes_EGD-e 169963 Ser TGA
-GGAGGAATACCCAAGTCTGGCTGAAGGGATCGGTCTTGAAAACCGACAGGCGGG--TAA--TACCGCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00010188 Listeria_monocytogenes_str._4b_F2365 265669 Ser CGA
-GGAGAAATACCCAAGTCCGGCTGAAGGGGACAGACTCGAAATCTGTTAGGCGG---TGTA--TGCCGCGCCGGGGTTCGAATCCCCGTTTCTCCG---
>tdbD00010192 Listeria_monocytogenes_str._4b_F2365 265669 Ser GGA
-GGAGAGCTGTCCGAGT--GGCCGAAGGAGCACGGTTGGAAACCGTGTAGGCGGT--GTAA-GCTGTCT-CAAGGGTTCGAATCCCTTGCTCTCCG---
>tdbD00010191 Listeria_monocytogenes_str._4b_F2365 265669 Ser TGA
-GGAGGAATACCCAAGTCTGGCTGAAGGGATCGGTCTTGAAAACCGACAGGCGGG--TAA--TACCGCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00009598 Mycobacterium_tuberculosis_CDC1551 83331 Ser GCT
-GGAGGCGTGCCAGAGC--GGCCGAATGGGGCTCACTGCTAATGAGTTGTCCCCC--TTCA-AGGGGAC-CGGAGGTTCAAATCCTCTCGCCTCCG---
>tdbD00009599 Mycobacterium_tuberculosis_CDC1551 83331 Ser GGA
-GGAGGATTCGCCTAGT--GGCCTATGGCGCTCGCCTGGAACGCGGGTTGGGTT---AAC---AGCCCT-CGCGGGTTCAAATCCCGCATCCTCCGCCA
>tdbD00010111 Mycobacterium_tuberculosis_H37Rv 83332 Ser GCT
-GGAGGCGTGCCAGAGC--GGCCGAATGGGGCTCACTGCTAATGAGTTGTCCCCC--TTCA-AGGGGAC-CGGAGGTTCAAATCCTCTCGCCTCCG---
>tdbD00010109 Mycobacterium_tuberculosis_H37Rv 83332 Ser GGA
-GGAGGATTCGCCTAGT--GGCCTATGGCGCTCGCCTGGAACGCGGGTTGGGTT---AAC---AGCCCT-CGCGGGTTCAAATCCCGCATCCTCCGCCA
>tdbD00002621 Mycoplasma_mycoides 2102 Ser TGA
-GGAAGATTACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGAGAGTCGGG--GAA--ACCCGAG-CGGGGGTTCGAATCCCTCATCTTCCGCCA
>tdbD00009605 Neisseria_meningitidis_Z2491 122587 Ser CGA
-GGAAACGTGGCAGAGA--GGCTGAATGCAGCGGACTCGAAATCCGCTGAGGGT---GCAA--ATCCTC-CGTGGGTTCGAATCCCACCGTTTCCGCCA
>tdbD00009606 Neisseria_meningitidis_Z2491 122587 Ser GCT
-GGAGTAATGGCTGAGA--GGCTGAAGGCACTTCCCTGCTAAGGAAGCATGTGGGG-TCA-ACCTGCAT-CGAGGGTTCGAATCCCTCTTACTCCGCCA



>tdbD00010120 Rhodopseudomonas_palustris_CGA009 258594 Ser CGA
-GGAGAGGTGGCAGAGT--GGTTGAATGCACCGCACTCGAAATGCGGCATAGGT---GCAA--GCCTAT-CGGGGGTTCGAATCCCTCCCTCTCCGCCA
>tdbD00009917 Rickettsia_prowazekii_str._Madrid_E 272947 Ser GCT
-GGAGAGATGGCCGAGT--GGCCGAAGGCGGCGGTTTGCTAAACCGTTATACGGG--TCAT-ACCGTAT-CGAGGGTTCGAATCCCTCTCTCTCCGCCA
>tdbD00009769 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00009768 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00010068 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00010070 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009751 Salmonella_typhimurium_LT2 99287 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTAGGG---GCAA--CTCTAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00009749 Salmonella_typhimurium_LT2 99287 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009994 Shigella_flexneri_2a_str._301 198214 Ser CGA
-GGAGAGATGCCGGAGC--GGCTGAACGGACCGGTCTCGAAAACCGGAGTGGGG---GCAA--CTCCAC-CGGGGGTTCAAATCCCCCTCTCTCCGCCA
>tdbD00009992 Shigella_flexneri_2a_str._301 198214 Ser TGA
-GGAAGTGTGGCCGAGC--GGTTGAAGGCACCGGTCTTGAAAACCGGCGACCC----GAAA---GGGTT-CCAGAGTTCGAATCTCTGCGCTTCCGCCA
>tdbD00009924 Staphylococcus_aureus_subsp._aureus_MW2 196620 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00009927 Staphylococcus_aureus_subsp._aureus_MW2 196620 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGCCT--TAA--CGGGCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00009928 Staphylococcus_aureus_subsp._aureus_MW2 196620 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00009614 Staphylococcus_aureus_subsp._aureus_N315 158879 Ser GGA
-GGAGAGTTGTCCGAGTT-GGCCGAAGGAGCACGCCTGGAAAGTGTGTAGGCGCC--ACA--AGCGTCT-CGAGGGTTCGAATCCCTCACTCTCCG---
>tdbD00009615 Staphylococcus_aureus_subsp._aureus_N315 158879 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCG---
>tdbD00009616 Staphylococcus_aureus_subsp._aureus_N315 158879 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGGCT--TAA--CGGCTCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00009617 Staphylococcus_aureus_subsp._aureus_N315 158879 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGCCT--TAA--CGGGCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00010024 Staphylococcus_epidermidis_ATCC_12228 176280 Ser TGA
-GGAGGAATACCCAAGTCCGGCTGAAGGGATCGGTCTTGAAAACCGACAGGGCCT--TAA--CGGGCCG-CGGGGGTTCGAATCCCTCTTCCTCCGCCA
>tdbD00002639 Streptomyces_lividans 1916 Ser GCT
-GGAGGCGTCGCCTAGTCCGGTCTATGGCGCCGCACTGCTAATGCGGTTTGGGTC--TTAA-AGCCCAT-CGAGGGTTCAAATCCCTCCGCCTCCG---
>tdbD00009683 Synechocystis_sp._PCC_6803 1148 Ser CGA
-GGAGAGGTGGCAGAGC--GGTTGAATGCGGCAGACTCGAAATCTGTTTTGGG----GCAA---CTCAA-CGGGGGTTCGAATCCCCCCCTCTCCG---
>tdbD00009684 Synechocystis_sp._PCC_6803 1148 Ser GCT
-GGAGAGATGGCTGAGC--GGTTGAAAGCGGCTCCCTGCTAAGGAGTTATGGGGTT-TAT-AGCTCCAT-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00009685 Synechocystis_sp._PCC_6803 1148 Ser GGA
-GGAGAGGTGGCCGAGC--GGTTGAAGGCGCAGCACTGGAAATGCTGTTTGGGG---GTAA--CTTCAA-CGAGGGTTCGAATCCCTCCCTCTCCG---
>tdbD00009686 Synechocystis_sp._PCC_6803 1148 Ser TGA
-GGAGAGGTGGCAGAGT--GGTCGAATGCGCCCGACTTGAAATCGGGTTTGGG----GAAA---CTCAA-CGTGGGTTCGAATCCCACCCTCTCCG---
>tdbD00009677 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Ser GGA
-GGAGAGATGTCCGAGT--GGCCGAAGGTACACGATTGGAAGTCGTGTGTGCCCC--AAA--AGGGTAC-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00009678 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Ser TGA
-GGAGTGGTGGCCGAGT--GGTTGAAGGCGACGGTCTTGAAAACCGCTGTGTC----GCAA---GGCAC-CGGGGGTTCGAATCCCCCCTGCTCCG---
>tdbD00010032 Tropheryma_whipplei_TW08/27 218496 Ser GCT
-GGAGACGTCGCATAGCCAGGTCTAGTGCGCCACCCTGCTAAGGTGGAGTGCCC---GAAA--GGGTAC-CGTGGGTTCAAATCCCACCGTCTCCG---
>tdbD00010033 Tropheryma_whipplei_TW08/27 218496 Ser GGA
-GGAGGATTCGCCTAGT--GGCCTATGGCGCGCGCTTGGAAAGCGCGTTGGGT----GCAA---GCCCT-CAGGGGTTCGAATCCCCTATCCTCCG---
>tdbD00010031 Tropheryma_whipplei_TW08/27 218496 Ser TGA
-GGAGGGCTGTCCGAGC--GGCCTAAGGAGCCGGTCTTGAAAACCGGTGAGCA----GAGA---TGCTC-CGTGGGTTCAAATCCCACGCCCTCCG---
>tdbD00009947 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ser CGA
-GGAGAGGTGGCAGAGC--GGTTGAATGTACCTGACTCGAAATCAGGCAGGCGTT--TAT--AGCGCCT-CGGGGGTTCGAATCCCCCCCTCTCCGCCA
>tdbD00009950 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ser GCT
-GGAGCGATGCCCGAGC--GGCTGAAGGGGCTCCCCTGCTAAGGGAGTATAGGGTC-AAA-AGCTCTAT-CGAGGGTTCGAATCCCTCTCGCTCCGCCA
>tdbD00009948 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ser GGA
-GGAGAGGTGTCCGAGT--GGTTGAAGGAGCACGCCTGGAAAGTGTGTAAGCGTCT-AAA-CCGCGCTT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00009949 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ser TGA
-GGAGAGATGGCCGAGC--GGTTTAAGGCACCGGTCTTGAAAACCGGCGAAGGG---TCAA--ACCTTC-CGTGGGTTCGAATCCCACTCTCTCCGCCA
>tdbD00009693 Xylella_fastidiosa_9a5c 160492 Ser GGA
-GGAGAGGTGTCCGAGT--GGTTGAAGGAGCACGCCTGGAAAGTGTGTAAGCGTCT-AAA-CCGCGCTT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00010034 Xylella_fastidiosa_Temecula1 183190 Ser GCT
-GGAGTGATGCCCGAGA--GGCCGAAGGGGCTCCCCTGCTAAGGGAGTATAGGGTC-AAA-AACTCTAT-CGAGGGTTCGAATCCCTCTCACTCCGCCA
>tdbD00010035 Xylella_fastidiosa_Temecula1 183190 Ser GGA
-GGAGAGGTGTCCGAGT--GGTTGAAGGAGCACGCCTGGAAAGTGTGTAAGCGTCT-AAA-CCGCGCTT-CGGGGGTTCGAATCCCCCTCTCTCCGCCA
>tdbD00009743 Yersinia_pestis_CO92 214092 Ser TGA
-GGAAGGATGGCCGAGT--GGTTTAAGGCAACGGTCTTGAAAACCGTCGACTG----TAA----CAGGTCCTAGAGTTCGAATCTCTATCCTTCCGCCA
>tdbD00009744 Yersinia_pestis_CO92 214092 Ser TGA
-GGAGGGGTGGCCGAGT--GGCTGAAGGCAACGGTCTTGAAAACCGTCGACGG----GTAA---CCGTT-CGAGAGTTCGAATCTCTCCTCCTCCGCCA
>tdbD00009962 Yersinia_pestis_KIM 187410 Ser TGA



-GGAGGGGTGGCCGAGT--GGCTGAAGGCAACGGTCTTGAAAACCGTCGACGG----GTAA---CCGTT-CGAGAGTTCGAATCTCTCCTCCTCCGCCA
>tdbD00009963 Yersinia_pestis_KIM 187410 Ser TGA
-GGAAGGATGGCCGAGT--GGTTTAAGGCAACGGTCTTGAAAACCGTCGACTG----TAA----CAGGTCCTAGAGTTCGAATCTCTATCCTTCCGCCA
>tdbD00010169 Yersinia_pseudotuberculosis_IP_32953 273123 Ser TGA
-GGAAGGATGGCCGAGT--GGTTTAAGGCAACGGTCTTGAAAACCGTCGACTG----TAA----CAGGTCCTAGAGTTCGAATCTCTATCCTTCCGCCA
>tdbD00010170 Yersinia_pseudotuberculosis_IP_32953 273123 Ser TGA
-GGAGGGGTGGCCGAGT--GGCTGAAGGCAACGGTCTTGAAAACCGTCGACGG----GTAA---CCGTT-CGAGAGTTCGAATCTCTCCTCCTCCGCCA
>tdbD00010698 Bacillus_anthracis_str._Sterne 260799 Thr GGT
-GCTTCCATAGCTCAGCT-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCACCGGTTCAAGCCCGGTTGGAAGCT---
>tdbD00010735 Bacillus_cereus_ATCC_10987 222523 Thr GGT
-GCTTCCATAGCTCAGCT-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCACCGGTTCAAGCCCGGTTGGAAGCT---
>tdbD00010641 Bacillus_cereus_ATCC_14579 226900 Thr GGT
-GCTTCCATAGCTCAGCT-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCACCGGTTCAAGCCCGGTTGGAAGCT---
>tdbD00010302 Bacillus_subtilis_subsp._subtilis_str._168 224308 Thr GGT
-GCTTCCATAGCTCAGCA-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCAGCGGTTCGAGCCCGCTTGGAAGCT---
>tdbD00010763 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Thr GGT
-GCTTCCATAGCTCAGCT-GGT--AGAGCACTTCCATGGTAAGGAAGAG-------------------GTCACCGGTTCAAGCCCGGTTGGAAGCT---
>tdbD00010348 Borrelia_burgdorferi_B31 224326 Thr GGT
-GCCCTTATAGCTCAGTT-GGT--AGAGCACCACCATGGTAAGGTGGGG-------------------GTCGTCGGTTCAAGTCCGATTGAGGGCT---
>tdbD00010702 Borrelia_garinii_PBi 290434 Thr GGT
-GCCCTTATAGCTCAGTT-GGT--AGAGCACCACCATGGTAAGGTGGGG-------------------GTCGTCGGTTCAAGTCCGATTGAGGGCT---
>tdbD00010412 Brucella_melitensis_16M 224914 Thr GGT
-GCTGCGGTAGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGAGAGTTCAATCCTCTCTCGCAGCACCA
>tdbD00010297 Chlamydia_trachomatis_D/UW-3/CX 272561 Thr GGT
-GCCCAGGTAGCTCAGT--GGT--AGAGCACTTGCATGGTAAGCAAGTG-------------------GCCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00010294 Chlamydophila_pneumoniae_CWL029 115713 Thr GGT
-GCCCAGATAGCTCAGT--GGT--AGAGCACTTGCATGGTAAGCAAGCG-------------------GTCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00010327 Chlamydophila_pneumoniae_J138 138677 Thr GGT
-GCCCAGATAGCTCAGT--GGT--AGAGCACTTGCATGGTAAGCAAGCG-------------------GTCGTAGGTTCAATTCCTATTCTGGGCA---
>tdbD00010331 Escherichia_coli_K12 83333 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010332 Escherichia_coli_K12 83333 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010335 Escherichia_coli_O157H7 83334 Thr GGT:
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010336 Escherichia_coli_O157H7 83334 Thr GGT:
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010339 Escherichia_coli_O157H7_EDL933 155864 Thr GGT:
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010340 Escherichia_coli_O157H7_EDL933 155864 Thr GGT:
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010346 Haemophilus_influenzae_Rd_KW20 71421 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCGGTTCAAATCCGCCTATCAGCACCA
>tdbD00010342 Helicobacter_pylori_26695 85962 Thr GGT
-GCCTATATAGCTCAGA--GGC--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCGGCGGTTCAATTCCGCTTATAGGCTCCA
>tdbD00010344 Helicobacter_pylori_J99 85963 Thr GGT
-GCCTATATAGCTCAGA--GGC--AGAGCACTTCCTTGGTAAGGAAGAG-------------------GTCGGCGGTTCAATTCCGCTTATAGGCTCCA
>tdbD00002961 Listeria_ivanovii 1638 Thr GGT
-GCCGCTTTAGCTCAGTT-GGT--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCGTCGGTTCAAATCCGACAAGTGGCT---
>tdbD00010394 Listeria_monocytogenes_EGD-e 169963 Thr GGT
-GCCGCTTTAGCTCAGTT-GGT--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCGTCGGTTCAAATCCGACAAGTGGCT---
>tdbD00010746 Listeria_monocytogenes_str._4b_F2365 265669 Thr GGT
-GCCGCTTTAGCTCAGTT-GGT--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCGTCGGTTCAAATCCGACAAGTGGCT---
>tdbD00010416 Mesorhizobium_loti_MAFF303099 266835 Thr GGT
-GCTGCGGTAGCTCAGT--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GTCGAGAGTTCAATCCTCTCTCGCAGCACCA
>tdbD00010309 Mycobacterium_tuberculosis_CDC1551 83331 Thr GGT
-GCCCCCTTAGCTCAGTC-GGC--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCAACGGTTCGATTCCGTTAGGGGGCT---
>tdbD00010684 Mycobacterium_tuberculosis_H37Rv 83332 Thr GGT
-GCCCCCTTAGCTCAGTC-GGC--AGAGCGTTTCCATGGTAAGGAAAAG-------------------GTCAACGGTTCGATTCCGTTAGGGGGCT---
>tdbD00010359 Mycoplasma_genitalium_G37 243273 Thr GGT
-GCCGAATTGGTTTAGG--GGC--AAAACAGATCCATGGTAAGGATCAG-------------------A-GAACAGTTCGACTCTGTTATTCGGCACCA
>tdbD00010364 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCGGTTCAAATCCGCCTATCAGCACCA
>tdbD00010370 Pseudomonas_aeruginosa_PAO1 208964 Thr GGT
-GCTCATGTAGCTCAGTT-GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCAGCGGTTCAAATCCGCTCATGAGCTCCA
>tdbD00010435 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010436 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010654 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010655 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010420 Salmonella_typhimurium_LT2 99287 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA



>tdbD00010422 Salmonella_typhimurium_LT2 99287 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010593 Shigella_flexneri_2a_str._301 198214 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010596 Shigella_flexneri_2a_str._301 198214 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010439 Sinorhizobium_meliloti_1021 266834 Thr GGT
-GCTGCTATAGCTCAGG--GGT--AGAGCACTCCCTTGGTAAGGGAGAG-------------------GCCGAGAGTTCAAATCTCTCTAGCAGCACCA
>tdbD00010545 Streptococcus_pyogenes_MGAS315 198466 Thr GGT
-GCCGCTGTAGTTAAAT--GGT--ATAATAAAGCAATGGTAATGCTTCG-------------------T-TCCGAGTTCGATTCTCGGTGGTGGCA---
>tdbD00010636 Streptococcus_pyogenes_SSI-1 193567 Thr GGT
-GCCGCTGTAGTTAAAT--GGT--ATAATAAAGCAATGGTAATGCTTCG-------------------T-TCCGAGTTCGATTCTCGGTGGTGGCA---
>tdbD00010373 Synechocystis_sp._PCC_6803 1148 Thr GGT
-GCCCTTGTAGCTCAGT--GGT--AGAGCACACCCTTGGTAAGGGTGAG-------------------GTCACGAGTTCAATCCTCGTCAAGGGCT---
>tdbD00010367 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Thr GGT
-GCTTCTGTAGCTCAGTT-GGC--AGAGCGCAACCATGGTAAGGTTGAG-------------------GTCAGCGGTTCAATCCCGCTCGGAAGCT---
>tdbD00010624 Tropheryma_whipplei_TW08/27 218496 Thr GGT
-GCCCCGGTAGCTCAGT--GGC--AGAGCACTTCCATGGTAAGGAAGGG-------------------GTCGTCAGTTCAATCCTGACCCGGGGCT---
>tdbD00010317 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Thr GGT
-GCTGATATGGCTCAGTC-GGT--AGAGCGCATCCTTGGTAAGGATGAG-------------------GTCCCCAGTTCGATTCTGGGTATCAGCACCA
>tdbD00010556 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Thr GGT
-GCTCACGTAGCTCAGTC-GGT--AGAGCACCTCCTTGGTAAGGAGGAG-------------------GTCGAAGGTTCGATTCCTTTCGTGAGCACCA
>tdbD00010383 Xylella_fastidiosa_9a5c 160492 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010384 Xylella_fastidiosa_9a5c 160492 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010629 Xylella_fastidiosa_Temecula1 183190 Thr GGT
-GCTCACGTAGCTCAGTC-GGT--AGAGCACCTCCTTGGTAAGGAGGAG-------------------GTCGATGGTTCGATTCCATTCGTGAGCACCA
>tdbD00010727 Yersinia_pestis_biovar_Microtus_str._91001 229193 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010728 Yersinia_pestis_biovar_Microtus_str._91001 229193 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010418 Yersinia_pestis_CO92 214092 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010419 Yersinia_pestis_CO92 214092 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010565 Yersinia_pestis_KIM 187410 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00010567 Yersinia_pestis_KIM 187410 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010730 Yersinia_pseudotuberculosis_IP_32953 273123 Thr GGT
-GCTGATATAGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCGGCAGTTCGAATCTGCCTATCAGCACCA
>tdbD00010731 Yersinia_pseudotuberculosis_IP_32953 273123 Thr GGT
-GCTGATATGGCTCAGTT-GGT--AGAGCGCACCCTTGGTAAGGGTGAG-------------------GTCCCCAGTTCGACTCTGGGTATCAGCACCA
>tdbD00008403 Bacillus_anthracis_str._Sterne 260799 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008404 Bacillus_anthracis_str._Sterne 260799 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGA---
>tdbD00008427 Bacillus_cereus_ATCC_10987 222523 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008428 Bacillus_cereus_ATCC_10987 222523 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGA---
>tdbD00008354 Bacillus_cereus_ATCC_14579 226900 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGA---
>tdbD00008355 Bacillus_cereus_ATCC_14579 226900 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008069 Bacillus_subtilis_subsp._subtilis_str._168 224308 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACATGGTTTGGGACCATGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGACCA
>tdbD00008445 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGA---
>tdbD00008446 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Pro TGG
-CGGGAAGTGGCTCAGCTTGGT--AGAGCACCTGGTTTGGGACCAGGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008377 Bacteroides_thetaiotaomicron_VPI-5482 226186 Pro TGG
-CGGGGTGTAGCGCAGTCCGGTT-AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGTGGGTTCGAATCCCGCTACCCCGA---
>tdbD00008451 Bartonella_quintana_str._Toulouse 283165 Pro TGG
-CGGAGCGTAGCGCAGCCTGGT--AGCGCACCTGATTTGGGATCAGGGG-------------------GTCGTAGGTTCGAATCCTATCGCTCCGACCA
>tdbD00008105 Borrelia_burgdorferi_B31 224326 Pro TGG
-CGGGATGTGGCCTAGT--GGCT-AAGGCACCTGCTTTGGGAGCAGGGG-------------------ATCGTGAGTTCGAATCCCACCATCCCGA---
>tdbD00008405 Borrelia_garinii_PBi 290434 Pro TGG
-CGGGATGTGGCCTAGT--GGCT-AAGGCACCTGCTTTGGGAGCAGGGG-------------------ATCGTGAGTTCGAATCCCACCATCCCGA---
>tdbD00008148 Brucella_melitensis_16M 224914 Pro GGG
-CGGAGCGTAGCGCAGCCCGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCGAATCCCGCCGCTCCGACCA
>tdbD00008306 Brucella_suis_1330 204722 Pro CGG
-CGGAGTGTAGCGCAGCCTGGT--AGCGCACCTCGTTCGGGACGAGGGG-------------------GTCGGAGGTTCGAATCCTCTCACTCCGACCA
>tdbD00008305 Brucella_suis_1330 204722 Pro GGG



-CGGAGCGTAGCGCAGCCCGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCGAATCCCGCCGCTCCGACCA
>tdbD00008307 Brucella_suis_1330 204722 Pro TGG
-CGGAGCGTAGCGCAGTCTGGT--AGCGCACCTGATTTGGGATCAGGGG-------------------GTCGCAGGTTCGAATCCTGCCGCTCCGACCA
>tdbD00008065 Chlamydia_trachomatis_D/UW-3/CX 272561 Pro GGG
-CTGGATGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GGCGGAGGTTCAAATCCTCTCATCCAGA---
>tdbD00008066 Chlamydia_trachomatis_D/UW-3/CX 272561 Pro TGG
-CGGAGTATAGCGCAGCCTGGTT-AGCGCGGTTGCTTTGGGAGCAATAG-------------------GTCGGGGGTTCGAATCCCTCTACTCCGA---
>tdbD00008063 Chlamydophila_pneumoniae_CWL029 115713 Pro GGG
-CTGGGTGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GGCGGAGGTTCAAATCCTCTCATCCAGA---
>tdbD00008064 Chlamydophila_pneumoniae_CWL029 115713 Pro TGG
-CGGAGTATAGCGCAGCTTGGTT-AGCGCGGTTGCTTTGGGAGCAATAG-------------------GTCGGGGGTTCGAATCCCTCTACTCCGA---
>tdbD00008088 Chlamydophila_pneumoniae_J138 138677 Pro GGG
-CTGGGTGTAGCGCAGCCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GGCGGAGGTTCAAATCCTCTCATCCAGA---
>tdbD00008089 Chlamydophila_pneumoniae_J138 138677 Pro TGG
-CGGAGTATAGCGCAGCTTGGTT-AGCGCGGTTGCTTTGGGAGCAATAG-------------------GTCGGGGGTTCGAATCCCTCTACTCCGA---
>tdbD00008308 Corynebacterium_efficiens_YS-314 196164 Pro CGG
-CGGGATATGGCGCAGCTTGGT--AGCGCGCCTCGTTCGGGACGAGGAG-------------------GTCGCAGGTTCAAATCCTGTTATCCCGACCA
>tdbD00008358 Escherichia_coli_CFT073 199310 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008357 Escherichia_coli_CFT073 199310 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008359 Escherichia_coli_CFT073 199310 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008090 Escherichia_coli_K12 83333 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008091 Escherichia_coli_K12 83333 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008092 Escherichia_coli_K12 83333 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008093 Escherichia_coli_O157H7 83334 Pro CGG:
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008094 Escherichia_coli_O157H7 83334 Pro GGG:
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008097 Escherichia_coli_O157H7_EDL933 155864 Pro CGG:
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008098 Escherichia_coli_O157H7_EDL933 155864 Pro GGG:
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008099 Escherichia_coli_O157H7_EDL933 155864 Pro TGG:
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008104 Haemophilus_influenzae_Rd_KW20 71421 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGTAGGTTCAAATCCTATCTCGCCGACCA
>tdbD00002110 Helicobacter_pylori 210 Pro TGG
-CGGGGCGTAGCGCAGTCTGGTT-AGCGCACTTGGTTTGGGACCAAGGG-------------------GTCGAAGGTTCGAATCCTTTCGCCCCGACCA
>tdbD00008101 Helicobacter_pylori_26695 85962 Pro TGG
-CGGGGCGTAGCGCAGTCTGGTT-AGCGCACTTGGTTTGGGACCAAGGG-------------------GTCGAAGGTTCGAATCCTTTCGCCCCGACCA
>tdbD00008102 Helicobacter_pylori_J99 85963 Pro GGG
-CGGAGTATGGCGCAGCCTGATT-AGCGCGCACCCTTGGGGTGGGTGAG-------------------GTCGTGGGTTTGAATCCCGCTACTCCGACCA
>tdbD00008103 Helicobacter_pylori_J99 85963 Pro TGG
-CGGGGCGTAGCGCAGTCTGGTT-AGCGCACTTGGTTTGGGACCAAGGG-------------------GTCGAAGGTTCGAATCCTTTCGCCCCGACCA
>tdbD00008137 Listeria_innocua_Clip11262 272626 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008138 Listeria_monocytogenes_EGD-e 169963 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008432 Listeria_monocytogenes_str._4b_F2365 265669 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008084 Mycobacterium_leprae_TN 272631 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008085 Mycobacterium_leprae_TN 272631 Pro GGG
-CGGGCTGTGGCGCAGTTTGGT--AGCGCACTTGACTGGGGGTCAAGTG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGA---
>tdbD00008086 Mycobacterium_leprae_TN 272631 Pro TGG
-CGGGGTGTAGCGCAGCTTGGT--AGCGCATCCGCTTTGGGAGCGGAAG-------------------GCCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00002106 Mycobacterium_tuberculosis 1773 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008071 Mycobacterium_tuberculosis_CDC1551 83331 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008072 Mycobacterium_tuberculosis_CDC1551 83331 Pro GGG
-CGGGCTGTGGCGCAGTTTGGT--AGCGCACTTGACTGGGGGTCAAGTG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGA---
>tdbD00008073 Mycobacterium_tuberculosis_CDC1551 83331 Pro TGG
-CGGGGTGTAGCGCAGCTTGGT--AGCGCATCCGCTTTGGGAGCGGAAG-------------------GCCGCAGGTTCAAATCCTGTCACCCCGACCA
>tdbD00008394 Mycobacterium_tuberculosis_H37Rv 83332 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008392 Mycobacterium_tuberculosis_H37Rv 83332 Pro GGG
-CGGGCTGTGGCGCAGTTTGGT--AGCGCACTTGACTGGGGGTCAAGTG-------------------GTCGCAGGTTCAAATCCTGTCAGCCCGA---
>tdbD00008393 Mycobacterium_tuberculosis_H37Rv 83332 Pro TGG
-CGGGGTGTAGCGCAGCTTGGT--AGCGCATCCGCTTTGGGAGCGGAAG-------------------GCCGCAGGTTCAAATCCTGTCACCCCGACCA



>tdbD00008113 Mycoplasma_genitalium_G37 243273 Pro TGG
-CGGGAAGTAGCTTAGTTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00002098 Mycoplasma_mycoides 2102 Pro TGG
-CGGGAAGTGGCTCAGTTTGGT--AGAGCATTCGGTTTGGGACCGAAGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008114 Mycoplasma_pneumoniae_M129 272634 Pro TGG
-CGGGAAGTAGCTTAGTTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCTTCCCGACCA
>tdbD00008078 Neisseria_meningitidis_Z2491 122587 Pro GGG
-CGGAGTGTGGCGCAGTCTGGT--AGCGCACTTGCATGGGGTGCAAGGG-------------------GTCGAAGGTTCGAATCCTTTCACTCCGACCA
>tdbD00008079 Neisseria_meningitidis_Z2491 122587 Pro TGG
-CGGGGCGTAGCGCAGCCCGGTT-AGCGCATCTGCTTTGGGAGCAGAGG-------------------GTCGTGAGTTCGAATCCCACCGCCCCGACCA
>tdbD00008115 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGTAGGTTCAAATCCTATCTCGCCGACCA
>tdbD00008397 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008414 Porphyromonas_gingivalis_W83 242619 Pro TGG
-CGGGGTGTAGCGCAGTCCGGTT-AGCGCACCTGCTTTGGGAGCAGGGG-------------------GTCGTGGGTTCGAATCCCGCTACCCCGA---
>tdbD00008399 Rhodopseudomonas_palustris_CGA009 258594 Pro CGG
-CGGAGTGTGGCTCAGCCCGGT--AGAGCACTGCGTTCGGGACGCAGGG-------------------GTCGCAGGTTCGAATCCTGCCACTCCGACCA
>tdbD00008400 Rhodopseudomonas_palustris_CGA009 258594 Pro TGG
-CGGGGTATAGCGCAGCCTGGT--AGCGCGGCAGTTTTGGGTACTGCAG-------------------GTCGTTGGTTCGAATCCAGCTGCCCCGACCA
>tdbD00008273 Rickettsia_prowazekii_str._Madrid_E 272947 Pro TGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGAGTTCGAATCTCTCCGCCCCGACCA
>tdbD00008417 Rickettsia_typhi_str._Wilmington 257363 Pro TGG
-CGGGGCGTAGCGCAGCCTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGAGTTCGAATCTCTCCGCCCCGACCA
>tdbD00008172 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008170 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008171 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008367 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008365 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008366 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00002116 Salmonella_typhimurium 602 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008157 Salmonella_typhimurium_LT2 99287 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008156 Salmonella_typhimurium_LT2 99287 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008158 Salmonella_typhimurium_LT2 99287 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008321 Shigella_flexneri_2a_str._301 198214 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008319 Shigella_flexneri_2a_str._301 198214 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008174 Sinorhizobium_meliloti_1021 266834 Pro GGG
-CGGAGCGTAGCGCAGCCCGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCGAATCCCGCCGCTCCGACCA
>tdbD00002107 Staphylococcus_aureus 1280 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008402 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008277 Staphylococcus_aureus_subsp._aureus_MW2 196620 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008083 Staphylococcus_aureus_subsp._aureus_N315 158879 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGCACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008278 Streptococcus_agalactiae_NEM316 211110 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008323 Streptococcus_mutans_UA159 210007 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGG-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008143 Streptococcus_pneumoniae_TIGR4 170187 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008142 Streptococcus_pyogenes_M1_GAS 160490 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008279 Streptococcus_pyogenes_MGAS315 198466 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008350 Streptococcus_pyogenes_SSI-1 193567 Pro TGG
-CGGGAAGTAGCTCAGCTTGGT--AGAGTACTTGGTTTGGGACCAAGGT-------------------GTCGCAGGTTCGAATCCTGTCTTCCCGA---
>tdbD00008361 Streptomyces_avermitilis_MA-4680 227882 Pro GGG
-CGGGACGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCGTCCCGA---
>tdbD00008364 Streptomyces_avermitilis_MA-4680 227882 Pro GGG
-CGGGACGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCGTCCCGA---
>tdbD00008314 Streptomyces_coelicolor_A3(2) 100226 Pro CGG



-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCTTCGTTCGGGACGAAGAG-------------------GTCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008315 Streptomyces_coelicolor_A3(2) 100226 Pro GGG
-CGGGACGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGCAGGTTCAAATCCTGTCGTCCCGA---
>tdbD00008316 Streptomyces_coelicolor_A3(2) 100226 Pro TGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGTCCGCTTTGGGAGCGGAAG-------------------GCCGTGGGTTCAAATCCCGCCACCCCGACCA
>tdbD00008122 Synechocystis_sp._PCC_6803 1148 Pro CGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GCCGCAGGTTCGAATCCTGTCATCCCGA---
>tdbD00008123 Synechocystis_sp._PCC_6803 1148 Pro GGG
-CGGGGCGTAGCGCAGCTTGGT--AGCGCACCACTTTGGGGTAGTGGGG-------------------GTCGTGGGTTCAAATCCCGCCGCTCCGA---
>tdbD00008124 Synechocystis_sp._PCC_6803 1148 Pro TGG
-CGGGATGTAGCGCAGCTTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGCAGGTTCAAATCCTGTCATCCCGA---
>tdbD00008282 Thermosynechococcus_elongatus_BP-1 197221 Pro GGG
-CGGGGCGTAGCGCAGCTTGGT--AGCGCACCACTTTGGGGTAGTGGGG-------------------GTCGTGGGTTCAAATCCCGCCGCTCCGA---
>tdbD00008116 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Pro CGG
-CGGGTGGTAGCGCAGT--GGT--AGCGCGCTCGGTTCGGGACTGAGAG-------------------GTCGGGGGTTCAAATCCCCCTCGCCCGACCA
>tdbD00008117 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Pro GGG
-CGGGCAATGGCGCAGTA-GGTT-AGCGTACAAGTCTGGGGGACTTGGG-------------------GTCCCCGGTTCGAGTCCGGGTTGCCCGA---
>tdbD00008118 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Pro TGG
-CGGGACGTGGCCTAGG--GGCT-AGGGCACCCGGTTTGGGACCGGAAG-------------------ATCGAGGGTTCAAATCCCTCCGTCCCGA---
>tdbD00008340 Tropheryma_whipplei_TW08/27 218496 Pro CGG
-CGGGGTGTGGCGCAGCTTGGT--AGCGCGCCTCGTTCGGGACGAGGAG-------------------GTCGTGGGTTCAAATCCCGCCACCCCGA---
>tdbD00008338 Tropheryma_whipplei_TW08/27 218496 Pro GGG
-CGGGCTGTGGCGCAGCTTGGT--AGCGCACTTGACTGGGGGTCAAGGG-------------------GTCGTGGGTTCAAATCCCGCCAGCCCGA---
>tdbD00008339 Tropheryma_whipplei_TW08/27 218496 Pro TGG
-CGGGGTGTAGCTCAGTTTGGT--AGAGCGCCCGCTTTGGGAGCGGGAG-------------------GTCGCAGGTTCAAATCCTGTCGCCCCGA---
>tdbD00008081 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Pro TGG
-CGGTGAATAGCGCAGTTTGGT--AGCGCATCTGGTTTGGGACCAGAGG-------------------GTCGGGGGTTCGAATCCCTCTTCACCGACCA
>tdbD00008290 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Pro CGG
-CGGGGTGTAGCTCAGTCTGGT--AGAGCGCTACGTTCGGGACGTAGAG-------------------GTCGCAGGTTCGAATCCTGTCTCCCCGACCA
>tdbD00008291 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Pro GGG
-CGGGGTATAGCGCAGCCTGGT--AGCGCACTAGTCTGGGGGACTAGTG-------------------GTCGTCGGTTCGAATCCGGCTACCCCGACCA
>tdbD00008289 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Pro TGG
-CGGGGTATAGCGCAGTCTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGGGGGTTCGAATCCCTCTACCCCGACCA
>tdbD00008128 Xylella_fastidiosa_9a5c 160492 Pro CGG
-CGGGGTGTAGCTCAGTCTGGT--AGAGCGCTACGTTCGGGACGTAGAG-------------------GTCGCAGGTTCGAATCCTGTCTCCCCGACCA
>tdbD00008131 Xylella_fastidiosa_9a5c 160492 Pro CGG
-CGGTGATTGGCGCAGCCTGGT--AGCGCACTTCGTTCGGGACGAAGGG-------------------GTCGGAGGTTCGAATCCTCTATCACCGACCA
>tdbD00008132 Xylella_fastidiosa_9a5c 160492 Pro GGG
-CGGCACGTAGCGCAGCCTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGGAGGTTCAAATCCTCTCGTGCCGACCA
>tdbD00008133 Xylella_fastidiosa_9a5c 160492 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008341 Xylella_fastidiosa_Temecula1 183190 Pro CGG
-CGGGGTGTAGCTCAGTCTGGT--AGAGCGCTACGTTCGGGACGTAGAG-------------------GTCGCAGGTTCGAATCCTGTCTCCCCGACCA
>tdbD00008342 Xylella_fastidiosa_Temecula1 183190 Pro GGG
-CGGGGTATAGCGCAGCCTGGT--AGCGCACCAGTCTGGGGGACTGGTG-------------------GTCGTCGGTTCAAATCCGGCTACCCCGACCA
>tdbD00008343 Xylella_fastidiosa_Temecula1 183190 Pro TGG
-CGGGGTATAGCGCAGTCTGGT--AGCGCGCCTGCTTTGGGAGCAGGAT-------------------GTCGGGGGTTCGAATCCCTCTACCCCGACCA
>tdbD00008422 Yersinia_pestis_biovar_Microtus_str._91001 229193 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008154 Yersinia_pestis_CO92 214092 Pro GGG
-CGGCATGTAGCGCAGCTTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGAAGGTTCAAATCCTTTCATGCCGACCA
>tdbD00008155 Yersinia_pestis_CO92 214092 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008299 Yersinia_pestis_KIM 187410 Pro GGG
-CGGCATGTAGCGCAGCTTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGAAGGTTCAAATCCTTTCATGCCGACCA
>tdbD00008298 Yersinia_pestis_KIM 187410 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00008424 Yersinia_pseudotuberculosis_IP_32953 273123 Pro GGG
-CGGCATGTAGCGCAGCTTGGT--AGCGCACCGTCATGGGGTGTCGGGG-------------------GTCGAAGGTTCAAATCCTTTCATGCCGACCA
>tdbD00008423 Yersinia_pseudotuberculosis_IP_32953 273123 Pro TGG
-CGGCGAGTAGCGCAGCTTGGT--AGCGCAACTGGTTTGGGACCAGTGG-------------------GTCGGAGGTTCGAATCCTCTCTCGCCGACCA
>tdbD00005264 Agrobacterium_tumefaciens_str._C58 176299 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGGGTTCAAATCCCTTCGCCCGCTCCA
>tdbD00005506 Bacillus_anthracis_str._Ames 198094 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005533 Bacillus_anthracis_str._Sterne 260799 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00005535 Bacillus_anthracis_str._Sterne 260799 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005534 Bacillus_anthracis_str._Sterne 260799 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCT---
>tdbD00005536 Bacillus_anthracis_str._Sterne 260799 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCTCCA
>tdbD00005568 Bacillus_cereus_ATCC_10987 222523 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---



>tdbD00005570 Bacillus_cereus_ATCC_10987 222523 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005569 Bacillus_cereus_ATCC_10987 222523 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCT---
>tdbD00005571 Bacillus_cereus_ATCC_10987 222523 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCTCCA
>tdbD00005474 Bacillus_cereus_ATCC_14579 226900 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005475 Bacillus_cereus_ATCC_14579 226900 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00005476 Bacillus_cereus_ATCC_14579 226900 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCT---
>tdbD00005477 Bacillus_cereus_ATCC_14579 226900 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCTCCA
>tdbD00000830 Bacillus_subtilis 1423 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00000832 Bacillus_subtilis 1423 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGAGTTCGATTCTCATCACCCGCTCCA
>tdbD00005144 Bacillus_subtilis_subsp._subtilis_str._168 224308 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005145 Bacillus_subtilis_subsp._subtilis_str._168 224308 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGAGTTCGATTCTCATCACCCGCTCCA
>tdbD00005146 Bacillus_subtilis_subsp._subtilis_str._168 224308 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-CGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005594 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00005595 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAATACAACCTTGCCAAGGTTGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005596 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCT---
>tdbD00005597 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACAAGAGCCTTCCAAGCTCTGG-------------------T-CGAGAGTTCGATTCTCTTCACCCGCTCCA
>tdbD00005498 Bacteroides_thetaiotaomicron_VPI-5482 226186 Gly GCC
-GCGGAAATAGCTCAGTT-GGT--AGAGCATAACCTTGCCAAGGTTAGG-------------------GTCGCGAGTTCGAGTCTCGTTTTCCGCT---
>tdbD00005601 Bartonella_quintana_str._Toulouse 283165 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGTGGGTTCGAATCCCATCGCCCGCTCCA
>tdbD00005602 Bartonella_quintana_str._Toulouse 283165 Gly TCC
-GCGGGTATAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005408 Bifidobacterium_longum_NCC2705 206672 Gly GCC
-GCGGACATAGCTTAGTT-GGT--AAAGCGCAACCTTGCCAAGGTTGAG-------------------ACCGCGGGTTCGAGTCCCGTTGTCCGCT---
>tdbD00005186 Borrelia_burgdorferi_B31 224326 Gly TCC
-GCGTCCTTCGTATAAT--GGCT-ATTACCTTAGCCTTCCAAGCTAATG-------------------A-TGTCGGTTCGATTCCGATAGGACGCT---
>tdbD00005538 Borrelia_garinii_PBi 290434 Gly GCC
-GCGAAAGTAACTCAGG--GGT--AGAGTGTCACCTTGCCAAGGTGGAA-------------------GTCGCGGGTTCAAATCCCGTCTTTCGCT---
>tdbD00005537 Borrelia_garinii_PBi 290434 Gly TCC
-GCGTCCTTCGTATAAT--GGCT-ATTACCTTAGCCTTCCAAGCTAATG-------------------A-TGTCGGTTCGATTCCGATAGGACGCT---
>tdbD00005243 Brucella_melitensis_16M 224914 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGGGTTCGAATCCCTTCGCCCGCTCCA
>tdbD00005411 Brucella_suis_1330 204722 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGGGTTCGAATCCCTTCGCCCGCTCCA
>tdbD00005412 Brucella_suis_1330 204722 Gly TCC
-GCGGGTATAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-CGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005188 Campylobacter_jejuni_subsp._jejuni_NCTC_11168 192222 Gly TCC
-GCGGGAGTAGCTCAGTT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTCGAGTCCCGTTTCCCGCTCCA
>tdbD00005140 Chlamydia_trachomatis_D/UW-3/CX 272561 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCGCCACGTTGCCAACGTGAAG-------------------GTCGTGAGTTCAAGCCTCATCACCCGCT---
>tdbD00005141 Chlamydia_trachomatis_D/UW-3/CX 272561 Gly TCC
-GCGCCCGTAGCTCAAT--GGT--AGAGCTGTAGCCTTCCAAGCTACCG-------------------G-TGTCAGTTCGATTCTGATCGGGCGCT---
>tdbD00005137 Chlamydophila_pneumoniae_AR39 115711 Gly TCC
-GCGCCCGTAGCTCAAT--GGT--AGAGCTGTAGCCTTCCAAGCTACCG-------------------G-TGTCAGTTCGATTCTGATCGGGCGCT---
>tdbD00005138 Chlamydophila_pneumoniae_CWL029 115713 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCGTCACGTTGCCAACGTGAAG-------------------GTCGTGAGTTCAAGCCTCATCACCCGCT---
>tdbD00005139 Chlamydophila_pneumoniae_CWL029 115713 Gly TCC
-GCGCCCGTAGCTCAAT--GGT--AGAGCTGTAGCCTTCCAAGCTACCG-------------------G-TGTCAGTTCGATTCTGATCGGGCGCT---
>tdbD00005167 Chlamydophila_pneumoniae_J138 138677 Gly GCC
-GCGGGTGTAGCTCAGT--GGT--AGAGCGTCACGTTGCCAACGTGAAG-------------------GTCGTGAGTTCAAGCCTCATCACCCGCT---
>tdbD00005168 Chlamydophila_pneumoniae_J138 138677 Gly TCC
-GCGCCCGTAGCTCAAT--GGT--AGAGCTGTAGCCTTCCAAGCTACCG-------------------G-TGTCAGTTCGATTCTGATCGGGCGCT---
>tdbD00005413 Corynebacterium_efficiens_YS-314 196164 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAGTCTCGTCATCCGCT---
>tdbD00005371 Corynebacterium_glutamicum_ATCC_13032 196627 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAGTCTCGTCATCCGCT---
>tdbD00005372 Corynebacterium_glutamicum_ATCC_13032 196627 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAGTCTCGTCATCCGCT---
>tdbD00005481 Escherichia_coli_CFT073 199310 Gly CCC



-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005480 Escherichia_coli_CFT073 199310 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005482 Escherichia_coli_CFT073 199310 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005169 Escherichia_coli_K12 83333 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005170 Escherichia_coli_K12 83333 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005171 Escherichia_coli_K12 83333 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005172 Escherichia_coli_O157H7 83334 Gly CCC:
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005173 Escherichia_coli_O157H7 83334 Gly GCC:
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005174 Escherichia_coli_O157H7 83334 Gly TCC:
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005175 Escherichia_coli_O157H7_EDL933 155864 Gly CCC:
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005176 Escherichia_coli_O157H7_EDL933 155864 Gly GCC:
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005177 Escherichia_coli_O157H7_EDL933 155864 Gly TCC:
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005541 Geobacter_sulfurreducens_PCA 243231 Gly TCC
-GCGGGAGTAGCTCAGTT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTCGAGTCCCGTTTCCCGCTCCA
>tdbD00000845 Haemophilus_influenzae 727 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005182 Haemophilus_influenzae_Rd_KW20 71421 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005183 Haemophilus_influenzae_Rd_KW20 71421 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00005184 Haemophilus_influenzae_Rd_KW20 71421 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTTAGCCTTCCAAGCTAATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005178 Helicobacter_pylori_26695 85962 Gly GCC
-GCGGGAATAGCTCAGT--GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GCCGCGGGTTCGATCCCCGTTTCCCGCTCCA
>tdbD00005179 Helicobacter_pylori_26695 85962 Gly TCC
-GCGGGAATAGCTCAGTT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTCGAGTCCCGTTTCCCGCTCCA
>tdbD00005181 Helicobacter_pylori_J99 85963 Gly TCC
-GCGGGAATAGCTCAGTT-GGCT-AGAGCATCAGCCTTCCAAGCTGAGG-------------------GTCGCGGGTTCGAGTCCCGTTTCCCGCTCCA
>tdbD00005448 Lactobacillus_plantarum_WCFS1 220668 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCATGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCT---
>tdbD00005547 Leifsonia_xyli_subsp._xyli_str._CTCB07 281090 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAGTCTCGTCATCCGCT---
>tdbD00005223 Listeria_monocytogenes_EGD-e 169963 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCT---
>tdbD00005225 Listeria_monocytogenes_EGD-e 169963 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCTCCA
>tdbD00005226 Listeria_monocytogenes_EGD-e 169963 Gly GCC
-GCGGAAGTAGTTCAGC--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCT---
>tdbD00005224 Listeria_monocytogenes_EGD-e 169963 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGTGGGTTCGATTCCCATCACCCGCT---
>tdbD00005575 Listeria_monocytogenes_str._4b_F2365 265669 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCT---
>tdbD00005577 Listeria_monocytogenes_str._4b_F2365 265669 Gly GCC
-GCGGAAGTAGTTCAGC--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAACCCCGTCTTCCGCT---
>tdbD00005576 Listeria_monocytogenes_str._4b_F2365 265669 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGTGGGTTCGATTCCCATCACCCGCT---
>tdbD00005246 Mesorhizobium_loti_MAFF303099 266835 Gly CCC
-GCGGGTATGATGTAAT--GGT--AGCCTGTCAGCTTCCCAAGCTGAAC-------------------G-CGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005163 Mycobacterium_leprae_TN 272631 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAATCCCGTCATCCGCT---
>tdbD00005150 Mycobacterium_tuberculosis_CDC1551 83331 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAATCCCGTCATCCGCT---
>tdbD00005151 Mycobacterium_tuberculosis_CDC1551 83331 Gly TCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCCCTAGTCTTCCAAACTAGCG-------------------A-CGCGGGTTCGATTCCCGTCGCCCGCT---
>tdbD00005519 Mycobacterium_tuberculosis_H37Rv 83332 Gly GCC
-GCGGATGTAGCGCAGTT-GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAATCCCGTCATCCGCT---
>tdbD00005518 Mycobacterium_tuberculosis_H37Rv 83332 Gly TCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCCCTAGTCTTCCAAACTAGCG-------------------A-CGCGGGTTCGATTCCCGTCGCCCGCT---
>tdbD00005196 Mycoplasma_genitalium_G37 243273 Gly TCC
-GCGAGTATAGTTTAAT--GGT--AGAACATCAGCCTTCCAAGCTGATC-------------------G-TGTCGGTTCGATTCCGATTACTCGCTCCA
>tdbD00005198 Mycoplasma_pneumoniae_M129 272634 Gly TCC
-GCGAGTATAGTTTAGT--GGT--AGAACATCAGTCTTCCAAGCTGATC-------------------G-TGTCGGTTCGATTCCGATTACTCGCTCCA
>tdbD00005154 Neisseria_meningitidis_Z2491 122587 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGACTCGTTTCCCGCTCCA



>tdbD00005155 Neisseria_meningitidis_Z2491 122587 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGAAGCCTTCCAAGCTTACG-------------------G-TGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005494 Nitrosomonas_europaea_ATCC_19718 228410 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGACTCGTTTCCCGCTCCA
>tdbD00005419 Oceanobacillus_iheyensis_HTE831 221109 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005200 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005522 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005524 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005525 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005204 Pseudomonas_aeruginosa_PAO1 208964 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005205 Pseudomonas_aeruginosa_PAO1 208964 Gly TCC
-GCGGGTATAGTTCAGT--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00000847 Pseudomonas_putida 303 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005502 Pseudomonas_syringae_pv._tomato_str._DC3000 223283 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005255 Ralstonia_solanacearum_GMI1000 267608 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGAAGCCTTCCAAGCTTACG-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005528 Rhodopseudomonas_palustris_CGA009 258594 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGGCAGCTTCCCAAGCTGCAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005526 Rhodopseudomonas_palustris_CGA009 258594 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCACAACCTTGCCAAGGTTGGG-------------------GTCGAGGGTTCGAATCCCTTCGCCCGCTCCA
>tdbD00005527 Rhodopseudomonas_palustris_CGA009 258594 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00000842 Rickettsia_prowazekii 782 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGTTCCAGCCTTCCAAGCTGGCT-------------------G-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005370 Rickettsia_prowazekii_str._Madrid_E 272947 Gly TCC
-GCGGGTGTAGCTCAAT--GGT--AGAGTTCCAGCCTTCCAAGCTGGCT-------------------G-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005553 Rickettsia_typhi_str._Wilmington 257363 Gly GCC
-GCGGGTGTAGCTCAGG--GGT--AGAGCGCTACCTTGCCAAGGTCGAA-------------------GTCGAGGGTTCGAATCCCTTCACCCGCTCCA
>tdbD00005266 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005265 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005267 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005488 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005487 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005489 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005251 Salmonella_typhimurium_LT2 99287 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005250 Salmonella_typhimurium_LT2 99287 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005252 Salmonella_typhimurium_LT2 99287 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005427 Shigella_flexneri_2a_str._301 198214 Gly CCC
-GCGGGCGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCGCCCGCTCCA
>tdbD00005428 Shigella_flexneri_2a_str._301 198214 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005426 Shigella_flexneri_2a_str._301 198214 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005269 Sinorhizobium_meliloti_1021 266834 Gly TCC
-GCGGGTATAGCTCAAT--GGT--AGAGCAGCAGCCTTCCAAGCTGAAT-------------------A-CGCGGGTTCGATTCCCGCTACCCGCTCCA
>tdbD00005376 Staphylococcus_aureus_subsp._aureus_MW2 196620 Gly TCC
-GCGGGTGTAGTTTAAT--GGC--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005160 Staphylococcus_aureus_subsp._aureus_N315 158879 Gly TCC
-GCGGGTGTAGTTTAAT--GGC--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005455 Staphylococcus_epidermidis_ATCC_12228 176280 Gly GCC
-GCGGAAGTAGTTCAGT--GGT--AGAACACCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCTTCCGCTCCA
>tdbD00005451 Staphylococcus_epidermidis_ATCC_12228 176280 Gly TCC
-GCGGGTGTAGTTTAAT--GGC--AAAACCTCAGCCTTCCAAGCTGATG-------------------T-TGTGGGTTCGATTCCCATCACCCGCTCCA
>tdbD00005379 Streptococcus_agalactiae_NEM316 211110 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGAGG-------------------GTCGCGGGTTCGAACCCCGTCGTTCGCT---
>tdbD00005380 Streptococcus_agalactiae_NEM316 211110 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005433 Streptococcus_mutans_UA159 210007 Gly TCC



-GCGGGTGTAGTTTAGT--GGT--AAAACCACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005435 Streptococcus_mutans_UA159 210007 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005234 Streptococcus_pneumoniae_TIGR4 170187 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005232 Streptococcus_pyogenes_M1_GAS 160490 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGTTCGCT---
>tdbD00005233 Streptococcus_pyogenes_M1_GAS 160490 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005381 Streptococcus_pyogenes_MGAS315 198466 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGTTCGCT---
>tdbD00005382 Streptococcus_pyogenes_MGAS315 198466 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005469 Streptococcus_pyogenes_SSI-1 193567 Gly GCC
-GCGAACGTAGTTCAGT--GGT--AGAACATCACCTTGCCAAGGTGGGG-------------------GTCGCGGGTTCGAATCCCGTCGTTCGCT---
>tdbD00005470 Streptococcus_pyogenes_SSI-1 193567 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACTACAGCCTTCCAAGCTGTTG-------------------T-CGCGAGTTCGATTCTCGTCACCCGCT---
>tdbD00005422 Streptomyces_coelicolor_A3(2) 100226 Gly GCC
-GCGGACGTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTCGTCCGCT---
>tdbD00000820 Streptomyces_lividans 1916 Gly GCC
-GCGGACGTAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTCGTCCGCT---
>tdbD00005206 Synechocystis_sp._PCC_6803 1148 Gly CCC
-GCGGGTATAGTTTAGT--GGT--AAAACGAAAGCCTCCCATGCTTTAG-------------------T-TGGGGGTTCGATTCCCCCTACCCGCT---
>tdbD00005207 Synechocystis_sp._PCC_6803 1148 Gly GCC
-GCGGGTATAGCTCAGT--GGT--AGAGCGCAACCTTGCCAAGGTTGAT-------------------GTCGCGCGTTCGAATCGCGTTACCCGCT---
>tdbD00005208 Synechocystis_sp._PCC_6803 1148 Gly TCC
-GCGGGTGTAGTTTAGT--GGT--AAAACCTTAGCCTTCCAAGCTAATG-------------------A-TAGGGGTTCGATTCCCCTCACCCGCT---
>tdbD00005385 Thermosynechococcus_elongatus_BP-1 197221 Gly GCC
-GCGGGTATAGCTCAGT--GGT--AGAGCGCAACCTTGCCAAGGTTGAT-------------------GTCGCGCGTTCGAATCGCGTTACCCGCT---
>tdbD00005585 Thermus_thermophilus_HB27 262724 Gly GCC
-GCGGGAGTAGCTCAGTC-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGGGTTCAAGTCCCGTCTCCCGCTCCA
>tdbD00005201 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Gly GCC
-GCGGGAATAGCTCAGT--GGT--AGAGCGCCACCTTGCCAAGGTGGAA-------------------GTCGCGGGTTCGATCCCCGTTTCCCGCT---
>tdbD00005202 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Gly TCC
-GCGGATGTTGTATAAC--GGCT-ATTACCCCAGCCTTCCAAGCTGGAG-------------------A-CGTGGGTTCGACTCCCATCATCCGCT---
>tdbD00005460 Tropheryma_whipplei_TW08/27 218496 Gly CCC
-GCGAGTGTAGTTCAAT--GGC--AGAACTTCAGCTTCCCAAGCTGACG-------------------G-CGCGGGTTCGATTCCCGTCACTCGCT---
>tdbD00005459 Tropheryma_whipplei_TW08/27 218496 Gly GCC
-GCGGATGTGGCGCAGT--GGT--AGCGCATCACCTTGCCAAGGTGAGG-------------------GTCGCGAGTTCGAATCTCGTCATCCGCT---
>tdbD00005157 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGCGGGTTCGATTCCCGCTGCCCGCTCCA
>tdbD00005394 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Gly CCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCTGTAGCTTCCCAAGCTACTG-------------------A-CGTGGGTTCGATTCCCATCGCCCGCTCCA
>tdbD00005393 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005392 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Gly TCC
-GCGGGAGTAGTTCAAC--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------G-TGCGGGTTCGATTCCCGTCTCCCGCTCCA
>tdbD00005214 Xylella_fastidiosa_9a5c 160492 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00005462 Xylella_fastidiosa_Temecula1 183190 Gly CCC
-GCGGGCGTAGCTCAAT--GGT--AGAGCTGTAGCTTCCCAAGCTACCG-------------------A-CGTGGGTTCGATTCCCATCGCCCGCTCCA
>tdbD00005461 Xylella_fastidiosa_Temecula1 183190 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCGCAACCTTGCCAAGGTTGAG-------------------GTCGCGAGTTCGAGCCTCGTTTCCCGCTCCA
>tdbD00005463 Xylella_fastidiosa_Temecula1 183190 Gly TCC
-GCGGGAGTAGTTCAAA--GGT--AGAACCTCAGCCTTCCAAGCTGATG-------------------G-TGCGGGTTCGATTCCCGTCTCCCGCTCCA
>tdbD00005559 Yersinia_pestis_biovar_Microtus_str._91001 229193 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005248 Yersinia_pestis_CO92 214092 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005247 Yersinia_pestis_CO92 214092 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005249 Yersinia_pestis_CO92 214092 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGTGGGTTCGATTCCCACTGCCCGCTCCA
>tdbD00005403 Yersinia_pestis_KIM 187410 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005402 Yersinia_pestis_KIM 187410 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005401 Yersinia_pestis_KIM 187410 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGTGGGTTCGATTCCCACTGCCCGCTCCA
>tdbD00005564 Yersinia_pseudotuberculosis_IP_32953 273123 Gly CCC
-GCGGGTGTAGTTCAAT--GGT--AGAACGAGAGCTTCCCAAGCTCTAT-------------------A-CGAGGGTTCGATTCCCTTCACCCGCTCCA
>tdbD00005563 Yersinia_pseudotuberculosis_IP_32953 273123 Gly GCC
-GCGGGAATAGCTCAGTT-GGT--AGAGCACGACCTTGCCAAGGTCGGG-------------------GTCGCGAGTTCGAGTCTCGTTTCCCGCTCCA
>tdbD00005562 Yersinia_pseudotuberculosis_IP_32953 273123 Gly TCC
-GCGGGCATCGTATAAT--GGCT-ATTACCTCAGCCTTCCAAGCTGATG-------------------A-TGTGGGTTCGATTCCCACTGCCCGCTCCA



>tdbD00005795 Bacillus_anthracis_str._Sterne 260799 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00005808 Bacillus_cereus_ATCC_10987 222523 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00005809 Bacillus_cereus_ATCC_10987 222523 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00005774 Bacillus_cereus_ATCC_14579 226900 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00005651 Bacillus_subtilis_subsp._subtilis_str._168 224308 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCAGATTGTGGCTCTGGCA-------------------CTCGTGGGTTCGATTCCCATCAATCGCCCCA
>tdbD00005652 Bacillus_subtilis_subsp._subtilis_str._168 224308 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCAGATTGTGGCTCTGGCA-------------------TTCGTGGGTTCGATTCCCATCAATCGCCCCA
>tdbD00005820 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 His GTG
GGCGGTTGTGGCGAAGT--GGTT-AACGCACCGGATTGTGGCTCCGGCA-------------------TTCGTGGGTTCGATTCCCATCAGTCGCCCCA
>tdbD00005669 Borrelia_burgdorferi_B31 224326 His GTG
GGTGGTTGTAGCTCAGTT-GGT--AGAGCGTCGGGTTGTGGTTCCGAAT-------------------GTCGCGGGTTCAAGCCCCGTCAATCACC---
>tdbD00005796 Borrelia_garinii_PBi 290434 His GTG
GGTGGTTGTAGCTCAGTT-GGT--AGAGCGTCGGGTTGTGGTTCCGAAT-------------------GTCGCGGGTTCAAGCCCCGTCAATCACC---
>tdbD00005649 Chlamydia_trachomatis_D/UW-3/CX 272561 His GTG
GGCGAACGTAGCTCAGTT-GGTT-AGAGCGTCGGATTGTGGTTCCGAAG-------------------GTCGCGGGTTCGAACCCCGTCGTTCGCC---
>tdbD00005648 Chlamydophila_pneumoniae_CWL029 115713 His GTG
GGCGAACGTAGCTCAGCT-GGTT-AGAGCGTCGGATTGTGGTTCCGAAG-------------------GTCGCGGGTTCAAGCCCCGTCGTTCGCC---
>tdbD00005662 Chlamydophila_pneumoniae_J138 138677 His GTG
GGCGAACGTAGCTCAGCT-GGTT-AGAGCGTCGGATTGTGGTTCCGAAG-------------------GTCGCGGGTTCAAGCCCCGTCGTTCGCC---
>tdbD00005750 Corynebacterium_efficiens_YS-314 196164 His GTG
GGTGGCTGTAGTTCAGCT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGCCCCGTCAGCCACC---
>tdbD00005735 Corynebacterium_glutamicum_ATCC_13032 196627 His GTG
GGTGGCTGTAGTTCAGCT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGCCCCGTCAGCCACC---
>tdbD00005776 Escherichia_coli_CFT073 199310 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005663 Escherichia_coli_K12 83333 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005664 Escherichia_coli_O157H7 83334 His GTG:
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005665 Escherichia_coli_O157H7_EDL933 155864 His GTG:
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00000992 Haemophilus_influenzae 727 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005668 Haemophilus_influenzae_Rd_KW20 71421 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005666 Helicobacter_pylori_26695 85962 His GTG
GGTGGGAGTAGCTCAGTC-GGTT-AGAGCATCAGATTGTGGTCCTGAGG-------------------GTCGTGGGTTCGATTCCCATCTTCCACCCCA
>tdbD00005667 Helicobacter_pylori_J99 85963 His GTG
GGTGGGAGTAGCTCAGTC-GGTT-AGAGCATCAGATTGTGGTCCTGAGG-------------------GTCGTGGGTTCGATTCCCATCTTCCACCCCA
>tdbD00005684 Listeria_monocytogenes_EGD-e 169963 His GTG
GGCGGATATGGCGAAGT--GGTT-AACGCACCTGATTGTGGTTCAGGCA-------------------TTCGTGGGTTCGATTCCCATTATCCGCC---
>tdbD00005685 Listeria_monocytogenes_EGD-e 169963 His GTG
GGCGGATGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGTTCAGGCA-------------------TTCGTGGGTTCGATTCCCATCATCCGCC---
>tdbD00005811 Listeria_monocytogenes_str._4b_F2365 265669 His GTG
GGCGGATATGGCGAAGT--GGTT-AACGCACCTGATTGTGGTTCAGGCA-------------------TTCGTGGGTTCGATTCCCATTATCCGCC---
>tdbD00005812 Listeria_monocytogenes_str._4b_F2365 265669 His GTG
GGCGGATGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGTTCAGGCA-------------------TTCGTGGGTTCGATTCCCATCATCCGCC---
>tdbD00005660 Mycobacterium_leprae_TN 272631 His GTG
GGTGAGTGTAGTTCAGTT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGTCCCGTCACTCACCCCA
>tdbD00005654 Mycobacterium_tuberculosis_CDC1551 83331 His GTG
GGTGAGTGTAGTTCAGTT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGTCCCGTCACTCACCCCA
>tdbD00005789 Mycobacterium_tuberculosis_H37Rv 83332 His GTG
GGTGAGTGTAGTTCAGTT-GGT--AGAGCACCAGGTTGTGATCCTGGGT-------------------GTCGCGGGTTCGAGTCCCGTCACTCACCCCA
>tdbD00005674 Mycoplasma_pneumoniae_M129 272634 His GTG
GGCGATTGTGGCGAAGT--GGTT-AACGCACCTGATTGTGGATCAGGCA-------------------TTCGTGGGTTCAATTCCCATCAGTCGCCCCA
>tdbD00005656 Neisseria_meningitidis_Z2491 122587 His GTG
GGTGGCTGTAGCTCAGTT-GGT--AGAGCCCCGGATTGTGATTCCGGTT-------------------GTCGTGGGTTCGAGCCCCATCAGCCACCCCA
>tdbD00005801 Rickettsia_typhi_str._Wilmington 257363 His GTG
GGCGAGTGTAGCTCAGTT-GGTT-AGAGCATCAGGTTGTGGTTCTGAGG-------------------GCCACGGGTTCGAATCCCGTCACTCGCCCCA
>tdbD00005700 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005778 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00000989 Salmonella_typhimurium 602 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005695 Salmonella_typhimurium_LT2 99287 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005756 Shigella_flexneri_2a_str._301 198214 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAATCCCATTAGCCACCCCA
>tdbD00005794 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 His GTG



GGCGGCTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCC---
>tdbD00005736 Staphylococcus_aureus_subsp._aureus_MW2 196620 His GTG
GGCGGTTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCCCCA
>tdbD00005737 Staphylococcus_aureus_subsp._aureus_MW2 196620 His GTG
GGCGGCTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCC---
>tdbD00005658 Staphylococcus_aureus_subsp._aureus_N315 158879 His GTG
GGCGGCTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCC---
>tdbD00005659 Staphylococcus_aureus_subsp._aureus_N315 158879 His GTG
GGCGGTTGTGGTGAAGT--GGTT-AACACATCGGATTGTGGTTCCGACA-------------------TTCGAGGGTTCGATCCCCTTCAGCCGCCCCA
>tdbD00005738 Streptococcus_agalactiae_NEM316 211110 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACATCAGATTGTGGCTCTGACA-------------------TTCGTGGGTTCGATTCCCATCACTCGCC---
>tdbD00005689 Streptococcus_pneumoniae_TIGR4 170187 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACACCAGATTGTGGCTCTGGCA-------------------TGCGTGGGTTCGATCCCCATCACTCGCC---
>tdbD00005688 Streptococcus_pyogenes_M1_GAS 160490 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACATCAGATTGTGGCTCTGACA-------------------TTCGTGGGTTCGATTCCCATCACTCGCC---
>tdbD00005739 Streptococcus_pyogenes_MGAS315 198466 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACATCAGATTGTGGCTCTGACA-------------------TTCGTGGGTTCGATTCCCATCACTCGCC---
>tdbD00005772 Streptococcus_pyogenes_SSI-1 193567 His GTG
GGCGGGTGTGGTGAAGT--GGTT-AACACATCAGATTGTGGCTCTGACA-------------------TTCGTGGGTTCGATTCCCATCACTCGCC---
>tdbD00005754 Streptomyces_coelicolor_A3(2) 100226 His GTG
GGTGGGTGTAGCTCAGCT-GGT--AGAGCACCTGGTTGTGGTCCAGGAT-------------------GCCGCGGGTTCAAGTCCCGTCACTCACC---
>tdbD00005678 Synechocystis_sp._PCC_6803 1148 His GTG
GGCGAGCGTAGCCAAGG--GGTT-AAGGCAGAGGATTGTGGTTCCTCCA-------------------CTCGTGGGTTCGAATCCCATCGTTCGCC---
>tdbD00005676 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 His GTG
GGTGGGTGTAGTTCAGT--GGT--AGAGCGCCAGATTGTGGATCTGGTT-------------------GTCGTGGGTTCGAATCCCATCACTCACC---
>tdbD00005767 Tropheryma_whipplei_TW08/27 218496 His GTG
GGTGGATATAGCTCAGCT-GGT--AGAGCACCTGGTTGTGGTCCAGGAT-------------------GTCGCGGGTTCGAGTCCCGTTATCCACC---
>tdbD00005743 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 His GTG
GGTGGCTGTAGCTCAGCT-GGTT-AGAGTACTGGATTGTGATTCCAGAT-------------------GTCGGGGGTTCGAGTCCCCTCAGCCACCCCA
>tdbD00005768 Xylella_fastidiosa_Temecula1 183190 His GTG
GGTGGCTGTAGCTCAGTT-GGTT-AGAGTACTGGATTGTGATTCCAGTT-------------------GTCGGGGGTTCGAGTCCCCTCAGCCACCCCA
>tdbD00005804 Yersinia_pestis_biovar_Microtus_str._91001 229193 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAGTCCCATTAGCCACCCCA
>tdbD00005694 Yersinia_pestis_CO92 214092 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAGTCCCATTAGCCACCCCA
>tdbD00005746 Yersinia_pestis_KIM 187410 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAGTCCCATTAGCCACCCCA
>tdbD00005805 Yersinia_pseudotuberculosis_IP_32953 273123 His GTG
GGTGGCTATAGCTCAGTT-GGT--AGAGCCCTGGATTGTGATTCCAGTT-------------------GTCGTGGGTTCGAGTCCCATTAGCCACCCCA
>tdbD00004534 Bacillus_anthracis_str._Ames 198094 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00004546 Bacillus_anthracis_str._Sterne 260799 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00004561 Bacillus_cereus_ATCC_10987 222523 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00004562 Bacillus_cereus_ATCC_10987 222523 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00004524 Bacillus_cereus_ATCC_14579 226900 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00000402 Bacillus_subtilis 1423 Asp GTC
-GGTCCGGTAGTTCAGTT-GGTT-AGAATGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGGACCGCCA
>tdbD00004382 Bacillus_subtilis_subsp._subtilis_str._168 224308 Asp GTC
-GGTCCGGTAGTTCAGTT-GGTT-AGAATGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGGACCGCCA
>tdbD00004574 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Asp GTC
-GGTCCCGTGGTGTAGT--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCCGGTTCGACCCCGGTCGGGACCGCCA
>tdbD00004400 Borrelia_burgdorferi_B31 224326 Asp GTC
-GGGGGCGTAGTTCAGGT-GGTT-AGAACGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGACCCGTCGCTCCCG---
>tdbD00004526 Escherichia_coli_CFT073 199310 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004393 Escherichia_coli_K12 83333 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004395 Escherichia_coli_O157H7 83334 Asp GTC:
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004396 Escherichia_coli_O157H7_EDL933 155864 Asp GTC:
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004399 Haemophilus_influenzae_Rd_KW20 71421 Asp GTC
-GGAGTGGTAGTTCAGCT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCATTCCGCCA
>tdbD00004397 Helicobacter_pylori_26695 85962 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATATCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004398 Helicobacter_pylori_J99 85963 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATATCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004513 Lactobacillus_plantarum_WCFS1 220668 Asp GTC
-GGTCCGTTGGTCTAGTT-GGTTTAGGACGCCTGCCTGTCACGCAGGAG-------------------ATCACGAGTTCGAGTCTCGTACGGACCG---
>tdbD00004418 Listeria_monocytogenes_EGD-e 169963 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGGACCG---



>tdbD00004419 Listeria_monocytogenes_EGD-e 169963 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGGACCGCCA
>tdbD00004565 Listeria_monocytogenes_str._4b_F2365 265669 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGGACCG---
>tdbD00004566 Listeria_monocytogenes_str._4b_F2365 265669 Asp GTC
-GGTTCCGTGGTGTAGG--GGTT-AACATGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCAAATCCCGTCGGGACCGCCA
>tdbD00004406 Mycoplasma_pneumoniae_M129 272634 Asp GTC
-GGTTCCATGGTGTAGT--GAT--AACATATCTCCCTGTCACGGAGGGG-------------------T-TGCGGGTTTGATTCCCGTTGGAACCGCCA
>tdbD00004530 Nitrosomonas_europaea_ATCC_19718 228410 Asp GTC
-GGAGTGGTAGTTCAGTT-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCACTCCGCCA
>tdbD00004500 Oceanobacillus_iheyensis_HTE831 221109 Asp GTC
-GGTCCGGTAGTTCAGTT-GGTT-AGAATGCCTGCCTGTCACGCAGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGGACCGCCA
>tdbD00004407 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Asp GTC
-GGAGTGGTAGTTCAGCT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCATTCCGCCA
>tdbD00004432 Ralstonia_solanacearum_GMI1000 267608 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004528 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004430 Salmonella_typhimurium_LT2 99287 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004503 Shigella_flexneri_2a_str._301 198214 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGTTCCGCCA
>tdbD00004545 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCGCCA
>tdbD00004479 Staphylococcus_aureus_subsp._aureus_MW2 196620 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCG---
>tdbD00004480 Staphylococcus_aureus_subsp._aureus_MW2 196620 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCGCCA
>tdbD00004388 Staphylococcus_aureus_subsp._aureus_N315 158879 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCG---
>tdbD00004389 Staphylococcus_aureus_subsp._aureus_N315 158879 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCGCCA
>tdbD00004515 Staphylococcus_epidermidis_ATCC_12228 176280 Asp GTC
-GGTCTCGTAGTGTAGC--GGTT-AACACGCCTGCCTGTCACGCAGGAG-------------------ATCGCGGGTTCGATTCCCGTCGAGACCGCCA
>tdbD00004481 Streptococcus_agalactiae_NEM316 211110 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004423 Streptococcus_pneumoniae_TIGR4 170187 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004422 Streptococcus_pyogenes_M1_GAS 160490 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004482 Streptococcus_pyogenes_MGAS315 198466 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004522 Streptococcus_pyogenes_SSI-1 193567 Asp GTC
-GGTCCCGTAGTGTAGC--GGTT-ATCACGTCGCCCTGTCACGGCGAAG-------------------ATCGCGGGTTCGATTCCCGTCGGGACCG---
>tdbD00004412 Synechocystis_sp._PCC_6803 1148 Asp GTC
-GGGTCTGTAGTTCAATT-GGTT-AGAGCACCGCCCTGTCACGGCGGAA-------------------GTTGCGGGTTCGAGCCCCGTCAGACCCG---
>tdbD00004409 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Asp GTC
-GGGGGCGTAGCGAAGTT-GGTT-ATCGCGCCAGCCTGTCACGCCGGAG-------------------ATCGCGGGTTCGAGCCCCGTCGCTCCCG---
>tdbD00004387 Vibrio_cholerae_O1_biovar_El_Tor_str._N16961 243277 Asp GTC
-GGAGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004487 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATGCTGGCCTGTCACGCCGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004414 Xylella_fastidiosa_9a5c 160492 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATGCTGGCCTGTCACGCCGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004519 Xylella_fastidiosa_Temecula1 183190 Asp GTC
-GGAGCGGTAGTTCAGCT-GGTT-AGAATGCTGGCCTGTCACGCCGGAG-------------------GTCGCGGGTTCGAGTCCCGTCCGCTCCGCCA
>tdbD00004556 Yersinia_pestis_biovar_Microtus_str._91001 229193 Asp GTC
-GGTGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCACCGCCA
>tdbD00004428 Yersinia_pestis_CO92 214092 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGCCCCGTCCGTTCCGCCA
>tdbD00004429 Yersinia_pestis_CO92 214092 Asp GTC
-GGTGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCACCGCCA
>tdbD00004490 Yersinia_pestis_KIM 187410 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGCCCCGTCCGTTCCGCCA
>tdbD00004491 Yersinia_pestis_KIM 187410 Asp GTC
-GGTGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCACCGCCA
>tdbD00004492 Yersinia_pestis_KIM 187410 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGCCCCGTCCGTTCCGCCA
>tdbD00004558 Yersinia_pseudotuberculosis_IP_32953 273123 Asp GTC
-GGAGCGGTAGTTCAGTT-GGTT-AGAATACCTGCCTGTCACGCAGGGG-------------------GTCGCGGGTTCGAGCCCCGTCCGTTCCGCCA
>tdbD00004559 Yersinia_pseudotuberculosis_IP_32953 273123 Asp GTC
-GGTGCGGTAGTTCAGTC-GGTT-AGAATACCGGCCTGTCACGCCGGGG-------------------GTCGCGGGTTCGAGTCCCGTCCGCACCGCCA
>tdbD00006324 Bacillus_anthracis_str._Ames 198094 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006342 Bacillus_anthracis_str._Sterne 260799 Lys TTT



-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006343 Bacillus_anthracis_str._Sterne 260799 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCA---
>tdbD00006362 Bacillus_cereus_ATCC_10987 222523 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006363 Bacillus_cereus_ATCC_10987 222523 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCA---
>tdbD00006364 Bacillus_cereus_ATCC_10987 222523 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006306 Bacillus_cereus_ATCC_14579 226900 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006307 Bacillus_cereus_ATCC_14579 226900 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCA---
>tdbD00006308 Bacillus_cereus_ATCC_14579 226900 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCA---
>tdbD00006279 Bacillus_halodurans_C-125 272558 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00001357 Bacillus_subtilis 1423 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006069 Bacillus_subtilis_subsp._subtilis_str._168 224308 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006380 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCA---
>tdbD00006381 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGAAGGTTCGAGTCCTTCATGGCTCACCA
>tdbD00006344 Borrelia_garinii_PBi 290434 Lys TTT
-GGGCTCATAGCTCAGGT-GGT--AGAGCAGCGCCCTTTTAAGGCGTTT-------------------GTCGTAGGTTCGAGTCCTACTGAGCTCA---
>tdbD00006261 Brucella_suis_1330 204722 Lys TTT
-GAGCGCGTAGCTCAGCC-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCCAGGGTTCGAATCCCTGCGCGCTCACCA
>tdbD00006309 Buchnera_aphidicola_str._Bp_(Baizongia_pistaciae) 224915 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCAAATCCTGCACGACCCA---
>tdbD00006066 Chlamydophila_pneumoniae_CWL029 115713 Lys TTT
-GGGTCTTTAGCTCAGC--GGTT-AGAGCACCTCACTTTTAATGAGGGG-------------------GTCGAAGGTTCAAATCCTTCAAGACCCA---
>tdbD00006084 Chlamydophila_pneumoniae_J138 138677 Lys TTT
-GGGTCTTTAGCTCAGC--GGTT-AGAGCACCTCACTTTTAATGAGGGG-------------------GTCGAAGGTTCAAATCCTTCAAGACCCA---
>tdbD00006310 Escherichia_coli_CFT073 199310 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006085 Escherichia_coli_K12 83333 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006086 Escherichia_coli_O157H7 83334 Lys TTT:
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006087 Escherichia_coli_O157H7_EDL933 155864 Lys TTT:
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006091 Haemophilus_influenzae_Rd_KW20 71421 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAAGGTTCGAATCCTTCACGACCCACCA
>tdbD00006088 Helicobacter_pylori_26695 85962 Lys TTT
-GACCCGTTAGCTCAGCT-GGT--AGAGCAATTCCCTTTTAAGGAATGG-------------------GCCGTTGGTTCAAATCCAACACGGGTCACCA
>tdbD00006089 Helicobacter_pylori_J99 85963 Lys TTT
-GACCCGTTAGCTCAGCT-GGT--AGAGCAATTCCCTTTTAAGGAATGG-------------------GCCGTTGGTTCAAATCCAACACGGGTCACCA
>tdbD00006119 Listeria_monocytogenes_EGD-e 169963 Lys TTT
-GAGCCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGCTGGTTCGAACCCAGCACGGCTCA---
>tdbD00006368 Listeria_monocytogenes_str._4b_F2365 265669 Lys TTT
-GAGCCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGCTGGTTCGAACCCAGCACGGCTCA---
>tdbD00006369 Listeria_monocytogenes_str._4b_F2365 265669 Lys TTT
-GAGCCGTTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCGCTGGTTCGAACCCAGCACGGCTCA---
>tdbD00006072 Mycobacterium_tuberculosis_CDC1551 83331 Lys TTT
-GCCCCTATAGCTCAGTT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCCCAGGTTCGAGTCCTGGTGGGGGCA---
>tdbD00006332 Mycobacterium_tuberculosis_H37Rv 83332 Lys TTT
-GCCCCTATAGCTCAGTT-GGT--AGAGCTACGGACTTTTAATCCGCAG-------------------GTCCCAGGTTCGAGTCCTGGTGGGGGCA---
>tdbD00006102 Mycoplasma_pneumoniae_M129 272634 Lys TTT
-GACTCACTAGCTCAGC--GGT--AGAGCATTTGACTTTTAATCAAAGG-------------------GTCCCGAGTTCGATCCTCGGGTGAGTCACCA
>tdbD00001347 Mycoplasma_sp._PG50 2126 Lys TTT
-GACTCGTTAGCTCAGCC-GGT--AGAGCAACTGGCTTTTAACCAGTGG-------------------GTCCGGGGTTCGAATCCCCGACGAGTCACCA
>tdbD00006075 Neisseria_meningitidis_Z2491 122587 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAGCGTTCGAATCGCTCACGACCCACCA
>tdbD00006103 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Lys TTT
-GGGTCGTTAGCTCAGTC-GGT--AGAGCAGCGGACTTTTAATCCGTTG-------------------GTCGAAGGTTCGAATCCTTCACGACCCACCA
>tdbD00006148 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006314 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006136 Salmonella_typhimurium_LT2 99287 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006137 Salmonella_typhimurium_LT2 99287 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA



>tdbD00006138 Salmonella_typhimurium_LT2 99287 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006273 Shigella_flexneri_2a_str._301 198214 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006149 Sinorhizobium_meliloti_1021 266834 Lys TTT
-GAGCGCGTAGCTCAGCC-GGT--AGAGCAACTGACTTTTAATCAGTAG-------------------GTCCAGGGTTCGAATCCCTGCGCGCTCACCA
>tdbD00006340 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCACCA
>tdbD00006237 Staphylococcus_aureus_subsp._aureus_MW2 196620 Lys TTT
-GAGCCATTAGCTCAGCT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCA---
>tdbD00006238 Staphylococcus_aureus_subsp._aureus_MW2 196620 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCACCA
>tdbD00006077 Staphylococcus_aureus_subsp._aureus_N315 158879 Lys TTT
-GAGCCATTAGCTCAGCT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCA---
>tdbD00006079 Staphylococcus_aureus_subsp._aureus_N315 158879 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCACCA
>tdbD00006288 Staphylococcus_epidermidis_ATCC_12228 176280 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCACCA
>tdbD00006289 Staphylococcus_epidermidis_ATCC_12228 176280 Lys TTT
-GAGCCATTAGCTCAGTT-GGT--AGAGCATCTGACTTTTAATCAGAGG-------------------GTCAGAGGTTCGAATCCTCTATGGCTCA---
>tdbD00006240 Streptococcus_agalactiae_NEM316 211110 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006126 Streptococcus_pneumoniae_TIGR4 170187 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006123 Streptococcus_pyogenes_M1_GAS 160490 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006243 Streptococcus_pyogenes_MGAS315 198466 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006301 Streptococcus_pyogenes_SSI-1 193567 Lys TTT
-GACTCGTTAGCTCAGTT-GGT--AGAGCAATTGACTTTTAATCAATGG-------------------GTCACTGGTTCGAGCCCAGTACGGGTCA---
>tdbD00006107 Synechocystis_sp._PCC_6803 1148 Lys TTT
-GGGTCGCTAGCTCAGC--GGT--AGAGCACTCGGCTTTTAACCGATTG-------------------GTCTTGGGTTCGAATCCCAGGCGACCCA---
>tdbD00006244 Thermosynechococcus_elongatus_BP-1 197221 Lys TTT
-GGGTCGCTAGCTCAGC--GGT--AGAGCACTCGGCTTTTAACCGATTG-------------------GTCTTGGGTTCGAATCCCAGGCGACCCA---
>tdbD00006105 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Lys TTT
-GGGCTATTAGCTCAGCT-GGT--AGAGCAACGCCCTTTTAAGGCGTGG-------------------GTCGATGGTTCGAATCCATCATGGCTCA---
>tdbD00006293 Tropheryma_whipplei_TW08/27 218496 Lys TTT
-GGGCCTGTAGCTCAGCT-GGA--AGAGCATCGGACTTTTAATCCGCTG-------------------GTCGTGGGTTCGAGCCCCACCGGGCCCA---
>tdbD00006251 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Lys TTT
-GGGCCGTTAGCTCAGTC-GGT--AGAGCAGAAGACTTTTAATCTTTTG-------------------GTCGATGGTTCGAATCCATCACGGCCCACCA
>tdbD00006113 Xylella_fastidiosa_9a5c 160492 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCTGCACGACCCACCA
>tdbD00006294 Xylella_fastidiosa_Temecula1 183190 Lys TTT
-GGGCCGTTAGCTCAGTC-GGT--AGAGCATCGGACTTTTAATCCGCTG-------------------GTCGCTGGTTCGATTCCAGCACGGCCCACCA
>tdbD00006134 Yersinia_pestis_CO92 214092 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCCGCACGACCCACCA
>tdbD00006256 Yersinia_pestis_KIM 187410 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCCGCACGACCCACCA
>tdbD00006358 Yersinia_pseudotuberculosis_IP_32953 273123 Lys TTT
-GGGTCGTTAGCTCAGTT-GGT--AGAGCAGTTGACTTTTAATCAATTG-------------------GTCGCAGGTTCGAATCCCGCACGACCCACCA
>tdbD00007995 Bacillus_anthracis_str._Sterne 260799 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCGGAGCCA
>tdbD00007996 Bacillus_anthracis_str._Sterne 260799 Asn GTT
-TCCGCAGTAGCTCAGC--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGATTCCTACCTGCGGAGCCA
>tdbD00008011 Bacillus_cereus_ATCC_10987 222523 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCGGAGCCA
>tdbD00008012 Bacillus_cereus_ATCC_10987 222523 Asn GTT
-TCCGCAGTAGCTCAGC--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGATTCCTACCTGCGGAGCCA
>tdbD00007971 Bacillus_cereus_ATCC_14579 226900 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCGGAGCCA
>tdbD00007972 Bacillus_cereus_ATCC_14579 226900 Asn GTT
-TCCGCAGTAGCTCAGC--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGATTCCTACCTGCGGAGCCA
>tdbD00007799 Bacillus_subtilis_subsp._subtilis_str._168 224308 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAATCCTACCTGCGGAG---
>tdbD00007800 Bacillus_subtilis_subsp._subtilis_str._168 224308 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAATCCTGCCTGTGGAGCCA
>tdbD00008026 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Asn GTT
-TCCGCAGTAGCTCAGC--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGATTCCTACCTGCGGAGCCA
>tdbD00008027 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGCGGAGCCA
>tdbD00008029 Bartonella_quintana_str._Toulouse 283165 Asn GTT
-TCCCCGGTAGCTCAGT--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007821 Borrelia_burgdorferi_B31 224326 Asn GTT
-TCCCCTATAGCTCAGT--GGT--AGAGCGGGTGGCTGTTAACCACTAG-------------------GTCGGAGGTTCAAGTCCTTCTGGGGGAG---
>tdbD00007997 Borrelia_garinii_PBi 290434 Asn GTT



-TCCCCTATAGCTCAGT--GGT--AGAGCGGGTGGCTGTTAACCACTAG-------------------GTCGGAGGTTCAAGTCCTTCTGGGGGAG---
>tdbD00007939 Brucella_suis_1330 204722 Asn GTT
-TCCCCGGTAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007797 Chlamydia_trachomatis_D/UW-3/CX 272561 Asn GTT
-TCCGGAGTAGCTCAGC--GGT--AGAGCAGTGGACTGTTAATCCATTG-------------------GTCGTTGGTTCGAACCCATCCTCCGGAG---
>tdbD00007795 Chlamydophila_pneumoniae_AR39 115711 Asn GTT
-TCCGGAGTAGCTCAGC--GGT--AGAGCAGTGGACTGTTAATCCATTG-------------------GTCGTTGGTTCGAACCCATCCTCCGGAG---
>tdbD00007796 Chlamydophila_pneumoniae_CWL029 115713 Asn GTT
-TCCGGAGTAGCTCAGC--GGT--AGAGCAGTGGACTGTTAATCCATTG-------------------GTCGTTGGTTCGAACCCATCCTCCGGAG---
>tdbD00007812 Chlamydophila_pneumoniae_J138 138677 Asn GTT
-TCCGGAGTAGCTCAGC--GGT--AGAGCAGTGGACTGTTAATCCATTG-------------------GTCGTTGGTTCGAACCCATCCTCCGGAG---
>tdbD00007841 Clostridium_perfringens_str._13 195102 Asn GTT
-TCCTCGGTAGCTCAAT--GGT--GGAGCACTCGGCTGTTAACCGATAG-------------------GTTGGAGGTTCGAGTCCTCTCCGAGGAGCCA
>tdbD00007974 Escherichia_coli_CFT073 199310 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007813 Escherichia_coli_K12 83333 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007814 Escherichia_coli_O157H7 83334 Asn GTT:
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007816 Escherichia_coli_O157H7_EDL933 155864 Asn GTT:
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007819 Haemophilus_influenzae_Rd_KW20 71421 Asn GTT
-TCCTCCTTAGTTCAGTC-GGT--AGAACGGTGGACTGTTAATCCATAT-------------------GTCGCAGGTTCGAGTCCCGCAGGAGGAGCCA
>tdbD00007820 Haemophilus_influenzae_Rd_KW20 71421 Asn GTT
-TCCTCCTTAGTTCAGTC-GGT--AGAACGGTGGACTGTTAATCCATAT-------------------GTCGCTGGTTCAAGTCCAGCAGGAGGAGCCA
>tdbD00001944 Klebsiella_aerogenes 28451 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00001951 Listeria_ivanovii 1638 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAGCCA
>tdbD00001952 Listeria_monocytogenes 1639 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAGCCA
>tdbD00007837 Listeria_monocytogenes_EGD-e 169963 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAG---
>tdbD00007838 Listeria_monocytogenes_EGD-e 169963 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAGCCA
>tdbD00008014 Listeria_monocytogenes_str._4b_F2365 265669 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAG---
>tdbD00008015 Listeria_monocytogenes_str._4b_F2365 265669 Asn GTT
-TCCACAGTAGCTCAGTT-GGT--AGAGCAATCGGCTGTTAACCGATCG-------------------GTCGCAGGTTCGAGTCCTGCCTGTGGAGCCA
>tdbD00007850 Mesorhizobium_loti_MAFF303099 266835 Asn GTT
-TCCCCGGTAGCTCAGT--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCGCTGGTTCGAATCCGGCCCGGGGAGCCA
>tdbD00007803 Mycobacterium_tuberculosis_CDC1551 83331 Asn GTT
-TCCCCTGTAGCTCAATT-GGC--AGAGCGTTCGGCTGTTAACCGAAGG-------------------GTTGGAGGTTCGAGTCCTCCCGGGGGAG---
>tdbD00007989 Mycobacterium_tuberculosis_H37Rv 83332 Asn GTT
-TCCCCTGTAGCTCAATT-GGC--AGAGCGTTCGGCTGTTAACCGAAGG-------------------GTTGGAGGTTCGAGTCCTCCCGGGGGAG---
>tdbD00001937 Mycoplasma_mycoides 2102 Asn GTT
-GGCTTTTTAGCTCAGCA-GGT--AGAGCAACCGGCTGTTAACCGGTTT-------------------GTCACAGGTTCGAGCCCTGTAAAAGCCGCCA
>tdbD00001938 Mycoplasma_pneumoniae 2104 Asn GTT
-GGCCACATAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCACAGGTTCGATCCCTGTTGTGGCCGCCA
>tdbD00007826 Mycoplasma_pneumoniae_M129 272634 Asn GTT
-GGCCACATAGCTCAGC--GGT--AGAGCAACCGGCTGTTAACCGGTTG-------------------GTCACAGGTTCGATCCCTGTTGTGGCCGCCA
>tdbD00007805 Neisseria_meningitidis_MC58 122586 Asn GTT
-TCCCCGATAGCTCAGTC-GGT--AGAGCGACGGACTGTTAATCCGCAG-------------------GTCCCTGGTTCGAGCCCAGGTCGGGGAGCCA
>tdbD00008004 Rickettsia_typhi_str._Wilmington 257363 Asn GTT
-TCCTCGGTAGCTCAGT--GGT--AGAGCAAACGGCTGTTAACCGTTCG-------------------GTCGCTGGTTCGAGTCCGGCCCGGGGAGCCA
>tdbD00007860 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007976 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007852 Salmonella_typhimurium_LT2 99287 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007853 Salmonella_typhimurium_LT2 99287 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007947 Shigella_flexneri_2a_str._301 198214 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007921 Staphylococcus_aureus_subsp._aureus_MW2 196620 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGTGGAGCCA
>tdbD00007809 Staphylococcus_aureus_subsp._aureus_N315 158879 Asn GTT
-TCCACAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAGTCCTACCTGTGGAGCCA
>tdbD00007960 Staphylococcus_epidermidis_ATCC_12228 176280 Asn GTT
-TCCGCAGTAGCTCAGT--GGT--AGAGCTATCGGCTGTTAACCGATCG-------------------GTCGTAGGTTCGAATCCTACCTGCGGAGCCA
>tdbD00007922 Streptococcus_agalactiae_NEM316 211110 Asn GTT
-TCCGCCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGGCGGAG---
>tdbD00007923 Streptococcus_agalactiae_NEM316 211110 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGCAGGTTCGAGTCCTGCTGCCGGAG---



>tdbD00007950 Streptococcus_mutans_UA159 210007 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGCCGGAG---
>tdbD00007845 Streptococcus_pneumoniae_TIGR4 170187 Asn GTT
-TCCGCCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGGCGGAG---
>tdbD00007843 Streptococcus_pyogenes_M1_GAS 160490 Asn GTT
-TCCGCCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGGCGGAG---
>tdbD00007844 Streptococcus_pyogenes_M1_GAS 160490 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGCCGGAG---
>tdbD00007924 Streptococcus_pyogenes_MGAS315 198466 Asn GTT
-TCCGCCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGGCGGAG---
>tdbD00007925 Streptococcus_pyogenes_MGAS315 198466 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGCCGGAG---
>tdbD00007968 Streptococcus_pyogenes_SSI-1 193567 Asn GTT
-TCCGCCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGGCGGAG---
>tdbD00007969 Streptococcus_pyogenes_SSI-1 193567 Asn GTT
-TCCGGCATAGCTCAGTT-GGTA-GTAGCGCATGACTGTTAATCATGAT-------------------GTCGTAGGTTCGAGTCCTACTGCCGGAG---
>tdbD00007943 Streptomyces_coelicolor_A3(2) 100226 Asn GTT
-TCCTCCGTAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTACTGGTTCGAGTCCAGTCGGGGGAG---
>tdbD00001942 Streptomyces_lividans 1916 Asn GTT
-TCCTCGGTAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTACTGGTTCGAGTCCAGTCCGGGGAG---
>tdbD00001943 Streptomyces_lividans 1916 Asn GTT
-TCCTCCGTAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTACTGGTTCGAGTCCAGTCGGGGGAG---
>tdbD00007830 Synechocystis_sp._PCC_6803 1148 Asn GTT
-TCCTCGGTAGCTCAGT--GGT--AGAGCGGTCGGCTGTTAACCGATTG-------------------GTCGTAGGTTCGAATCCTACCCGGGGAG---
>tdbD00007828 Treponema_pallidum_subsp._pallidum_str._Nichols 243276 Asn GTT
-TCCCCTGTAGCTCAGTT-GGT--AGAGCAAATGGCTGTTAACCATTGG-------------------GTCCGTGGTTCGAGCCCGCGCGGGGGAG---
>tdbD00007963 Tropheryma_whipplei_TW08/27 218496 Asn GTT
-TCCTCGATAGCTCAATT-GGC--AGAGCAGCCGGCTGTTAACCGGCAG-------------------GTTCTTGGTTCGAGTCCAAGTCGGGGAG---
>tdbD00007930 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Asn GTT
-GCCCGAATAGCTCAGCC-GGTT-AGAGCACTTGACTGTTAATCAGGGG-------------------GTCGTTGGTTCGAGTCCAACTTCGGGCGCCA
>tdbD00007832 Xylella_fastidiosa_9a5c 160492 Asn GTT
-GCCCGAATAGCTCAGCC-GGTT-AGAGCACTTGACTGTTAATCAGGGG-------------------GTCGTTGGTTCGAGTCCAACTTCGGGCGCCA
>tdbD00007964 Xylella_fastidiosa_Temecula1 183190 Asn GTT
-GCCCGAATAGCTCAGCC-GGTT-AGAGCACTTGACTGTTAATCAGGGG-------------------GTCGTTGGTTCGAGTCCAACTTCGGGCGCCA
>tdbD00008006 Yersinia_pestis_biovar_Microtus_str._91001 229193 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007851 Yersinia_pestis_CO92 214092 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00007934 Yersinia_pestis_KIM 187410 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00002078 Yersinia_pseudotuberculosis 633 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00008007 Yersinia_pseudotuberculosis_IP_32953 273123 Asn GTT
-TCCTCTGTAGTTCAGTC-GGT--AGAACGGCGGACTGTTAATCCGTAT-------------------GTCACTGGTTCGAGTCCAGTCAGAGGAGCCA
>tdbD00005060 Escherichia_coli_CFT073 199310 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004934 Escherichia_coli_K12 83333 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004936 Escherichia_coli_O157H7 83334 Phe GAA:
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004937 Escherichia_coli_O157H7_EDL933 155864 Phe GAA:
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCAATTCCGAGTCCGGGCACCA
>tdbD00004938 Escherichia_coli_O157H7_EDL933 155864 Phe GAA:
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004941 Haemophilus_influenzae_Rd_KW20 71421 Phe GAA
-GCCTCGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGTGGTTCGATTCCGCCTCGAGGCACCA
>tdbD00004949 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Phe GAA
-GCCTCGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGTGGTTCGATTCCGCCTCGAGGCACCA
>tdbD00004975 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00005062 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004968 Salmonella_typhimurium_LT2 99287 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00005038 Shigella_flexneri_2a_str._301 198214 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00005027 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Phe GAA
-GGCCGAGTAGCTCAGTT-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCGGCGGTTCGATTCCGTCCTCGGCCACCA
>tdbD00004955 Xylella_fastidiosa_9a5c 160492 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00005092 Yersinia_pestis_biovar_Microtus_str._91001 229193 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004967 Yersinia_pestis_CO92 214092 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00005030 Yersinia_pestis_KIM 187410 Phe GAA



-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00005093 Yersinia_pseudotuberculosis_IP_32953 273123 Phe GAA
-GCCCGGATAGCTCAGTC-GGT--AGAGCAGGGGATTGAAAATCCCCGT-------------------GTCCTTGGTTCGATTCCGAGTCCGGGCACCA
>tdbD00004030 Bacillus_anthracis_str._Sterne 260799 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00004031 Bacillus_anthracis_str._Sterne 260799 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00004032 Bacillus_anthracis_str._Sterne 260799 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00004058 Bacillus_cereus_ATCC_10987 222523 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00004059 Bacillus_cereus_ATCC_10987 222523 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00004060 Bacillus_cereus_ATCC_10987 222523 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003988 Bacillus_cereus_ATCC_14579 226900 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003989 Bacillus_cereus_ATCC_14579 226900 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00000057 Bacillus_subtilis 1423 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003692 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003693 Bacillus_subtilis_subsp._subtilis_str._168 224308 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00004079 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00004080 Bacillus_thuringiensis_serovar_konkukian_str._97-27 281309 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00004013 Bartonella_henselae_str._Houston-1 283166 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00004014 Bartonella_henselae_str._Houston-1 283166 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00000026 Bartonella_quintana 803 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00004085 Bartonella_quintana_str._Toulouse 283165 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00000084 Brucella_abortus 235 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00000082 Brucella_melitensis 29459 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00003770 Brucella_melitensis_16M 224914 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00003940 Brucella_suis_1330 204722 Ala CGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCGCGTCGTTCGCAATGACGAG-------------------GTCAGGGGTTCGATCCCCCTCAGCTCCACCA
>tdbD00003939 Brucella_suis_1330 204722 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00003903 Buchnera_aphidicola_str._Sg_(Schizaphis_graminum) 198804 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCAATCCCGCTTAGCTCCA---
>tdbD00000073 Burkholderia_cepacia 292 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGTCTGCCTCCACCA
>tdbD00000075 Burkholderia_gladioli 28095 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGTCTGCCTCCACCA
>tdbD00000077 Burkholderia_mallei 13373 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGTCTGCCTCCACCA
>tdbD00003987 Coxiella_burnetii_RSA_493 227377 Ala TGC
-GGGGCCATAGCTCAGTT-GGG--AGAGCATCTGCCTTGCAAGCAGAGG-------------------GTCGGCGGTTCGACTCCGCCTGGCTCCACCA
>tdbD00003967 Enterococcus_faecalis_V583 226185 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00000048 Enterococcus_hirae 1354 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00000067 Escherichia_coli 562 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00000066 Escherichia_coli 562 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003993 Escherichia_coli_CFT073 199310 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003994 Escherichia_coli_CFT073 199310 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003715 Escherichia_coli_K12 83333 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003716 Escherichia_coli_K12 83333 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003717 Escherichia_coli_O157H7 83334 Ala GGC:
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA



>tdbD00003718 Escherichia_coli_O157H7 83334 Ala TGC:
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003719 Escherichia_coli_O157H7_EDL933 155864 Ala GGC:
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003720 Escherichia_coli_O157H7_EDL933 155864 Ala TGC:
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00000032 Gluconacetobacter_hansenii 436 Ala TGC
-GGGGGCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGCCTCCACCA
>tdbD00000038 Gluconacetobacter_xylinus 28448 Ala TGC
-GGGGGCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGCCTCCACCA
>tdbD00000047 Gluconobacter_oxydans 442 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGAACCCGTCTGCCTCCACCA
>tdbD00003725 Haemophilus_influenzae_Rd_KW20 71421 Ala GGC
-GGGGATATAGCTCAGTT-GGG--AGAGCGCTTGAATGGCATTCAAGAG-------------------GTCGTCGGTTCGATCCCGATTATCTCCACCA
>tdbD00003682 Haemophilus_influenzae_Rd_KW20 71421 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003721 Helicobacter_pylori_26695 85962 Ala GGC
-GGGGTGTTAGCTCAGCT-GGG--AGAGCGCAACGCTGGCAGCGTTGAG-------------------GTCAGGGGTTCGAACCCCCTACACTCCACCA
>tdbD00003722 Helicobacter_pylori_26695 85962 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCACCA
>tdbD00003723 Helicobacter_pylori_J99 85963 Ala GGC
-GGGGTGTTAGCTCAGTT-GGG--AGAGCGCAACGCTGGCAGCGTTGAG-------------------GTCAGGGGTTCGAACCCCCTACACTCCACCA
>tdbD00003724 Helicobacter_pylori_J99 85963 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCACCA
>tdbD00000062 Lactobacillus_curvatus 28038 Ala TGC
-GGGGGATTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCAAGCAGGAG-------------------GTCATCGGTTCGATCCCGTTATCCTCCA---
>tdbD00000064 Lactobacillus_helveticus 1587 Ala TGC
-GGGGGCTTAGCTCAGTT-GGG--AGAGCACCTGCTTTGCACGCAGGAG-------------------GTCATCGGTTCGAACCCGTTAGCCTCCA---
>tdbD00000054 Lactococcus_lactis 1358 Ala TGC
-GGGGCCGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGTCCGGCTCCACCA
>tdbD00000055 Lactococcus_lactis 1358 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00000065 Leuconostoc_lactis 1246 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCA---
>tdbD00000068 Leuconostoc_mesenteroides 1245 Ala TGC
-GGGGAATTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCAGCGGTTCGATCCCGCTATTCTCCA---
>tdbD00003756 Listeria_innocua_Clip11262 272626 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003757 Listeria_innocua_Clip11262 272626 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003758 Listeria_innocua_Clip11262 272626 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003759 Listeria_monocytogenes_EGD-e 169963 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003760 Listeria_monocytogenes_EGD-e 169963 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00004064 Listeria_monocytogenes_str._4b_F2365 265669 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00004065 Listeria_monocytogenes_str._4b_F2365 265669 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003946 Oceanobacillus_iheyensis_HTE831 221109 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCACCA
>tdbD00003947 Oceanobacillus_iheyensis_HTE831 221109 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003739 Pasteurella_multocida_subsp._multocida_str._Pm70 272843 Ala TGC
-GGGGATATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTATCTCCACCA
>tdbD00004025 Photorhabdus_luminescens_subsp._laumondii_TTO1 243265 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00000072 Prevotella_ruminicola 839 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003744 Pseudomonas_aeruginosa_PAO1 208964 Ala TGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGGAGTTCGATCCTCCTTGGCTCCACCA
>tdbD00000087 Pseudomonas_pseudoalcaligenes 330 Ala TGC
-GGGGGCATAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------T-CGTCGGTTCGATCCCGTCTGCCTCCACCA
>tdbD00003778 Ralstonia_solanacearum_GMI1000 267608 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00004026 Rhodopseudomonas_palustris_CGA009 258594 Ala GGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGGCGGTTCGATCCCGCCTGGCTCCACCA
>tdbD00004028 Rhodopseudomonas_palustris_CGA009 258594 Ala TGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCGTGCTTTGCAAGCATGAG-------------------GTCGTCGGTTCGATCCCGTCTGGCTCCACCA
>tdbD00003789 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003790 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._CT18 220341 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003998 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Ala GGC



-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003999 Salmonella_enterica_subsp._enterica_serovar_Typhi_str._Ty2 209261 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003776 Salmonella_typhimurium_LT2 99287 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003777 Salmonella_typhimurium_LT2 99287 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003954 Shewanella_oneidensis_MR-1 211586 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00003957 Shigella_flexneri_2a_str._301 198214 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003956 Shigella_flexneri_2a_str._301 198214 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCTGCGGTTCGATCCCGCATAGCTCCACCA
>tdbD00003792 Sinorhizobium_meliloti_1021 266834 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003791 Sinorhizobium_meliloti_1021 266834 Ala TGC
-GGGGCTGTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCAGCGGTTCGATCCCGCTCAGCTCCACCA
>tdbD00004029 Staphylococcus_aureus_subsp._aureus_MRSA252 282458 Ala TGC
-GGGGGCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGTCTCCACCA
>tdbD00003909 Staphylococcus_aureus_subsp._aureus_MW2 196620 Ala TGC
-GGGGGCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGTCTCCACCA
>tdbD00003708 Staphylococcus_aureus_subsp._aureus_N315 158879 Ala TGC
-GGGGGCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGTCTCCACCA
>tdbD00003970 Staphylococcus_epidermidis_ATCC_12228 176280 Ala TGC
-GGGGGCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGTCTCCACCA
>tdbD00003958 Streptococcus_agalactiae_2603V/R 208435 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003910 Streptococcus_agalactiae_NEM316 211110 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003959 Streptococcus_mutans_UA159 210007 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00000096 Streptococcus_pneumoniae 1313 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003765 Streptococcus_pneumoniae_TIGR4 170187 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003764 Streptococcus_pyogenes_M1_GAS 160490 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003911 Streptococcus_pyogenes_MGAS315 198466 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003985 Streptococcus_pyogenes_SSI-1 193567 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCGCCTGCTTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTAGGCTCCA---
>tdbD00003922 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ala CGC
-GGGGCGGTAGCTCAGCT-GGG--AGAGCGTCGCGTTCGCATCGCGAAG-------------------GTCGAGGGTTCGATCCCCTTCCGCTCCACCA
>tdbD00003921 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ala GGC
-GGGGCCATAGCTCAGCT-GGG--AGAGCGCCTGCATGGCATGCAGGAG-------------------GTCGGCGGTTCGATCCCGCCTGGCTCCACCA
>tdbD00003923 Xanthomonas_campestris_pv._campestris_str._ATCC_33913 190485 Ala TGC
-GGGGCCTTAGCTCAGCT-GGG--AGAGCACCTGCTTTGCAAGCAGGGG-------------------GTCGTCGGTTCGATCCCGACAGGCTCCACCA
>tdbD00004053 Yersinia_pestis_biovar_Microtus_str._91001 229193 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00004052 Yersinia_pestis_biovar_Microtus_str._91001 229193 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003774 Yersinia_pestis_CO92 214092 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00003775 Yersinia_pestis_CO92 214092 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00003932 Yersinia_pestis_KIM 187410 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00003933 Yersinia_pestis_KIM 187410 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00003931 Yersinia_pestis_KIM 187410 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA
>tdbD00004055 Yersinia_pseudotuberculosis_IP_32953 273123 Ala GGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCTTGCATGGCATGCAAGAG-------------------GTCGACGGTTCGATCCCGTCTAGCTCCACCA
>tdbD00004054 Yersinia_pseudotuberculosis_IP_32953 273123 Ala TGC
-GGGGCTATAGCTCAGCT-GGG--AGAGCGCCTGCCTTGCACGCAGGAG-------------------GTCAGCGGTTCGATCCCGCTTAGCTCCACCA



Eukaryota – non redundant

>tdbD00003250 Arabidopsis_thaliana 3702 Val AAC
-GGTTTCGTGGTGTAGTT-GGTT-ATCACGTCAGTCTAACACACTGAAG-------------------GTCTCCGGTTCGAACCCGGGCGAAGCCA---
>tdbD00003252 Caenorhabditis_elegans 6239 Val AAC
-GGTCTCGTGGTGTAGT--GGTT-ATCACATCTGTCTAACACACAGAAG-------------------GTCGGTGGTTCGAGCCCGCCCGAGATCA---
>tdbD00011008 Caenorhabditis_elegans 6239 Val AAC
-GGTTTCGTGGTGTAGT--GGTT-ATCACATCTGTCTAACACACAGAAG-------------------GTCGGTGGTTCGAGCCCGCCCGAGATCA---
>tdbD00011010 Caenorhabditis_elegans 6239 Val AAC
-GGTCTCGTGGTGTAGT--GGTT-ATCACATCTGTCTAACACACAGAAG-------------------GTCGGCGGTTCGATCCCGCCCGAGATCA---
>tdbD00011203 Candida_glabrata_CBS_138 284593 Val AAC
-GGTTTCGTGGTCTAGTC-GGTT-ATGGCATCTGCTTAACACGCAGAAC-------------------GTCCCCAGTTCGATCCTGGGCGAAATCA---
>tdbD00011204 Candida_glabrata_CBS_138 284593 Val CAC
-GTTCCAATGGTGTAGT--GGCT-ATCACGTTGCCTTCACACGGCAAAG-------------------GTCCCGAGTTCGAACCTCGGTTGGAACA---
>tdbD00011205 Candida_glabrata_CBS_138 284593 Val TAC
-GGTCCAATAGTCCAGT--GGTTTAAGACGTCGTCTTTACACGGCGAAG-------------------ATCCCGAGTTCGAACCTCGGTTGGATCA---
>tdbD00011206 Candida_glabrata_CBS_138 284593 Val TAC
-GGTCCAATAGTCCAGT--GGTTTAAGACGTCGCCTTTACACGGCGAAG-------------------ATCCCGAGTTCGAACCTCGGTTGGATCA---
>tdbD00003243 Dictyostelium_discoideum 44689 Val AAC
-GTTCGGATGGTGTAGTC-GGTT-ATCACGAATCCTTAACACGGATTAG-------------------GTCGTGGGTTCGATTCCCGCTCTGAATA---
>tdbD00003244 Dictyostelium_discoideum 44689 Val TAC
-GGTCGGATGGTGTAGTC-GGTT-ATCACGGTTGCTTTACACGCAACAG-------------------GTCTCGAGTTCGATCCTCGGTCGGATCA---
>tdbD00003254 Drosophila_melanogaster 7227 Val AAC
-GTTTCCGTGGTGTAGT--GGTT-ATCACATCCGCCTAACACGCGGAAG-------------------GCCCCCGGTTCAATCCCGGGCGGAAACA---
>tdbD00003255 Drosophila_melanogaster 7227 Val CAC
-GTTTTCGTAGTGTAGT--GGTT-ATCACGTGTGCTTCACACGCACAAG-------------------GTCCCCGGTTCGAACCCGGGCGAAAACA---
>tdbD00011065 Encephalitozoon_cuniculi_GB-M1 284813 Val AAC
-GTGACCTTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGGAAG-------------------GTCCCCAGTTCGAGCCTGGGAGGTCGCA---
>tdbD00011066 Encephalitozoon_cuniculi_GB-M1 284813 Val CAC
-GCTTTTGTAGTGTAGT--GGTT-ATCACGTATCCTTCACACGGATGAG-------------------GTCCTCGGTTCGAACCCGAGCAAAAGCA---
>tdbD00011064 Encephalitozoon_cuniculi_GB-M1 284813 Val TAC
-GCCCTTGTAGTGTAGT--GGTT-ATCACGCATCCTTTACACGGATGAG-------------------GTCCTTGGTTCGATCCCGAGCGGGGGCA---
>tdbD00011238 Gallus_gallus 9031 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTCCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011239 Gallus_gallus 9031 Val AAC
-GTTTCTGTAGTGTAGT--GGTC-ATCACATTCGCCTAACACGCGAAAG-------------------GTCCCTGGTTCGAAACCAGGCAGAAACA---
>tdbD00011240 Gallus_gallus 9031 Val AAC
-GTTTCTGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAACA---
>tdbD00011241 Gallus_gallus 9031 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCTGGTTCGAAACCAGGCGGAAACA---
>tdbD00011242 Gallus_gallus 9031 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011244 Gallus_gallus 9031 Val CAC
-GTTTCTGTAGTGTAGC--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCAATCCCGGGCAGAAACA---
>tdbD00011245 Gallus_gallus 9031 Val CAC
-GTTTCCATAGTGTAGC--GGTT-ATCACGTTTGCCTCACACGCAAAAG-------------------GTCCCTGGTTCGATCCCAGGTGGAAACA---
>tdbD00011246 Gallus_gallus 9031 Val CAC
-GTTTCCGTAGTGTAGC--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGATCCCGGGCGGAAACA---
>tdbD00011247 Gallus_gallus 9031 Val CAC
-GTTTCTGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAACA---
>tdbD00011248 Gallus_gallus 9031 Val TAC
-GGTTCCATAGTGTAGT--GGTT-ATCACGTCTGCTTTACACGTAGAAG-------------------GTCCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00011249 Gallus_gallus 9031 Val TAC
-GGTTCCATAGTGTAGT--GGTT-ATCACATCTGCTTTACACGCAGAAG-------------------GTCCTGAGTTCGATCCTCAGTGGAACCA---
>tdbD00011250 Gallus_gallus 9031 Val TAC
-GGTTCCATAGTGTAGT--GGTT-ATCACGTCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00003261 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTC-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00003262 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCTGGATCAAAACCAGGCGGAAACA---
>tdbD00003260 Homo_sapiens 9606 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00003263 Homo_sapiens 9606 Val CAC
-GCTTCTGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAGCA---
>tdbD00003264 Homo_sapiens 9606 Val CAC
-GTTTCCGTAGTGTAGC--GGTT-ATCACATTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGATCCCGGGCGGAAACA---
>tdbD00010987 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTTGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAACA---
>tdbD00010988 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCGCGGTTCGAAACCGGGCGGAAACA---
>tdbD00010998 Homo_sapiens 9606 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGAGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00010999 Homo_sapiens 9606 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACTGGGCGGAAACA---
>tdbD00003242 Leishmania_tarentolae 5689 Val TAC



-GCGTGGGTGATCTAGT--GGTT-ATGATGTCTGCTTTACACGCAGAAC-------------------GTCGCGGGTTCGAACCCCGCCCCGCGTA---
>tdbD00011265 Pan_troglodytes 9598 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCGCGTTCGCCTAACACGCGAAAG-------------------GTTCCTGGTTCGAAACCAGGCGGAAACA---
>tdbD00011266 Pan_troglodytes 9598 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCAGTTCGAAACCGGGCGGAAACA---
>tdbD00011267 Pan_troglodytes 9598 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCACCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011273 Pan_troglodytes 9598 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATTACGTTAGCCTCACACGCGAAAA-------------------GTCCCCGGTTCAAAACCGGGCGGGAACA---
>tdbD00011275 Pan_troglodytes 9598 Val CAC
-GTTTCTGTAGTGTAGG--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAGCA---
>tdbD00011276 Pan_troglodytes 9598 Val CAC
-GTTTCCGTAGTGTAGC--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCTCCGGTTCGATCCCGGGCGGAAACA---
>tdbD00011278 Pan_troglodytes 9598 Val CAC
-GTTTCCGTGGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011281 Pan_troglodytes 9598 Val TAC
-GGTTCCATAGTGTAGT--GGTT-ATCACGTCTGCTTTACACGCAGAAG-------------------GACCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00011282 Pan_troglodytes 9598 Val TAC
-GGTTCCATAGTGTAGT--GGTT-ATCACATCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCAAGCCCCAGTGGAACCA---
>tdbD00011283 Pan_troglodytes 9598 Val TAC
-GGTTCCATAGTGTAGC--GGTT-ATCACGTCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00011285 Pan_troglodytes 9598 Val TAC
-GCTCCAGTGGCTCAATC-GGTT-AGCGCTTGGTACTTACAATGCCAAG-------------------GTTGTGAGTTCGACCCTCACCTGGAGCA---
>tdbD00003239 Plasmodium_falciparum 5833 Val TAC
-AAGTAATTAACTTAGA--GGT--AAAGTTTCTGCTTTACATACAGAAG-------------------ACCATTGGTTCGAATCCAATATTACTTA---
>tdbD00011231 Plasmodium_falciparum_3D7 36329 Val AAC
-GCGGGCATGGTCTAGT--GGCT-ATGACGCCTGCCTAACACGCAGGAG-------------------ATCCCGAGTTCGATCCTCGGTGCCCGTA---
>tdbD00011232 Plasmodium_falciparum_3D7 36329 Val CAC
-GCGAGCATGGTCTAGT--GGCT-ATGACGTTCGCCTCACACGCGAAAG-------------------ATCCCGAGTTCGATCCTCGGTGCTCGTA---
>tdbD00011233 Plasmodium_falciparum_3D7 36329 Val TAC
-GCGGGCATGGTCTAGT--GGCT-ATGACGCCTGCCTTACACGCAGGAG-------------------ATCCCGAGTTCGATCCTCGGTGCCCGTA---
>tdbD00003247 Saccharomyces_cerevisiae 4932 Val TAC
-GGTCCAATGGTCCAGT--GGTTCAAGACGTCGCCTTTACACGGCGAAG-------------------ATCCCGAGTTCGAACCTCGGTTGGATCA---
>tdbD00003248 Schizosaccharomyces_pombe 4896 Val AAC
-GGTCGTGTGGTTTAGAT-GGTT-ATAATTTCTGCTTAACACGCAGACG-------------------GTCCCAAGTTCGAGTCTTGGCACGATCA---
>tdbD00011251 Takifugu_rubripes 31033 Val AAC
--GTTTCATAGTGTAGT--GGTT-ATCACGTCTGCCTAACACGCAGAAG-------------------GTCCCCGGTTCGAAACCGGGTGTAAACA---
>tdbD00011252 Takifugu_rubripes 31033 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAGACCGGGCGGGAACA---
>tdbD00011253 Takifugu_rubripes 31033 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAGACCGGGCGGAAACA---
>tdbD00011254 Takifugu_rubripes 31033 Val AAC
-GTTTCCATAGTGTAGT--GGTT-ATCACGTCTGCCTAACACGCAGAAG-------------------GTCCCCGGTTCGAAACCGGGTGGAAACA---
>tdbD00011257 Takifugu_rubripes 31033 Val CAC
-GTTTCCGTAGTGCAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011259 Takifugu_rubripes 31033 Val TAC
-GGTTCCATAGTGTAGA--GGTC-ATCACGTCTGCTTTACACGCAGAAG-------------------GACCTGGGTTCAATTCCCAGTGGAGCCA---
>tdbD00011260 Takifugu_rubripes 31033 Val TAC
-GGTTTCATAGTGTAGC--GGTT-ATCATGTCTGCTTTACACGCAGGAG-------------------GTCCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00011261 Takifugu_rubripes 31033 Val TAC
-GGTTCTGTAGTGTAGC--GGTT-ATCACGTCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCGAGCCCCAGTAGAACCA---
>tdbD00011262 Takifugu_rubripes 31033 Val TAC
-GGTTCCATGGTGTAGA--GGTC-ATCATGTCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCGATTCCCAGTGGAACCA---
>tdbD00003241 Trypanosoma_brucei 5691 Val CAC
-GCGATGGTCGTCTAGT--GGTT-AGGACATTCGCCTCACACGCGAGAG-------------------ATCGCGGGTTCGATCCCCGCCCGTCGTA---
>tdbD00003256 Xenopus_laevis 8355 Val CAC
-GTTTCTGTAGTGTAGC--GGTT-ATCACGTTCGCCTCACATGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAACA---
>tdbD00005924 Arabidopsis_thaliana 3702 Ile AAT
-GGCCTATTAGCTCAGTT-GGTT-AGAGCGTCGTGCTAATAACGCGAAG-------------------GTCACAGGTTCGATCCCTGTATAGGCC----
>tdbD00005925 Arabidopsis_thaliana 3702 Ile AAT
-GGCCCATTAGCTCAGTT-GGTT-AGAGCGTCGTGCTAATAACGCGAAG-------------------GTCGCAGGTTCGAAACCTGCATGGGCC----
>tdbD00005926 Arabidopsis_thaliana 3702 Ile TAT
-GCTCCCGTAGCTCAGTT-GGTT-AGAGCGTTGGTCTTATGAGCCGAAG-------------------GTCGCGGGTTCGAGCCCCGCCGGAAGC----
>tdbD00005927 Arabidopsis_thaliana 3702 Ile TAT
-GGTCCCGTAGCTCAGTT-GGTT-AGAGCGTTGGTCTTATGAGCCGAAG-------------------GTCGCGGGTTCGAGCCCCGCCGGGACC----
>tdbD00005928 Caenorhabditis_elegans 6239 Ile AAT
-GCCGCCATAGCCCAGTC-GGTT-AGAGCGTGGGTCTAATAAGCCCAAG-------------------GTCGCAGGTTCGACCCCTGCTGGCGGC----
>tdbD00005929 Caenorhabditis_elegans 6239 Ile AAT
-GCCGCCATAGCTCAGTC-GGTT-AGAGCGTGGGTCTAATAAGCCCAAG-------------------GTCGCAGGTTCGACCCCTGCTGGCGGC----
>tdbD00005930 Caenorhabditis_elegans 6239 Ile TAT
-GCCCCGGTGGCCGAGC--GGTCGAAGGCGTGAGACTTATGATCTCATTGGGT----TAA----ACCAGTCGCGGGTTCGAATCCCGCCCGGGGC----
>tdbD00005931 Caenorhabditis_elegans 6239 Ile TAT
-GCCCCATTGGCGCAGTC-GGTT-AGCGCGTGGTACTTATAATGCCAAG-------------------GTCGCCAGTTCGAGCCTGGCATGGGGCA---
>tdbD00005932 Caenorhabditis_elegans 6239 Ile TAT
-GCCCCATTGGCGCAGTC-GGTT-AGCGCGTGGTACTTATAATGCCAAG-------------------GTCGCCAGTTCGAGCCTGGCATGGGGC----



>tdbD00001319 Candida_albicans 5476 Ile AAT
-GGTCCCTTGGCCCAGTT-GGTT-AAGGCGTGGTGCTAATAAGTTTAATTTGTT---ACGC--CAAGAT-CAGCAGTTCGATCCTGCTAGGGACCA---
>tdbD00006024 Candida_glabrata_CBS_138 284593 Ile AAT
-GGTCTCTTGGCCCAGTT-GGTT-AAGGCACCGTGCTAATAACGCGGGG-------------------ATCAGCGGTTCGATCCCGCTAGAGACCA---
>tdbD00001323 Crithidia_fasciculata 5656 Ile AAT
-GCTCTCATAGCTCAGTC-GGTT-AGAGCGTGGGTCTAATAAGCCCAAG-------------------GTCACAGGTTCGACCCCTGTTGGGAGCA---
>tdbD00001197 Cyanophora_paradoxa 2762 Ile GAT
-GGGCTATTAGCTCAGTT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GCCCCTGGTTCGAATCCAGGATGGCCCA---
>tdbD00001328 Drosophila_melanogaster 7227 Ile AAT
-GGCCCATTAGCTCAGTT-GGTT-AGAGCGTCGTGCTAATAACGCGAAG-------------------GTCGCGGGTTCGATCCCCTCATGGGCCA---
>tdbD00005938 Drosophila_melanogaster 7227 Ile TAT
-GCTCCAGTGGCGCAATT-GGTT-AGCGCACGGTACTTATAATGCCGGG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGC----
>tdbD00005958 Encephalitozoon_cuniculi_GB-M1 284813 Ile AAT
-GTTCTGGTAGCTCAGTC-GGTC-AGAGCGTCGTGCTAATAACGCGAAG-------------------GTCCAGGGTTCGAGCCCCTGTCGGAACA---
>tdbD00005959 Encephalitozoon_cuniculi_GB-M1 284813 Ile TAT
-GCCCCCGTAGCTCAGTC-GGTC-AGAGCGTGGTACTTATAATGCCAAG-------------------GTCGCGGGTTCGAGCCCCGCTGGAGGCA---
>tdbD00006041 Gallus_gallus 9031 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006042 Gallus_gallus 9031 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGCA---
>tdbD00005912 Homo_sapiens 9606 Ile AAT
-GGCTGGTTAGTTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGTGGGTTCGATCCCCATATCGGCC----
>tdbD00005913 Homo_sapiens 9606 Ile AAT
-GGCCGGTTAGCTCAGTC-GGCT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00005914 Homo_sapiens 9606 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCTAAG-------------------GTCGCGGGTTCGATACCCGTACTGGCC----
>tdbD00005915 Homo_sapiens 9606 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTC-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00005917 Homo_sapiens 9606 Ile AAT
-GGCTGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACTGGCCA---
>tdbD00005918 Homo_sapiens 9606 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACTGGCCA---
>tdbD00005919 Homo_sapiens 9606 Ile GAT
-GGCCGGTTAGCTCAGTT-GGTA-AGAGCGTGGTGCTGATAACACCAAG-------------------GTCGCGGGCTCGACTCCCGCACCGGCC----
>tdbD00005920 Homo_sapiens 9606 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGC----
>tdbD00005921 Homo_sapiens 9606 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCAAGCCTCACCTGGAGC----
>tdbD00005923 Homo_sapiens 9606 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGATCCTCACCTGGAGC----
>tdbD00001318 Leishmania_tarentolae 5689 Ile TAT
-GCTCCCGTGGTCTAGTT-GGTT-AGGACGCTGGTCTTATGAACCGGAT-------------------GTCGCGGGTTCGAGCCCCGCCGGGAGCA---
>tdbD00001326 Mantoniella_squamata 13608 Ile GAT
-GGGCTATTAGCTCAGGT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GTCTCTGGTTCAAGTCCAGAATAGCCCA---
>tdbD00006056 Pan_troglodytes 9598 Ile AAT
-GGCCGGTTAGCTCAGTT-GGCT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006059 Pan_troglodytes 9598 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACCGGCCA---
>tdbD00006061 Pan_troglodytes 9598 Ile GAT
-GGCCGGTTAGCTCAGTC-GGTT-AGAGCGTGGTGCTGATAACACCAAG-------------------GTCGCGGGCTCGACTCCCGCACTGGCCA---
>tdbD00006063 Pan_troglodytes 9598 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCAAGCCTCACCTGGAGCA---
>tdbD00006064 Pan_troglodytes 9598 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGATCCTCACCTGGAGCA---
>tdbD00001317 Plasmodium_falciparum 5833 Ile GAT
-AGGTTTTTAGTTTAAT--GGTT-AAAACATACTCTTGATAAGGGTAAA-------------------A-TTTTAGTTCAATTCTAAAAAAACCTA---
>tdbD00006036 Plasmodium_falciparum_3D7 36329 Ile AAT
-GGTCCTATAGCTCAGTT-GGTT-AGAGCGTACGGCTAATAACCGTAAG-------------------GTCGGCGGTTCGAGACCGCCTGGGACCA---
>tdbD00006037 Plasmodium_falciparum_3D7 36329 Ile TAT
-GATCCATTAGCTCAGT--GGTT-AGAGCGTCGGTCTTATGTACCGAAG-------------------GTCGTGGGTTCGAAACCCACATGGATCA---
>tdbD00001198 Pylaiella_littoralis 2885 Ile GAT
-GGGCTATTAGCTCAGTT-GGTT-AGAGCGCACCCCTGATAAGGGTGAG-------------------GGCCCTGGTTCAAATCCAGGATGGCCCA---
>tdbD00001321 Saccharomyces_cerevisiae 4932 Ile TAT
-GCTCGTGTAGCTCAGT--GGTT-AGAGCTTCGTGCTTATAACGCGACC-------------------GTCGTGGGTTCAATCCCCACCTCGAGCA---
>tdbD00005936 Saccharomyces_cerevisiae 4932 Ile TAT
-GCTCGTGTAGCTCAGT--GGTT-AGAGCTTCGTGCTTATAACGCGACC-------------------GTCGTGGGTTCAAACCCCACCTCGAGCA---
>tdbD00001322 Schizosaccharomyces_pombe 4896 Ile AAT
-GGTCGCAT-ATGTAGTC-GGTT-ATCATGTCGATCTAATAAGTCGAAT-------------------GTCGCCGGTTCGAACCCGGCTGTGACCA---
>tdbD00005940 Schizosaccharomyces_pombe 4896 Ile AAT
-GGTCGCATGATGTAGTC-GGTT-ATCATGTCGATCTAATAAGTCGAAT-------------------GTCGCCAGTTCGAACCTGGCTGTGACC----
>tdbD00005941 Schizosaccharomyces_pombe 4896 Ile AAT
-GGTCGCATGATGTAGTC-GGTT-ATCATGTCGATCTAATAAGTCGAAT-------------------GTCGCCGGTTCGAACCCGGCTGTGACC----
>tdbD00005942 Schizosaccharomyces_pombe 4896 Ile TAT
-GCTCCCGTGGCCAAGCT-GGTT-AAGGCCTCATGCTTATAACGTGGAA-------------------ATCGCGAGTTCGATCCTCGCCGGGAGC----
>tdbD00006044 Takifugu_rubripes 31033 Ile AAT



-GGCCGGTTAGCTCAGAT-GGTT-AGAGTGTGTTGCTAATAATGCTAAG-------------------GTCATAGGTTCAACCCCCATACTGGCCA---
>tdbD00006045 Takifugu_rubripes 31033 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTANNNNNNN---
>tdbD00006046 Takifugu_rubripes 31033 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGGGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006047 Takifugu_rubripes 31033 Ile AAT
-GGCCGGTTAGCTCAGAT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCATGGGTTCAAACCCCATACTGGCCA---
>tdbD00006048 Takifugu_rubripes 31033 Ile AAT
-GGCCGGTTAGCTCAGCT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006051 Takifugu_rubripes 31033 Ile TAT
-GCTCCAGTGGCGCAATC-GGTC-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGCA---
>tdbD00006053 Takifugu_rubripes 31033 Ile TAT
-GCTCCTGTGGCGCAATC-GGTC-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGCA---
>tdbD00006763 Arabidopsis_thaliana 3702 Leu CAA
-GTCAGGTTGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTTC-----GAGA----GAGGGCGTGGGTTCAAATCCCACATCTGACA---
>tdbD00006764 Arabidopsis_thaliana 3702 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTTC-----GAAA----GAGGGCGTGGGTTCAAATCCCACTTCTGACA---
>tdbD00006766 Arabidopsis_thaliana 3702 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTTC-----GTAA----GAGGGCGTGGGTTCAAACCCCACTTCTGACA---
>tdbD00001763 Caenorhabditis_elegans 6239 Leu AAG
-GGAGAGATGGCCGAGC--GGTCTAAGGCGCTGGTTTAAGGCACCAGTCCCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACTCTCTTCA---
>tdbD00001764 Caenorhabditis_elegans 6239 Leu CAG
-GCCGTTCTGGCCGAGT--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCCTC-----TCCG----GAGGGCGCAGGTTCGAATCCTGCGGACGGCA---
>tdbD00001766 Caenorhabditis_elegans 6239 Leu TAA
-AGCACGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGTTCCAATGGTGG----ATA----ACACCTCGTGGGTTCGAACCCCACTCGTGCTA---
>tdbD00001768 Caenorhabditis_elegans 6239 Leu TAG
-GGTGAGATGGCCGAGT--GGTCTAAGGCGCTGGTTTTAGGCACCAGTCCCT-----CCG-----GGGG-CGTGGGTTCGAATCCCACTCTCATCA---
>tdbD00006779 Caenorhabditis_elegans 6239 Leu AAG
-GGAGAGATGGCCGAGC--GGTCCAAGGCGCTGGTTTAAGGCACCAGTCCCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACTCTCTTCA---
>tdbD00006781 Caenorhabditis_elegans 6239 Leu AAG
-GGTGAGATGGCCGAGC--GGTCTAAGGCGCTGGTTTAAGGCACCAGTCCCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACTCTCATCA---
>tdbD00006790 Caenorhabditis_elegans 6239 Leu CAG
-GCCGTTCTGGCCGAGT--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCCTC-----TCAG----GAGGGCGCAGGTTCGAACCCTGCGGACGGCA---
>tdbD00006793 Caenorhabditis_elegans 6239 Leu TAA
-AGCACGATGGCCGAGT--GGTT-AAGGCGTTGGCCTTAAGTTCCAATGGTGG----ATA----ACACCGCGTGGGTTCGAACCCCACTCGTGCTA---
>tdbD00007168 Candida_glabrata_CBS_138 284593 Leu GAG
-GGTACTCTGGCCGAGT--GGTCTAAGGCGCCAGGTCGAGGTCCTGGTCTC------TTCG-----GAGGCGCGGGTTCGAACCCCGCGGGTATCA---
>tdbD00007167 Candida_glabrata_CBS_138 284593 Leu TAA
-GGAGGGTTGGCCGAGT--GGTCTAAGGCGGCAGACTTAAGATCTGTTGGAC-----GGTT----GTCCGCGCGAGTTCGAACCTCGCATCCTTCA---
>tdbD00007169 Candida_glabrata_CBS_138 284593 Leu TAG
-GGGAGGTTGGCCGAGT--GGTTTAAGGCGTCAGATTTAGGTTCTGATATC------TTCG-----GATGCAAGGGTTCGAATCCCTTATCTCTCA---
>tdbD00001769 Drosophila_melanogaster 7227 Leu CAA
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCCTC-----TCT-----GAGGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00001770 Drosophila_melanogaster 7227 Leu CAG
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTAC-----TCT-----GTAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00006808 Drosophila_melanogaster 7227 Leu CAA
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCCTC-----TTT-----GAGGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00006889 Encephalitozoon_cuniculi_GB-M1 284813 Leu AAG
-GGTTGGATGGCCGAGT--GGTCCAAGGCGCTGGCTTAAGGTGCCAGTCTC------TCAG-----GAGGCGTGGGTTCGAACCCCACTCCAGCCA---
>tdbD00006890 Encephalitozoon_cuniculi_GB-M1 284813 Leu CAA
-GGGACTTTGGCCGAGT--GGTCTAAGGCGCTCGATTCAAGACTGAGTACG------GTAA-----CGTTCGGGGGTTCGAATCCCCCAGGTCCCA---
>tdbD00006892 Encephalitozoon_cuniculi_GB-M1 284813 Leu CAG
-GTCAGGATGGCCGAGT--GGTCTAAGGCGGTACGTTCAGGTCGTATTCTC------ATT------GAGGCACGGGTTCGAATCCCGTTTCTGACA---
>tdbD00006891 Encephalitozoon_cuniculi_GB-M1 284813 Leu TAA
-GGTGGTGTGGCCGAGC--GGTCTAAGGCGGCAGACTTAAGATCTGTTATCG-----GGAG----ATAT-CGTGGGTTCGAATCCCATCGCCACCA---
>tdbD00006893 Encephalitozoon_cuniculi_GB-M1 284813 Leu TAG
-GGTACAATGGCCGAGC--GGTCTAAGGCGCTGGAATTAGGCTCCAGTCTC------ATT------GAGGCGGGGGTTCGAATCCCTCTTGTGCCA---
>tdbD00007234 Gallus_gallus 9031 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00007235 Gallus_gallus 9031 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCCCT-----GCG-----GGGG-CGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00007236 Gallus_gallus 9031 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTCC-----GAT-----GGAGGGGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00007237 Gallus_gallus 9031 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTCC-----GAAT----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007239 Gallus_gallus 9031 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCAAATCCCACTCCTGACA---
>tdbD00007240 Gallus_gallus 9031 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007241 Gallus_gallus 9031 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00007242 Gallus_gallus 9031 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----TCT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007243 Gallus_gallus 9031 Leu TAA
-ACCAGGATGGCCGAGT--GGTG-AAGGCGTTGGACTTAAGATCCAATGGGC-----GCAT----GCCCGCGTGGGTTCGAACCCCACTTCTGGTA---



>tdbD00007244 Gallus_gallus 9031 Leu TAA
-ACCAGGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAC-----GTAT----GTCCGCGTGGGTTCGAACCCCACTCCTGGTA---
>tdbD00007246 Gallus_gallus 9031 Leu TAG
-GGTAGCGTGGCCGAGT--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCAT------TTCG-----ATGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00001761 Helianthus_annuus 4232 Leu AAG
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGATTAAGGTTCTGGTCC-------GAAA------GGGCGTGGGTTCAAATCCCACTTCTAACA---
>tdbD00001776 Homo_sapiens 9606 Leu TAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCTC------TTCG-----GAGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00006740 Homo_sapiens 9606 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCAAATCCCACCGCTGCCA---
>tdbD00006742 Homo_sapiens 9606 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTC------TTCG-----GAGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00001750 Leishmania_tarentolae 5689 Leu CAG
-GGCAAGATGGTCGAGT--GGTCTAAGACGTCACGTTCAGGTCGTGATCTCC-----CCT-----GGAGGCGTGGGTTCAAACCCCACTCTTGTCA---
>tdbD00001752 Neurospora_crassa 5141 Leu AAG
-GGCAAGATGGCCGAGC--GGTCTAAGGCGCCACGTTAAGGCCGTGGTCC-------GAAA------GGGCGTGGGTTCGAATCCCACTCTTGTCA---
>tdbD00007271 Pan_troglodytes 9598 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTCC-----GGAT----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007272 Pan_troglodytes 9598 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTCC-----GCAT----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007273 Pan_troglodytes 9598 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTCC-----GTAT----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007274 Pan_troglodytes 9598 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTCC-----AAT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007276 Pan_troglodytes 9598 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCCT----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00007283 Pan_troglodytes 9598 Leu TAA
-ACCGGGATGGCTGAGT--GGTT-AAGACGTTGGACTTAAGATCCAATGGAC-----AGGT----GTCCGCGTGGGTTCGAGCCCCACTCCCGGTA---
>tdbD00007284 Pan_troglodytes 9598 Leu TAA
-ACCAGAATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAT-----TCAT----ATCCGCGTGGGTTCGAACCCCACTTCTGGTA---
>tdbD00007285 Pan_troglodytes 9598 Leu TAA
-ACCGGGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGGC-----TGGT----GCCCGCGTGGGTTCGAACCCCACTCTCGGTA---
>tdbD00007286 Pan_troglodytes 9598 Leu TAA
-ACCAGGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAC-----ATAT----GTCCGCGTGGGTTCGAACCCCACTCCTGGTA---
>tdbD00007288 Pan_troglodytes 9598 Leu TAG
-GGTAGTGTGGCCGAGC--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACCACTGCCA---
>tdbD00001760 Phaseolus_vulgaris 3885 Leu CAA
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCTTC-----GAGA----GAGGGCGTGGGTTCAAATCCCACTTCTGACA---
>tdbD00007219 Plasmodium_falciparum_3D7 36329 Leu AAG
-GACAGAATGGCCGAGT--GGTCTAAGGCGCAACGTTAAGGCCGTTGTCC-------GAAA------GGGCGTGGGTTCGAACCCCACTTCTGTCA---
>tdbD00007220 Plasmodium_falciparum_3D7 36329 Leu CAA
-GCACGGATGGCTGAGT--GGTCTAAAGCGTCAGACTCAAGATCTGATGAAC-----GTAA----GTTCGCATGGGTTCGAACCCCATTTCGTGCA---
>tdbD00007222 Plasmodium_falciparum_3D7 36329 Leu TAA
-GCACGGGTGCCCGAGT--GGTT-AAGGGGGTGGACTTAAGATCCTCTGGTC-----ACTA----GACCGCGTGGGTTCGAACCCCACCTCGTGCA---
>tdbD00007223 Plasmodium_falciparum_3D7 36329 Leu TAG
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCAGCGTTTAGGCCGCTGTCC-------GTAA------GGGCGTGGGTTCGAACCCCACTCCTGACA---
>tdbD00001773 Rattus_norvegicus 10116 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCCC----CTA----GAGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00001774 Rattus_norvegicus 10116 Leu CAG
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00001754 Saccharomyces_cerevisiae 4932 Leu CAA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCAAGCTCAGGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00001755 Saccharomyces_cerevisiae 4932 Leu TAA
-GGAGGGTTGGCCGAGC--GGTCTAAGGCGGCAGACTTAAGATCTGTTGGAC-----GGTT----GTCCGCGCGAGTTCGAACCTCGCATCCTTCA---
>tdbD00007247 Takifugu_rubripes 31033 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCCAAGGCGCTGGATTAAGGCTCTAGTCTCT-----TCG-----GGGG-CGTGGGTTCAAATCCCACCGCTGCCA---
>tdbD00007248 Takifugu_rubripes 31033 Leu AAG
-GGTAGTGTGGCCGAGA--GGTCCAAGGCGCTGGATTAAGGCTCCAGTCTCT-----ACG-----GGGG-CGTGGGTTCGAATCCCACCACTGCCA---
>tdbD00007249 Takifugu_rubripes 31033 Leu AAG
-GGTAGCGTGGCCGAGA--GGTCCAAGGCGCTGGATTAAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCAAATCCCACCGCTGCCA---
>tdbD00007250 Takifugu_rubripes 31033 Leu AAG
-GGTAGTGTGGCCGAGG--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTC------GTTG-----GAGGCGTGGGTTCAAATCCCACCACTGCCA---
>tdbD00007256 Takifugu_rubripes 31033 Leu CAG
-GTCAGAATGGCCGAGC--GGTCCAAGGCGCTGCGTCCAGGTTGCAGTCTCC-----TCT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007259 Takifugu_rubripes 31033 Leu TAA
-ACCAGAATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAC-----GAAC----GTCCACGTGGGTTCGAGCCCCACTTCTGGTA---
>tdbD00007260 Takifugu_rubripes 31033 Leu TAA
-ACCAGGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAC-----AATT----GTCTGCGTGGGTTCGAGCCCCACTCCTGGTA---
>tdbD00007261 Takifugu_rubripes 31033 Leu TAA
-ACCAGGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAC-----AATT----GTCCACGTGGGTTCGAGCCCCACTCCTGGTA---
>tdbD00007263 Takifugu_rubripes 31033 Leu TAG
-GGTAGCGTGGCCGAGA--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCAT------TTCG-----ATGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00007264 Takifugu_rubripes 31033 Leu TAG
-GGTAGTGTGGCCGAGT--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCAT------TTCG-----ATGGCGTGGGTTCAAATCCCACCACTGCCA---
>tdbD00007266 Takifugu_rubripes 31033 Leu TAG



-GTCAGGATGGCCGAGC--GGTCGAAGGCGCTGTGTTTAGGTCGCAGTCTCC-----TTT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00001922 Arabidopsis_thaliana 3702 Met CAT
-GGGGTGGTGGCGCAGTT-GGCT-AGCGCGTAGGTCTCATAATCCTGAG-------------------GTCGAGAGTTCGAGCCTCTCTCACCCCA---
>tdbD00007461 Arabidopsis_thaliana 3702 Met CAT
-GGGCTTATAGTTTAATT-GGTT-GAAACGTACCGCTCATAACGGTTAT-------------------ATTGTAGGTTCGAGCCCTACTAAGCCTA---
>tdbD00007463 Arabidopsis_thaliana 3702 Met CAT
-ACCTACTTGACTCAGC--GGTT-AGAGTATCGCTTTCATACGGCGAGA-------------------GTCATTGGTTCAAATCCAATAGTAGGTA---
>tdbD00007465 Arabidopsis_thaliana 3702 Met CAT
-ATCAGAGTGGCGCAGC--GGA--AGCGTGGTGGGCCCATAACCCACAG-------------------GTCCCAAGATCGAAACTTGGCTCTGATA---
>tdbD00007466 Arabidopsis_thaliana 3702 Met CAT
-ATCAGAGTGGCGCAGC--GGA--AGCGTGGTGGGCCCATAACCCACAG-------------------GTCCCAGGATCGAAACCTGGCTCTGATA---
>tdbD00007467 Arabidopsis_thaliana 3702 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGGTGGGCCCATAACCCACAG-------------------GTCCCAGGATCGAAACCTGGCTCTGCTA---
>tdbD00007716 Candida_glabrata_CBS_138 284593 Met CAT
-GCTTCTGTAGCTCAGTC-GGA--AGAGCGTCAGTCTCATAATCTGAAG-------------------GTCGAGAGTTCGAACCTCCCCAGGAGCA---
>tdbD00001918 Dictyostelium_discoideum 44689 Met CAT
-AGCTTCTTAACTCAGG--GGT--AGAGTGCGAGGCCCATAACCTCGAG-------------------GTCCTAGGATCGAAACCTAGAGAAGCTA---
>tdbD00001924 Drosophila_melanogaster 7227 Met CAT
-AGCAGAGTGGCGCAGT--GGA--AGCGTGCTGGTCCCATAACCCAGAG-------------------GTCCGAGGATCGAAACCTTGCTCTGCTA---
>tdbD00007475 Drosophila_melanogaster 7227 Met CAT
-AGCAGAGTGGCGCAGT--GGA--AGCGTGCTGGGCCCATAACTCAGAG-------------------GTCCGAGGATCGAAACCTTGCTCTGCTA---
>tdbD00007476 Drosophila_melanogaster 7227 Met CAT
-AGCAGAGTGGCGCAGT--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCCGAGGATCGAAACCTTGCTCTGCTA---
>tdbD00007526 Encephalitozoon_cuniculi_GB-M1 284813 Met CAT
-AGCATGGTAGCGCAAC--GGA--AGCGCGCTGGGCTCATAACCCAGAG--------G----------TTGTGTGGTTCGAATCCCACCCATGCTA---
>tdbD00007527 Encephalitozoon_cuniculi_GB-M1 284813 Met CAT
-GTGACATTGGCGCAATA-GGT--AGCGCGCTGGTCTCATAATCCAGAG-------------------GTTGCGAGTTCGAGTCTCGCATGTCGCA---
>tdbD00007757 Gallus_gallus 9031 Met CAT
-AGCAGAGTGGCGCAGC--GGG--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCAAAACCATCCTCTGCTA---
>tdbD00007758 Gallus_gallus 9031 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCTTCCTCTGCTA---
>tdbD00007759 Gallus_gallus 9031 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007760 Gallus_gallus 9031 Met CAT
-GCCCTCTTAGCGCAGCA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAGCCTCAGAGAGGGCA---
>tdbD00007761 Gallus_gallus 9031 Met CAT
-GCCCTCTTAGCGCAGCC-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAGCCTCAGAGAGGGCA---
>tdbD00007762 Gallus_gallus 9031 Met CAT
-GCCTCGTTAGCGCAGTA-GGT--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCGTGAGTTCGAGCCTCACACGGGGCA---
>tdbD00007763 Gallus_gallus 9031 Met CAT
-GCCTCGTTAGCGCAGTA-GGT--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCGTGAGTTCGATCCTCACACGGGGCA---
>tdbD00001923 Glycine_max 3847 Met CAT
-GGGGTGGTGGCGCAGTT-GGGC-AGCGCGTAGGTCTCATAATCCTGAG-------------------GTCGAGAGTTCGAGCCTCTCTCACCCCA---
>tdbD00007783 Pan_troglodytes 9598 Met CAT
-GCCTCCTTAGTGCAGTA-GGT--AGTGCGTCAGTCTCATAAATCCGAA--------G----------GTCCTGAGTTCGAGCCTCAGAGGGGGCA---
>tdbD00007785 Pan_troglodytes 9598 Met CAT
-GTCCTCTTAGCGCAGTG-GGC--AGCACGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAGCCTCAGAGACGGCA---
>tdbD00007786 Pan_troglodytes 9598 Met CAT
-GTCCTCTTAGCGCAGTG-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAGCCTCAGAGACGGCA---
>tdbD00007788 Pan_troglodytes 9598 Met CAT
-GCCCTCTTAGTGCAGCT-GGC--AGCGCGTCAGTCTCATAACCTGAAG-------------------GTCCTGAGTTCAAGCCTCAGAGAGGGCA---
>tdbD00007789 Pan_troglodytes 9598 Met CAT
-GTCCTCTTAGCGCAGTG-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAGCCTCAGAGAGGGCA---
>tdbD00007790 Pan_troglodytes 9598 Met CAT
-GCCTTCTTAGCGCAGTA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAACCTCAGAGGGGGCA---
>tdbD00007791 Pan_troglodytes 9598 Met CAT
-GCCTCGTTAGCGCAGTA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCGTGAGTTCGAGCCTCACACGGGGCA---
>tdbD00007792 Pan_troglodytes 9598 Met CAT
-GCCCTCTTAGCGCAGCT-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCAAGCCTCAGAGAGGGCA---
>tdbD00007793 Pan_troglodytes 9598 Met CAT
-GCCTCCTTAGCGCAGTA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAACCTCAGAGGGGGCA---
>tdbD00007794 Pan_troglodytes 9598 Met CAT
-GCCCTCTTAGCGCAGTG-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCCTGAGTTCGAGCCTCAGAGAGGGCA---
>tdbD00001917 Plasmodium_falciparum 5833 Met CAT
-ACATTTATAGCTAAGT--GGTCGAAAGCAATGGACTCATAATTCATTTTC------GAT------CAT-CAGTAGTTCGAATCTACTTAAATGTA---
>tdbD00007747 Plasmodium_falciparum_3D7 36329 Met CAT
-AGCAGCGTAGCTCAGA--GGA--AGAGTGGGGGGCTCATAACCCCCAG-------------------GACCGTGGATCGAAACCACGCGCTGCTA---
>tdbD00007748 Plasmodium_falciparum_3D7 36329 Met CAT
-GGGTAATTGGCGCAGTT-GGTT-AGCGCGCGGGTCTCATAATCCCGAG-------------------GTCGTGAGTTCGATCCTCACATTACCCA---
>tdbD00001919 Saccharomyces_cerevisiae 4932 Met CAT
-GCTTCAGTAGCTCAGTA-GGA--AGAGCGTCAGTCTCATAATCTGAAG-------------------GTCGAGAGTTCGAACCTCTCCTGGAGCA---
>tdbD00001920 Saccharomyces_cerevisiae 4932 Met CAT
-GCTTCAGTAGCTCAGTA-GGA--AGAGCGTCAGTCTCATAATCTGAAG-------------------GTCGAGAGTTCGAACCTCCCCTGGAGCA---
>tdbD00007474 Saccharomyces_cerevisiae 4932 Met CAT
-AGCGCCGTGGCGCAGT--GGA--AGCGCGCAGGGCTCATAACCCTGAT-------------------GTCCTCGGATCGAAACCGAGCGGCGCTA---



>tdbD00001925 Salmo_salar 8030 Met CAT
AAGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00001926 Salmo_salar 8030 Met CAT
AAGCAGAGTGGCGCAGC--GGA--AGCATGCTGGGCCCATAACCCAAAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00001927 Salmo_salar 8030 Met CAT
AAGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGATACCATCCTCTGCTA---
>tdbD00007768 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGA--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCAATGGATCGAAACCATCCTCTGCTA---
>tdbD00007769 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GACGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007770 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGC--GGG--AGCGTGCTGGGCCCATAACCCAGAG-------------------GGCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007771 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGC--GGG--AGCGTGCTGGGCCCATAACCCAGAG-------------------GCCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007772 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCAGTGGATCGAAACCATTCTCTGCTA---
>tdbD00007773 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGA--GGG--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007775 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGA--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007776 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGC--GGG--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007778 Takifugu_rubripes 31033 Met CAT
-GTCTCGTTGGCGCAGTA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCGTGAGTTCGAGCCTCACACGGGGCA---
>tdbD00007779 Takifugu_rubripes 31033 Met CAT
-GCCTTGTTGGCGCAGCA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCGTGAGTTCGAGCCTCACACAGGGCA---
>tdbD00007780 Takifugu_rubripes 31033 Met CAT
-GCCTCGTTGGCGCAGTA-GGC--AGCGCGTCAGTCTCATAATCTGAAG-------------------GTCGTGAGTTCGAGCCTCACACGGGGCA---
>tdbD00000374 Arabidopsis_thaliana 3702 Cys GCA
-GGGTCCATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCACCGGTTCGAACCCGGTTGGGCCCT---
>tdbD00004233 Arabidopsis_thaliana 3702 Cys GCA
-GGCTAGGTAACATAAT--GGA--AATGTATCGGACTGCAAATCCTGTA-------------------A-TGACGGTTCGACTCCGTCCTTGGCCT---
>tdbD00004241 Arabidopsis_thaliana 3702 Cys GCA
-GGGTCCTTAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCACCGGTTCGAACCCGGTAGGGCCCT---
>tdbD00004243 Arabidopsis_thaliana 3702 Cys GCA
-GGGTCCATAGCTCAGT--GGT--AGAGCAATTGACTGCAGATCAATAG-------------------GTCACCGGTTCGAACCCGGTTGGGCCCT---
>tdbD00004331 Candida_glabrata_CBS_138 284593 Cys GCA
-GCTCGTATGGCGCAGT--GGT--AGCGCAGCAGATTGCAAATCTGTTG-------------------GTCCTTAGTTCGAACCTGAGTGCGAGCT---
>tdbD00000377 Cyanidium_caldarium 2771 Cys GCA
-GGCGGCATGGCCAAGT--GGT--AAGGCAGAGGATTGCAAATCCTTTA-------------------TCCCCCAGTTCGAATCTGGGTGCCGCCT---
>tdbD00004251 Drosophila_melanogaster 7227 Cys GCA
-GGGGATATAGCTCAGT--GGT--AGAGCATTCGACTGCAGATCGAGAG-------------------GTCCCCGGTTCAAACCCGGGTGTCCCCT---
>tdbD00004270 Encephalitozoon_cuniculi_GB-M1 284813 Cys GCA
-GGGTCCGTAGCTCAGC--GGT--AGAGCAATTGATTGCAGATCAATCG-------------------GTCACAGGTTCGATTCCTGTCGTGCCCT---
>tdbD00000381 Euplotes_octocarinatus 5937 Cys GCA
-GGGTCAATAGCTCAGT--GGT--AGAGCAGCAGATTGCAGATCTGTAG-------------------GTCACCGGTTCGATCCCGGTTTGGCCCT---
>tdbD00004348 Gallus_gallus 9031 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAACTCCAGGTGCCCCCT---
>tdbD00004349 Gallus_gallus 9031 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004350 Gallus_gallus 9031 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAACTCCAGGTGCCCCCT---
>tdbD00004351 Gallus_gallus 9031 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004216 Homo_sapiens 9606 Cys GCA
-GGGGGTATAGTTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004219 Homo_sapiens 9606 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCTCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004225 Homo_sapiens 9606 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004228 Homo_sapiens 9606 Cys GCA
-GGGGGTGTAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004229 Homo_sapiens 9606 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004230 Homo_sapiens 9606 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCACTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004232 Homo_sapiens 9606 Cys GCA
-GGGGGCATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004359 Pan_troglodytes 9598 Cys ACA
-GGGGGTATAGCTCAGG--GGGT-AGAGCAATTGACCACAGATCAAGAG-------------------GAGCCCGGTTCAAGTCCGGGTGCCCCCT---
>tdbD00004362 Pan_troglodytes 9598 Cys GCA
-GGGCGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCAGTTCAAATCTGGGTGCCCCCT---
>tdbD00004363 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCACTTGACTGCAGATCAAGAA-------------------GTCCTTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004365 Pan_troglodytes 9598 Cys GCA



-GGGGGTGTAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004366 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCAGTTCAAATCTGGGTGCCCCCT---
>tdbD00004367 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAA-------------------GTCCCCGGTTCAAATCCGGGTACCCCCT---
>tdbD00004368 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAAAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCTT---
>tdbD00004371 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGGT-GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004373 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGC--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004374 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCGGGTGTCCCCT---
>tdbD00004376 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00000378 Podocoryne_carnea 6096 Cys GCA
-GGGGATATAGCTCAGT--GGT--AGAGCATTCGACTGCAGATCGAGAG-------------------GTCCCTGGTTCAAACCCGGGTGTCCCCT---
>tdbD00000372 Saccharomyces_cerevisiae 4932 Cys GCA
-GCTCGTATGGCGCAGT--GGT--AGCGCAGCAGATTGCAAATCTGTTG-------------------GTCCTTAGTTCGATCCTGAGTGCGAGCT---
>tdbD00000373 Schizosaccharomyces_pombe 4896 Cys GCA
-GGGGTCATAGCTCAGT--GGTT-AGAGTGAGGGATTGCAGATCCCCAG-------------------GTCGCTGGTTCAAATCCGGCTGGTCCCT---
>tdbD00004252 Schizosaccharomyces_pombe 4896 Cys GCA
-GGGGTCATAGCTCAGT--GGTT-AGAGTGAGGGATTGCAGATCCCCAG-------------------GTCACTGGTTCAAATCCGGTTGGTCCCT---
>tdbD00004352 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATAGCTCAGC--GGC--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCAGTTCAACTCTGGGTGCCCCCT---
>tdbD00004353 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATATCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCTCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004354 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATAGCTCAGC--GGC--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCAGTTCAAATCTGGGTGCCCCCT---
>tdbD00004355 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATAGCTCAGT--GGC--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCAGTTCAAATCTGGGTGCCCCCT---
>tdbD00004356 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCTCTGGTTCAAATCCAGATGCCCCCT---
>tdbD00004357 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCTCCGGTTCAAATCCGGATGCCCCCT---
>tdbD00003657 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTAGGTCGGA---
>tdbD00003658 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCATTGGTTCGAATCCGCTAGGTCGGA---
>tdbD00003660 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCTGGTAGGTTTGA---
>tdbD00011656 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCATTGGTTCGAATCCGGTAGGTCGGA---
>tdbD00011666 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTCGACGGA---
>tdbD00011668 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTGGACGGA---
>tdbD00011670 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGACGGA---
>tdbD00011671 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGCAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTCGACGGA---
>tdbD00011675 Caenorhabditis_elegans 6239 Tyr GTA
-CAGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGACGGA---
>tdbD00011771 Candida_glabrata_CBS_138 284593 Tyr GTA
-CTCTCGGTAGCCAAGTT-GGTTTAAGGCGCAAGACTGTAAATCTTGAG-------------------ATCGGGCGTTCGAATCGCCCCCGGGAGA---
>tdbD00003653 Dictyostelium_discoideum 44689 Tyr GTA
-CCGGCTTTGGCGCAAT--GGT--AGCGCGATTGACTGTAGATCAATCG-------------------GTTGCTAGTTCGAATCTGGCAAGCCGGA---
>tdbD00003666 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011679 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAGTCCGGCTCGAAGGA---
>tdbD00011707 Encephalitozoon_cuniculi_GB-M1 284813 Tyr GTA
-CTCTCAATAGCTCAGT--GGT--AGAGCATTCGACTGTAGATCGAATG-------------------GCCGCTGGTTCGACTCCAGCTTGGGAGA---
>tdbD00011786 Gallus_gallus 9031 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGTGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAACTCCGGCTCGAAGGA---
>tdbD00011787 Gallus_gallus 9031 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAACTCCGGCTCGAAGGA---
>tdbD00011788 Gallus_gallus 9031 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011789 Gallus_gallus 9031 Tyr GTA
-CCTTCGATAGCTCAGC--GGTA-GGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAACTCCGGCTCGAAGGA---
>tdbD00011790 Gallus_gallus 9031 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAATTCCGGCTCGAAGGA---
>tdbD00011638 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCAGCTCGAAGGA---



>tdbD00011642 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011643 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGGAGGA---
>tdbD00011644 Homo_sapiens 9606 Tyr GTA
-CTTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGAAGGA---
>tdbD00011645 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGAAGGA---
>tdbD00003656 Leishmania_donovani 5661 Tyr GTA
-CCTTCTGTAGCTCAATT-GGT--AGAGCATGTGACTGTAAATCACAGG-------------------GTCGCTGGTTCGATTCCGGCCGGAAGGA---
>tdbD00003662 Nicotiana_rustica 4093 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCAGGTCGGA---
>tdbD00011804 Pan_troglodytes 9598 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGTGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTTGAAGGA---
>tdbD00011805 Pan_troglodytes 9598 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAAATCCGGCTCGGAGGA---
>tdbD00011806 Pan_troglodytes 9598 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGGAGGA---
>tdbD00011783 Plasmodium_falciparum_3D7 36329 Tyr GTA
-CCGATGATAGCTCAGTT-GGT--AGAGCGGCAGACTGTAGTTCTGTTG-------------------GTCACCGGTTCGATTCCGGTTCATCGGA---
>tdbD00003654 Saccharomyces_cerevisiae 4932 Tyr GTA
-CTCTCGGTAGCCAAGTT-GGTTTAAGGCGCAAGACTGTAAATCTTGAG-------------------ATCGGGCGTTCGACTCGCCCCCGGGAGA---
>tdbD00003655 Saccharomyces_cerevisiae 4932 Tyr GTA
-CTCTCGGTAGCCAAGTT-GGTTTAAGGCGCAAGACTGTAATTCTTGAG-------------------ATCGGGCGTTCGACTCGCCCCCGGGAGA---
>tdbD00011791 Takifugu_rubripes 31033 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGCGTGTTCTAGCGGA--AAT--CCTTAGGTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011792 Takifugu_rubripes 31033 Tyr GTA
-CCTTCGATAACTCAGTT-GGT--AGAGTGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011793 Takifugu_rubripes 31033 Tyr GTA
-CCTTTGATGGCTCAGTT-GGC--AGAGCGGAGGGCTGTAGATCCTTAG-------------------GTCGCTGGTTCGACTCCGGCTCGAAGGA---
>tdbD00011796 Takifugu_rubripes 31033 Tyr GTA
-CCTTCGGTAGCTCAGC--GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011797 Takifugu_rubripes 31033 Tyr GTA
-CCTTCGATAGCTCAGC--GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00003652 Tetrahymena_thermophila 5911 Tyr GTA
-CCGAACTTAGCTCAGTT-GGA--AGAGCATCGGACTGTAAATCCGGTG-------------------GTCCCCGGTTCGAACCCGGGAGTTCGGACCA
>tdbD00003664 Triticum_aestivum 4565 Tyr GTA
-CCGATCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTAGGTCGGA---
>tdbD00003667 Xenopus_laevis 8355 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAAATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00003408 Arabidopsis_thaliana 3702 Trp CCA
-GGATCCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCGATTCACGTCGGGTTCACCA
>tdbD00003409 Arabidopsis_thaliana 3702 Trp CCA
-GGATTCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCGATTCACGTCGGGTTCACCA
>tdbD00011357 Arabidopsis_thaliana 3702 Trp CCA
-GCGCTCTTAGTTCAGTTCGGT--AGAACGTGGGTCTCCAAAACCCAAT-------------------GTCGTAGGTTCAAATCCTACAGAGCGTG---
>tdbD00011358 Arabidopsis_thaliana 3702 Trp CCA
-GGATTCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCGATTCACGTCGGGTTC----
>tdbD00011359 Arabidopsis_thaliana 3702 Trp CCA
-GGATCCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCGATTCACGTCGGGTTC----
>tdbD00003410 Caenorhabditis_elegans 6239 Trp CCA
-GACTGCTTGGCGCAAT--GGT--AGCGCGTTCGACTCCAGATCGAAAG-------------------GTTGGGCGTTCGATCCGCTCAGTGGTCA---
>tdbD00011361 Caenorhabditis_elegans 6239 Trp CCA
-GACTGCTTGGCGCAAT--GGT--AGCGCGTTCGACTCCAGATCGAAAG-------------------ATTGGGCGTTCGATCCGCTCAGTGGTCA---
>tdbD00011363 Caenorhabditis_elegans 6239 Trp CCA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCCAGCTCACGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00011450 Candida_glabrata_CBS_138 284593 Trp CCA
-GAAGCGGTGGCTCAAT--GGT--AGAGCTTTCGACTCCAAATCGAAGG-------------------GTTGCAGGTTCAATTCCTGTCCGTTTCA---
>tdbD00003402 Dictyostelium_discoideum 44689 Trp CCA
-GACTCCTTAGCATAGT--GGTTTATTGTAATTGTCTCCAAAGCAGTTG-------------------GTCCAGGGTTCAACTCCCTGAGGGGTCT---
>tdbD00011365 Drosophila_melanogaster 7227 Trp CCA
-GACTCCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG--------G----------TTGCGGTGTTCAAATCACGTCGGGGTC----
>tdbD00011366 Drosophila_melanogaster 7227 Trp CCA
-GACTCCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTC----
>tdbD00011367 Drosophila_melanogaster 7227 Trp CCA
-GACTCCGTGGCGCAAC--GGT--AGCGCGTCCGACTCCAGATCGGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTC----
>tdbD00011383 Encephalitozoon_cuniculi_GB-M1 284813 Trp CCA
-GACGGTGTGGCGCAAC--GGT--AGCGCGTCGGATTCCAGTCCCGAAG-------------------GTTCTAGGTTCAAATCCTGGCTCCGTCA---
>tdbD00003411 Gallus_gallus 9031 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GCTGCGTGTTCGAATCACGTCGGGGTCA---
>tdbD00011468 Gallus_gallus 9031 Trp CCA
-GACCTCGTGGCGCAAG--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTATGTGTTCAAATCACATCGGGGTCA---
>tdbD00011469 Gallus_gallus 9031 Trp CCA
-GACCTCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GCTGTGTGTTCAAATCACACCGGGGTCA---
>tdbD00011351 Homo_sapiens 9606 Trp CCA



-GACCTCGTGGCGCAAC--GGC--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTC----
>tdbD00011353 Homo_sapiens 9606 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTCA---
>tdbD00011354 Homo_sapiens 9606 Trp CCA
-GACCTCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAGTCACGTCGGGGTCA---
>tdbD00003401 Leishmania_tarentolae 5689 Trp CCA
-GGGGGCTTAGCTCAGT--GGT--AGAGCATTGGATTCCAAATCCAGGG-------------------GTCGTAGGTTCAATCCCTGCAGCTCTCA---
>tdbD00011482 Pan_troglodytes 9598 Trp CCA
-GGCCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTCA---
>tdbD00011464 Plasmodium_falciparum_3D7 36329 Trp CCA
-AGGGGTATAGCTCAATT-GGC--AGAGCGTCGGTCTCCAAAACCGAAG-------------------GTTGTAGGTTCGATTCCTACTGCCCCTG---
>tdbD00003405 Schizosaccharomyces_pombe 4896 Trp CCA
-GGCCCCTTAACTCAGTT-GGT--AGAGTGTGAGATTCCAAATCTCAAA-------------------GTCAAGTGTTCAAGTCACTTAGGGGTCA---
>tdbD00011470 Takifugu_rubripes 31033 Trp CCA
-GGCCTTGTGGTGCAAT--GGG--ATCACATCTGACCCCAGATCGGATG-------------------TTTGTGCGTTCAACTCACGTCAAGGGCT---
>tdbD00011472 Takifugu_rubripes 31033 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCATCTGACTCCAGATCAGAAG-------------------GCTGCGTGTTCAAATCACGTCGGGGTCA---
>tdbD00011473 Takifugu_rubripes 31033 Trp CCA
-GACCTTGTGGCGCAAC--GGT--AGCGCATCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTCA---
>tdbD00011474 Takifugu_rubripes 31033 Trp CCA
-GACCTTGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGCCA---
>tdbD00011476 Takifugu_rubripes 31033 Trp CCA
-GACCTTGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCAGGGTCA---
>tdbD00011477 Takifugu_rubripes 31033 Trp CCA
-GACCTCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGAGGTCA---
>tdbD00003406 Toxoplasma_gondii 5811 Trp CCA
-ACGTTTTTAGTTTAAT--GGT--AGAATAAAGGTCTCCAAAATCTAAG-------------------G-TGAAAGTTCAACTCTTTCAAAACGTG---
>tdbD00000649 Arabidopsis_thaliana 3702 Glu CTC
-TCCGTTGTAGTCTAGCT-GGTC-AGGATACTCGGCTCTCACCCGAGAG-------------------A-CCCGGGTTCGAGTCCCGGCAACGGAG---
>tdbD00004703 Arabidopsis_thaliana 3702 Glu CTC
-TCCGTTGTAGTCTAGCT-GGTC-AGGATACTCGGCTCTCACCCAAGAG-------------------A-CCCGGGTTCGAGTCCCGGCAACGGAG---
>tdbD00004705 Arabidopsis_thaliana 3702 Glu CTC
-TCCGTTGTAGTCTAGCT-GGTT-AGGATACTCGGCTCTCACCCGAGAG-------------------A-CCCGGGTTCGAGTCCCGGCAACGGAG---
>tdbD00004706 Arabidopsis_thaliana 3702 Glu CTC
-TCCGTCGTAGTCTAGCT-GGTT-AGGATACTCGGCTCTCACCCGAGAG-------------------A-CCCGGGTTCGAGTCCCGGCGACGGAG---
>tdbD00004707 Arabidopsis_thaliana 3702 Glu TTC
-GTCCCTTTCGTCCAGT--GGTT-AGGACATCGTCTTTTCATGTCGAAG-------------------A-CACGGGTTCGATTCCCGTAAGGGATA---
>tdbD00004708 Arabidopsis_thaliana 3702 Glu TTC
-TCCGTTATCGTCCAGC--GGTT-AGGATATCTGGCTTTCACCCAGGAG-------------------A-CCCGGGTTCGATTCCCGGTAACGGA----
>tdbD00004709 Arabidopsis_thaliana 3702 Glu TTC
-TCCGATGTCGTCCAGC--GGTT-AGGATATCTGGCTTTCACCCAGGAG-------------------A-CCCGGGTTCGATTCCCGGCATCGGA----
>tdbD00004710 Arabidopsis_thaliana 3702 Glu TTC
-TCCGTTGTCGTCCAGC--GGTT-AGGATATCTGGCTTTCACCCAGGAG-------------------A-CCCGGGTTCGATTCCCGGCAACGGA----
>tdbD00004711 Arabidopsis_thaliana 3702 Glu TTC
-TCCATTGTCGTCCAGC--GGTT-AGGATATCTGGCTTTCACCCAGGAG-------------------A-CCCGGGTTCGATTCCCGGCAATGGA----
>tdbD00000652 Bombyx_mori 7091 Glu TTC
-TCCCGTATGGTCTAGT--GGTT-AGGATACCTGGCTTTCACCCAGGAG-------------------G-CTCGGGTTCGATTCCCGGTACGGGAA---
>tdbD00000650 Caenorhabditis_elegans 6239 Glu CTC
-TCCGTTGTGGTCTAGT--GGTT-AGGATTTATGGCTCTCACCCATAAG-------------------G-CCGGGGTTCGATTCCCCGCAACGGAA---
>tdbD00000651 Caenorhabditis_elegans 6239 Glu TTC
-TCCCATGTGGTCTAGT--GGTT-AGGATTCGTGGTTTTCACCCACGCG-------------------G-CCCGGGTTCGATTCCCGGCATGGGAA---
>tdbD00004712 Caenorhabditis_elegans 6239 Glu CTC
-TCCGTTGTTGTCTAGT--GGTT-AGGATTTATGGCTCTCACCCATAAG-------------------G-CCGGGGTTCGATTCCCCGCAACAAA----
>tdbD00004714 Caenorhabditis_elegans 6239 Glu CTC
-TCCGTTGTGGTCTAGT--GGTT-AGGATTTATGGCTCTCACCCATAAG-------------------G-CCGGGGTTCGATTCCCCGCAACGAAA---
>tdbD00004715 Caenorhabditis_elegans 6239 Glu CTC
-TCCGTTGTGGTCTAGT--GGTT-AGGATTTATGGCTCTCACTCATAAG-------------------G-CCGGGGTTCGATTCCCCGCAACGGAA---
>tdbD00004717 Caenorhabditis_elegans 6239 Glu TTC
-TCCCATGTGGTCTAGT--GGTT-AGGATTCGTGGTTTTCACCCACGCG---------------------GCCCGGTTCGATTCCCGGCATGGGA----
>tdbD00004718 Caenorhabditis_elegans 6239 Glu TTC
-TCCCATGTGGTCTAGT--GGTT-AGGATTCGTGGTTTTCACCCACGCG-------------------G-CCCGGGTTCGATTCNCGGCATGGGAA---
>tdbD00004854 Candida_glabrata_CBS_138 284593 Glu CTC
-TCCGATGTAGTGTAAC--GGCT-ATCACATCACGCTCTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGCTTCGGAG---
>tdbD00004855 Candida_glabrata_CBS_138 284593 Glu TTC
-TCCGATATAGTGTAAC--GGCT-ATCACATCACGCTTTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGTATCGGAG---
>tdbD00000643 Dictyostelium_discoideum 44689 Glu TTC
-TCCTCATTGGTGTAGTC-GGT--AACACTCTAGTCTTTCACACTGGTA-------------------C-CTCGGGTTCGATTCCCGAATGGGGAG---
>tdbD00000653 Drosophila_melanogaster 7227 Glu CTC
-TCCTATATTGTCTAGT--GGTT-AGGATATCCGGCTCTCACCCGGAAG-------------------G-CCCGGGTTCAATTCCCGGTATGGGAA---
>tdbD00000654 Drosophila_melanogaster 7227 Glu CTC
-TCCCATATTGTCTAGT--GGTT-AGGATATCCGGCTCTCACCCGGAAG-------------------G-CCCGGGTTCAATTCCCGGTATGGGAA---
>tdbD00000655 Drosophila_melanogaster 7227 Glu TTC
-TCCCATATGGTCTAGT--GGCT-AGGATATCTGGCTTTCACCCAGAAG-------------------G-CCCGGGTTCGATTCCCGGTATGGGAA---
>tdbD00004724 Drosophila_melanogaster 7227 Glu CTC
-TCCCATATTGTCTAGT--GGTT-AGGATACCCGGCTCTCACCCGGGAG-------------------G-CCCGGGTTCAATTCCCGGTATGGGAA---



>tdbD00004752 Encephalitozoon_cuniculi_GB-M1 284813 Glu CTC
-TCCTTGTTGGTCCAGT--GGTT-AGGATAGCTGCCTCTCACGCAGCAG-------------------G-CTCGGGTTCGATTCCCGGACGAGGAA---
>tdbD00004753 Encephalitozoon_cuniculi_GB-M1 284813 Glu TTC
-TTCCTACTGGTCTAGC--GGTT-AGGATGTCTGCCTTTCAAGCAGGAG-------------------G-TGGGGGTTCGATTCCCCCGTAGGGAA---
>tdbD00004879 Gallus_gallus 9031 Glu CTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004881 Gallus_gallus 9031 Glu TTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATCCGGCGCTTTCACCTCCAAG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004882 Gallus_gallus 9031 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCG-------------------G-CCCGCGTTCGATTCCCGGTCAGGGAA---
>tdbD00004884 Gallus_gallus 9031 Glu TTC
-TCCCACATGGTCTAGC--GGTT-AGGATTTCTGGTTTTCACCCAGGCA-------------------G-CCCGGGTTCGACTCCCGGTGTGGGAA---
>tdbD00004885 Gallus_gallus 9031 Glu TTC
-TCCCATATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTATGGGAA---
>tdbD00004886 Gallus_gallus 9031 Glu TTC
-TCCCACATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTGTGGGAA---
>tdbD00004887 Gallus_gallus 9031 Glu TTC
-TCCCATATGGTCTAGT--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTATGGGAA---
>tdbD00000666 Homo_sapiens 9606 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCG-------------------C-CCCGGGTTCGATTCCCGGCCAGGAAT---
>tdbD00000667 Homo_sapiens 9606 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGAAT---
>tdbD00004690 Homo_sapiens 9606 Glu CTC
-CCCCTGGTGGTCTATC--GGTT-AGGATTCAGACCTCTCACCACTGCT-------------------A-CCCATGCTCGATTCCTGGTCAGGGA----
>tdbD00004695 Homo_sapiens 9606 Glu TTC
-ACCCTG-TGGTCTAGT--GGCT-AAGACTTTGTGCTTTCATTGCTGCA-------------------T-CCTAGGTTCAATTCCCAGTCAGGGA----
>tdbD00004696 Homo_sapiens 9606 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCTGC-------------------AGCTCGAGTTCGATTCCTGGTCAGGGA----
>tdbD00004697 Homo_sapiens 9606 Glu TTC
-GCGTTGGTGGTGTAGT--GGTG-AGCACAGCTGCCTTTCAAGCAGTTA-------------------A-CGCGGGTTCGATTCCCGGGTAACGA----
>tdbD00004698 Homo_sapiens 9606 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCTGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGA----
>tdbD00004699 Homo_sapiens 9606 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004700 Homo_sapiens 9606 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCG-------------------G-CCCGGGTTCAATTCCCGGCCAGGGAA---
>tdbD00004701 Homo_sapiens 9606 Glu TTC
-TCCCACATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTGTGGGA----
>tdbD00004702 Homo_sapiens 9606 Glu TTC
-TCCCATATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGTG-------------------G-CCCGGGTTCGACTCCCGGTATGGGA----
>tdbD00000656 Mus_musculus 10090 Glu CTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCTCGGTCAGGGAA---
>tdbD00004907 Pan_troglodytes 9598 Glu TTC
--ACCCTGTGGTCTAGT--GGCT-AAGACTTTGTGCTTTCATTGCTGCA-------------------T-CCTAGGTTCAATTCCCGTCAGGGAA----
>tdbD00004909 Pan_troglodytes 9598 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCA-------------------G-CTCGGGTTCGATTCCTGGTGAGGGAA---
>tdbD00004910 Pan_troglodytes 9598 Glu TTC
-TCCCTGGTGGTTTAGT--GGCT-AGGGTTCGGGGCTTTCACCACTGCG-------------------A-CCCGGGTTCAATTCCCGGTCAGGGAA---
>tdbD00004911 Pan_troglodytes 9598 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCATCGCG-------------------G-CCCGGGTTCAATTCCCGGTCGGGGGA---
>tdbD00004912 Pan_troglodytes 9598 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTTGGCGCTTTCACCGCCGCG-------------------G-CCCGCGTTCGATTCCCGGTCAGGGAA---
>tdbD00004875 Plasmodium_falciparum_3D7 36329 Glu CTC
-TCCCACGTGGTCTAGT--GGCT-AGGATATTCGGCTCTCACCCGAAAG-------------------G-CCCGGGTTCAATTCCCGGCGTGGGAA---
>tdbD00004876 Plasmodium_falciparum_3D7 36329 Glu TTC
-TCCCATGTAGTCTAGGC-GGTT-AGGATATTCGGCTTTCACCCGAACG-------------------A-CCCGGGTTCGAGTCCCGGCGTGGGAA---
>tdbD00000657 Rattus_norvegicus 10116 Glu CTC
-TCCTTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00000659 Rattus_norvegicus 10116 Glu CTC
-TCGCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00000660 Rattus_norvegicus 10116 Glu CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00000661 Rattus_norvegicus 10116 Glu CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00000662 Rattus_norvegicus 10116 Glu CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCTGAGTTCAAATCTCAGTGGGACCT---
>tdbD00000663 Rattus_norvegicus 10116 Glu TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00000664 Rattus_norvegicus 10116 Glu TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCA-------------------A-TCTGAGTTCAAATCTCGGTGGGACCT---
>tdbD00000665 Rattus_norvegicus 10116 Glu TTG
-GGTCTCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCGAGTCTCGGTGAGGCCT---
>tdbD00000645 Saccharomyces_cerevisiae 4932 Glu CTC
-TCCGATGTAGTGTAAC--GGCT-ATCACATCACGTTCTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGCTTCGGAG---
>tdbD00000646 Saccharomyces_cerevisiae 4932 Glu TTC



-TCCGATATAGTGTAAC--GGCT-ATCACATCACGCTTTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGTAGCGGAG---
>tdbD00000648 Schizosaccharomyces_pombe 4896 Glu CTC
-TCCGTCATGGTCCAGT--GGCT-AGGATTCATCGCTCTCACCGATGCG-------------------G-CGGGGGTTCGATTCCCCCTGACGGAG---
>tdbD00000647 Schizosaccharomyces_pombe 4896 Glu TTC
-TCCGTTGTGGTCCAAC--GGCT-AGGATTCGTCGCTTTCACCGACGCG-------------------G-TCGGGGTTCGACTCCCCGCAACGGAG---
>tdbD00004888 Takifugu_rubripes 31033 Glu CTC
-TCCCTGGTGGTCTAGT--GGTC-AGGATTCGGCGCTCTCACTGCCGTG-------------------G-CCTGGGTTCGATTCCCAGTCAGGGAA---
>tdbD00004889 Takifugu_rubripes 31033 Glu CTC
-TCCCTGGTGGTCTAGT--GGTC-AGGATTCGACGCTCTCACCGTCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004890 Takifugu_rubripes 31033 Glu CTC
-TCCCTGGTGGTCTAGT--GGTC-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004892 Takifugu_rubripes 31033 Glu CTC
-TCCCTGGTGGTCTAGT--GGTC-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGCCAGGGAA---
>tdbD00004894 Takifugu_rubripes 31033 Glu TTC
-TCCCATATGCTCTAGT--GGTC-AGGATTCCTGGCTTTCACCCAGGTG-------------------G-CATAGGTTCAATTCCCAATATGGGAG---
>tdbD00004895 Takifugu_rubripes 31033 Glu TTC
-TTCCATATGGTCTAAC--GGTG-AGGATTCCTGGTTTTCACCCAGGTG-------------------G-CCCGGGTTCAACTCCCGGTATGGGAA---
>tdbD00004896 Takifugu_rubripes 31033 Glu TTC
-TCCCATATGGTCTAGC--GGTG-AGGATCCCTGGTTTTCACCCAGGTG-------------------G-CCCGGGTTCAACTCCCGGTATGGGAA---
>tdbD00004897 Takifugu_rubripes 31033 Glu TTC
-TCCCATATGGTCTAGC--GGTC-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCAACTCCCGGTATGGGAA---
>tdbD00004898 Takifugu_rubripes 31033 Glu TTC
-TCCCATATGGTCTAGA--GGTC-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCAATTCCCGGTATGGGAA---
>tdbD00004899 Takifugu_rubripes 31033 Glu TTC
-TCCCATATGGTCTAGC--GGTC-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTATGGGAA---
>tdbD00004900 Takifugu_rubripes 31033 Glu TTC
-TCCCTGGTGGTCTAGT--GGTC-AGGATTCAGCGCTTTCACCGCTGCG-------------------G-CCTGGGTTCGATTCCCAGTCAGGGAA---
>tdbD00008606 Arabidopsis_thaliana 3702 Gln CTG
-GGTTCTATGGTCTAGC--GGTT-AGGACATTGGACTCTGAATCCAGTA-------------------A-CCCGAGTTCAATTCTCGGTAGAACC----
>tdbD00008607 Arabidopsis_thaliana 3702 Gln CTG
-GGTTCCATGGTCTAGT--GGTC-AGGACATTGGACTCTGAATCCAGTA-------------------A-CCCGAGTTCAAGTCTCGGTGGAACCT---
>tdbD00008608 Arabidopsis_thaliana 3702 Gln CTG
-GGTCCCATGGTCTAGT--GGTC-AGGACATTGGACTCTGAATCCAGTA-------------------A-CCCGAGTTCAAGTCTCGGTGGGACCT---
>tdbD00008609 Arabidopsis_thaliana 3702 Gln CTG
-GGTCCTATGGTCTAGT--GGTC-AGGACATTGGACTCTGAATCCAGTA-------------------A-CCCGAGTTCAAATCTCGGTAGGACC----
>tdbD00008610 Arabidopsis_thaliana 3702 Gln CTG
-GGTTCCATGGTCTAGC--GGTT-AGGACACTAGACTCTGAATCTAGTA-------------------A-CCCGAGTTCAAGTCTCGGTGGAACC----
>tdbD00008611 Arabidopsis_thaliana 3702 Gln TTG
-TGGAGTATAGCCAAGT--GGT--AAGGCACCGGTTTTTGGTACCGGCA-------------------TGCAAAGGTTCGAATCCTTTTACTCCAG---
>tdbD00008612 Arabidopsis_thaliana 3702 Gln TTG
-GGTTCTATGGTGTAGT--GGTT-AGCACTCAGGACTTTGAATCCTGCG-------------------A-CCTGGGTTCGACTCCCGGTAGAACC----
>tdbD00008613 Arabidopsis_thaliana 3702 Gln TTG
-GGTTCTATGGTGTAGT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-CCTGGGTTCGACTCCCGGTAGGACC----
>tdbD00002398 Caenorhabditis_elegans 6239 Gln CTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCAGGACTCTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002397 Caenorhabditis_elegans 6239 Gln TTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCAGGACTTTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008614 Caenorhabditis_elegans 6239 Gln CTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCAGTACTCTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008616 Caenorhabditis_elegans 6239 Gln CTG
-GGTTCCATGGTGTAGT--GGTT-AGCACTCAGGACTCTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008617 Caenorhabditis_elegans 6239 Gln TTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCAGGACTTTGAATCCTGCG-------------------A-TCCAAGTTCAAATCTCGGTGGAACCT---
>tdbD00008619 Caenorhabditis_elegans 6239 Gln TTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCATGACTTTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008751 Candida_glabrata_CBS_138 284593 Gln CTG
-GGTCTTATAGTGTAGT--GGTT-ATCACTTTCGGTTCTGATCCGAACA-------------------A-CCCCGGTTCGAATCCGGGTAGGACCT---
>tdbD00008750 Candida_glabrata_CBS_138 284593 Gln TTG
-GGTTCTATAGTGTAGT--GGTT-ATCACTTTCGGTTTTGATCCGAACA-------------------A-CCCCGGTTCGAATCCGGGTAGGACCT---
>tdbD00002390 Crithidia_fasciculata 5656 Gln CTG
-GCTCCTATAGTGTAGC--GGTT-ATCACCTCGGACTCTGAATCCGATA-------------------A-CCCTGGTTCGAGTCCAGGTAGGAGTGA--
>tdbD00002385 Dictyostelium_discoideum 44689 Gln TTG
-GGTTTTATAGTGTAATT-GGTT-AGCACCCAGGACTTTGAATCCTGTA-------------------A-TCTGAGTTCGAGTCTCAGTAGAACCA---
>tdbD00008625 Drosophila_melanogaster 7227 Gln CTG
-GGTTCTATGGTGTAAT--GGTT-AGCACTTTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTAGAACC----
>tdbD00008626 Drosophila_melanogaster 7227 Gln CTG
-GGTTCTATGGTGTAAT--GGTT-AGCACTCAGGACTCTGAATCCTGCG-------------------A-TCCGAGTTCAAATCTCGGTAGAACC----
>tdbD00008627 Drosophila_melanogaster 7227 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCAGGACTCTGAATCCTGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008629 Drosophila_melanogaster 7227 Gln TTG
-GGTTCTATGGTGTAAC--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTAGAACC----
>tdbD00008630 Drosophila_melanogaster 7227 Gln TTG
-GGTTCTATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTAGAACC----
>tdbD00008656 Encephalitozoon_cuniculi_GB-M1 284813 Gln CTG
-GGTTGCGTGGTGTAAT--GGTT-ATCACTTCAGACTCTGAATCTGACA-------------------A-TCTGAGTTCGAATCTCGGCGCGACCA---



>tdbD00008657 Encephalitozoon_cuniculi_GB-M1 284813 Gln TTG
-GGTTCCATAGTGTAAT--GGTT-AGCACCCTGGACTTTGAATCCAGTA-------------------A-TCTGAGTTCGAATCTCGGTGGAACCA---
>tdbD00008774 Gallus_gallus 9031 Gln CTG
-GGTCCCGTGGTGTAAA--GGTG-AGCACTCTGGACTCTGAATCCAGCA-------------------A-TCTGAGTTCAAATCTCAGTGGGACCT---
>tdbD00008775 Gallus_gallus 9031 Gln CTG
-GGTCCCATGGTGTAAA--GGTG-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCTGAGTTCAAATCTCAGTGGGACCT---
>tdbD00008777 Gallus_gallus 9031 Gln TTG
-GGTTCTATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTAGAACCT---
>tdbD00002406 Homo_sapiens 9606 Gln GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------ATTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008589 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-ACCACTTTGGACTCTGAATACAGTG-------------------A-TCAGAGTTCAAGTCTCACTGGAACC----
>tdbD00008590 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTTTGGACTCTGAATACAGTG-------------------A-TCAGAGTTCAAGTCTCACTGGGACC----
>tdbD00008591 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTA-AGCACTCTGGACTCTGAATCCAGCC-------------------A-TCTGAGTTCGAGTCTCTGTGGAACC----
>tdbD00008592 Homo_sapiens 9606 Gln CTG
-GGCCCCATGGTGTAAT--GGTC-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACC----
>tdbD00008593 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCGGTA-------------------A-TCCGAGTTCAAATCTCGGTGGAACC----
>tdbD00008594 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTA-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCGAGTCTCGGTGGAACC----
>tdbD00008595 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCGAGTCTCGGTGGAACC----
>tdbD00008596 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAGTCTCGGTGGAACCT---
>tdbD00008598 Homo_sapiens 9606 Gln TTG
-TAGGATATGGTTTAATA-GGT--AGCATGGAGAATTTTGGAGTCTCAG-------------------G-GATAGGTTCAATTCCTATAGTTCCA----
>tdbD00008599 Homo_sapiens 9606 Gln TTG
-TAGGACTTGGTGTAAT--GGGT-AGCACAGAGAATTTTGGATTCTCAG-------------------G-GGTGGGTTCAATTCCTTTCGTCCTA----
>tdbD00008601 Homo_sapiens 9606 Gln TTG
-TAGGACATGGTGTAATA-GGT--AGAATGGAGAATTTTGAATTCTCAG-------------------G-GGTAGGTTCAATTCCTATAGTTCTA----
>tdbD00008602 Homo_sapiens 9606 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGGCTTTGAATCCAGCA-------------------A-TCCGAGTTCGAATCTTGGTGGGACC----
>tdbD00008603 Homo_sapiens 9606 Gln TTG
-GGCCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008604 Homo_sapiens 9606 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCA-------------------A-TCCGAGTTCGAATCTCGGTGGGACCT---
>tdbD00002391 Leishmania_mexicana 5665 Gln CTG
-GCTCCTATAGTGTAGC--GGTT-ATCACCTCGGACTCTGAATCCGATA-------------------A-CCCTGGTTCGAGTCCAGGTAGGAGTG---
>tdbD00002384 Leishmania_tarentolae 5689 Gln TTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTCGGACTTTGAATCCGAAA-------------------A-CCCAGGTTCGAATCCTGGTAGGACCA---
>tdbD00002396 Nicotiana_rustica 4093 Gln CTG
-GGTTCCATGGTCTAGT--GGTC-AGGACATTGGACTCTGAATCCAGTA-------------------A-CCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008788 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTTTGGACTCTGAATACAGTG-------------------A-TCAGAGTTCAAGTCTCACTGGGACCT---
>tdbD00008789 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTTTGGACTCTGAATACAGTG-------------------A-TCAGAGTTCAAGTCTCACTGGAACCT---
>tdbD00008790 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTCTGGACTCTGAATCCAGCT-------------------A-TCCGAGTTCGAGTCTCGGTGGAACCT---
>tdbD00008791 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCGAGTCTCGGTGGAACCT---
>tdbD00008792 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGTA-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008795 Pan_troglodytes 9598 Gln TTG
-TAGGATATGGTTTAATA-GGT--AGCATGGAGAATTTTGGAGTCTCAG-------------------G-GATAGGTTCAATTCCTATAGTTCCAG---
>tdbD00008796 Pan_troglodytes 9598 Gln TTG
-TAGGACTTGGTGTAAT--GGGT-AGCACAGAGAATTTTGGATTCTCAG-------------------G-GGTGGGTTCAATTCCTTTCGTCCTAG---
>tdbD00008769 Plasmodium_falciparum_3D7 36329 Gln CTG
-GGTTCTGTAGTGTAGT--GGTT-AGCACTGCAGACTCTGACTCTGCAA-------------------A-CCTGGGTTCAAATCCCAGCAGAACCT---
>tdbD00008770 Plasmodium_falciparum_3D7 36329 Gln TTG
-GGTTTCGTAGTGTAGT--GGTT-AGCACTGAGGACTTTGAATCCTCCA-------------------A-CCCGGGTTCGAGTCCCGGCGAGACCT---
>tdbD00002401 Rattus_norvegicus 10116 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCTGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002387 Saccharomyces_cerevisiae 4932 Gln CTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTTCGGTTCTGATCCGAACA-------------------A-CCCCAGTTCGAATCCGGGTGGGACC----
>tdbD00002386 Saccharomyces_cerevisiae 4932 Gln TTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTTCGGTTTTGATCCGGACA-------------------A-CCCCGGTTCGAATCCGGGTAGGACCT---
>tdbD00002388 Saccharomyces_cerevisiae 4932 Gln TTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTTCGGTTTTGATCCGGACA-------------------ACCCCCGGTTCGAATCCGGGTAGGACCT---
>tdbD00008622 Saccharomyces_cerevisiae 4932 Gln TTG
-GGTTTTATAGTGTAGT--GGTT-ATCACTTTCGGTTTTGATCCGGACA-------------------A-CCCCGGTTCGAATCCGGGTAAGACC----
>tdbD00008624 Saccharomyces_cerevisiae 4932 Gln TTG
-GGTTTTATAGTGTAGT--GGTT-ATCACTTTCGGTTTTGATCCGAACA-------------------A-CCCCGGTTCGAATCCGGGTAAGACC----
>tdbD00002389 Schizosaccharomyces_pombe 4896 Gln TTG



-GGTTGTATGGTGTAAT--GGTT-AGCACGTGAGATTTTGATTCTCGAG-------------------A-CCTGGGTTCGATTCCCAGTACGACCT---
>tdbD00008631 Schizosaccharomyces_pombe 4896 Gln CTG
-GGTTGTATGGTGTAAT--GGTT-AGCACGTGAGATTCTGATTCTCGAG-------------------A-CCTGGGTTCGATTCCCAGTACGACCT---
>tdbD00008632 Schizosaccharomyces_pombe 4896 Gln TTG
-GGTTGTATGGTGTAGC--GGTT-AGCACGCGAGATTTTGATTCTCGAG-------------------A-TCTGGGTTCGACTCCCAGTACGACC----
>tdbD00008779 Takifugu_rubripes 31033 Gln CTG
-GGTTCTGTGGTGTAAT--GGTC-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGCAGGACCT---
>tdbD00008780 Takifugu_rubripes 31033 Gln CTG
-GGTTCTATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCTGAGTTCAAATCTCAGTAGAACCT---
>tdbD00008781 Takifugu_rubripes 31033 Gln CTG
-GGTTCCATGGTGTAAT--GGTC-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCTGAGTTCGAATCTCAGTGGAACCT---
>tdbD00008783 Takifugu_rubripes 31033 Gln TTG
-GGTCTCATGGTGTAAT--GGTT-AGCACTTTGGACTTTGAATCCAGTG-------------------A-TCCGAGTTCAAATCTGGGTGGGACCT---
>tdbD00008784 Takifugu_rubripes 31033 Gln TTG
-GGTTCCATGGTGTAAT--GGTC-AGCACTTTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAGTCTCGGTGGAACCT---
>tdbD00008785 Takifugu_rubripes 31033 Gln TTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGACTCCAGTG-------------------A-TCTGAGTTCAAGTCTCAGTGGAACCT---
>tdbD00002383 Tetrahymena_thermophila 5911 Gln TTA
-GGTTCCATAGTATAGT--GGTT-AGTACTGGGGACTTTAAATCCCTTG-------------------A-CCTGGGTTCGAATCCCAGTGGGACCT---
>tdbD00002394 Toxoplasma_gondii 5811 Gln TTG
-TAAAAAGTAGCCAAGT--GGT--AAGGCAACGGATTTTGATTCCGAGA-------------------TACATAGGTTCGAATCCTTTCTTTTTAA---
>tdbD00009100 Arabidopsis_thaliana 3702 Arg ACG
-GACTCCATGGCCCAAT--GGAT-AAGGCGCTGGTCTACGAAACCAGAG-------------------ACTCTGGGTTCGATCCCCAGTGGAGTC----
>tdbD00009101 Arabidopsis_thaliana 3702 Arg ACG
-GACTTCATGGCCCAAT--GGAT-AAGGCGCTGGTCTACGAAACCAGAG-------------------ATTCTGGGTTCGATCCCCAGTGAAGTC----
>tdbD00009102 Arabidopsis_thaliana 3702 Arg ACG
-GACTCTGTGGCCCAAT--GGAT-AAGGCGCTGGTCTACGAAACCAGAG-------------------ATTCTGGGTTCGATCCCCAGCAGAGTC----
>tdbD00009103 Arabidopsis_thaliana 3702 Arg ACG
-GGTTCCATGGCCCAAT--GGAT-AAGGCGCTGGTCTACGAAACCAGAG-------------------ATTCTGGGTTCGATCCCCAGTGGAATC----
>tdbD00009104 Arabidopsis_thaliana 3702 Arg ACG
-GACTCCATGGCCCAAT--GGAT-AAGGCGCTGGTCTACGAAACCAGAG-------------------ATTCTGGGTTCGATCCCCAGTGGAGTC----
>tdbD00009105 Arabidopsis_thaliana 3702 Arg ACG
-GACTCCGTGGCCCAAT--GGAT-AAGGCGCTGGTCTACGAAACCAGAG-------------------ATTCTGGGTTCGATCCCCAGCGGAGTC----
>tdbD00009106 Arabidopsis_thaliana 3702 Arg CCG
-GACCGCGTGGCCTAAT--GGAT-AAGGCGCTCGCCTCCGGAGCGGGAG-------------------ATTGTGGGTTCGAGTCCCACCGTGGTC----
>tdbD00009107 Arabidopsis_thaliana 3702 Arg CCG
-GTTTGCGTGGCCTAAT--GGAT-AAGGCGCTCGCCTCCGAAGCGGGAG-------------------ATTGTGGGTTCGAATCCCATCGCGAAC----
>tdbD00009108 Arabidopsis_thaliana 3702 Arg CCG
-GATCCCATAGCGGAGT--GGAT-ATCGCGTTAGACTCCGAATCTAAAG-------------------GTCGTGGGTTCGATTCCCACTGGGATC----
>tdbD00009110 Arabidopsis_thaliana 3702 Arg CCT
-GCGCCTGTAGCTCAGT--GGAT-AGAGCGTCTGTTTCCTAAGCAGAAA-------------------GTCGAAGGTTCGACCCCTTCCTGGCGC----
>tdbD00009111 Arabidopsis_thaliana 3702 Arg CCT
-GCGTCTGTAGCTCAGT--GGAT-AGAGCGTCTGTTTCCTAAGCAGAAG-------------------GTCGTAGGTTCGACCCCTACCTGACGC----
>tdbD00009112 Arabidopsis_thaliana 3702 Arg CCT
-GCGCCTGTAGCTCAGT--GGAT-AGAGCGTCTGTTTCCTAAGCAGAAG-------------------GTCGTAGGTTCGACCCCTACCTGGCGC----
>tdbD00009113 Arabidopsis_thaliana 3702 Arg TCG
-GACCGCATAGCGCAGT--GGATTAGCGCGTCTGACTTCGGATCAGAAG-------------------GTCGTGGGTTCGACTCCCACTGTGGTC----
>tdbD00009114 Arabidopsis_thaliana 3702 Arg TCG
-GACCGCATAGCGCAGT--GGATTAGCGCGTTTGACTTCGGATCAAAAG-------------------GTCGTGGGTTCGACTCCCACTGTGGTC----
>tdbD00009115 Arabidopsis_thaliana 3702 Arg TCT
-GCACCCGTGGCCTAAT--GGAT-AAGGCGTTTGACTTCTAATCAAGCG-------------------ATTGTGGGTTCGAGTCCCACCGGGTGT----
>tdbD00009116 Arabidopsis_thaliana 3702 Arg TCT
-GCGCTCGTGGCCCAAT--GGAT-AAGGCGTCTGACTTCTAATCAGACG-------------------ATTGTGGGTTCGATCCCCACCGAGCGT----
>tdbD00009117 Arabidopsis_thaliana 3702 Arg TCT
-GCACCCATGGCCTAAT--GGAT-AAGGCGCTTGACTTCTAATCAAGCG-------------------ATTGTGGGTTCGAGTCCCACTGGGTGT----
>tdbD00009118 Arabidopsis_thaliana 3702 Arg TCT
-GCACCCGTGGCCTAAT--GGAT-AAGGCGTTTGACTTCTAATCAAACG-------------------ATTGTGGGTTCGAGTCCCACCGGGTGT----
>tdbD00009119 Arabidopsis_thaliana 3702 Arg TCT
-GCGCCCGTGGCCTAAT--GGAT-AAGGCGTTTGACTTCTAATCAAACG-------------------ATTGTGGGTTCGAGTCCCACCGGGCGT----
>tdbD00009120 Arabidopsis_thaliana 3702 Arg TCT
-GCACCCATGGCCTAAT--GGAT-AAGGCGCTTGACTTCTAATCAAGCG-------------------ATTGTGGGTTCGAATCCCACTGGGTGT----
>tdbD00002591 Caenorhabditis_elegans 6239 Arg ACG
-GGCCGCGTGGCGCAAT--GGAT-AACGCGTCTGCCTACGGAGCAGAAG-------------------ATTGCAGGTTCGAATCCTGCCGTGGTCG---
>tdbD00002594 Caenorhabditis_elegans 6239 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCACCAGACTTCGAATCTGGGG-------------------ATTGCAGGTTCGAGTCCTGCCGTGGTCG---
>tdbD00002593 Caenorhabditis_elegans 6239 Arg TCT
-GGCCTTGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCTAATCAGAAG-------------------ATTGCAGGTTCGACCCCTGCCTGGGTCA---
>tdbD00009121 Caenorhabditis_elegans 6239 Arg ACG
---GGCCGTGGCGCAAT--GGAT-AACGCGTCTGCCTACGGAGCAGAAG-------------------ATTGTAGGTTCGAATCCTGCCGTGGTC----
>tdbD00009123 Caenorhabditis_elegans 6239 Arg ACG
-GGCCGCGTGGCGCAAT--GGAT-AACGCGTCTGCCTACGGAGCAGAAG-------------------ATTGTAGGTTCGAATCCTGCCGTGGTCG---
>tdbD00009124 Caenorhabditis_elegans 6239 Arg ACG
-GGCCGCGTGGCGCAAT--GGAT-AACGCGTCTGCCTACGGAGCAGAAG-------------------ATTGTAGGTTCGAATCCTACCGTGGTCG---
>tdbD00009126 Caenorhabditis_elegans 6239 Arg CCG
-GCCCGCGTGGCCTAAT--GGAT-AAGGCACCGGACTCCGGAACCGGGA-------------------A-TGGGGGTTCGAGTCCCCCCGCGAGC----



>tdbD00009127 Caenorhabditis_elegans 6239 Arg CCG
-GCTCGCGTGGCCTAAT--GGAT-AAGGCACCGGACTCCGGAACCGGGA-------------------A-TGGGGGTTCAAGTCCCTCCGCGAGC----
>tdbD00009128 Caenorhabditis_elegans 6239 Arg CCT
-GCCACGGTGGCCGAGTGTGGTCAAAGGCGTGAGACTCCTGATCTCTTTCGG-----GCAA----CCGATCGCAGGTTCGAATCCTGCCCGTGGC----
>tdbD00009129 Caenorhabditis_elegans 6239 Arg CCT
-GGCCGTGTGGCCTAAT--GGAT-AAGGCGTCGGTCTCCTAAACCGAAG-------------------ACTGCAGGTTCGAGTCCTGCCTCGGTC----
>tdbD00009131 Caenorhabditis_elegans 6239 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCATCAGACTTCGAATCTATGG--------GG---------ATTGCAGGTTCGATCCCTGCCGTGGTC----
>tdbD00009133 Caenorhabditis_elegans 6239 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCATCAGACTTCGAATCTGGGG-------------------ATTGCAGGTTCGATCCCTGCCGTGGTC----
>tdbD00009135 Caenorhabditis_elegans 6239 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCACCAGACTTCGAATCTGGGG-------------------ATTGCAGGTTCGATCCCTGCCGTGGTCG---
>tdbD00009137 Caenorhabditis_elegans 6239 Arg TCT
-GGCCTTGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCTAATCAGAAG-------------------ATTGCAGGTTCGAGCCCTGCCTGGGTCA---
>tdbD00009138 Caenorhabditis_elegans 6239 Arg TCT
-GGCCTTGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCTAATCAGAAG-------------------ATTGCAGGTTCGATCCCTGCCTGGGTCA---
>tdbD00009456 Candida_glabrata_CBS_138 284593 Arg ACG
-TTCCTCGTGGCCCAAT--GGTC-ACGGCGTCTGGCTACGAACCAGAAG-------------------ATTCCAGGTTCGAGTCCTGGCGGGGAAG---
>tdbD00009459 Candida_glabrata_CBS_138 284593 Arg CCG
-GCCCTTTTAGTGCAAT--GGTT-AGCATACATTTTTCCGGTGGATGTG-------------------A-TCCGGGTTCGAGTCCCGGGAGGGGCT---
>tdbD00009458 Candida_glabrata_CBS_138 284593 Arg CCT
-GGTCCGTTGGCGTAAT--GGT--AACGCGTCTCCCTCCTAAGGAGAAG-------------------ACTGCGGGTTCGAGTCCCGTACGGATCG---
>tdbD00009457 Candida_glabrata_CBS_138 284593 Arg TCT
-GCTCGCGTGGCGTAAT--GGC--AACGCGTCTGACTTCTAATCAGAAG-------------------ATTATGGGTTCGACCCCCATCGTGAGTG---
>tdbD00002582 Dictyostelium_discoideum 44689 Arg ACG
-GGGACTATAGTTTAGTT-GGAT-ATAACGACCGGCTACGAACCGGTAG-------------------GTCTCAGGTTCGACCCCTGATGGTCTCG---
>tdbD00002583 Dictyostelium_discoideum 44689 Arg TCT
-GCCCGTTTAGCAAAGTT-GGA--ATTGCGGCAGCCTTCTAAGCTGCAG-------------------GTCGTGGGATCGAGACCCACAATGGGTG---
>tdbD00002595 Drosophila_melanogaster 7227 Arg ACG
-GGTCCTGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCCAGGTTCGACTCCTGGCAGGATCG---
>tdbD00002596 Drosophila_melanogaster 7227 Arg TCG
-GACCGTGTGGCCTAAT--GGAT-AAGGCGTCGGACTTCGGATCCGAAG-------------------ATTGCAGGTTCGAATCCTGTCACGGTCG---
>tdbD00002597 Drosophila_melanogaster 7227 Arg TCG
-GACCGTGTGGCCTAAT--GGAT-AAGGCGTCGGACTTCGGATCCGAAG-------------------ATTGCAGGTTCGAGTCCTGTCACGGTCG---
>tdbD00009145 Drosophila_melanogaster 7227 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCATCGGCCTCCTAAGCCGGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGGT----
>tdbD00009146 Drosophila_melanogaster 7227 Arg TCG
-GACCGTGTGGCCTAAA--GGAT-AAGGCGTCGGACTTCGAATCCGAAG-------------------ATTGCAGGTTCGAGTCCTGTCACGGTCG---
>tdbD00009147 Drosophila_melanogaster 7227 Arg TCG
-GACCGTGTGGCCCAAT--GGAT-AAGGCGTCGGACTTCGGATCCGAAG-------------------ATTGCAGGTTCGAGTCCTGTCACGGTCG---
>tdbD00009150 Drosophila_melanogaster 7227 Arg TCT
-GGCCGTGTAGCCTAAT--GGAT-AAGGCGTCGGATTTCTGATCCGAAA-------------------ATTGCGGGTTCAAGTCCCGTCATGGTC----
>tdbD00009151 Drosophila_melanogaster 7227 Arg TCT
-GACCCTTTAGCGCATT--GGAT-AGCGCGTTGGACTTCTAATCCAAAG-------------------GTGGCGGGTTCGATTCCCGCAAGGGTT----
>tdbD00009152 Drosophila_melanogaster 7227 Arg TCT
-GTCCCTTTGGCGCAGA--GGAT-AGCGCGTTGGACTTCTAATCCAAAG-------------------GTCGCGGGTTCGATCCCCGCAAGGGAT----
>tdbD00009216 Encephalitozoon_cuniculi_GB-M1 284813 Arg ACG
-GGCCTCATAGCTCAAT--GGTT-AGAGTGTCGGCCTACGGAGCCGAAG-------------------GCTGAGGGTTCGAGTCCCTCTGGGGTCG---
>tdbD00009219 Encephalitozoon_cuniculi_GB-M1 284813 Arg CCT
-GTTCCTGTAGCTCAGTC-GGT--AGAGCGCGGCTCTCCTAAAGCTGAG-------------------GTCGTGGGTTCAAGTCCCACCTGGAACG---
>tdbD00009217 Encephalitozoon_cuniculi_GB-M1 284813 Arg TCG
-GGGTCCTTAGTATAAT--GGT--AGAACACTTGGCTTCGGACCAAATA-------------------G-TCCGGGTTCGAATCCCGGAGGACTCG---
>tdbD00009218 Encephalitozoon_cuniculi_GB-M1 284813 Arg TCT
-GCCCTGATAGCGTAAT--GGCT-AACGCGTCTGCCTTCTAAGCAGAAG-------------------ACTGCGGGTTCGAGTCCCGCTCAGGGTG---
>tdbD00009511 Gallus_gallus 9031 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTGTAGGTTCGACTCCTGCCTGGCTCG---
>tdbD00009512 Gallus_gallus 9031 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCTAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009513 Gallus_gallus 9031 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGCCTGACTACGGATCAGGAG-------------------ATTGCAGGTTCAACTCCTGCCTGGCTCG---
>tdbD00009514 Gallus_gallus 9031 Arg CCG
-GGCCCAGTGGCCTAAT--GGAT-AAGGCATCAGCCTCCGGAGCTGGGG-------------------ATTGTGGGTTCAAGTCCCATCTGGGTCG---
>tdbD00009515 Gallus_gallus 9031 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ACTGTCGGTTCGAGTCCCATCTGGGGTG---
>tdbD00009516 Gallus_gallus 9031 Arg CCT
-CCCCCAGTGGCCTAAT--GGAT-AAGGCATTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGGTG---
>tdbD00009517 Gallus_gallus 9031 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGGTG---
>tdbD00009518 Gallus_gallus 9031 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTTG---
>tdbD00009519 Gallus_gallus 9031 Arg TCG
-GACCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTCG---
>tdbD00009521 Gallus_gallus 9031 Arg TCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTTCTAAGTCAGGG-------------------ACTGTGGGTTCGAGTCCCACCTGGGGTG---
>tdbD00009522 Gallus_gallus 9031 Arg TCT



-GGCTCCGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTCCGGGTTCGAGTCCCGGCGGAGTCG---
>tdbD00009523 Gallus_gallus 9031 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTCG---
>tdbD00002599 Homo_sapiens 9606 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCCAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00002600 Homo_sapiens 9606 Arg TCG
GGACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTTCGTGGTT----
>tdbD00009084 Homo_sapiens 9606 Arg CCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCGTCTGATTCCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTC----
>tdbD00009086 Homo_sapiens 9606 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCACCTGGGGT----
>tdbD00009087 Homo_sapiens 9606 Arg CCT
-GCCCCGGTGGCCTAAT--GGAT-AAGGCATTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCACCCGGGGT----
>tdbD00009091 Homo_sapiens 9606 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTTCGTGGTT----
>tdbD00009093 Homo_sapiens 9606 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTCCGTGGTT----
>tdbD00009094 Homo_sapiens 9606 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGCAGGTTCGAGTCCTGCCGCGGTC----
>tdbD00009095 Homo_sapiens 9606 Arg TCT
-GTCTCTGTGGCGCAAT--GGACGAGCGCGCTGGACTTCTAATCCAGAG-------------------GTTCCGGGTTCGAGTCCCGGCAGAGAT----
>tdbD00009096 Homo_sapiens 9606 Arg TCT
-GGCTCCGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTCCGGGTTCGAGTCCCGGCGGAGTC----
>tdbD00009097 Homo_sapiens 9606 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTC----
>tdbD00009098 Homo_sapiens 9606 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGCGGGTTCGAGTCCCTCCAGAGTC----
>tdbD00002580 Leishmania_tarentolae 5689 Arg ACG
-GTCCGTGTGGCTCAAT--GGA--AGAGCATCTGACTACGGATCAGAGG-------------------GTTGCAGGTTCGAATCCTGTCACGGATG---
>tdbD00002581 Leishmania_tarentolae 5689 Arg TCG
-GGCCTCTTGGCGCAAT--GGA--AGCGCATCAGACTTCGGATCTGAGG-------------------G-TTGCAGTTCGATCCTGCAGGGGGTCG---
>tdbD00002584 Neurospora_crassa 5141 Arg ACG
-GGTCCGCTGGCTCAAT--GGC--AGAGCGTCTGACTACGAATCAGGAG-------------------GTTCCAGGTTCGACCCCTGGGTGGATCG---
>tdbD00009555 Pan_troglodytes 9598 Arg CCG
-GACCCAGTGGCCTAAT--GGAT-AAGGCATCAGCCTCCGGAGCTGGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGTCG---
>tdbD00009556 Pan_troglodytes 9598 Arg CCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCGTCTGATTCCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTCG---
>tdbD00009557 Pan_troglodytes 9598 Arg CCT
-GCCCCGGTGGCCTAAT--GGAT-AAGACATTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCACCCGGGGTA---
>tdbD00009558 Pan_troglodytes 9598 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCATTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGGTG---
>tdbD00009559 Pan_troglodytes 9598 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCACCTGGGGTG---
>tdbD00009560 Pan_troglodytes 9598 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCACCTGGGGTA---
>tdbD00009561 Pan_troglodytes 9598 Arg GCG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGCGGCTGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00009562 Pan_troglodytes 9598 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTTCGTGGTTG---
>tdbD00009563 Pan_troglodytes 9598 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTTCGTGGTTA---
>tdbD00009565 Pan_troglodytes 9598 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGCAGGTTCGAGTCCTGCCACGGTCG---
>tdbD00009566 Pan_troglodytes 9598 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTCCGTGGTTA---
>tdbD00009567 Pan_troglodytes 9598 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGCAGGTTCGAGTCCTGCCGCGGTCG---
>tdbD00009568 Pan_troglodytes 9598 Arg TCT
-GTCTCTGTGGCGCAAT--GGACGAGCGCGCTGGACTTCTAATCCAGAG-------------------GTTCCGGGTTCGAGTCCCGGCAGAGATG---
>tdbD00009570 Pan_troglodytes 9598 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGCGGGTTCGAGTCCCGCCAGAGTCG---
>tdbD00009571 Pan_troglodytes 9598 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAATCCCACCAGAGTCG---
>tdbD00002575 Plasmodium_falciparum 5833 Arg ACG
-AAACTTGTAATTTAAT--GGAT-AAAATATATAAATACGAATTATAAA-------------------A-TAAAAGTTCAATTCTTTTCAAGTTTA---
>tdbD00002576 Plasmodium_falciparum 5833 Arg TCT
-AAATCTATAATTTAAT--GGAT-AAAATAAAAACCTTCTAAGTTTTAT-------------------A-TGTAAGTTCAAATCTTACTAGATTTA---
>tdbD00009499 Plasmodium_falciparum_3D7 36329 Arg CCT
-GCACCAGTGGCGTAATT-GGAT-AGCGCAATGCCTTCCTAAGGCAAAG-------------------GTTATGGGTTCGAGTCCCATCTGGTGTA---
>tdbD00009500 Plasmodium_falciparum_3D7 36329 Arg TCG
-GACGGCGTAGCCTAAT--GGAT-AAGGCGTCGGTCTTCGGAACCGAAG-------------------ATTGCGGGTTCGAGTCCCGTCGTCGTTA---
>tdbD00009501 Plasmodium_falciparum_3D7 36329 Arg TCT
-GCCTCTGTGGCGCAATT-GGAT-AGCGCGTTGGACTTCTAATCCAAAG-------------------GCTGCGGGTTCGAATCCCGCCAGGGGTA---
>tdbD00002585 Saccharomyces_cerevisiae 4932 Arg ACG
-TTCCTCGTGGCCCAAT--GGTC-ACGGCGTCTGGCTACGAACCAGAAG-------------------ATTCCAGGTTCAAGTCCTGGCGGGGAAG---



>tdbD00002587 Saccharomyces_cerevisiae 4932 Arg CCT
-GTTCCGTTGGCGTAAT--GGT--AACGCGTCTCCCTCCTAAGGAGAAG-------------------ACTGCGGGTTCGAGTCCCGTACGGAACG---
>tdbD00009139 Saccharomyces_cerevisiae 4932 Arg ACG
-TTCCTCGTGGCCCAAT--GGTC-ACGGCGTCTGGCTACGAACCAGGAG-------------------ATTCCAGGTTCGAGTCCTGGCGGGGAAG---
>tdbD00009141 Saccharomyces_cerevisiae 4932 Arg CCG
-GCTCCTCTAGTGCAAT--GGTT-AGCATGCATTCTTCCGGTGGCTGTG-------------------A-TCCGGGTTCGAGTCCCGGGAGGAGC----
>tdbD00002588 Schizosaccharomyces_pombe 4896 Arg ACG
-GGTCTCGTGGCCCAAT--GGTT-AAGGCGCTTGACTACGAATCAAGAG-------------------ATTCCAGGTTCGACTCTTGGCGGGATCG---
>tdbD00002589 Schizosaccharomyces_pombe 4896 Arg ACG
-GGTCTCGTGGCCCAAT--GGTT-AAGGCGCTTGACTACGGATCAAGAG-------------------ATTCCAGGTTCGACTCCTGGCGGGATCG---
>tdbD00009155 Schizosaccharomyces_pombe 4896 Arg CCT
-TTACGCGTGGCGCAAT--GGT--AGCGCATCTCATTCCTAACGAGAAG-------------------GTTGCGGGTTCGAGTCCCGTCGTGTAA----
>tdbD00009156 Schizosaccharomyces_pombe 4896 Arg TCG
-GGGTGTGTAGCCTAAT--GGTT-AAGGCGTTGGTTTTCGGCACCAAAG-------------------ACTGCAGGTTCGAGTCCTGTCACACTC----
>tdbD00009157 Schizosaccharomyces_pombe 4896 Arg TCT
-GCTCCCGTGGCCTAAT--GGCT-AGGGCATTTGACTTCTAATCAAGGG-------------------ATTGTGGGTTCGAGTCCCGCCGGGAGC----
>tdbD00009158 Schizosaccharomyces_pombe 4896 Arg TCT
-GCTCCCGTGGCCTAAT--GGCT-AGGGCATTTGACTTCTAATCAAGGG-------------------ATTGCGGGTTCGAGTCCCGCCGGGAGC----
>tdbD00009525 Takifugu_rubripes 31033 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCTAGGTTCGACTCCTGGCTGGTCGG---
>tdbD00009528 Takifugu_rubripes 31033 Arg CCG
-AACCCAGTGGCCTAAT--GGAT-AAGGCATCAGCCTCCGGAGCTGGGG-------------------ATTGTGGGTTCAAGTCCCACCTGGGTTG---
>tdbD00009530 Takifugu_rubripes 31033 Arg CCG
-GGCCCAGTGGCCTAAT--GGAT-AAGGTATCAGCCTCCGGAGCTGGGG-------------------ATTGTGGGTTCAAGTCCCACCTGGGTCG---
>tdbD00009531 Takifugu_rubripes 31033 Arg CCT
-GCCCTAGTGGCCTAAT--GGAC-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCAAATCCCATCTGGGGTG---
>tdbD00009532 Takifugu_rubripes 31033 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCAAGTCCCATCTGGGGTG---
>tdbD00009533 Takifugu_rubripes 31033 Arg CCT
-GCCCCAGTGGCCTAAT--GGAC-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAATCCCATCTGGGGTG---
>tdbD00009535 Takifugu_rubripes 31033 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGAG-------------------ATTGTGGGTTCAAGTCCCATCTGGGGTG---
>tdbD00009538 Takifugu_rubripes 31033 Arg TCG
-GACCATGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCATGGTTG---
>tdbD00009539 Takifugu_rubripes 31033 Arg TCG
-GACCATGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCATGGTTA---
>tdbD00009540 Takifugu_rubripes 31033 Arg TCG
-GGCTACGTGGCCTAAT--GGAG-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTCA---
>tdbD00009542 Takifugu_rubripes 31033 Arg TCG
-GGTCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGATCA---
>tdbD00009543 Takifugu_rubripes 31033 Arg TCG
-GACCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGCAGGTTCGAGTCCTGTCGCGGTCG---
>tdbD00009544 Takifugu_rubripes 31033 Arg TCT
-GTCTCTGTGGCGCAAT--GGAATAGCGCGCTGGACTTCTAATCCAGAG-------------------GCTCCGGGTTCGAGTCCCGGCAGAGAT----
>tdbD00009545 Takifugu_rubripes 31033 Arg TCT
-GGCTCCGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCGGAGTCG---
>tdbD00009546 Takifugu_rubripes 31033 Arg TCT
-GGCTCTGTGGTATAAT--GGAT-AGTACATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTCT---
>tdbD00009548 Takifugu_rubripes 31033 Arg TCT
-GGCTCTGTGGTGTAAT--GGAT-AGCACATTGGACTTCTAATCCAAAG-------------------GTTGTGGGTTCAACCCCCACCAGAGTCA---
>tdbD00009549 Takifugu_rubripes 31033 Arg TCT
-GGCTCTGTGGCGCAAT--GGAG-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTCT---
>tdbD00009550 Takifugu_rubripes 31033 Arg TCT
-GGCTCTGTGGCGCAAT--GGAG-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTCG---
>tdbD00009551 Takifugu_rubripes 31033 Arg TCT
-GGCTCTGTGGCGCAAT--GGAG-AGCGCATTGGACTTCTAATTCAAAG-------------------TTTGTGGGTTCGAGTCCCACCAGAGTCG---
>tdbD00002590 Toxoplasma_gondii 5811 Arg ACG
-GAGTCAATAGCTCAGTT-GGA--AGAGTATGTGGCTACGGACTACAAT-------------------GACGGGGGTTCAAATCCCTCTTGACTCT---
>tdbD00002577 Trypanosoma_brucei 5691 Arg CCT
-GCCCCCGTAGCCCAAT--GGAT-AAGGCGTTCGCTTCCTAAGCGAAAG-------------------ATTGCGGGTTCGAGTCCCGCCGGAGGTA---
>tdbD00002578 Trypanosoma_brucei 5691 Arg TCT
-GCTCCAGTGGCCTAAT--GGAT-ATGGCTTTGGACTTCTAATCCAAAG-------------------GTTGCGGGTTCGAGTCCCGTCTGGAGTA---
>tdbD00002887 Arabidopsis_thaliana 3702 Ser AGA
-GTGGAAGTGGCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00002888 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGT-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00002890 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACATGCCGGAGT--GGTGATCGGGCATAACTAGAAATCAT-GTGGGC----TTT----GCCCG-CGCAGGTTCGAATCATGCCGTTTACG---
>tdbD00002891 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATAACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00002892 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCACGTTCGAATCCTGCCGTTCACG---
>tdbD00009844 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACATGCCGGAGT--GGTT-ATCGGGCATAACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCATGCCGTTTAC----
>tdbD00009849 Arabidopsis_thaliana 3702 Ser AGA



-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TCT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00009850 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00009851 Arabidopsis_thaliana 3702 Ser AGA
-GTGGGCGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGCTCACG---
>tdbD00009852 Arabidopsis_thaliana 3702 Ser AGA
-GTAGGCGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGCCTAC----
>tdbD00009853 Arabidopsis_thaliana 3702 Ser CGA
-GTCAATATGTCCGAGT--GGTT-AAGGAGACAGACTCGAAATCTGTTGGGC-----TTT-----GCCTGCGCAGGTTCGAATCCTGCTGTTGACG---
>tdbD00009854 Arabidopsis_thaliana 3702 Ser CGA
-GTCGATATGTCCGAGT--GGTT-AAGGAGATTGACTCGAAATCAATTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCTGTCGAC----
>tdbD00009855 Arabidopsis_thaliana 3702 Ser CGA
-GTCAATATGTCCGAGT--GGTT-AAGGAGATTGACTCGAAATCAATTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCTGTTGAC----
>tdbD00009856 Arabidopsis_thaliana 3702 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGTGTTCCTGCTAAGTACATGGGG-----TTT-----CCCCGCGAGAGTTCGAATCTGTCAGGCGACG---
>tdbD00009857 Arabidopsis_thaliana 3702 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGTGTGCCTGCTAAGTACATGGGA-----TTT-----TCCCGCGAGAGTTCGAATCTCTCAGGCGACG---
>tdbD00009858 Arabidopsis_thaliana 3702 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGCTCGCCTGCTAAGTGAGTGGGA-----TTT-----TCCCGCGAGAGTTCGAATCTCTCAGGCGAC----
>tdbD00009859 Arabidopsis_thaliana 3702 Ser GCT
-GACACTTTGGCCGAGT--GGTT-AAGGCGTTTGCCTGCTAAGTAAATGGGG-----TTT-----CCCCGCGAGAGTTCGAATCTCTCAGGTGTC----
>tdbD00009860 Arabidopsis_thaliana 3702 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGTGTGCCTGCTAAGTACATGGGG-----TTT-----CCCCGCGAGAGTTCGAATCTCTCAGGCGACG---
>tdbD00009861 Arabidopsis_thaliana 3702 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGTGTGCCTGCTAAGTACATGGGC-----TCT-----GCCCGCGAGAGTTCGAATCTCTCAGGCGAC----
>tdbD00009862 Arabidopsis_thaliana 3702 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGTTTGCCTGCTAAGTAAATGGGG-----TTT-----CCCCGCGAGAGTTCGAATCTCTCAGGCGACG---
>tdbD00009863 Arabidopsis_thaliana 3702 Ser GCT
-GGAGGGATGGCTGAGT--GGCTTAAGGCATTGGTTTGCTAAATCGACATACAAG--AAG--ATTGTAT-CATGGGTTCGAATCCCATTTCCTCCG---
>tdbD00009864 Arabidopsis_thaliana 3702 Ser GGA
-GGAGAGATGGCCGAGT--GGTTTAAGGCGTAGCATTGGAACTGCTATGTAGGC---TTTT--GTTTAC-CGAGGGTTCGAATCCCTCTCTTTCCG---
>tdbD00009865 Arabidopsis_thaliana 3702 Ser TGA
-GGATGGATGTCTGAGC--GGTTGAAAGAGTCGGTCTTGAAAACCGAAGTATTT---CTAG--GAATAC-CGGGGGTTCGAATCCCTCTCCATCCG---
>tdbD00009866 Arabidopsis_thaliana 3702 Ser TGA
-GTCGATATGTCCGAGT--GGTT-AAGGAGACAGACTTGAAATCTGTTGGGC-----TTC-----GCCCGCGCAGGTTCGAACCCTGCTGTCGACG---
>tdbD00009867 Arabidopsis_thaliana 3702 Ser TGA
-GTCAATATGTCCGAGT--GGTT-AAGGAGACAGACTTGAAATCTGTTGGGC-----TTC-----GCCCGCGCAGGTTCGAACCCTGCTGTTGACG---
>tdbD00009868 Arabidopsis_thaliana 3702 Ser TGA
-GTCGATATGTCCGAGT--GGTT-AAGGAGATAGACTTGAAATCTATTGGGC-----TTC-----GCCCGCGCAGGTTCGAACCCTGCTGTCGACG---
>tdbD00009869 Arabidopsis_thaliana 3702 Ser TGA
-GTCAATATGTCCGAGT--GGTT-AAGGAGATAGACTTGAAATCTATTGGGC-----TTC-----GCCCGCGCAGGTTCGAACCCTGCTGTTGACG---
>tdbD00002907 Bos_taurus 9913 Ser TGA
-GCAGCGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCGAACCCTGCTCGCTGCG---
>tdbD00002901 Caenorhabditis_elegans 6239 Ser GCT
-GATCAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGGGG-----TTT-----CCCCGCGTGAGTTCGAATCTCATCCTGATCG---
>tdbD00002902 Caenorhabditis_elegans 6239 Ser TGA
-GCAACGATGTCCGAGT--GGTT-AAGGAGATGGACTTGAAATCCATTGGGC-----TTT-----GCCCGCGTAGGTTCGATTCCTGCTCGTTGCG---
>tdbD00002903 Caenorhabditis_elegans 6239 Ser TGA
-GCTGCGATGTCCGAGT--GGTT-AAGGAGTTGGACTTGAAATCCAATGGGC-----ATT-----GCCCGCGTAGGTTCGAACCCTGCTCGCAGCG---
>tdbD00009870 Caenorhabditis_elegans 6239 Ser AGA
-GCAGTCATGTCCGAGT--GGTT-AAGGAGATTGACTAGAAATCAATTGGGC-----TCT-----GCGCTCGTAGGTTCGAATCCTGCTGACTGC----
>tdbD00009871 Caenorhabditis_elegans 6239 Ser AGA
-GCAGTCATGTCCGAGT--GGTT-AAGGAGATTGACTAGAAATCAATTGGGC-----TCT-----GCCCGCGTAGGTTCGAATCCTGCTGACTGC----
>tdbD00009872 Caenorhabditis_elegans 6239 Ser AGA
-GCAGTCATGTCCGAGT--GGTT-AAGGAGATTGACTAGAAATCAATTGGGC-----TTT-----GCCCGCGTAGGTTCGAATCCTGCTGACTGC----
>tdbD00009873 Caenorhabditis_elegans 6239 Ser AGA
-GGCAACTTGGCCGAGT--GGTT-AAGGCGAAAGATTAGAAATCTTTTGGGC-----TTT-----GCCCGCGCAGGTTCGAGTCCTGCAGTTGTCG---
>tdbD00009874 Caenorhabditis_elegans 6239 Ser CGA
-GTGGTTATGTCCGAGT--GGTT-AAGGAGTTTGACTCGAAATCAAATGGGC-----TCT-----GTCCGCGTAGGTTCGAATCCTGCTGACTGC----
>tdbD00009875 Caenorhabditis_elegans 6239 Ser CGA
-GCAGTCATGTCCGAGT--GGTT-AAGGAGATTGACTCGAAATCAATTGGGC-----TCT-----GCCCGCGTAGGTTCGAATCCTGCTGACTGC----
>tdbD00009876 Caenorhabditis_elegans 6239 Ser CGA
-GCAGTCATGTCCGAGT--GGTT-AAGGAGTTTGACTCGAAATCAAATGGGC-----TCT-----GCCCGCGTAGGTTCGAATCCTGCTGACTGC----
>tdbD00009878 Caenorhabditis_elegans 6239 Ser GCT
-GATCAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGGGG-----TTT-----CCCCGCGTGAGTTCGAATCTCATCTTGATCG---
>tdbD00009880 Caenorhabditis_elegans 6239 Ser TGA
-GCTGCGATGCCCGAGT--GGTT-AAGGAGTTGGACTTGAAATCCAATGGGC-----ATT-----GCCCGCATAGGTTCGAACCCTGCTTGCAGC----
>tdbD00009881 Caenorhabditis_elegans 6239 Ser TGA
-GCTGCGATGTCCGAGT--GGTT-AAGGAGTTGGACTTGAAATCCAATGGGC-----ATT-----GCCCGCGTAGGTTCGAACCCTGCTTGCAGCG---
>tdbD00009882 Caenorhabditis_elegans 6239 Ser TGA
-GCTGCGATGTCCGAGT--GGTT-AAGGAGTTGGACTTGAAATCCAATGGGC-----ATT-----GCCCGCGTAGGTTCAAATCCTGCTCGCAGCG---
>tdbD00009885 Caenorhabditis_elegans 6239 Ser TGA
-GCAGCGATGTCCGAGT--GGTT-AAGGAGTTGGACTTGAAATCCAATGGGC-----TTT-----GCCCGCGTAGGTTCGAACCCTGCTCGCTGC----
>tdbD00010173 Candida_glabrata_CBS_138 284593 Ser AGA
-GGCAACTTGGCCGAGT--GGTT-AAGGCGAAAGATTAGAAATCTTTTGGGC-----TCT-----GCCCGCGCAGGTTCGAATCCTGCAGTTGTCG---



>tdbD00010176 Candida_glabrata_CBS_138 284593 Ser CGA
-GGCACTATGGCCGAGT--GGTT-AAGGCGAGAGACTCGAATTATCTCTTGGG----CTC----TGCCCGCGCTGGTTCAAATCCTGCTGGTGTCG---
>tdbD00010174 Candida_glabrata_CBS_138 284593 Ser GCT
-GTCCCAGTGGCCGAGT--GGTT-AAGGCGATGCCCTGCTATGGCATTGGGT-----TTT-----ACCTGCGCAGGTTCGAATCCTGTCTGTGACG---
>tdbD00010175 Candida_glabrata_CBS_138 284593 Ser TGA
-GGCACTATGGCCGAGT--GGTT-AAGGCGACAGACTTGAAATCTGTTGGGC-----TCT-----GCCCGCGCTGGTTCAAATCCTGCTGGTGTCG---
>tdbD00002667 Cyanophora_paradoxa 2762 Ser GGA
-GGAGAGATGGCCGAGT--GGTTGAAGGCGCAGCACTGGAAATGCTGTTTAAGGT--TTT--CCCTTAA-CGAGGGTTCGAATCCCTCTCTCTCCG---
>tdbD00002873 Dictyostelium_discoideum 44689 Ser AGA
-GACATCGTAGCAAAGT--GGTCTAATGCGTCTGACTAGAAATCAGATCCCT-----TCG-----GGGG-CGCAGGTTCGAACCCTGCCGATGTCG---
>tdbD00002872 Dictyostelium_discoideum 44689 Ser GCT
-GACACCTTAGCAAAGT--GGTT-AATGCGGCGCCCTGCTAAGGCGTTCTC------TTCG-----GAGGCGCAGGTTCGAACCCTGCAGGTGTCG---
>tdbD00002871 Dictyostelium_discoideum 44689 Ser TGA
-GACATCGTAGCGAAGT--GGTCTAACGCGTTTGACTTGAAATCAAATCTC------CTAG-----GAGGCGCAGGTTCGAACCCTGCCGATGTCG---
>tdbD00002904 Drosophila_melanogaster 7227 Ser AGA
-GCAGTCGTGGCCGAGC--GGTT-AAGGCGTCTGACTAGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGACTGCG---
>tdbD00002905 Drosophila_melanogaster 7227 Ser CGA
-GCAGTCGTGGCCGAGT--GGTT-AAGGCGTCTGACTCGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGGCTGCG---
>tdbD00009891 Drosophila_melanogaster 7227 Ser AGA
-GCAGTCGTGGCCGAGC--GGTT-AAGGCGTCTGACTAGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGGCTGCG---
>tdbD00009893 Drosophila_melanogaster 7227 Ser AGA
-GCAGTCGTGGCCGAGT--GGTT-AAGGCGTCTGACTAGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGGCTGCG---
>tdbD00009895 Drosophila_melanogaster 7227 Ser GCT
-GACGAGGTGGCCGAGA--GGTT-AAGGCGTTGGACTGCTAATCCAATGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTC----
>tdbD00009896 Drosophila_melanogaster 7227 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGTTGGACTGCTAATCCAATGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTC----
>tdbD00009897 Drosophila_melanogaster 7227 Ser TGA
-GTTGCGGTGTCCGAGT--GGTT-AAGGAGATGGACTTGAAATCCATTGGGT-----TCT-----ACCCGCGCAGGTTCGAATCCTGTCCGCAGC----
>tdbD00009898 Drosophila_melanogaster 7227 Ser TGA
-GCTGCGGTGTCCGAGT--GGTT-AAGGAGATGGACTTGAAATCCATTGGGT-----TCT-----ACCCGCACAGGTTCAAGTCCTGTCCGCAGC----
>tdbD00009956 Encephalitozoon_cuniculi_GB-M1 284813 Ser CGA
-GGCGGTGTGGCCGAGT--GGTCAAAGGCAATCGATTCGAAATCGATGGAC------TCTG-----TCCCCACAGGTTCGAATCCTGTCGCCGTCG---
>tdbD00009958 Encephalitozoon_cuniculi_GB-M1 284813 Ser GCT
-GACCTCGTAGCAAAGT--GGTT-AACGCGGTAGATTGCTAATCTATTTCCT-----TCT-----GGGAGCGCGAGTTCGAATCTCGCCGAGGTCG---
>tdbD00009957 Encephalitozoon_cuniculi_GB-M1 284813 Ser TGA
-GGTGCCGTGGCCGAGT--GGTCCAAGGCGACGGATTTGAAATCCGTTGAGG-----TTC-----TCTCTCGCTGGTTCGAATCCAGTCGGCATCG---
>tdbD00010232 Gallus_gallus 9031 Ser AGA
-GGGGAATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGAGTGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATTCTCCT---
>tdbD00010233 Gallus_gallus 9031 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCC-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010234 Gallus_gallus 9031 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGT-----TCT-----GCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010235 Gallus_gallus 9031 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010236 Gallus_gallus 9031 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010237 Gallus_gallus 9031 Ser CGA
-GCTGTGATGGCCGAGA--GGTG-AAGGCGTTGGACTCGAAATCCAATAGGG-----TTT-----CCCTGCGCAGGTTCGAATCCTGCTCACAGCG---
>tdbD00010238 Gallus_gallus 9031 Ser GCT
-GATGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACTCTCATCG---
>tdbD00010239 Gallus_gallus 9031 Ser GCT
-GACGAGGTGGCCGAGT--GGTG-AAGGTGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACCCTCGTCG---
>tdbD00010240 Gallus_gallus 9031 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTCG---
>tdbD00010241 Gallus_gallus 9031 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACCTTCGTCG---
>tdbD00010242 Gallus_gallus 9031 Ser TGA
-GGATGGATGTCTGAGC--GGTTGAAAGAGTCGGTCTTGAAAACCGAAGTATTG---ATAG--GAATAC-CGGGGGTTCGAATCCCTCTCCATCCG---
>tdbD00010243 Gallus_gallus 9031 Ser TGA
-GCTGTGATGGCCGAGG--GGTG-AAGGCGTTGGACTTGAAATCCAATAGGG-----TTT-----CCCTGCGCAGGTTCGAATCCTGCTCACAGCG---
>tdbD00010244 Gallus_gallus 9031 Ser TGA
-GCTGTGATGGCCGAGT--GGTG-AAGGTGTTGGACTTGAAATCCAATGGGG-----TTT-----CCCCGCGCAGGTTCAAATCCTGCTCACAGCG---
>tdbD00002911 Homo_sapiens 9606 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TTT-----CCCCACGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00002914 Homo_sapiens 9606 Ser CGA
-GGAGATATGGCACAATCTGGT--ACTGCAACGGACTCGAAATCCGTCGAGCCGC--GTT--TCGGGTG-TGCGGGTTCAAATCCCGCTATCTCCT---
>tdbD00002910 Homo_sapiens 9606 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00002913 Homo_sapiens 9606 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGTCGGCTACG---
>tdbD00009825 Homo_sapiens 9606 Ser AGA
-GGGTGTATGGCTCAGG--GGT--AGAGAATTTGACTAGAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCC----
>tdbD00009826 Homo_sapiens 9606 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGTGATGGACTAGAAACCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00009830 Homo_sapiens 9606 Ser CGA



-GTCACGGTGGCCGAGT--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TTT-----CCCCGCACAGGTTCGAATCCTGTTCGTGAC----
>tdbD00009831 Homo_sapiens 9606 Ser CGA
-GCTGTGATGGCCGAGT--GGTT-AAGGTGTTGGACTCGAAATCCAATGGGG-----GTT-----CCCCGCGCAGGTTCAAATCCTGCTCACAGC----
>tdbD00009832 Homo_sapiens 9606 Ser CGA
-GCTGTGATGGCCGAGT--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCAAATCCTGCTCACAGC----
>tdbD00009833 Homo_sapiens 9606 Ser GCT
-GGAGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTC----
>tdbD00009834 Homo_sapiens 9606 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACACGTGGGTTCGAATCCCATCCTCGTC----
>tdbD00009835 Homo_sapiens 9606 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTC----
>tdbD00009836 Homo_sapiens 9606 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACCTTCGTC----
>tdbD00009837 Homo_sapiens 9606 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACCCTCGTC----
>tdbD00009839 Homo_sapiens 9606 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00002897 Nicotiana_rustica 4093 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTCCACG---
>tdbD00002898 Nicotiana_rustica 4093 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGCGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTCCACG---
>tdbD00002899 Nicotiana_rustica 4093 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TCT-----GCCCGCGCAGGTTCGAATCCTGCCGTCCACG---
>tdbD00002894 Nicotiana_rustica 4093 Ser CGA
-GTCGATATGTCCGAGT--GGTT-AAGGAGACAGACTCGAAATCTGTTGGGC-----TTT-----GCCTGCGCAGGTTCGAATCCTGCTGTCGACG---
>tdbD00002895 Nicotiana_rustica 4093 Ser GCT
-GTCGCCTTGGCCGAGT--GGTT-AAGGCGTGTGCCTGCTAAGTACATGGGG-----TTT-----CCCCGCGAGAGTTCGAATCTCTCAGGCGACG---
>tdbD00010270 Pan_troglodytes 9598 Ser ACT
-GGGGGTATAGCTCAGGG-GGT--AGAGCAATTGACCACTAATCAAGAG-------------------GAGCCCGGTTCAAGTCCGGGTGCCCCCT---
>tdbD00010275 Pan_troglodytes 9598 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGGTGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010276 Pan_troglodytes 9598 Ser CGA
-GTCACGGTGGCCGAGT--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TTT-----CCCCGCACAGGTTCGAATCCTGTTCGTGACG---
>tdbD00010277 Pan_troglodytes 9598 Ser CGA
-GCTGTGATGGCCGAGT--GGTT-AAGGTGTTGGACTCGAAATCCAATGGGG-----GTT-----CCCCGCGCAGGTTCAAATCCTGCTCACAGCG---
>tdbD00010278 Pan_troglodytes 9598 Ser CGA
-GCTGTGATGGCCGAGT--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCAAATCCTGCTCACAGCG---
>tdbD00010279 Pan_troglodytes 9598 Ser CGA
-GCTGTGATGGCCGAGT--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCTCACAGCG---
>tdbD00010280 Pan_troglodytes 9598 Ser GCT
-GTCGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TTT-----GCACGCGTGGGTTCGAATCCCATACTCGTCG---
>tdbD00010281 Pan_troglodytes 9598 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCGTTGTGC-----TCT-----GCACACATGGGTTCGAATCCCATCCTCGTCG---
>tdbD00010282 Pan_troglodytes 9598 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACCCTCGCCG---
>tdbD00010284 Pan_troglodytes 9598 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCATGGGTTCGAATCCCATCCTCGTCG---
>tdbD00002868 Plasmodium_falciparum 5833 Ser GCT
-AGAGAAATGACTGAGA--GGTTTATAGTTATAAATTGCTAATTTATTGTATATAT-AATAATATTATACCAAGGGTTCGAATCCCTTTTTCTCTA---
>tdbD00002869 Plasmodium_falciparum 5833 Ser TGA
-AGAGAAATGACAGAGT--GGTTTATTGTGTTTGATTTGAGATCAAAAAAATAT---AAAT--ATATTT-CATGGGTTCAAATCCCATTTTCTCTT---
>tdbD00010218 Plasmodium_falciparum_3D7 36329 Ser AGA
-GACAGTGTGTCCGAGT--GGTT-AAGGAGTCAGACTAGAAATCTGGTAGGC-----TTT-----GCCTGCGCAGGTTCGAATCCTGCCGCTGTCG---
>tdbD00010219 Plasmodium_falciparum_3D7 36329 Ser CGA
-GACAGTTTGTCCGAGT--GGTT-AAGGAGGTTGACTCGAAATCAACTGGGC-----TCT-----GCCCGCACAGGTTCAAATCCTGTAGCTGTCG---
>tdbD00010220 Plasmodium_falciparum_3D7 36329 Ser GCT
-GATAACGTGCCCGAGT--GGTT-AAGGGGTTGGACTGCTAATCCAATGGGT-----TCT-----GCCCGCGCAGGTTCGATTCCTGCCGTTGTCG---
>tdbD00010221 Plasmodium_falciparum_3D7 36329 Ser TGA
-GACAGTTTGCCCGAGT--GGTT-AAGGGGTTGGACTTGAAATCCAATGAGC-----TTT-----GCTTGCGCAGGTTCGAATCCTGCAGCTGTCG---
>tdbD00002908 Podocoryne_carnea 6096 Ser AGA
-GCTGCGATGGCCGAGT--GGTT-AAGGCGTTTGACTAGAAATCAAATGGGA-----TCT-----TCCCGCGTAGGTTCGAATCCTACTCGCAGCG---
>tdbD00002909 Podocoryne_carnea 6096 Ser TGA
-GCTGCGATGGCCGACT--GGTT-AAGGCGTTAGACTTGAAATCTAATGGGA-----TCT-----TCCCGCGTAGGTTCGAACCCTACTCGCAGCG---
>tdbD00002875 Podospora_anserina 5145 Ser TGA
-GTCAGCATGGCAGAGT--GGTCTAATGCGTTAGACTTGAAATCTAATTCC------TTCG-----GGAGCGTAGGTTCGAACCCTACTGCTGACG---
>tdbD00002876 Podospora_anserina 5145 Ser TGA
-GGCGCGATGGCAGAGT--GGTCTAATGCGTGAGACTTGAAATCTCATTTC------TTCG-----GAAGCGTCGGTTCAAATCCGGCTCGCGTCG---
>tdbD00002879 Saccharomyces_cerevisiae 4932 Ser CGA
-GGCACTATGGCCGAGT--GGTT-AAGGCGAGAGACTCGAAATCTCTTGGGC-----TCT-----GCCCGCGCTGGTTCAAATCCTGCTGGTGTCG---
>tdbD00002881 Saccharomyces_cerevisiae 4932 Ser CGA
-GGCTACATGGCCGAGT--GGTT-AAGGCGAGAGACTCGAAATCTCTGGGC------TCTG-----CCCGCGCTGGTTCAATCCCTGCTGTGGTCG---
>tdbD00002878 Saccharomyces_cerevisiae 4932 Ser GCT
-GTCCCAGTGGCCGAGT--GGTT-AAGGCGATGCCCTGCTAAGGCATTGGGT-----TTT-----ACCTGCGCAGGTTCGAATCCTGTCTGTGACG---
>tdbD00009886 Saccharomyces_cerevisiae 4932 Ser AGA
-GGCAACTTGGCCGAGT--GGTT-AAGGCGAAAGATTAGAAATCTTTTGGGC-----TTTG----GCCCGCGCAGGTTCGAGTCCTGCAGTTGTC----



>tdbD00002885 Schizosaccharomyces_pombe 4896 Ser AGA
-GACACTATGCCTGAGT--GGTT-AAAGGGACAGACTAGAAATCTGTTGCGG-----TCT-----CCGCGCGCAGGTTCAAATCCTGCTGGTGTCG---
>tdbD00002884 Schizosaccharomyces_pombe 4896 Ser CGA
-GTCACTATGTCCGAGT--GGTT-AAGGAGTTAGACTCGAAATCTAATGGGC-----TCT-----GCCCGCGCAGGTTCAAATCCTGCTGGTGACG---
>tdbD00002882 Schizosaccharomyces_pombe 4896 Ser TGA
-GTCACTATGTCCGAGT--GGTT-AAGGAGTTAGACTTGAAATCTAATGGGC-----TTT-----GCCCGCGCAGGTTCAAATCCTGCTGGTGACG---
>tdbD00002883 Schizosaccharomyces_pombe 4896 Ser TGA
-GTCACTATGTCCGAGT--GGTT-AAGGAGTTAGACTTGAAATCTAATGGGC-----TCT-----GCCCGCGCAGGTTCAAATCCTGCTGGTGACG---
>tdbD00009901 Schizosaccharomyces_pombe 4896 Ser GCT
-GACAACGTGGCCGAGT--GGTTTAAGGCGTTCGCCTGCTAAGCGGATTCCC-----TTT-----GGGAGCGCAGGTTCGAATCCTGCCGTTGTC----
>tdbD00010246 Takifugu_rubripes 31033 Ser AGA
-GTTGTTGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCTGCGTAGGTTCGAATCCTGCCAACAAAG---
>tdbD00010247 Takifugu_rubripes 31033 Ser AGA
-GTTGTTGTGGCCGAGT--GGTT-AAGGAGATGGACTAGAAATCCATTGGGG-----TCT-----CCCTGCGTAGGTTCGAATCCTGCCAACAACG---
>tdbD00010248 Takifugu_rubripes 31033 Ser AGA
-GTTGTTGTGGCGGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCTGCGTAGGTTCGAATCCTGCCAACAACG---
>tdbD00010249 Takifugu_rubripes 31033 Ser AGA
-GTTGTTGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCTGCGTAGGTTCGAATCCTGCCAACAACG---
>tdbD00010250 Takifugu_rubripes 31033 Ser AGA
-GTTGTTGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCAAATCCTGCCAACAACG---
>tdbD00010251 Takifugu_rubripes 31033 Ser AGA
-GTTGTTGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCAACAACG---
>tdbD00010252 Takifugu_rubripes 31033 Ser AGA
-GTTGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACAACG---
>tdbD00010253 Takifugu_rubripes 31033 Ser CGA
-GCTGTGATGGCCGAGT--GGTT-AAGGCGTTGGATTCGAAATCCAATGGGG-----TTT-----CCCTTCGTAGGTTCAAATCCTACTCACAGCG---
>tdbD00010254 Takifugu_rubripes 31033 Ser CGA
-GTCACGGTGGCCGAGA--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TTT-----CCCCGCACAGGTTCGAATCCTGTTCGTGACG---
>tdbD00010255 Takifugu_rubripes 31033 Ser CGA
-GTCACGGTGGCCGAGA--GGTT-AAGGCGTTGGACTCGAAATCCAATGGGG-----TTT-----CCCCGCACAGGTTCGAATCCTGTCCGTGACG---
>tdbD00010257 Takifugu_rubripes 31033 Ser GCT
-GATGAGCTGGCGGAGT--GGTG-AAGGCGATAGACTGCTAATCTATTGTGC-----TCT-----GCATGCATGGGTTCAAATCCCATCCTCATTG---
>tdbD00010259 Takifugu_rubripes 31033 Ser GCT
-GATGAGGTGGCCGAGA--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTCG---
>tdbD00010260 Takifugu_rubripes 31033 Ser GCT
-GACGAGGTGGCCGAGA--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCATGGGTTCGAATCCCATCCTCGTTG---
>tdbD00010261 Takifugu_rubripes 31033 Ser GCT
-GACGGGGTGGCCGAGA--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTCG---
>tdbD00010262 Takifugu_rubripes 31033 Ser GCT
-GACGAGGTGGCCGAGA--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTCG---
>tdbD00010266 Takifugu_rubripes 31033 Ser TGA
-GTTGTTGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TCT-----CCCTGCGTAGGTTCGAATCCTGCCAACAACG---
>tdbD00010267 Takifugu_rubripes 31033 Ser TGA
-GCTGTGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGA-----TCT-----TCCCGCGCAGGTTCAAGTCCTGCTCACAGCG---
>tdbD00010268 Takifugu_rubripes 31033 Ser TGA
-GCTGCGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGA-----TCT-----TCCCGCGCAGGTTCGAACCCTGCTCGCAGCG---
>tdbD00010269 Takifugu_rubripes 31033 Ser TGA
-GCTGTGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCGAACCCTGCTCGCAGCG---
>tdbD00002870 Tetrahymena_pyriformis 5908 Ser AGA
-GACAATTTGTCCGAGT--GGTT-AAGGAGGAAGACTAGAAATCTTTTGGG------TTTA-----CCCGCGCAGGTTCGAATCCTGCAGTTGTCG---
>tdbD00010494 Arabidopsis_thaliana 3702 Thr AGT
-GCTCTCGTAGCTCAGTT-GGTT-AGAGCACCCGTTTAGTAAGCGGGAG-------------------GTCTTGAGTTCAACTCTCAACGAAAGC----
>tdbD00010495 Arabidopsis_thaliana 3702 Thr AGT
-GCTTTCATAGCTCAGTT-GGTT-AGAGCACCCGTTTAGTAAGCGGGAG-------------------GTCTTGAGTTCAACTCTCAATGAAAGC----
>tdbD00010496 Arabidopsis_thaliana 3702 Thr AGT
-GCTCTCGTAGCTCAGTT-GGTT-AGAGCACCCGTTTAGTAAGCGGGAG-------------------GTCTTGAGTTCAACTCTCAACGAGAGC----
>tdbD00010497 Arabidopsis_thaliana 3702 Thr CGT
-GCCTCCGTAGCATAGT--GGT--ATTGCGTTCGCTTCGTAAGCGAAAG-------------------GTCGTGAGTTCGATCCTCACCGTAGGC----
>tdbD00010498 Arabidopsis_thaliana 3702 Thr CGT
-GCCTCTGTAGCATAGT--GGT--ATTGCGTTCGCTTCGTAAGCGAAAG-------------------GCCGCGAGTTCGATCCTCGCCGGAGGC----
>tdbD00010499 Arabidopsis_thaliana 3702 Thr CGT
-GCCTCCGTAGCATAGT--GGT--ATTGCGTTCGCTTCGTAAGCGAAAG-------------------GCCGCGAGTTCGATCCTCGCCGGGGGC----
>tdbD00010501 Arabidopsis_thaliana 3702 Thr TGT
-GCCCGTATAGCTCAGT--GGT--AGAGCGTCAGTCTTGTAAACTGAAG-------------------GTCCGTAGTTCGATCCTGCGTGTGGGC----
>tdbD00010502 Arabidopsis_thaliana 3702 Thr TGT
-GCCCTTATAGCTCAGT--GGT--AGAGCGTCAGTCTTGTAAACTGAAG-------------------GTCCGTAGTTCGATCCTGCGTGAGGGCA---
>tdbD00003089 Caenorhabditis_elegans 6239 Thr AGT
-GCCTCATTGGCTCAGT--GGC--AGAGCGTCTGTCTAGTAAACAGAAG-------------------GTCGCTGGTTCGATTCCAGCATGAGGCA---
>tdbD00003088 Caenorhabditis_elegans 6239 Thr TGT
-GCCCTTATAGCTCAGT--GGT--AGAGCGTTGGTCTTGTAAACCAAAG-------------------GTCCGTAGTTCAATCCTGCGTGGGGGCA---
>tdbD00010503 Caenorhabditis_elegans 6239 Thr AGT
-GGGGGTATAGCTCAGT--GGT--AGAGCGCTCCCTTAGTATGGGAGAG-------------------GGCTGGGGTTCAATTCCCCATACCTCCA---
>tdbD00010504 Caenorhabditis_elegans 6239 Thr AGT
-GCCTCATTGGCTCAGT--GGC--AGAGCGTCTGTCTAGTAAACAGAAG-------------------GTCGCTGGTTCGATTCCAGCATGAGGCC---
>tdbD00010506 Caenorhabditis_elegans 6239 Thr CGT



-GCCCGTATAGCTCAGT--GGC--AGAGCGTCTGTCTCGTAAACAGAAG-------------------GCCGGCGGTTCAATCCCGCCTGGGGGC----
>tdbD00010507 Caenorhabditis_elegans 6239 Thr CGT
-GCCCGTATAGCTCAGA--GGC--AGAGCGTCTGTCTCGTAAACAGAAG-------------------GTCGGCGGTTCAATCCCGCCTGTGGGC----
>tdbD00010508 Caenorhabditis_elegans 6239 Thr CGT
-GCCCGTATAGCTCAGT--GGC--AGAGCGTCTGTCTCGTAAACAGAAG-------------------GTCGACGGTTCAATCCCGTCTGGGGGC----
>tdbD00010509 Caenorhabditis_elegans 6239 Thr CGT
-GCCCGTATAGCTCAGT--GGC--AGAGCGTCTGTCTCGTAAACAGAAG-------------------GTCGGCGGTTCAATCCCGCCTGGGGGC----
>tdbD00010510 Caenorhabditis_elegans 6239 Thr CGT
-GCCCTTATAGCTCAGT--GGT--AGAGCGTTGGTCTCGTAAACCAAAG-------------------GTCCGTAGTTCAATCCTGCGTGAGGGCA---
>tdbD00010733 Candida_glabrata_CBS_138 284593 Thr AGT
-GCTTCTATGGCCAAGTT-GGT--AAGGCGCCACACTAGTAATGTGGAG-------------------ATCATCAGTTCAAATCTGGTTGGAAGCA---
>tdbD00010734 Candida_glabrata_CBS_138 284593 Thr CGT
-GCCTCTTTGGCCAAGT--GGT--AAGGCATCGCACTCGTAATGCGGGG-------------------ATCGTGGGTTCAATTCCCACAGGAGGCA---
>tdbD00010732 Candida_glabrata_CBS_138 284593 Thr TGT
-GCCTCCTTAGCTTAGT--GGT--AGAGCGTTGCACTTGTAATGCAAAG-------------------GTCGCTAGTTCAATTCTGGCAGGTGGCA---
>tdbD00003077 Dictyostelium_discoideum 44689 Thr AGT
-GGCTCCTTAGCATAGT--GGT--ATTGCGTTTCCCTAGTAAGGAAGAG-------------------GTCATGAGTTCGATCCTCATAGGAGCCT---
>tdbD00003078 Dictyostelium_discoideum 44689 Thr CGT
-GCCATAGTAGTCTAGT--GGT--AAGACATTTCTCTCGTAAAGAAGGA-------------------T-CCCGTGTTCGATTCACGGCTTTGGCA---
>tdbD00003090 Drosophila_melanogaster 7227 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCGTGAGTTCGAATCTCGCCGGGGCCT---
>tdbD00010519 Drosophila_melanogaster 7227 Thr CGT
-GCCTCTTTAGCTCAGT--GGT--AGAGCGTTGGTCTCGTAAACCAAAG-------------------GCCGTGAGTTCAACCCTCACAGGAGGC----
>tdbD00010520 Drosophila_melanogaster 7227 Thr TGT
-GCCTCTTTAGCTCAGT--GGC--AGAGCACTGGTCTTGTAAACCAGGG-------------------GCCGTGAGTTCAATTCTCACAAGAGGC----
>tdbD00010521 Drosophila_melanogaster 7227 Thr TGT
-GCCTCTTTAGCTCAGT--GGC--AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGTGAGTTCAATCCTCACAGGAGGC----
>tdbD00010563 Encephalitozoon_cuniculi_GB-M1 284813 Thr AGT
-GCCGCCATAGCTAAGT--GGTT-ATAGCGCCAGTTTAGTAAACTGGAG-------------------GCCCCGAGTTCGAGTCTCGGTGGTGGCT---
>tdbD00010562 Encephalitozoon_cuniculi_GB-M1 284813 Thr CGT
-GGCTTGTTAGTTTAGT--GGC--AAAACGGTTGATTCGTAATCAACTG-------------------A-CGCGAGTTCGATTCTCGCACAAGCCT---
>tdbD00010564 Encephalitozoon_cuniculi_GB-M1 284813 Thr TGT
-GCCATTATAGCTCAGTA-GGT--AGAGCTTTAGCTTTGTAAGCTAAGG-------------------GTCCTGGGTTCGAGTCCCAGTGGTGGCT---
>tdbD00010777 Gallus_gallus 9031 Thr AGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTAGTAAACCAGGG-------------------GTCGTGAGTTCAAATCTCACTGGAGCCT---
>tdbD00010778 Gallus_gallus 9031 Thr AGT
-GGCACCATGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCAACTCCCAGTGGTGCCT---
>tdbD00010779 Gallus_gallus 9031 Thr AGT
-GGCGCCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCCT---
>tdbD00010780 Gallus_gallus 9031 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCCT---
>tdbD00010781 Gallus_gallus 9031 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCGCGGGTTCGAACCCCGTCCGTGCCT---
>tdbD00010782 Gallus_gallus 9031 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCACGGGTTCGAACCCCGTCCGTGCCT---
>tdbD00010783 Gallus_gallus 9031 Thr TGT
-GGCTCCATAGCTCAGG--GGTC-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGTGAGTTCAAGTCTCACTGGGGCCT---
>tdbD00010784 Gallus_gallus 9031 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010785 Gallus_gallus 9031 Thr TGT
-GGCTCCATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCGATCCTCGCTGGGGCCT---
>tdbD00003093 Homo_sapiens 9606 Thr AGT
-GGCTCCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCCT---
>tdbD00010476 Homo_sapiens 9606 Thr AGT
-GGCCCTGTGGCTTAGCT-GGTC-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCC----
>tdbD00010477 Homo_sapiens 9606 Thr AGT
-GGCTTCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGAGGCCT---
>tdbD00010478 Homo_sapiens 9606 Thr AGT
-GGCTCCGTAGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGACTCCCAGCGGGGCC----
>tdbD00010480 Homo_sapiens 9606 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCC----
>tdbD00010482 Homo_sapiens 9606 Thr CGT
-GGCCCTGTAGCTCAGC--GGTT-GGAGCGCTGGTCTCGTAAACCTAGG--------G----------GTCGTGAGTTCAAATCTCACCAGGGCC----
>tdbD00010483 Homo_sapiens 9606 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCGCGGGTTCGAACCCCGTCCGTGCC----
>tdbD00010484 Homo_sapiens 9606 Thr CGT
-GGCTCTGTGGCTTAGTT-GGCT-AAAGCGCCTGTCTCGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCC----
>tdbD00010485 Homo_sapiens 9606 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCACGGGTTCGAACCCCGTCCGTGCC----
>tdbD00010486 Homo_sapiens 9606 Thr CGT
-GGCTCTATGGCTTAGTT-GGTT-AAAGCGCCTGTCTCGTAAACAGGAG-------------------ATCCTGGGTTCGACTCCCAGTGGGGCC----
>tdbD00010487 Homo_sapiens 9606 Thr TGT
-GCTGCTTTCGTATAATT-GGCT-ATTACACATCCCTTGTAAGGATGGA-------------------AATGCAGGTTCGAGTCCTGTGAGCAGC----
>tdbD00010488 Homo_sapiens 9606 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------T-CGCGAGTTCAAATCTCGCTGGGGCC----



>tdbD00010489 Homo_sapiens 9606 Thr TGT
-GGCCCTATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010490 Homo_sapiens 9606 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAATTCTCGCTGGGGCCT---
>tdbD00010492 Homo_sapiens 9606 Thr TGT
-GGCTCCATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCGATCCTCGCTGGGGCC----
>tdbD00010493 Homo_sapiens 9606 Thr TGT
-GGCTCTATGGCTTAGTT-GGTT-AAAGCGCCTGTCTTGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGTAGAGCC----
>tdbD00003076 Leishmania_tarentolae 5689 Thr TGT
-GGCCGCTTAGCACAGT--GGC--AGTGCACTGGTCTTGTAAACCAGGG-------------------GTCCCGAGTTCAATTCTCGGAGTGGCCT---
>tdbD00010809 Pan_troglodytes 9598 Thr AGT
-GGCTTCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAT--------G----------ATCCTGGGTTCGAATCCCAGCGAGGCCT---
>tdbD00010810 Pan_troglodytes 9598 Thr AGT
-GGCCCTGTGGCTTAGCT-GGTC-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCCT---
>tdbD00010812 Pan_troglodytes 9598 Thr AGT
-GGCTCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGACTCCCAGCGGGGCCT---
>tdbD00010814 Pan_troglodytes 9598 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCCC---
>tdbD00010816 Pan_troglodytes 9598 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGCGCCT---
>tdbD00010818 Pan_troglodytes 9598 Thr CGT
-GGCTCTGTGGCTTAGTT-GGCT-AAAGCGCCTGTCTCGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCCT---
>tdbD00010820 Pan_troglodytes 9598 Thr CGT
-GGCTCTATGGCTTAGTT-GGTT-AAAGCGCCTGTCTCGTAAACAGGAG-------------------ATCCTGGGTTCGACTCCCAGTGGGGCCT---
>tdbD00010826 Pan_troglodytes 9598 Thr TGT
-GGCTCTATGGCTTAGTT-GGTT-AAAGCGCCTGTCTTGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGTAGGGCCT---
>tdbD00003086 Phaseolus_vulgaris 3885 Thr TGT
-GCCCTTATAGCTCAGT--GGT--AGAGCGTCAGTCTTGTAAACTGAAG-------------------GTTCGTAGTTCGATCCTGCGTGAGGGCA---
>tdbD00003074 Plasmodium_falciparum 5833 Thr TGT
-GCTAAAGTAGCTTAATT-GGT--AAAGCAACTGATTTGTAATCAGTAG-------------------ATTATGAGTTCAAATCTCACCATTAGCT---
>tdbD00010767 Plasmodium_falciparum_3D7 36329 Thr AGT
-GCCTGCATAGCTTAGTT-GGT--AGAGCATCCGCCTAGTAAGCGGAAG-------------------GTCATCGGTTCGACTCCGGTTGTAGGCT---
>tdbD00010768 Plasmodium_falciparum_3D7 36329 Thr CGT
-GCCATCTTAGCACAGTT-GGT--AATGCGTTTGATTCGTAATCAAAAG-------------------ATCGTGGGTTCGACTCCCACAGGTGGCT---
>tdbD00010769 Plasmodium_falciparum_3D7 36329 Thr TGT
-GCCACCTTAGCACAGT--GGT--AGTGCGTTGGTCTTGTAAACCAAAG-------------------GTCGGGAGTTCGATCCTCCCAGGTGGCT---
>tdbD00003079 Saccharomyces_cerevisiae 4932 Thr AGT
-GCTTCTATGGCCAAGTT-GGT--AAGGCGCCACACTAGTAATGTGGAG-------------------ATCATCGGTTCAAATCCGATTGGAAGCA---
>tdbD00003080 Saccharomyces_cerevisiae 4932 Thr CGT
-GCCCTTTTGGCCAAGT--GGT--AAGGCATCGCACTCGTAATGCGGGG-------------------ATCGTGGGTTCAATTCCCACAGAGGGCA---
>tdbD00010515 Saccharomyces_cerevisiae 4932 Thr TGT
-GCCTCCTTAGCTTAGT--GGT--AGAGCGTTGCACTTGTAATGCAAAG-------------------GTCGTTAGTTCAATTCTGACAGGTGGCA---
>tdbD00003082 Schizosaccharomyces_pombe 4896 Thr CGT
-GCTCTTGTAGCTCAGT--GGT--AGAGCGCCTGTCTCGTAAACAGGAG-------------------GTCCAGTGTTCGAGTCACTGCCGGAGCA---
>tdbD00010522 Schizosaccharomyces_pombe 4896 Thr AGT
-GCTCTTGTAGCTCAGT--GGT--AGAGCGCTTGCCTAGTAAGCAAGAG-------------------GCCCAGTGTTCAAGTCACTGCTGGAGC----
>tdbD00010523 Schizosaccharomyces_pombe 4896 Thr AGT
-GCTCTTGTAGCTCAGT--GGT--AGAGCGCTTGCCTAGTAAGCAAGAG-------------------GCCCAGTGTTCGAGTCACTGCTGGAGC----
>tdbD00010525 Schizosaccharomyces_pombe 4896 Thr TGT
-GCCTCTATGGCTTAGT--GGT--ACAGCATCGCACTTGTAATGCGAAG-------------------ATCCTTGGTTCGATTCCGAGTGGAGGC----
>tdbD00010526 Schizosaccharomyces_pombe 4896 Thr TGT
-GCCCCTATGGCTTAGT--GGT--ACAGCATCGCACTTGTAATGCGAAG-------------------ATCCTTGGTTCGATTCCGAGTGGGGGC----
>tdbD00010786 Takifugu_rubripes 31033 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTC-AAAGCGCCTGTCTAGTAAACAGGA----------------------C--GGGTTCGAATCCCAGCGGTGCCT---
>tdbD00010788 Takifugu_rubripes 31033 Thr AGT
-GGTGCTGTGGCTTAGCT-GGTC-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCAAATCCCAGCAGTGCCT---
>tdbD00010790 Takifugu_rubripes 31033 Thr AGT
-GACACTGTGGCTTAGTT-GGTT-ATAGCACCTGTCTAGTAAACAGGAG-------------------AGCCTGGGTTCAAATCCCAGCAGTGCCT---
>tdbD00010791 Takifugu_rubripes 31033 Thr AGT
-GGTGCTGTGGCTTAGCT-GGTT-AAAGTGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAGTCCCAGCAGTGCCT---
>tdbD00010792 Takifugu_rubripes 31033 Thr AGT
-GGCACTGTAGCTTAGCT-GGTC-AAAGTGCCTGTCTAGTAAACAGGAG-------------------AGCCTGGGTTCGAATCCCAGCAGTGCCT---
>tdbD00010793 Takifugu_rubripes 31033 Thr AGT
-GGCGCTGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCAGTGCCT---
>tdbD00010795 Takifugu_rubripes 31033 Thr CGT
-GGCGCTGTCGCTTAGCT-GGTC-AAAGCGCCTGTCTCGTAAACAGGCG-------------------AGCCTGGGTTCGAATCCCAGCAGTGTCT---
>tdbD00010796 Takifugu_rubripes 31033 Thr CGT
-GGCGCTGTAGCTTAGCT-GGTC-AAAGTGCCTGTCTCGTAAACAGGAG-------------------AGCCTGGGTTCAAATCCCAGCAGTGCCT---
>tdbD00010797 Takifugu_rubripes 31033 Thr CGT
-GGTGTGGTGGCCAAGT--GGT--AAGGCGTTGGTCTCGTAAACCAAAG-------------------ATCATGGGTTCAATCCCCATCCATACCT---
>tdbD00010798 Takifugu_rubripes 31033 Thr CGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTCGTAATCCAGGG-------------------GTCATGAGTTCAAATCTCATTGGGGCCT---
>tdbD00010799 Takifugu_rubripes 31033 Thr CGT
-GGCGCTGTGGCTTAGCT-GGTT-ATAGCACCTGTCTCGTAAACAGGAG-------------------ATCCTGGGTTCAAATCCCAGCAGTGCCT---
>tdbD00010802 Takifugu_rubripes 31033 Thr TGT



-GGCACTGTAGCTTAGTT-GGTC-AAAGTACCTGTCTTGTAAACAGGAG-------------------AGCCTGGGTTCGAATCCCAGCAGTGCCT---
>tdbD00010803 Takifugu_rubripes 31033 Thr TGT
-GGCTCTATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCATGAGTTCGATCCTCATTAGGGCCT---
>tdbD00010805 Takifugu_rubripes 31033 Thr TGT
-GGCTCTATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGTGAGTTCGATCCTCACTAGGGCCT---
>tdbD00010806 Takifugu_rubripes 31033 Thr TGT
-GGCCTCATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAATTCTCGCTGGGGCCT---
>tdbD00003075 Trypanosoma_brucei 5691 Thr CGT
-GGCCGCTTAGCACAT---GGC--AGTGCACCACTCTCGTAAAGTGGGG-------------------GTCGCGAGTTCGATTCTCGCAGTGGCCT---
>tdbD00008219 Arabidopsis_thaliana 3702 Pro AGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTTGCTTAGGGTGCGAGAG-------------------GCCCGGAGCTCAATTCTCGGAAAACCC----
>tdbD00008220 Arabidopsis_thaliana 3702 Pro AGG
-TGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGAGTTCAATTCTCGGAATGCCCC---
>tdbD00008221 Arabidopsis_thaliana 3702 Pro AGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCGGAGTTCAATTCTCCGAATGCCCC---
>tdbD00008222 Arabidopsis_thaliana 3702 Pro AGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGAGTTCAATTCTCGGAATGCCCC---
>tdbD00008223 Arabidopsis_thaliana 3702 Pro AGG
-GGGCGTTTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGAGTTCAATTCTCGGAACGCCCC---
>tdbD00008224 Arabidopsis_thaliana 3702 Pro CGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTCGGGTGCGAGGG-------------------GTCCCGAGTTCGATTCTCGGAATGCCCC---
>tdbD00008225 Arabidopsis_thaliana 3702 Pro CGG
-GGGTGTTTGGTCTAGT--GGT--ATGATTCGCGCTTCGGGTGCGCGAG-------------------GTCCCGAGTTCGATTCTCGGAACACCC----
>tdbD00008226 Arabidopsis_thaliana 3702 Pro CGG
-GGGTGTTTGGTCTAGT--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGAGTTCGATTCTCGGAACACCC----
>tdbD00008227 Arabidopsis_thaliana 3702 Pro TGG
-CGAGGTGTAGCGCAGTCTGGTC-AGCGCATCTGTTTTGGGTACAGAGG-------------------GCCATAGGTTCGAATCCTGTCACCTTGA---
>tdbD00008228 Arabidopsis_thaliana 3702 Pro TGG
-CAGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCAAGAG-------------------GTCCCGAGTTCGATTCTCGGAATGCCC----
>tdbD00008229 Arabidopsis_thaliana 3702 Pro TGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGAGTTCGATTCTCGCAATGCCCC---
>tdbD00008230 Arabidopsis_thaliana 3702 Pro TGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGAGTTCGATTCTCGGAATGCCCC---
>tdbD00008231 Arabidopsis_thaliana 3702 Pro TGG
-GGGCGTTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGAGTTCGATTCTCGGAACGCCCC---
>tdbD00002246 Caenorhabditis_elegans 6239 Pro AGG
-GGCTGAGTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGATCGATCCCCGGCTCAGCCC---
>tdbD00002245 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATCCCCGGTTCGGCCC---
>tdbD00008232 Caenorhabditis_elegans 6239 Pro AGG
-GGTCGGATGGCCTAGA--GGT--AAGGCGCTTGCTTAGGGTGCAAGAG-------------------ATCCCGGGTTCGATCCCCGGTTCGACC----
>tdbD00008233 Caenorhabditis_elegans 6239 Pro AGG
-GGCCGGATGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGATCGATCCCCGGTTCGGCC----
>tdbD00008235 Caenorhabditis_elegans 6239 Pro AGG
-GGCCGGATGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGATCGATCCCCGGTCCGGCC----
>tdbD00008236 Caenorhabditis_elegans 6239 Pro CGG
-GGCCGGATGGTCTAGA--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCGATTCCCGGTTCGGCC----
>tdbD00008238 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATCCCCAGTTCGGCCC---
>tdbD00008239 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCTGGTTCAATCCCCGGTTCGGCCC---
>tdbD00008241 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGCGTTCAATCCCCGGTTCGGCCC---
>tdbD00008242 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTATT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATCCCCGGTTCGGCCC---
>tdbD00008243 Caenorhabditis_elegans 6239 Pro TGG
-GGCCCAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATCCCCGGTTCGGCCC---
>tdbD00008244 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATCCCCGGCTCGGCCC---
>tdbD00008246 Caenorhabditis_elegans 6239 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008426 Candida_glabrata_CBS_138 284593 Pro AGG
-GGGCGTGTGGTCTAGA--GGT--ATGATTTCCGCTTAGGGTGCGGGAG-------------------GTCCCGGGTTCGAGTCCCGGCTCGCCCC---
>tdbD00008425 Candida_glabrata_CBS_138 284593 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGATGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00002247 Drosophila_melanogaster 7227 Pro TGG
-GGCTCAATGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGTTGAGCCC---
>tdbD00008255 Drosophila_melanogaster 7227 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTTCCGCTTAGGGTGCGGGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCC----
>tdbD00008256 Drosophila_melanogaster 7227 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTTTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAATTCCCGGACGAGCCC---
>tdbD00008257 Drosophila_melanogaster 7227 Pro CGG
-GGCTCGTTGGTCTAGA--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAATTCCCGGACGAGCCC---
>tdbD00008258 Drosophila_melanogaster 7227 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---



>tdbD00008295 Encephalitozoon_cuniculi_GB-M1 284813 Pro AGG
-GGTGGTATGGTCTAGC--GGT--ATGACGCTTGCTTAGGGTGCAAGAG-------------------GCCTTGGGTTCGAATCCCAATACCGCCC---
>tdbD00008297 Encephalitozoon_cuniculi_GB-M1 284813 Pro CGG
-GGCGTCATGGTCCAAT--GGT--ACGATACGTGCTTCGGGTGCACGTG-------------------A-CCCGAGTTCGATTCTCGGTGACGCCC---
>tdbD00008296 Encephalitozoon_cuniculi_GB-M1 284813 Pro TGG
-GGCTCGGTGGTCTAAG--GGT--ATGATCTCCGCTTTGGGTGCGGAGG-------------------GCTCCAGGTTCAAATCCTGGCCGAGCCC---
>tdbD00002248 Gallus_gallus 9031 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008454 Gallus_gallus 9031 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAACTCCCGGACGAGCCC---
>tdbD00008457 Gallus_gallus 9031 Pro TGG
-GGCTTGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACAAGCCC---
>tdbD00008458 Gallus_gallus 9031 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008212 Homo_sapiens 9606 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGATGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008213 Homo_sapiens 9606 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--GTGGTTCTCGCTTAGGGCGGGAGACCC------AAGA-----GGT-CCCGGGTTCAAATCCCGGACGAGCC----
>tdbD00008214 Homo_sapiens 9606 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGTGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008217 Homo_sapiens 9606 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGGTTTGGGTCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008218 Homo_sapiens 9606 Pro TGG
-GGCTCGTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008469 Pan_troglodytes 9598 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCGCGGACGAGCCC---
>tdbD00008470 Pan_troglodytes 9598 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCTGGACGAGCCC---
>tdbD00008471 Pan_troglodytes 9598 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCACGGACGAGCCC---
>tdbD00008476 Pan_troglodytes 9598 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCCTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008477 Pan_troglodytes 9598 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGAGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002239 Plasmodium_falciparum 5833 Pro TGG
-CAGAATATAGTGTAAT--GGT--AACATATCTATTTTGGGAATAGAAG-------------------AATATAGGTTCAAATCCTATTTTTCTGA---
>tdbD00008447 Plasmodium_falciparum_3D7 36329 Pro AGG
-GGCTACTTAGTCTAGT--GGT--ATGATTCTCTCTTAGGGTGGGAGAG-------------------GTCCCGGGTTCGATTCCCGGAGTAGCCC---
>tdbD00008448 Plasmodium_falciparum_3D7 36329 Pro CGG
-GGCTACTTGATCTAGT--GGT--ATGATTCTTGCTTCGGGTGCAAGAC-------------------GTCCCGGGTTCGATTCCCGGAGTAGCCC---
>tdbD00008449 Plasmodium_falciparum_3D7 36329 Pro TGG
-GGCTACTTAGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATTCCCGGAGTAGCCC---
>tdbD00002253 Rattus_norvegicus 10116 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCTGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002241 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGCGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008247 Saccharomyces_cerevisiae 4932 Pro AGG
-GGGCGTGTGGTCTAGA--GGT--ATGATTCTCGCTTAGGGTGCGGGAG-------------------GTCCCGGGTTCGAGTCCCGGCTCGCCC----
>tdbD00008254 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGA--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00002242 Schizosaccharomyces_pombe 4896 Pro AGG
-GGCCGTTTGGTCTAGT--GGT--ATGATACCATCTTAGGGTGATGGTG-------------------GTCGTGGGTTCGATTCCCACAACAGCCC---
>tdbD00008261 Schizosaccharomyces_pombe 4896 Pro CGG
-GGCCTAATAGTGTAGT--GGTT-AACATACCTCTTTCGGGTAGAGGTG-------------------ATCCCTGGTTCGAATCCTGGTTAGGCC----
>tdbD00008262 Schizosaccharomyces_pombe 4896 Pro TGG
-GGTTTCGTGGTGTAGT--GGT--AGCATACTTCGTTTGGGTCGAAGTG-------------------GTCACGGGTTCAATCCCCGTCGAAACC----
>tdbD00008263 Schizosaccharomyces_pombe 4896 Pro TGG
-GGCTTCGTGGTGTAGT--GGT--AGCATACTTCGTTTGGGTCGAAGTG-------------------GTCAGGGGTTCGATCCCCCTCGAAGCC----
>tdbD00008461 Takifugu_rubripes 31033 Pro CGG
-GGCTCATTGGTCGAGG--GGA--AGGATCCTCGCCTCGGGTGCGAGTG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008463 Takifugu_rubripes 31033 Pro CGG
-GGCTCGTTGGTCTAGT--GGG--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCGACTCCCGGACGAGCCC---
>tdbD00000956 Arabidopsis_thaliana 3702 Gly TCC
-GCGTCTGTAGTCCAAC--GGTT-AGGATAATTGCCTTCCAAGCAATAG-------------------A-CCCGGGTTCGACTCCCGGCAGACGCA---
>tdbD00000962 Caenorhabditis_elegans 6239 Gly TCC
-GCGTTCGTGGTGTAAT--GGTC-AGCATGGATGCCTTCCAAGCATTCG-------------------A-CGGGGGTTCGATTCCCCCCGAACGCA---
>tdbD00005342 Caenorhabditis_elegans 6239 Gly TCC
-GCGTTCGTGGTGTAAT--GGTC-AGCATGGATGCCTTCCAAGCATTCG-------------------A-CGGGGGTTCGATTCCCCTCGAACGCA---
>tdbD00005344 Caenorhabditis_elegans 6239 Gly TCC
-GCGTTCGTGGTGTAAT--GGTC-GGCATGGATGCCTTCCAAGCATTCG-------------------A-CGGGGGTTCGATTCCCCCCGAACGCA---
>tdbD00005567 Candida_glabrata_CBS_138 284593 Gly CCC
-GCGTAAGTAGTATAGT--GGTT-AGAATCTATCCTTCCCAAGGATGGG-------------------A-CCCGGGTTCGATTCCCGGCTTTCGCA---
>tdbD00005565 Candida_glabrata_CBS_138 284593 Gly GCC
-GCGCAAGTGGTTTAGT--GGT--AAAATCCAACGTTGCCATCGTTGGG-------------------C-CCCCGGTTCGATTCCGGGCTTGCGCA---
>tdbD00005398 Encephalitozoon_cuniculi_GB-M1 284813 Gly TCC



-GCGTTGTTGGTCTAGT--GGAT-AGGATAACAGCCTTCCAAGCTGTTG-------------------G-CCCGGGTTCGATTCCCGGACATCGCA---
>tdbD00005605 Gallus_gallus 9031 Gly CCC
-GCGCCGCTGGTGTAGT--GGT--ATCATGCAAGATTCCCATTCTTGCG-------------------A-CCCGGGTTCGATTCCCGGGCGGCGCA---
>tdbD00005610 Gallus_gallus 9031 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCTGGCCAACGCA---
>tdbD00005612 Gallus_gallus 9031 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-ACCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005614 Gallus_gallus 9031 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005615 Gallus_gallus 9031 Gly TCC
-GCGTTGGTGGTATAGT--GGTT-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005643 Pan_troglodytes 9598 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAACCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005644 Pan_troglodytes 9598 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCGGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005599 Plasmodium_falciparum_3D7 36329 Gly TCC
-GCGTCAATAGTCTAAC--GGCC-ATGATACCTGCCTTCCAAGCAGGTG-------------------A-CCCGGGTTCGACTCCCGGTTGACGCA---
>tdbD00000969 Rattus_norvegicus 10116 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AACATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00000952 Saccharomyces_cerevisiae 4932 Gly GCC
-GCGCAAGTGGTTTAGT--GGT--AAAATCCAACGTTGCCATCGTTGGG-------------------C-CCCCGGTTCGATTCCGGCGTTGCGCA---
>tdbD00005619 Takifugu_rubripes 31033 Gly CCC
-GCGCCGCTGGTGTAGT--GGT--ATCATGCAAGATTCCCATTCTTGTG-------------------A-CCCGGGTTCGATTCCCGGGCGGCGCA---
>tdbD00005626 Takifugu_rubripes 31033 Gly TCC
-GCGTTGGTGGTATAGT--GGTT-AGCATAGCTGCCTTCCAAGCAGTTG---------------------ACCCGGTTCGATTCCCGGCCAACGCA---
>tdbD00005627 Takifugu_rubripes 31033 Gly TCC
-GCGATGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCATCGCA---
>tdbD00005806 Candida_glabrata_CBS_138 284593 His GTG
-GCCATTTTAGTATAGT--GGTT-AGTACACATCGTTGTGGCCGATGAA-------------------A-CCCTGGTTCGATTCTAGGAAATGGCA---
>tdbD00005807 Candida_glabrata_CBS_138 284593 His GTG
-GCCATCTTAGTATAGT--GGTT-AGTACACATCGTTGTGGCCGATGAA-------------------A-CCCTGGTTCGATTCTAGGAGATGGCA---
>tdbD00001111 Dictyostelium_discoideum 44689 His GTG
-GCCGTGATAGTATAGT--GGT--AGTACATCAGATTGTGGCTCTGATG-------------------A-CCCTGGTTCGATTCCAGGTCGCGGCA---
>tdbD00001115 Drosophila_melanogaster 7227 His GTG
-GCCGTGATCGTCTAGT--GGTT-AGGACCCCACGTTGTGGCCGTGGTA-------------------A-CCCAGGTTCGAATCCTGGTCACGGCA---
>tdbD00005745 Encephalitozoon_cuniculi_GB-M1 284813 His GTG
-GCTGAATTAGCTTAGT--GGT--AGAGCATGGCGTTGTGGCCGCCAAG-------------------A-TGCGAGTTCGATTCTCGCATTCAGCA---
>tdbD00005826 Gallus_gallus 9031 His GTG
-GCTGTGATTGTATAGT--GGTC-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACAGCA---
>tdbD00005827 Gallus_gallus 9031 His GTG
-GCCGTGATCGTATAGT--GGTC-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00005828 Gallus_gallus 9031 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCAAATCCGAGTCACGGCA---
>tdbD00005829 Gallus_gallus 9031 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00001116 Mus_musculus 10090 His GTG
-GCCGTGATCGTATAGG--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00005838 Pan_troglodytes 9598 His GTG
-GCTATGATCGTACAGT--GGTT-ACTACTCTGCGTTGTGGCCACAGCA-------------------A-CCTCGGCTCGAATCCGAGTCATGGCA---
>tdbD00005840 Pan_troglodytes 9598 His GTG
-GCCATGATGGTATAGT--GGTT-AGTACTCTGCGCTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00005821 Plasmodium_falciparum_3D7 36329 His GTG
-GTCCAAATCGTCTAGT--GGTT-AGGACTCCACGCTGTGGACGTGGCA-------------------A-CGTAGGTTCGAATCCTGCTTTGGACA---
>tdbD00001113 Schizosaccharomyces_pombe 4896 His GTG
-GCTCACATGGTCCAGT--GGTT-AAGACTCATCGTTGTGGCCGATGCG-------------------A-CCCAGGTTCGATTCCTGGTGTGGGCA---
>tdbD00005830 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTC-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCCCAGTTCGAATCCGGGTCACGGCA---
>tdbD00005831 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTC-AGTACTTTGCGTTGTGGCCGCAAAC-------------------AACCCCGGTTCGAATCCGGGTCACGGCA---
>tdbD00005832 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCCAGGTTCGAATCCGGGTCACGGCA---
>tdbD00005833 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTC-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCCCGGTTCAAATCCGGGTCACGGCA---
>tdbD00005834 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGTGTTGTGGCCGCAGCA-------------------A-CCCCGGTTCGAATCCGGGTCACGGCA---
>tdbD00005835 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTC-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCCCGGTTCGAATCCGGGTCACGGCA---
>tdbD00005836 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTTTGCGTTGTGGCCGCAACA-------------------A-CCCCGGTTCGAATCCGGGTCACGGCA---
>tdbD00005837 Takifugu_rubripes 31033 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCCCGGTTCGAATCCGGGTCACGGCA---
>tdbD00000504 Arabidopsis_thaliana 3702 Asp GTC
-GTCGTTGTAGTATAGT--GGTA-AGTATTCCCGCCTGTCACCCGGGTG-------------------A-CCCGGGTTCGATCCCCGGCAACGGCG---
>tdbD00000505 Arabidopsis_thaliana 3702 Asp GTC
-GTCGTTGTAGTATAGT--GGTA-AGTATTCCCGCCTGTCACGCGGGTG-------------------A-CCCGGGTTCGATCCCCGGCAACGGCG---



>tdbD00004461 Arabidopsis_thaliana 3702 Asp GTC
-GTCGTTGTAGTATAGT--GGTA-AGTATTCCCGCCTGTCACGCGGGTG-------------------A-CCCGGGTTCGATCCCCGGCAAAGGCG---
>tdbD00000507 Caenorhabditis_elegans 6239 Asp GTC
-TCCTCGGTAGTATAGT--GGTG-AGTATCCGCGTCTGTCACATGCGAG-------------------A-CCCGGGTTCAATTCCCGGCCGGGGAG---
>tdbD00004464 Caenorhabditis_elegans 6239 Asp GTC
-TCCTCGGTAGTATAGT--GGTG-AGTATCCGCGTCTGTCACATGCGAG-------------------A-CCCTGGTTCAATTCCCGGCCGGGGAG---
>tdbD00000499 Candida_albicans 5476 Asp GTC
-TCTCTTGTAGTTTAAC--GGTC-AGAATACGCGCTTGTCACGCGCGTG-------------------A-TCGGGGTTCGATTCCCCGCAAGAGAG---
>tdbD00004560 Candida_glabrata_CBS_138 284593 Asp GTC
-TCCGCGATAGTTTAAT--GGTC-AGAATGGGCGCTTGTCGCGTGCCAG-------------------A-TCGGGGTTCAATTCCCCGTCGCGGAG---
>tdbD00000508 Drosophila_melanogaster 7227 Asp GTC
-TCCTCGATAGTATAGT--GGTT-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCAATTCCCCGTCGGGGAG---
>tdbD00004469 Drosophila_melanogaster 7227 Asp GTC
-TCCTCGATAGTATAGT--GGTT-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCAATTCCCCGTCTGGGAG---
>tdbD00004489 Encephalitozoon_cuniculi_GB-M1 284813 Asp GTC
-TCTTCCATAGTGTAGT--GGTATATCATATCCGCCTGTCACGCGGGTG-------------------A-CCCGGGTTCGAATCCCGGTGGGAGAG---
>tdbD00000509 Gallus_gallus 9031 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004579 Gallus_gallus 9031 Asp GTC
-TCCTCGTTAGTATAGT--GGTA-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004456 Homo_sapiens 9606 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTGTCCCCGTCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004458 Homo_sapiens 9606 Asp GTC
-TCCTCGTTAGTATAGT--GGTT-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCAATTCCCCGACGGGGAG---
>tdbD00004593 Pan_troglodytes 9598 Asp GTC
--TCCTCTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CTGGGGTTCGATTCCCTGACAAGGAG---
>tdbD00004597 Pan_troglodytes 9598 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------G-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00000500 Phytophthora_parasitica 4792 Asp GTC
-TTCTCGTTAGTATAGT--GGTT-AGTATACCCGCCTGTCACGCGGGTG-------------------A-CCCGGGTTCAATTCCCGGACGGGAAG---
>tdbD00004575 Plasmodium_falciparum_3D7 36329 Asp GTC
-TCCGAGATAGTATAGT--GGCA-AGTATTTCCGCCTGTCACGCGGAAG-------------------A-CCCGGGTTCAATTCCCGGTCTCGGAG---
>tdbD00000502 Saccharomyces_cerevisiae 4932 Asp GTC
-TCCGTGATAGTTTAAT--GGTC-AGAATGGGCGCTTGTCGCGTGCCAG-------------------A-TCGGGGTTCAATTCCCCGTCGCGGAG---
>tdbD00004584 Takifugu_rubripes 31033 Asp GTC
-TCCTCGTTAGTATAGT--GGAC-AGTATCTTCGCCTGTCACGCGGAAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004586 Takifugu_rubripes 31033 Asp GTC
-TCCTCGTTAGTATAGT--GGAC-AGTGTCTCCGCCTGTCACGCGGAAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004587 Takifugu_rubripes 31033 Asp GTC
-TCCTCGTTAGTATAGT--GGAC-AGTATCTCCGCCTGTCACGCGGAAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00006197 Arabidopsis_thaliana 3702 Lys CTT
-GCCCGTCTAGCTCAGTT-GGT--AGAGCGCAAGGCTCTTAACCTTCTG-------------------GTCGTGGGTTCGAGCCCCACGGTGGGC----
>tdbD00006198 Arabidopsis_thaliana 3702 Lys CTT
-GCCCGTCTAGCTCAGTT-GGT--AGAGCGCAAGGCTCTTAACCTTGTG-------------------GTCGTGGGTTCGAGCCCCACGGTGGGC----
>tdbD00006199 Arabidopsis_thaliana 3702 Lys CTT
-GCCCGTCTAGCTCAGTT-GGT--AGAGCGCAAGGCTCTTAACCTTGTG-------------------GTCGTGGGTTCGAACCCCACGGTGGGC----
>tdbD00006200 Arabidopsis_thaliana 3702 Lys TTT
-GCCGTCTTAGCTCAGC--GGT--AGAGCGCGTGGCTTTTAACCACGTG-------------------GCCGTGGGTTCGATCCCCACAGACGGC----
>tdbD00006201 Arabidopsis_thaliana 3702 Lys TTT
-GCCTTCTTAGCTCAGT--GGT--AGAGCGCGTGGCTTTTAACCACGTG-------------------GTCGTGGGTTCGATCCCCACAGACGGC----
>tdbD00006202 Arabidopsis_thaliana 3702 Lys TTT
-GCCGTCTTAGCTCAGT--GGT--AGAGCGCGTGGCTTTTACCCACGAG-------------------GCCGTGGGTTCGATCCCCACAGACGGC----
>tdbD00006203 Arabidopsis_thaliana 3702 Lys TTT
-GCCGTCTTAGCTCAGT--GGT--AGAGCGCGTGGCTTTTAACCACGTG-------------------GCCGTGGGTTCGATCCCCACAGACGGC----
>tdbD00001469 Bombyx_mori 7091 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00001467 Caenorhabditis_elegans 6239 Lys CTT
-GCCCGGTTAGCTCAGTC-GGT--AGAGCACCAGACTCTTAATCTGGTT-------------------GTCGCGGGTTCGAGCCCCGCATTGGGCT---
>tdbD00006205 Caenorhabditis_elegans 6239 Lys CTT
-GTAAAAATAGCTCAGTC-GGT--AGAGCACCAGACTCTTAATCTGGTT-------------------GTCGCGGGTTCGAGCCCCGCATTGGGC----
>tdbD00006208 Caenorhabditis_elegans 6239 Lys CTT
-GCCCGGTTAGCTCAGTC-GGT--AGAGCACCAGACTCTTAATCTGGTT-------------------CTCGCGGGTTCGAGCCCCGCATTGGGCT---
>tdbD00006209 Caenorhabditis_elegans 6239 Lys CTT
-GCCCGGTTAGCTCAGCC-GGT--AGAGCACCAGACTCTTAATCTGGTT-------------------GTCGCGGGTTCGAGCCCCGCATTGGGCT---
>tdbD00006211 Caenorhabditis_elegans 6239 Lys TTT
-GTGTCCTTAGCTCAGTT-GGT--AGAGCGTGAGACTTTTAATCTTAAG-------------------GTCAGGGGTTCGAGTCCCCTAGGTGGC----
>tdbD00006212 Caenorhabditis_elegans 6239 Lys TTT
-GCCTCCTTAGCTCAGTT-GGT--AGAGCGTGAGACTTTTAATCTTAAG-------------------GTCAGGGGTTCGAGTCCCCTAGGTGGC----
>tdbD00006361 Candida_glabrata_CBS_138 284593 Lys CTT
-GCCTTGTTGGCGCAATC-GGT--AGCGCGTATGACTCTTAATCATAAG-------------------GTTAGGGGTTCGAGCCCCCTACAGGGCT---
>tdbD00006360 Candida_glabrata_CBS_138 284593 Lys TTT
-TCCTTGTTAGCTCAGTT-GGT--AGAGCGTTCGGCTTTTAACCGAAAT-------------------GTCAGGGGTTCGAGCCCCCTATGAGGAG---
>tdbD00001462 Dictyostelium_discoideum 44689 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCGCCAGACTCTTAATCTGGTG-------------------GTCGGGGGTTCGAGCCCCCCGTTGGGCG---
>tdbD00001461 Dictyostelium_discoideum 44689 Lys TTT



-GCCCAGATAGCTCAGTC-GGT--AGAGCGCAAGGCTTTTAACCTTGTG-------------------GTCGGGGGTTCGAGCCCCCCTTTGGGCG---
>tdbD00001471 Drosophila_melanogaster 7227 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATTGGACTTTTAATCCAAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006218 Drosophila_melanogaster 7227 Lys TTT
-CCCCGGATAGCTCAGTC-GGT--AGAGCATTGGACTTTTAATCCAAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006220 Drosophila_melanogaster 7227 Lys TTT
-GCCCGGGTAGCTCAGTC-GGT--AGAGCATTGGACTTTTAATCCAAGG-------------------GTCCAGGGTTCAAGTCCCTGCTCGGGCG---
>tdbD00006254 Encephalitozoon_cuniculi_GB-M1 284813 Lys CTT
-GCCTGGCTAGCTCAACA-GGAT-AGAGCGACAGACTCTTAATCTGTAG-------------------GCTGCGGGTTCGAGTCCCGCGCTGGGTA---
>tdbD00006255 Encephalitozoon_cuniculi_GB-M1 284813 Lys TTT
-ACCCTGTTAGCTCAGTT-GGA--AGAGTGCTGGACTTTTAATCCAAGG-------------------GCCGTGGGTTCGAGTCCCGCACAGGGTG---
>tdbD00001474 Gallus_gallus 9031 Lys CTT
-GCCCGGCTAGCTCAGTT-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006389 Gallus_gallus 9031 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGGGACTCTTAATCCCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006390 Gallus_gallus 9031 Lys TTT
-GCCTGGATAGCTCAGTT-GGG--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGCCCCTGTTCAGGCG---
>tdbD00006391 Gallus_gallus 9031 Lys TTT
-GCCCGGATAGCTCAGTC-GGC--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006392 Gallus_gallus 9031 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006182 Homo_sapiens 9606 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGGGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006186 Homo_sapiens 9606 Lys TTT
-ACCTGGGTAGCTCAGTA-GGT--AGAACATCAGACTTTTAATCTGAGG-------------------GTCTAGGGTTCAAGTCCCTGTCCAGGC----
>tdbD00006188 Homo_sapiens 9606 Lys TTT
-GCCTGGATAGCTCAGTT-GGT--AGAACATCAGACTTTTAATCTGACG-------------------ATGCAGGGTTCAAGTCCCTGTTCAGGC----
>tdbD00006189 Homo_sapiens 9606 Lys TTT
-GCCTGGATAGCTCAGTT-GGT--AGAACATCAGACTTTTAATCTGACG-------------------GTGCAGGGTTCAAGTCCCTGTTCAGGC----
>tdbD00006190 Homo_sapiens 9606 Lys TTT
-GCCTGGGTAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTCCAGGC----
>tdbD00006191 Homo_sapiens 9606 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCGGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006192 Homo_sapiens 9606 Lys TTT
-GCCTGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCAGGCG---
>tdbD00006194 Homo_sapiens 9606 Lys TTT
-GCCTGGATAGCTCAGTT-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCAGGCG---
>tdbD00006195 Homo_sapiens 9606 Lys TTT
-GCCTGGATAGCTCAGTT-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCAGGCA---
>tdbD00001460 Leishmania_tarentolae 5689 Lys TTT
-GCACTTCTAGCTCAGTT-GGT--AGAGCGCGTGGCTTTTAACCTCGTG-------------------GTCGTGGGTTCGAGCCCCACGGAGTGCG---
>tdbD00001472 Loligo_bleekeri 6617 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCACGAGACTCTTAATCTCGGG-------------------T-CGTGGGTTCAAGCCCCACGTTGGGCGCCA
>tdbD00001475 Mus_musculus 10090 Lys TTT
-GCCTGGATAGCTCAATT-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTTCAGGGTTCAAGTCCCTGTTCAGGCG---
>tdbD00006412 Pan_troglodytes 9598 Lys CTT
-GCCTGACTAGCTCAGTC-GGT--AGAGCATGGGACTCTTAATCCCAGG-------------------GTTGTGGGTTCGAGCCCCACATTGGGCA---
>tdbD00006413 Pan_troglodytes 9598 Lys CTT
-GCCTGGCTAGCTCAGTC-GGC--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006414 Pan_troglodytes 9598 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACCCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006417 Pan_troglodytes 9598 Lys TTT
-ACCCTGGTGGTACAGG--GGCT-AATATGTTGGGCCTTTACCACTTCA-------------------G-CCCAGGTTCGATTCCTGGTCAGGGAA---
>tdbD00006422 Pan_troglodytes 9598 Lys TTT
-GCCTGGGTAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTCCAGGCG---
>tdbD00006423 Pan_troglodytes 9598 Lys TTT
-GCCTGGATAGCTCAGTT-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTTGGGCG---
>tdbD00001456 Plasmodium_falciparum 5833 Lys TTT
-GAATTACTAGCTTAATT-GGT--AGAGTACTCGACTTTTAATCGAATG-------------------GTTCTGAGTTCAAATCTCAGGTAGTTCA---
>tdbD00006382 Plasmodium_falciparum_3D7 36329 Lys CTT
-GCTGCCTTAGCTCAGTC-GGT--AGAGCGCCAGACTCTTAATCTGGTG-------------------GTCAGGGGTTCGAGCCCCCTAGGCAGCT---
>tdbD00006383 Plasmodium_falciparum_3D7 36329 Lys TTT
-GCCTCTTTAGCTCAGTT-GGT--AGAGCGCCAGACTTTTAATCTGGTG-------------------GTCAGGGGTTCGAGTCCCCTAGGAGGCT---
>tdbD00006213 Saccharomyces_cerevisiae 4932 Lys CTT
-GCCTTGTTGGCGCAATC-GGT--AGCGCGTATGACTCTTAATCATAAG-------------------GTTAGGGGTTCGAGCCCC-TACAGGGC----
>tdbD00001466 Schizosaccharomyces_pombe 4896 Lys CTT
-TCCCGAGTGGCTCAATC-GGTTTAGAGCGTCTGACTCTTAATCAGAAG-------------------GTTGCGAGTTCGAGTCTCGCCTTGGGAG---
>tdbD00006224 Schizosaccharomyces_pombe 4896 Lys TTT
-TCCCGTTTAGCTCAATC-GGCTTAGAGCGTCCGGCTTTTAACCGGAAG-------------------GTTGCGAGTTCGAGTCTCGCAGTGGGA----
>tdbD00006225 Schizosaccharomyces_pombe 4896 Lys TTT
-TCCCGTTTAGCTCAATC-GGCTTAGAGCGTCCGGCTTTTAACCGGAAG-------------------GTTGCGAGTTCGAATCTCGCAGTGGGA----
>tdbD00006393 Takifugu_rubripes 31033 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCTTGAGGCTCTTAACCTCAGG-------------------GTCCTTGGTTCGAGCCCCACGTTAGGCG---
>tdbD00006395 Takifugu_rubripes 31033 Lys CTT
-GCCTGGCTAGCTCAGTTTGGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCAAGCCCCACGTCAGGTG---



>tdbD00006400 Takifugu_rubripes 31033 Lys TTT
-GCCTGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCTTGTTCAGGCG---
>tdbD00006401 Takifugu_rubripes 31033 Lys TTT
-GCCTGGCTAGCTCAGAT-GGT--AGAGTATGAGACTTTTAATCTCAGG-------------------GTCATGGGTTCAAGTCCCATGTTGGGCA---
>tdbD00006402 Takifugu_rubripes 31033 Lys TTT
-GCCTGGCTAGCTCAGAT-GGT--AGAGCATGAGACTTTTAATCTCAGG-------------------GTCATGGGTTCAAGTCCCATGTTGGGCG---
>tdbD00006403 Takifugu_rubripes 31033 Lys TTT
-GCCTGGCTAGCTCAGAT-GGT--AGAGCATGAGACTTTTAATCTCAGG-------------------GTCATGGGTTCAAGTCCCATGTTGGGCA---
>tdbD00006404 Takifugu_rubripes 31033 Lys TTT
-GCCTGGGTAGCTCAGCT-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCGAGTCCCTGTTCAGGTG---
>tdbD00006405 Takifugu_rubripes 31033 Lys TTT
-GCCTGGCTAGCTCAGTC-GGT--AGAGCATGAGACTTTTAATCTCAGG-------------------GTCATGGGTTCAAGTCCCATGTTGGGCG---
>tdbD00006406 Takifugu_rubripes 31033 Lys TTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTTTTAATCTCAGG-------------------GTCATGGGTTCAAGTCCCATGTTGGGCG---
>tdbD00001457 Trypanosoma_brucei 5691 Lys CTT
-GCCCTTCTAGCTCAGTC-GGT--AGGGCGCACGGCTCTTAACCGTGTG-------------------GTCGTGGGTTCGAG-CCCACGGGGGGTG---
>tdbD00001459 Trypanosoma_brucei 5691 Lys CTT
-GCCCTTCTAGCTCAGTC-GGT--AGAGCGCACGGCTCTTAACCGTGTG-------------------GTCGTGGGTTCGAGCCCCACGGGGGGTG---
>tdbD00001458 Trypanosoma_brucei 5691 Lys TTT
-GCCTTCCTAGCTCAGT--GGT--AGAGCGCACGGCTTTTAACCGTGTG-------------------GTCGTGGGTTCGATCCCCACGGAAGGCG---
>tdbD00001473 Xenopus_laevis 8355 Lys TTT
-GCCCGCATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00007898 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAATAGCTCAGTA-GGTTTAGAGCGTGTGGCTGTTAACCTCAAG-------------------GTCGGAGGTTCGACCCCTCCTTTCAGC----
>tdbD00007899 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAATAGCTCAGAT-GGCT-AGAGCGTGTGGCTGTTAACCACAAG-------------------GTCGGAGGTTCAAGCCCTCCTTCTAGC----
>tdbD00007900 Arabidopsis_thaliana 3702 Asn GTT
-TCCTCAGTAGCTCAGT--GGT--AGAGCGGTCGGCTGTTAACTGATTG-------------------GTCGTAGGTTCAAATCCTACTTGGGGAG---
>tdbD00007901 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAGTAGCTCAGTT-GGTT-AGAGCGTGTGGCTGTTAACCACAAG-------------------GTCAGAGGTTCGACCCCTTTCTCTAGC----
>tdbD00007902 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAGTAGCTCAGTT-GGTT-AGAGCGTGTGGCTGTTAACCACAAG-------------------GTCAGAGGTTCGACCCCTCTCTCTAGC----
>tdbD00007903 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAATAGCTCAGTT-GGTT-AGAGCGTGTGGCTGTTAACCACAAG-------------------GTCGGAGGTTCGACCCCTCCTTCTAGC----
>tdbD00007904 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAATAGCTCAGCT-GGTT-AGAGCGTGTGGCTGTTAACCACAAG-------------------GTCGGAGGTTCGAACCCTCCTTCTAGC----
>tdbD00007905 Arabidopsis_thaliana 3702 Asn GTT
-GCTGGAATAGCTCAGTT-GGTT-AGAGCGTGTGGCTGTTAACCACAAG-------------------GTCGGAGGTTCGATCCCTCCTTCTAGC----
>tdbD00002080 Caenorhabditis_elegans 6239 Asn GTT
-GCTTCCGTGGCGCAATA-GGC--AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCGGGAGCG---
>tdbD00007906 Caenorhabditis_elegans 6239 Asn GTT
-GCTTTTGTGGCGCAATA-GGC--AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCGAGAGC----
>tdbD00008008 Candida_glabrata_CBS_138 284593 Asn GTT
-GACTTCGTGGCCAAGCT-GGTT-AAGGCGTGCGACTGTTAATCGCAAG-------------------ATCGTGAGTTCAATCCTCACCGAGGTCG---
>tdbD00008009 Candida_glabrata_CBS_138 284593 Asn GTT
-GACTCCGTGGCCAAGCT-GGTT-AAGGCGTGCGACTGTTAATCGCAAG-------------------ATCGTGAGTTCAATCCTCACCGGGGTCG---
>tdbD00008010 Candida_glabrata_CBS_138 284593 Asn GTT
-GACTCCGTGGCCAAGCT-GGTT-AAGGCGTGCGACTGTTAATCGCGAG-------------------ATCGTGAGTTCAATCCTCACCGGGGTCG---
>tdbD00002075 Dictyostelium_discoideum 44689 Asn GTT
-GCCTGGATGGCTAAAT--GGC--AGAGCGAGCGGCTGTTAACCGCTAG-------------------GTCCATGGTTCGATCCCATGTCTAGGCA---
>tdbD00002081 Drosophila_melanogaster 7227 Asn GTT
-GCCTCCGTGGCGCAATT-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGTCCACCCGGGGGCG---
>tdbD00007910 Drosophila_melanogaster 7227 Asn GTT
-GCCTCCGTGGCGCAATT-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGTCCACCCGGGGGGC---
>tdbD00007911 Drosophila_melanogaster 7227 Asn GTT
-GCCTCCGTGGCGCAATT-GGTT-AGCGCGTTCGGCTGTTAACCGAGAG-------------------GTTGGTGGTTCGAGTCCACCCGGGGGCG---
>tdbD00007932 Encephalitozoon_cuniculi_GB-M1 284813 Asn GTT
-GCCTCTGTAGCGCAGT--GGTT-AACGCGTTCGGCTGTTAACCGAAAG-------------------GTCGAGAGTTCGAGTCTCTCCAGGGGCG---
>tdbD00007933 Encephalitozoon_cuniculi_GB-M1 284813 Asn GTT
-GCCTTTGTAGCGCAGT--GGTT-AACGCGTTCGGCTGTTAACCGAAAG-------------------GTCGAGAGTTCGAGTCTCTCCAAGGGCG---
>tdbD00008032 Gallus_gallus 9031 Asn GTT
-GTCTCTGTGGTGCAATG-GGTT-AGCGCATTCGGCTGTTAACTGAAAG-------------------GTTGGTGGTTCAAGCCCACCCAGGGACG---
>tdbD00008033 Gallus_gallus 9031 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCACGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCAAGCCCACCCAGGGACG---
>tdbD00008034 Gallus_gallus 9031 Asn GTT
-TCCTCAGTAGCTCAGT--GGT--AGAGCGGTCGGCTGTTAACTGACTG-------------------GTCGTAGGTTCGAATCCTACTTGGGGAG---
>tdbD00008035 Gallus_gallus 9031 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACTGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008036 Gallus_gallus 9031 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GCTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008037 Gallus_gallus 9031 Asn GTT
-GTCTCTGTGGCGCAATG-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008038 Gallus_gallus 9031 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00002083 Homo_sapiens 9606 Asn GTT



-GTCTCTGTGGCGCAATG-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCATCCAGGGACG---
>tdbD00007875 Homo_sapiens 9606 Asn ATT
-GTCTCTGTGGCGCAATC-GGTC-AGAGCGTTCGGCTATTAACCGAACG-------------------GTGAGTAGTTCAAGACCACCCAGGGAC----
>tdbD00007884 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATT-GGGTTAGCGCGTTCGGTTGTTAACCGTAAA--------G----------GTTGGTGGTTCGAGCCCACCCAGGAAC----
>tdbD00007885 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGTGCAATC-GGTT-AGCGCGTTCCGCTGTTAACCGAAAG-------------------CTTGGTGGTTCGAGCCCACCCAGGGAT----
>tdbD00007887 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAGTC-GGTT-AGCGCGTTCGGCTGTTAACCGGAAG-------------------GTTGGTAGTTCGAGACCACCCAAGGAC----
>tdbD00007888 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACTGAAAG-------------------GTTAGTGGTTCGAGCCCACCCGGGGAC----
>tdbD00007889 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGCT-AGCGCGTTTGGCTGTTAACTAAAAG-------------------GTTGGTGGTTCGAACCCACCCAGAGGC----
>tdbD00007890 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGTAGTC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAA-------------------GTTGGTGGTTCGAGCCCACCCAGGAAC----
>tdbD00007891 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAGTC-GGTT-AGCGCGTTCGGCTGTTAACCGGAAG-------------------GTTGGTGGTTCGAGACCACCCAAGGAC----
>tdbD00007892 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACTGAAAG-------------------GTTGGTGGTTCGAGCCCACCCGGGGACG---
>tdbD00007897 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGATCCCACCCAGGGACG---
>tdbD00008053 Pan_troglodytes 9598 Asn ATT
-GTCTCTGTGGCGCAATC-GGTC-AGAGCGTTCGGCTATTAACCGAACG-------------------GTGAGTAGTTCAAGACCACCCAGGGACG---
>tdbD00008054 Pan_troglodytes 9598 Asn GTT
-GTCTCTGTGGCGCAATA-GGTT-AGTGCGTTCGGCTGTTAACCGAAAG-------------------GCTGGTGGTTCAAGCCCACCCAGAGATG---
>tdbD00008056 Pan_troglodytes 9598 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACGGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008057 Pan_troglodytes 9598 Asn GTT
-GTCTCTGTGGCGCAATT-GGTT-AGCGCGTTTGGCTGTTAACTGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008058 Pan_troglodytes 9598 Asn GTT
-GTCTCTGTGGCGCAATT-GGTT-AGCGCGTTCGGCTGTTAACCGGAAA-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00002079 Petunia_sp. 4104 Asn GTT
-TCCTCAGTAGCTCAGT--GGT--AGAGCGGTCGGCTGTTAACCGATTG-------------------GTCGTAGGTTCGAATCCTACTTGGGGAG---
>tdbD00002071 Plasmodium_falciparum 5833 Asn GTT
-TTCTTAATAGCTTAGT--GGTT-AAAGCATTCGGCTGTTAACCGAAAT-------------------A-CACTAGTTCAATTCTAGTTTAAGAAG---
>tdbD00008028 Plasmodium_falciparum_3D7 36329 Asn GTT
-GGTTCCGTAGCTCAGTT-GGTT-AGAGCGTGCGGCTGTTAACCGCAAG-------------------GTCGTTGGTTCGATCCCAGCCGGTACCG---
>tdbD00002076 Saccharomyces_cerevisiae 4932 Asn GTT
-GACTCCATGGCCAAGTT-GGTT-AAGGCGTGCGACTGTTAATCGCAAG-------------------ATCGTGAGTTCAACCCTCACTGGGGTCG---
>tdbD00002077 Schizosaccharomyces_pombe 4896 Asn GTT
-GGTCGGGTAGCATAGTT-GGTT-ATTGCGCACGACTGTTAATCGTGAG-------------------GTCGAGGGTTCGAGTCCCTCCCTGACCG---
>tdbD00007913 Schizosaccharomyces_pombe 4896 Asn GTT
-GGTCGGGTAGCGTAGTT-GGTT-ATTGCGCACGACTGTTAATCGTGAG-------------------GTCGAGGGTTCGAGTCCCTCCCTGACCG---
>tdbD00008042 Takifugu_rubripes 31033 Asn GTT
----GCTTTGGCGCAAT--GGGTTAGTGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGCGGTTCGAGCCCACCCAGAGAA----
>tdbD00008043 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATC-GGTC-AGTGCAGCCTGCTGTTAACTGAAAG-------------------GTTGGTGGTTCAAGCCCACCCAGGGATG---
>tdbD00008046 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGTGCAATT-GGCT-GGTGCTTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCAAGCCCACCCAGGGATG---
>tdbD00008047 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATA-GGTC-AGCGCAGTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCAAGCCCACCCAGGGACG---
>tdbD00008048 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------TTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008049 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATA-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCAAGCCCACCCAGGGACG---
>tdbD00008051 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATT-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008052 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGTCCACCCAGGGACG---
>tdbD00002074 Tetrahymena_pyriformis 5908 Asn GTT
-GCTCGATTAGCTCAGCT-GGTT-AGAGCATGCGGCTGTTAACCGCAAG-------------------GTCGTAGGTTCGATCCCTACATCGAGCG---
>tdbD00002072 Trypanosoma_brucei 5691 Asn GTT
-TCCTCCCTGGCGCAGTC-GGC--AGCGCGTTAGGCTGTTAACCTACAG-------------------GTCGTTGGTTCGAATCCAACGGGAGGAG---
>tdbD00002073 Trypanosoma_brucei 5691 Asn GTT
-TCCTCCCTGGCGCAGTC-GGC--AGCGCGTTAGGCTGTTAACCATCAG-------------------G-TGTTGGTTCGAATCCAACGGGAGGAG---
>tdbD00000792 Arabidopsis_thaliana 3702 Phe GAA
-GCGGGGATAGCTCAGTT-GGG--AGAGCGTCAGACTGAAGATCTGAAG-------------------GTCGCGTGTTCGATCCACGCTCACCGCA---
>tdbD00004998 Arabidopsis_thaliana 3702 Phe GAA
-GCGGGGATAGCTCAGTT-GGG--AGAGCGTGACACTGAAGATCTGAAG-------------------GTCGCGTGTTCGATCCACGCTCACCGCA---
>tdbD00005094 Candida_glabrata_CBS_138 284593 Phe GAA
-GCGGTTTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAAATCGCA---
>tdbD00000793 Drosophila_melanogaster 7227 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCCGGTTCAATCCCGGGTTTCGGCA---
>tdbD00000796 Gallus_gallus 9031 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---



>tdbD00005116 Gallus_gallus 9031 Phe GAA
-GCTGAAGTAGCTCAGCT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAACCCCGGGCTTCAGCA---
>tdbD00005117 Gallus_gallus 9031 Phe GAA
-GCTGAAGTAGCTCAGCT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGCTTCAGCA---
>tdbD00005118 Gallus_gallus 9031 Phe GAA
-GCCGAAATAGCTCAGCT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTTCGGCA---
>tdbD00004995 Homo_sapiens 9606 Phe GAA
-GCCGAGATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTTCGGCA---
>tdbD00004996 Homo_sapiens 9606 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTTCGGCA---
>tdbD00000784 Neurospora_crassa 5141 Phe GAA
-GCGGGTTTAGCTCAGTT-GGG--AGAGCGTCAGACTGAAGATCTGAAG-------------------GTCGTGTGTTCGATCCACACAAACCGCA---
>tdbD00005130 Pan_troglodytes 9598 Phe GAA
-GCCGAAATAGCTCAATT-GGG--AGAGTGTTAGACTGAAGATCTTCTG--------CAG--------GTCTCTGGTTCAATTCCGGGTTTCGACA---
>tdbD00005131 Pan_troglodytes 9598 Phe GAA
-GTCGAAATAGCTCAGTT-GGG--AGAGCATTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCAGCA---
>tdbD00005132 Pan_troglodytes 9598 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTTTGGCA---
>tdbD00005133 Pan_troglodytes 9598 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTTGGCA---
>tdbD00005111 Plasmodium_falciparum_3D7 36329 Phe GAA
-GCCGTGATAGCTCAGTT-GGG--AGAGCGTCAGACTGAAGATCTGAAG-------------------GTCCCTGGTTCGATCCCTGGTCACGGCA---
>tdbD00000795 Podocoryne_carnea 6096 Phe GAA
-GCCGTGATAGCTCAGTT-GGG--AGAGCGTCAGACTGAAGATCTGAAG-------------------GTCCCTGGTTCAATCCCGGGTCGCGGCA---
>tdbD00000797 Rattus_norvegicus 10116 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAA-------------------GCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00000785 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAATTCGCA---
>tdbD00000786 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAGTTCGCA---
>tdbD00000787 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGCTTCGGTC-------------------GTCCTGTGTTCGATCCACAGAATTCGCA---
>tdbD00000788 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATTCGGTC-------------------GTCCTGTGTTCGATCCACAGAATTCGCA---
>tdbD00005005 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGACTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAGTTCGCA---
>tdbD00000789 Schizosaccharomyces_pombe 4896 Phe GAA
-GTCGCAATGGTGTAGTT-GGG--AGCATGACAGACTGAAGATCTGTTG-------------------GTCATCGGTTCGATCCCGGTTTGTGACA---
>tdbD00000790 Schizosaccharomyces_pombe 4896 Phe GAA
-GTCGCGATGGTGTAGTT-GGG--AGCATGACAGACTGAAGATCTGTTG-------------------GTCATCGGTTCGATCCCGGTTCGTGACA---
>tdbD00005122 Takifugu_rubripes 31033 Phe GAA
-GCCGAAATAGCTCAGCT-GGG--AGAGCGTTAGACTGAAGTTCTAAAG-------------------GACCCTCGTTCAACCCTGGGTTTTGGCA---
>tdbD00005123 Takifugu_rubripes 31033 Phe GAA
-GCCGAAATAGCTCAGTTTGGG--AGAGCGTTAGACTGAAGCTCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00005124 Takifugu_rubripes 31033 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTGAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00005125 Takifugu_rubripes 31033 Phe GAA
-GCTGGAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTCCAGCA---
>tdbD00005127 Takifugu_rubripes 31033 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTCAGACTGAAGATCTGAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00000222 Arabidopsis_thaliana 3702 Ala TGC
-GGGGATGTAGCTCATAT-GGT--AGAGCGCTCGCTTTGCATGCGAGAG-------------------GCACAGGGTTCGATTCCCTGCATCTCCA---
>tdbD00003864 Arabidopsis_thaliana 3702 Ala AGC
-GGGGATGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GCACGGGGATCGATACCCCGCATCTCC----
>tdbD00003865 Arabidopsis_thaliana 3702 Ala AGC
-GGGGATGTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTACGGGGATCGATACCCCGCATCTCC----
>tdbD00003866 Arabidopsis_thaliana 3702 Ala AGC
-GGGGATGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTACGGGGATCGATACCCCGCATCTCCA---
>tdbD00003867 Arabidopsis_thaliana 3702 Ala CGC
-GGGGGTGTAGCTCATAT-GGT--AGAGCGCTCGTTTCGCATGCGAGAG-------------------GCACGGGGTTCGATTCCCCGCACCTCC----
>tdbD00003868 Arabidopsis_thaliana 3702 Ala CGC
-GGGGATGTAGCTCATAT-GGT--AGAGCGCTCGCTTCGCATGCGAGAG-------------------GCACGGGGTTCGATTCCCCGCATCTCC----
>tdbD00003869 Arabidopsis_thaliana 3702 Ala CGC
-GGGGGTGTAGCTCATAT-GGT--AGAGCGCTCGCTTCGCATGCGAGAG-------------------GCACGGGGTTCGATTCCCCGCACCTCC----
>tdbD00003871 Arabidopsis_thaliana 3702 Ala TGC
-GGGGATGTAGCTCAAAT-GGT--AGAGCGCTCGCTTTGCATGCGAGAG-------------------GCACGGGGTTCGATCCCCCGCATCTCC----
>tdbD00000228 Bombyx_mori 7091 Ala AGC
-GGGGGCGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTACCGGGATCGATACCCGGCGCCTCCA---
>tdbD00000229 Bombyx_mori 7091 Ala AGC
-GGGGGCGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GTACCGGGATCGATACCCGGCGCCTCCA---
>tdbD00000223 Brassica_napus 3708 Ala TGC
-GGGGATGTAGCTCATAT-GGT--AGAGCACTCGATTTGCATGCGAGAG-------------------GCACAGGGTTCGATTCCCTGCATCTCCA---
>tdbD00000227 Caenorhabditis_elegans 6239 Ala AGC
-GGGGGTATAGCTCAGT--GGT--AGAGCGCTCCCTTAGCATGGGAGAG-------------------GGCTGGGGTTCAATTCCCCATACCTCCA---
>tdbD00000225 Caenorhabditis_elegans 6239 Ala TGC



-GGGGGTATAGCTCAGG--GGT--AGAGCGCTCGCTTTGCATGCGAGAA-------------------GTCTGGGGTTCGATTCCCCATACCTCCA---
>tdbD00003876 Caenorhabditis_elegans 6239 Ala AGC
-CGGGGTATAGCTCAGT--GGT--AGAGCGCTCCCTTAGCATGGGAGAG-------------------GGCTGGGGTTCAATTCCCCATACCTCCA---
>tdbD00003878 Caenorhabditis_elegans 6239 Ala CGC
-GGGGGTATAGCTCAGG--GGT--AGAGCGCTCGCTTCGCATGTGAGAA-------------------GTCTGGGGTTCAATTCCCCATACCTCC----
>tdbD00003879 Caenorhabditis_elegans 6239 Ala CGC
-GGGGGTATAGCTCAGG--GGT--AGAGCGCTCGCTTCGCATGCGAGAA-------------------GTCTGGGGTTCAATTCCCCATACCTCCA---
>tdbD00003880 Caenorhabditis_elegans 6239 Ala CGC
-GGGGGCATAGCTCAGA--GGT--AGAGCGCCCGCTTCGCATGCGGGAA-------------------GTCCGGGGTTCAATCCCCCGTGCCTCC----
>tdbD00003881 Caenorhabditis_elegans 6239 Ala CGC
-GGGGGCATAGCTCAGG--GGT--AGAGCGCTCGCTTCGCATGCGAGAA-------------------GTCCGGGGTTCAATTCCCCGTGCCTCC----
>tdbD00003882 Caenorhabditis_elegans 6239 Ala TGC
-GGGCACATGGCGCAGTT-GGT--AGCGCGCTTCTCTTGCAAGGAAGAG-------------------T-CATCGGTTCGATTCTGGTTGCGTCC----
>tdbD00003884 Caenorhabditis_elegans 6239 Ala TGC
-GGGCACATGGCGCAGTT-GGT--AGCGCGCTTCCCTTGCAAGGAAGAG-------------------GTCATCGGTTCGATTCCGGTTGCGTCCA---
>tdbD00000217 Candida_albicans 5476 Ala AGC
-GGGCGTGTGGCGTAGTT-GGT--AGCGCGTTCCCTTAGCATGGGAAAG-------------------GTCATGAGTTCGACTCTTATCTCGTCCA---
>tdbD00004056 Candida_glabrata_CBS_138 284593 Ala AGC
-GGGCGTGTGGCGTAGTT-GGT--AGCGCGCTCCCTTAGCATGGGAGAG-------------------GTCTTGGGTTCGATTCCCAACTCGTCCA---
>tdbD00000097 Cyanophora_paradoxa 2762 Ala TGC
-GGGGGTATAGCTCAGTT-GGT--AGAGCGCTGCCTTTGCAAGGCAGAT-------------------GTCAGCGGTTCGAGTCCGCTTACCTCCA---
>tdbD00000230 Drosophila_melanogaster 7227 Ala AGC
-GGGGATGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GTACGGGGATCGATGCCCCGCATCTCCA---
>tdbD00003888 Drosophila_melanogaster 7227 Ala AGC
-GGGGATGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GTACGGGGATCGATACCCCGCATCTCCA---
>tdbD00003889 Drosophila_melanogaster 7227 Ala CGC
-GGGGACGTAGCTCAGT--GGT--AGAGCGCTCGCTTCGCATGTGAGAA-------------------GTCCCGGGTTCAAACCCCGGCGTCTCC----
>tdbD00003890 Drosophila_melanogaster 7227 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCTCGCTTTGCATGTGAGAG-------------------GCCCCGGGTTCAATCCCCGGCATCTCC----
>tdbD00003891 Drosophila_melanogaster 7227 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCTCGCTTTGCATGTGAGAG-------------------GCCCCGGGTTCGATCCCCGGCATCTCC----
>tdbD00003929 Encephalitozoon_cuniculi_GB-M1 284813 Ala AGC
-GGGGAGTTAGCTCAGC--GGT--AGAGCGCTTGCTTAGCATGTAAGAG-------------------GTCATGGGTTCAAATCCCATATTCTCCA---
>tdbD00003930 Encephalitozoon_cuniculi_GB-M1 284813 Ala CGC
-GGGGGATTATCTTAGT--GGT--AGAGTGTTTGCTTCGCATGCAAGTG-------------------G-CCCGGGTTCGATTCCTGGATCCTCCA---
>tdbD00003928 Encephalitozoon_cuniculi_GB-M1 284813 Ala TGC
-GGGGTTGTGGTCTAGT--GGT--ATGATACCTGCTTTGCACGCAGTTG-------------------G-CCCGGGTTCGATTCCTGGCAACTCCA---
>tdbD00000232 Gallus_gallus 9031 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGTGCGCATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00000233 Gallus_gallus 9031 Ala TGC
-GGGGATGTAGCTCAGC--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GTCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00004087 Gallus_gallus 9031 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCATGTGAGAG-------------------GCAGCGGGATCGATGCCCGCATTCTCCA---
>tdbD00004088 Gallus_gallus 9031 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GCAGTGGGATCGATGCCCGCATTCTCCA---
>tdbD00004089 Gallus_gallus 9031 Ala AGC
-GGGGAATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GTAGCGGGATCAATGCCCGCATTCTCCA---
>tdbD00004090 Gallus_gallus 9031 Ala AGC
-GGGGAATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATTCTCCA---
>tdbD00004091 Gallus_gallus 9031 Ala AGC
-GGGGGATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATCCTCCA---
>tdbD00004092 Gallus_gallus 9031 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTCGCATGTGTGAG-------------------GTCCCAGGTTCAATCCCTGGCATCTCCA---
>tdbD00004093 Gallus_gallus 9031 Ala CGC
-GGGGATGTAGCTCAGC--GGG--AGAGCGCTTGCTTCGCATGTAAGAG-------------------GTCCTGGGTTCAATCCCCAGCATCTCCA---
>tdbD00004094 Gallus_gallus 9031 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCGCGCTTCGCATGTGTGAG-------------------GTCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00004097 Gallus_gallus 9031 Ala TGC
-GGGGATGTAGCTCAGC--GGT--AGAGCGCCTGCTTTGCATGCAGGAG-------------------GCCCTGGGTTCAACCCCCAGCATCTCCA---
>tdbD00004098 Gallus_gallus 9031 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00000241 Homo_sapiens 9606 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------G-CCTCGGTTCGATCCCCGACACCTCCA---
>tdbD00003830 Homo_sapiens 9606 Ala AGC
-GGGGGATTAGCTCAAGC-GGT--AGGGTGCCTGCTTAGCATGCAAGAG-------------------GTAGCAGGATCGACGCCTGCATTCTCC----
>tdbD00003833 Homo_sapiens 9606 Ala AGC
-GGGGGATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCG-ATCCTCC----
>tdbD00003834 Homo_sapiens 9606 Ala AGC
-GGGGAATTGGCTCAAGC-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGCAGGATCGACGCCTGCACTCTCC----
>tdbD00003835 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCGCAAGT-GGT--AGAGTGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCC----
>tdbD00003836 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCCCAAGT-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCC----
>tdbD00003837 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGTGGGATCGATGCCCGCATTCTCC----



>tdbD00003838 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCAATGCCCACATTCTCC----
>tdbD00003839 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCTCAAGC-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCC----
>tdbD00003840 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCC----
>tdbD00003841 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATTCTCC----
>tdbD00003842 Homo_sapiens 9606 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCACGCAAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCC----
>tdbD00003844 Homo_sapiens 9606 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGTATGCTTAGCATTCATGAG-------------------GCTCTGGGTTCGATCCCCAGCACTTCC----
>tdbD00003845 Homo_sapiens 9606 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCCGGGTTCAATCCCTGGCACCTCC----
>tdbD00003846 Homo_sapiens 9606 Ala AGC
-GGGGGTATAGCTCAGC--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GTCCTGGGTTCAATCCCCAATACCTCC----
>tdbD00003847 Homo_sapiens 9606 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCTGGGTTCAATCCCCAGCACCTCC----
>tdbD00003848 Homo_sapiens 9606 Ala AGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTAGCATGCATGAG-------------------GTCCCGGGTTCGATCCCCAGCATCTCC----
>tdbD00003849 Homo_sapiens 9606 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGTACGAG-------------------GTCCCGGGTTCAATCCCCGGCACCTCC----
>tdbD00003850 Homo_sapiens 9606 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCCGGGTTCAATCCCCGGCACCTCC----
>tdbD00003851 Homo_sapiens 9606 Ala AGC
-GGGGGTATAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GTCCTGGGTTCGATCCCCAGTACCTCC----
>tdbD00003853 Homo_sapiens 9606 Ala CGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTCGCATGTACGAG-------------------GCCCCGGGTTCGACCCCCGGCTCCTCC----
>tdbD00003854 Homo_sapiens 9606 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCGCGCTTCGCATGTGTGAG-------------------GTCCCGGGTTCAATCCCCGGCATCTCC----
>tdbD00003855 Homo_sapiens 9606 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTCGCATGTATGAG-------------------GCCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00003856 Homo_sapiens 9606 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTCGCATGTATGAG-------------------GTCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00003857 Homo_sapiens 9606 Ala TGC
-GGGGATGTAGTTTACAT-GGTT-AAAACATAAGTTTTGCAAACTTAAG-------------------T-ACAGGGTTCAATTCCCTGCTTCTCC----
>tdbD00003859 Homo_sapiens 9606 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCACATGCTTTGCATGTGTGAG-------------------GCCCCGGGTTCGATCCCCGGCACCTCC----
>tdbD00003860 Homo_sapiens 9606 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCTCGGGTTCGATCCCCGACACCTCC----
>tdbD00003861 Homo_sapiens 9606 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00003862 Homo_sapiens 9606 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GTCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00003863 Homo_sapiens 9606 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GTCCCGGGTTCGATCCCCGGCACCTCCA---
>tdbD00000238 Nephila_clavipes 6915 Ala AGC
-GGGGGCGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTACGGGGATCGATACCCCGCGCTTCCA---
>tdbD00000240 Nephila_clavipes 6915 Ala AGC
-GGGGGCGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTACGGGGATCGATACCCCGCCCTTCCA---
>tdbD00000236 Oryctolagus_cuniculus 9986 Ala AGC
-GGGGGTGTAGCTCAGT--GGTT-AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCCGGGTTCAATCCCCGGCACCTCCACCA
>tdbD00004113 Pan_troglodytes 9598 Ala AGC
-GGGGGATTAGCTCAAGC-GGT--AGAGCGCCTGCTTAGCATGCAAGAG-------------------GTGGCAGGATCGACGCCTGCATTCTCCA---
>tdbD00004114 Pan_troglodytes 9598 Ala AGC
-AGGGAATTAGCTCAGGC-GGT--AGAGCGCTCGCTCAGCATGCGAGAG-------------------GTAGCGGGATCGACGCCCGCATTCTCCG---
>tdbD00004115 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCATGCAAAGA--------G----------GTAGTGGGATCGATGCCCACATTCTCCA---
>tdbD00004116 Pan_troglodytes 9598 Ala AGC
-GTGGGATTAGCTCAAGC-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGCAGGATCGACGCCTGCATTCTCCA---
>tdbD00004118 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAAGC-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GCAGTGGGATCGACGCCCACATTCTCCA---
>tdbD00004119 Pan_troglodytes 9598 Ala AGC
-GGGGGTATAGCTCAGC--GGT--AGAGCTCGTGCTTAGCATGCACAAG-------------------GTCCTGGGTTCAATCCTCAGCACCTCCT---
>tdbD00004120 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCAATGCCCACATTCTCCA---
>tdbD00004121 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTTGCTTAGCATGCAAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCCA---
>tdbD00004123 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAGGC-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGACGCCCGCATTCTCCA---
>tdbD00004125 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAGGC-GGT--AGAGCGCTCGCTCAGCATGCGAGAG-------------------GTAGCGGGATCGATACCCGCATTCTCCA---
>tdbD00004126 Pan_troglodytes 9598 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCTGGGTTCAATCCCCGCCACCTCCA---
>tdbD00004127 Pan_troglodytes 9598 Ala AGC



-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGTGGGATCGATACCCACATTCTCCA---
>tdbD00004128 Pan_troglodytes 9598 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGTATGCTTAGCATGCATGAG-------------------GCCCTGGGTTCGATCCCCAGCACCTCCA---
>tdbD00004129 Pan_troglodytes 9598 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCTGGGTTCAATCCCCAGCACCTCCA---
>tdbD00004130 Pan_troglodytes 9598 Ala AGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTAGCATGCATGAG-------------------GTCCCGGGTTCGATCCCCAGCATCTCCA---
>tdbD00004131 Pan_troglodytes 9598 Ala AGC
-GGGGGTATAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCTGGGTTCGATCCCCAGTACCTCCA---
>tdbD00004132 Pan_troglodytes 9598 Ala AGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTAGCATGCACGAG-------------------GCCCCGGGTTCAATCCCCGGCACCTCCA---
>tdbD00004133 Pan_troglodytes 9598 Ala CGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTCGCATGTACGAG-------------------GCCCCGGGTTCGACCCCCGGCTCCTCCA---
>tdbD00004134 Pan_troglodytes 9598 Ala CGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCGTGCTTCGCATGTACGAG-------------------GTCCCTGGTTCAATCCCTGGCACCTCCA---
>tdbD00004139 Pan_troglodytes 9598 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCCTGGGTTCGATCCCCGGCATCTCCA---
>tdbD00004142 Pan_troglodytes 9598 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCACATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCGATCCCCGGCACCTCCA---
>tdbD00000215 Plasmodium_falciparum 5833 Ala TGC
-GGGAATATAGTTTAAT--GGT--AAAATCTTATTTTTGCATAATAAAG-------------------A-TAGTAGTTCAATTCTACTTATTTCCA---
>tdbD00004081 Plasmodium_falciparum_3D7 36329 Ala AGC
-GGGCGACTAGCTCAAGT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTACGGGGATCGATACCCCGGTCGTCCA---
>tdbD00004082 Plasmodium_falciparum_3D7 36329 Ala CGC
-GGGCTAGTAGTGTAGT--GGT--ATCACGTTCGCTTCGCATGCGAAAG-------------------TTCCCGGGTTCGATTCCCGGCTGGTCCA---
>tdbD00004083 Plasmodium_falciparum_3D7 36329 Ala TGC
-GGGCAGGTGGTGTAGT--GGT--ATCACGCTTGATTTGCATTCAAGAG-------------------GTCCGGGGTTCAATTCCCCGTCTGTCCA---
>tdbD00000098 Pylaiella_littoralis 2885 Ala TGC
-GGGGGTATAGCTCAGTT-GGT--AGAGCGTTGCTTTTGCATAGCAGAC-------------------GTCAGCAGTTCGAGTCTGCTTATCTCCA---
>tdbD00000219 Saccharomyces_cerevisiae 4932 Ala AGC
-GGGCGTGTGGCGTAGTC-GGT--AGCGCGCTCCCTTAGCATGGGAGAG-------------------GTCTCCGGTTCGATTCCGGACTCGTCCA---
>tdbD00003893 Schizosaccharomyces_pombe 4896 Ala CGC
-GGGGATGTAGTTTAGG--GGT--ATAACGTTTCATTCGCATTGAAAAG-------------------GTCCCGGGTTCGATTCCCGGCATCTCC----
>tdbD00003894 Schizosaccharomyces_pombe 4896 Ala TGC
-GGGCATGTGATGCAGT--GGT--AGCATGCTCGCTTTGCATGCGAGTC-------------------GTCCTGGGTTCAATCCCCAGCGTGTCC----
>tdbD00000224 Solanum_tuberosum 4113 Ala TGC
-GGGGATGTAGCTCATAT-GGT--AGAGCGCTCGCTTTGCATGCGAGAG-------------------GTACAGGGTTCGATCCCCTGCATCTCCA---
>tdbD00004101 Takifugu_rubripes 31033 Ala AGC
-GGGGAATTAGCTCAAAA-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCCA---
>tdbD00004105 Takifugu_rubripes 31033 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGTGTGCTTCGCATGTATGAG-------------------GTCCTGGGTTCAATCCCCAGCATCTCCA---
>tdbD00004106 Takifugu_rubripes 31033 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGTGTGTGCTTCGCATGCATGAG-------------------GTCCTGGGTTCAATCCCCAGCATCTCCA---
>tdbD00004107 Takifugu_rubripes 31033 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCGTGCTTCGCATGTATGAG-------------------GTCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00004108 Takifugu_rubripes 31033 Ala TGC
-GGGGAATTAGCTCAAAA-GGT--AGAGCGCTCGCTTTGCATGTGAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCCA---
>tdbD00004109 Takifugu_rubripes 31033 Ala TGC
-GGGGAATTAGCTCAAGT-GGT--AGAGCGCTCGCTTTGCATGTGAGAG-------------------GTAGTGGGATCGATGCCCACATTCTCCA---
>tdbD00004111 Takifugu_rubripes 31033 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCTTGCTTTGCATGTAAGCG-------------------GTCCTGGGTTCAATCCCCAGCATCTCCA---
>tdbD00000221 Toxoplasma_gondii 5811 Ala TGC
-AGGGATATAGCTCAGGA-GGT--AGAGCACTTTTTTTGCAAAAAAGAA-------------------ATTTACGGTTCAAGTCCGTTTATCTCCA---
>tdbD00000231 Xenopus_laevis 8355 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GTCTTGGGTTCAATCCCCAGCATCTCCA---



Eukaryota – siblings

>tdbD00011009 Caenorhabditis_elegans 6239 Val AAC
-GGTCTCGTGGTGTAGT--GGTT-ATCACATCTGTCTAACACACAGAAG-------------------GTCGGTGGTTCGAGCCCGCCCGAGATCA---
>tdbD00011022 Drosophila_melanogaster 7227 Val AAC
-GTTTCCGTGGTGTAGT--GGTT-ATCACATCCGCCTAACACGCGGAAG-------------------GCCCCCGGTTCAATCCCGGGCGGAAACA---
>tdbD00011024 Drosophila_melanogaster 7227 Val CAC
-GTTTTCGTAGTGTAGT--GGTT-ATCACGTGTGCTTCACACGCACAAG-------------------GTCCCCGGTTCGAACCCGGGCGAAAACA---
>tdbD00003259 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00010989 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCTGGATCAAAACCAGGCGGAAACA---
>tdbD00010990 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTC-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00010991 Homo_sapiens 9606 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011000 Homo_sapiens 9606 Val CAC
-GTTTCCGTAGTGTAGC--GGTT-ATCACATTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGATCCCGGGCGGAAACA---
>tdbD00011001 Homo_sapiens 9606 Val CAC
-GCTTCTGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCAGAAGCA---
>tdbD00011002 Homo_sapiens 9606 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00003249 Leptomonas_collosoma 5686 Val TAC
-GCGTGGGTGATCTAGT--GGTT-ATGATGTCTGCTTTACACGCAGAAC-------------------GTCGCGGGTTCGAACCCCGCCCCGCGTA---
>tdbD00011268 Pan_troglodytes 9598 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011277 Pan_troglodytes 9598 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011284 Pan_troglodytes 9598 Val TAC
-GGTTCCATAGTGTAGT--GGTT-ATCACGTCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00003245 Saccharomyces_cerevisiae 4932 Val AAC
-GGTTTCGTGGTCTAGTC-GGTT-ATGGCATCTGCTTAACACGCAGAAC-------------------GTCCCCAGTTCGATCCTGGGCGAAATCA---
>tdbD00011018 Saccharomyces_cerevisiae 4932 Val AAC
-GGTTTCGTGGTCTAGTC-GGTT-ATGGCATCTGCTTAACACGCAGAAC-------------------GTCCCCAGTTCGATCCTGGGCGAAATCA---
>tdbD00011020 Saccharomyces_cerevisiae 4932 Val TAC
-GGTCCAATGGTCCAGT--GGTTCAAGACGTCGCCTTTACACGGCGAAG-------------------ATCCCGAGTTCGAACCTCGGTTGGATCA---
>tdbD00011026 Schizosaccharomyces_pombe 4896 Val AAC
-GGTCGTGTGGTTTAGAT-GGTT-ATAATTTCTGCTTAACACGCAGACG-------------------GTCCCAAGTTCGAGTCTTGGCACGATCA---
>tdbD00011027 Schizosaccharomyces_pombe 4896 Val AAC
-GGTCGTGTGGTTTAGAT-GGTT-ATAATTTCTGCTTAACACGCAGACG-------------------GTCCCAAGTTCGAGTCTTGGCACGATCA---
>tdbD00011255 Takifugu_rubripes 31033 Val AAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTAACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011258 Takifugu_rubripes 31033 Val CAC
-GTTTCCGTAGTGTAGT--GGTT-ATCACGTTCGCCTCACACGCGAAAG-------------------GTCCCCGGTTCGAAACCGGGCGGAAACA---
>tdbD00011263 Takifugu_rubripes 31033 Val TAC
-GGTTCCATAGTGTAGC--GGTT-ATCACGTCTGCTTTACACGCAGAAG-------------------GTCCTGGGTTCGAGCCCCAGTGGAACCA---
>tdbD00005933 Caenorhabditis_elegans 6239 Ile TAT
-GCCCCATTGGCGCAGTC-GGTT-AGCGCGTGGTACTTATAATGCCAAG-------------------GTCGCCAGTTCGAGCCTGGCATGGGGCA---
>tdbD00005937 Drosophila_melanogaster 7227 Ile AAT
-GGCCCATTAGCTCAGTT-GGTT-AGAGCGTCGTGCTAATAACGCGAAG-------------------GTCGCGGGTTCGATCCCCTCATGGGCCA---
>tdbD00005939 Drosophila_melanogaster 7227 Ile TAT
-GCTCCAGTGGCGCAATT-GGTT-AGCGCACGGTACTTATAATGCCGGG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGC----
>tdbD00005916 Homo_sapiens 9606 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00005922 Homo_sapiens 9606 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGC----
>tdbD00001324 Leptomonas_collosoma 5686 Ile AAT
-GCTCTCATAGCTCAGTC-GGTT-AGAGCGTGGGTCTAATAAGCCCAAG-------------------GTCACAGGTTCGACCCCTGTTGGGAGCA---
>tdbD00001325 Leptomonas_seymouri 5684 Ile AAT
-GCTCTCATAGCTCAGTC-GGTT-AGAGCGTGGGTCTAATAAGCCCAAG-------------------GTCACAGGTTCGACCCCTGTTGGGAGCA---
>tdbD00001329 Mus_musculus 10090 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006057 Pan_troglodytes 9598 Ile AAT
-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006058 Pan_troglodytes 9598 Ile AAT
-GGCTGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACTGGCCA---
>tdbD00006062 Pan_troglodytes 9598 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGCA---
>tdbD00001320 Saccharomyces_cerevisiae 4932 Ile AAT
-GGTCTCTTGGCCCAGTT-GGTT-AAGGCACCGTGCTAATAACGCGGGG-------------------ATCAGCGGTTCGATCCCGCTAGAGACCA---
>tdbD00005934 Saccharomyces_cerevisiae 4932 Ile AAT
-GGTCTCTTGGCCCAGTT-GGTT-AAGGCACCGTGCTAATAACGCGGGG-------------------ATCAGCGGTTCGATCCCGCTAGAGACCA---
>tdbD00005935 Saccharomyces_cerevisiae 4932 Ile TAT
-GCTCGTGTAGCTCAGT--GGTT-AGAGCTTCGTGCTTATAACGCGACC-------------------GTCGTGGGTTCAATCCCCACCTCGAGCA---
>tdbD00006049 Takifugu_rubripes 31033 Ile AAT



-GGCCGGTTAGCTCAGTT-GGTT-AGAGCGTGGTGCTAATAACGCCAAG-------------------GTCGCGGGTTCGATCCCCGTACGGGCCA---
>tdbD00006052 Takifugu_rubripes 31033 Ile TAT
-GCTCCAGTGGCGCAATC-GGTT-AGCGCGCGGTACTTATAATGCCGAG-------------------GTTGTGAGTTCGAGCCTCACCTGGAGCA---
>tdbD00001765 Caenorhabditis_elegans 6239 Leu AAG
-GGAGAGATGGCCGAGC--GGTCTAAGGCGCTGGTTTAAGGCACCAGTCCCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACTCTCTTCA---
>tdbD00006780 Caenorhabditis_elegans 6239 Leu AAG
-GGAGAGATGGCCGAGC--GGTCTAAGGCGCTGGTTTAAGGCACCAGTCCCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACTCTCTTCA---
>tdbD00006791 Caenorhabditis_elegans 6239 Leu CAG
-GCCGTTCTGGCCGAGT--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCCTC-----TCCG----GAGGGCGCAGGTTCGAATCCTGCGGACGGCA---
>tdbD00006794 Caenorhabditis_elegans 6239 Leu TAA
-AGCACGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGTTCCAATGGTGG----ATA----ACACCTCGTGGGTTCGAACCCCACTCGTGCTA---
>tdbD00006795 Caenorhabditis_elegans 6239 Leu TAG
-GGTGAGATGGCCGAGT--GGTCTAAGGCGCTGGTTTTAGGCACCAGTCCCT-----CCG-----GGGG-CGTGGGTTCGAATCCCACTCTCATCA---
>tdbD00006806 Drosophila_melanogaster 7227 Leu CAA
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCCTC-----TCT-----GAGGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00006807 Drosophila_melanogaster 7227 Leu CAA
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCCTC-----TCT-----GAGGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00006809 Drosophila_melanogaster 7227 Leu CAA
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCCAGACTCAAGTTCTGGTCCTC-----TCT-----GAGGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00006810 Drosophila_melanogaster 7227 Leu CAG
-GTCAGGATGGCCGAGT--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTAC-----TCT-----GTAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00001777 Homo_sapiens 9606 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00006741 Homo_sapiens 9606 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00006751 Homo_sapiens 9606 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00001772 Mus_musculus 10090 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00007269 Pan_troglodytes 9598 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTCT-----TCG-----GGGG-CGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00007270 Pan_troglodytes 9598 Leu AAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTAAGGCTCCAGTCTC------TTCG-----GAGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00007277 Pan_troglodytes 9598 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007278 Pan_troglodytes 9598 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00007287 Pan_troglodytes 9598 Leu TAG
-GGTAGCGTGGCCGAGT--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCAT------TTCG-----ATGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00007289 Pan_troglodytes 9598 Leu TAG
-GGTAGCGTGGCCGAGC--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCTC------TTCG-----GAGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00001775 Rattus_norvegicus 10116 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTCCTGACA---
>tdbD00001756 Saccharomyces_cerevisiae 4932 Leu TAA
-GGAGGGTTGGCCGAGT--GGTCTAAGGCGGCAGACTTAAGATCTGTTGGAC-----GGTT----GTCCGCGCGAGTTCGAACCTCGCATCCTTCA---
>tdbD00006796 Saccharomyces_cerevisiae 4932 Leu CAA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCAAGCTCAGGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00006797 Saccharomyces_cerevisiae 4932 Leu CAA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCAAGCTCAGGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00006798 Saccharomyces_cerevisiae 4932 Leu CAA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCAAGCTCAGGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00006799 Saccharomyces_cerevisiae 4932 Leu CAA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCAAGCTCAGGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00006800 Saccharomyces_cerevisiae 4932 Leu CAA
-GGTTGTTTGGCCGAGC--GGTCTAAGGCGCCTGATTCAAGCTCAGGTATC------GTAA-----GATGCAAGAGTTCGAATCTCTTAGCAACCA---
>tdbD00006802 Saccharomyces_cerevisiae 4932 Leu TAA
-GGAGGGTTGGCCGAGT--GGTCTAAGGCGGCAGACTTAAGATCTGTTGGAC-----GGTT----GTCCGCGCGAGTTCGAACCTCGCATCCTTCA---
>tdbD00007262 Takifugu_rubripes 31033 Leu TAA
-ACCAGGATGGCCGAGT--GGTT-AAGGCGTTGGACTTAAGATCCAATGGAC-----GTAT----GTCCGCGTGGGTTCGAACCCCACTCCTGGTA---
>tdbD00007265 Takifugu_rubripes 31033 Leu TAG
-GGTAGCGTGGCCGAGT--GGTCTAAGGCGCTGGATTTAGGCTCCAGTCAT------TTCG-----ATGGCGTGGGTTCGAATCCCACCGCTGCCA---
>tdbD00001771 Xenopus_laevis 8355 Leu CAG
-GTCAGGATGGCCGAGC--GGTCTAAGGCGCTGCGTTCAGGTCGCAGTCTCC-----CCT-----GGAGGCGTGGGTTCGAATCCCACTTCTGACA---
>tdbD00007469 Arabidopsis_thaliana 3702 Met CAT
-GGGGTGGTGGCGCAGTT-GGCT-AGCGCGTAGGTCTCATAATCCTGAG-------------------GTCGAGAGTTCGAGCCTCTCTCACCCCA---
>tdbD00007756 Gallus_gallus 9031 Met CAT
-ACCTACTTGACTCAGC--GGTT-AGAGTATCGCTTTCATACGGCGAGA-------------------GTCATTGGTTCAAATCCAATAGTAGGTA---
>tdbD00007455 Homo_sapiens 9606 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007787 Pan_troglodytes 9598 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---
>tdbD00007473 Saccharomyces_cerevisiae 4932 Met CAT
-GCTTCAGTAGCTCAGTA-GGA--AGAGCGTCAGTCTCATAATCTGAAG-------------------GTCGAGAGTTCGAACCTCCCCTGGAGCA---
>tdbD00007777 Takifugu_rubripes 31033 Met CAT
-AGCAGAGTGGCGCAGC--GGA--AGCGTGCTGGGCCCATAACCCAGAG-------------------GTCGATGGATCGAAACCATCCTCTGCTA---



>tdbD00004242 Arabidopsis_thaliana 3702 Cys GCA
-GGGTCCATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCACCGGTTCGAACCCGGTTGGGCCCT---
>tdbD00004226 Homo_sapiens 9606 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00000375 Nicotiana_rustica 4093 Cys GCA
-GGGTCCTTAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCACCGGTTCGAACCCGGTAGGGCCCT---
>tdbD00004364 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCTCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004369 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004370 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGG--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004372 Pan_troglodytes 9598 Cys GCA
-GGGGGTGTAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCAGGTGCCCCCT---
>tdbD00004375 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCTGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004377 Pan_troglodytes 9598 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00004247 Saccharomyces_cerevisiae 4932 Cys GCA
-GCTCGTATGGCGCAGT--GGT--AGCGCAGCAGATTGCAAATCTGTTG-------------------GTCCTTAGTTCGATCCTGAGTGCGAGCT---
>tdbD00004253 Schizosaccharomyces_pombe 4896 Cys GCA
-GGGGTCATAGCTCAGT--GGTT-AGAGTGAGGGATTGCAGATCCCCAG-------------------GTCGCTGGTTCAAATCCGGCTGGTCCCT---
>tdbD00004358 Takifugu_rubripes 31033 Cys GCA
-GGGGGTATAGCTCAGT--GGT--AGAGCATTTGACTGCAGATCAAGAG-------------------GTCCCCGGTTCAAATCCGGGTGCCCCCT---
>tdbD00011653 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCATTGGTTCGAATCCGCTAGGTCGGA---
>tdbD00011654 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTAGGTCGGA---
>tdbD00011655 Arabidopsis_thaliana 3702 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCTGGTAGGTTTGA---
>tdbD00011667 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTCGACGGA---
>tdbD00011669 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTCGACGGA---
>tdbD00011672 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTCGACGGA---
>tdbD00011673 Caenorhabditis_elegans 6239 Tyr GTA
-CCGTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTTCGACGGA---
>tdbD00011681 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011682 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011683 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011684 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011685 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011686 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00011687 Drosophila_melanogaster 7227 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGTGGACTGTAGATCCATAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00003670 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAATTCCGGCTCGAAGGA---
>tdbD00003671 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011637 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011639 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAATTCCGGCTCGAAGGA---
>tdbD00011640 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011641 Homo_sapiens 9606 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00003661 Nicotiana_rustica 4093 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTAGGTCGGA---
>tdbD00011802 Pan_troglodytes 9598 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011803 Pan_troglodytes 9598 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGAATCCGGCTCGAAGGA---
>tdbD00011807 Pan_troglodytes 9598 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011677 Saccharomyces_cerevisiae 4932 Tyr GTA
-CTCTCGGTAGCCAAGTT-GGTTTAAGGCGCAAGACTGTAAATCTTGAG-------------------ATCGGGCGTTCGACTCGCCCCCGGGAGA---
>tdbD00011678 Saccharomyces_cerevisiae 4932 Tyr GTA



-CTCTCGGTAGCCAAGTT-GGTTTAAGGCGCAAGACTGTAAATCTTGAG-------------------ATCGGGCGTTCGACTCGCCCCCGGGAGA---
>tdbD00011794 Takifugu_rubripes 31033 Tyr GTA
-CCTTCGATAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAAATCCGGCTCGAAGGA---
>tdbD00003663 Triticum_aestivum 4565 Tyr GTA
-CCGACCTTAGCTCAGTT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCACTGGTTCGAATCCGGTAGGTCGGA---
>tdbD00003668 Xenopus_laevis 8355 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCAATTCCGGCTCGAAGGA---
>tdbD00003669 Xenopus_laevis 8355 Tyr GTA
-CCTTCGATAGCTCAGCT-GGT--AGAGCGGAGGACTGTAGATCCTTAG-------------------GTCGCTGGTTCGATTCCGGCTCGAAGGA---
>tdbD00011362 Caenorhabditis_elegans 6239 Trp CCA
-GACTGCTTGGCGCAAT--GGT--AGCGCGTTCGACTCCAGATCGAAAG-------------------GTTGGGCGTTCGATCCGCTCAGTGGTCA---
>tdbD00011467 Gallus_gallus 9031 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GCTGCGTGTTCGAATCACGTCGGGGTCA---
>tdbD00011352 Homo_sapiens 9606 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GCTGCGTGTTCGAATCACGTCGGGGTCA---
>tdbD00011479 Pan_troglodytes 9598 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GCTGCGTGTTCGAATCACGTCGGGGTCA---
>tdbD00011480 Pan_troglodytes 9598 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTCA---
>tdbD00011481 Pan_troglodytes 9598 Trp CCA
-GACCTCGTGGCGCAAT--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAGTCACGTCGGGGTCA---
>tdbD00003403 Saccharomyces_cerevisiae 4932 Trp CCA
-GAAGCGGTGGCTCAAT--GGT--AGAGCTTTCGACTCCAAATCGAAGG-------------------GTTGCAGGTTCAATTCCTGTCCGTTTCA---
>tdbD00011364 Saccharomyces_cerevisiae 4932 Trp CCA
-GAAGCGGTGGCTCAAT--GGT--AGAGCTTTCGACTCCAAATCGAAGG-------------------GTTGCAGGTTCAATTCCTGTCCGTTTCA---
>tdbD00011368 Schizosaccharomyces_pombe 4896 Trp CCA
-GGCCCCTTAACTCAGTT-GGT--AGAGTGTGAGATTCCAAATCTCAAA-------------------GTCAAGTGTTCAAGTCACTTAGGGGTCA---
>tdbD00011475 Takifugu_rubripes 31033 Trp CCA
-GACCTCGTGGCGCAAC--GGT--AGCGCGTCTGACTCCAGATCAGAAG-------------------GTTGCGTGTTCAAATCACGTCGGGGTCA---
>tdbD00004704 Arabidopsis_thaliana 3702 Glu CTC
-TCCGTTGTAGTCTAGCT-GGTC-AGGATACTCGGCTCTCACCCGAGAG-------------------A-CCCGGGTTCGAGTCCCGGCAACGGAG---
>tdbD00004716 Caenorhabditis_elegans 6239 Glu CTC
-TCCGTTGTGGTCTAGT--GGTT-AGGATTTATGGCTCTCACCCATAAG-------------------G-CCGGGGTTCGATTCCCCGCAACGGAA---
>tdbD00004719 Caenorhabditis_elegans 6239 Glu TTC
-TCCCATGTGGTCTAGT--GGTT-AGGATTCGTGGTTTTCACCCACGCG-------------------G-CCCGGGTTCGATTCCCGGCATGGGAA---
>tdbD00004723 Drosophila_melanogaster 7227 Glu CTC
-TCCCATATTGTCTAGT--GGTT-AGGATATCCGGCTCTCACCCGGAAG-------------------G-CCCGGGTTCAATTCCCGGTATGGGAA---
>tdbD00004725 Drosophila_melanogaster 7227 Glu TTC
-TCCCATATGGTCTAGT--GGCT-AGGATATCTGGCTTTCACCCAGAAG-------------------G-CCCGGGTTCGATTCCCGGTATGGGAA---
>tdbD00004883 Gallus_gallus 9031 Glu TTC
-GTCCCTTTCGTCCAGT--GGTT-AGGACATCGTCTTTTCATGTCGAAG-------------------A-CACGGGTTCGATTCCCGTAAGGGATA---
>tdbD00004694 Homo_sapiens 9606 Glu CTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004906 Pan_troglodytes 9598 Glu CTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004914 Pan_troglodytes 9598 Glu TTC
-TCCCTGGTGGTCTAGT--GGCT-AGGATTCGGCGCTTTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004915 Pan_troglodytes 9598 Glu TTC
-TCCCATATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTATGGGAA---
>tdbD00004916 Pan_troglodytes 9598 Glu TTC
-TCCCACATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTGTGGGAA---
>tdbD00000658 Rattus_norvegicus 10116 Glu CTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00000644 Saccharomyces_cerevisiae 4932 Glu TTC
-TCCGATATAGTGTAAC--GGCT-ATCACATCACGCTTTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGTATCGGAG---
>tdbD00004720 Saccharomyces_cerevisiae 4932 Glu CTC
-TCCGATGTAGTGTAAC--GGCT-ATCACATCACGTTCTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGCTTCGGAG---
>tdbD00004721 Saccharomyces_cerevisiae 4932 Glu TTC
-TCCGATATAGTGTAAC--GGCT-ATCACATCACGCTTTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGTAGCGGAG---
>tdbD00004722 Saccharomyces_cerevisiae 4932 Glu TTC
-TCCGATATAGTGTAAC--GGCT-ATCACATCACGCTTTCACCGTGGAG-------------------A-CCGGGGTTCGACTCCCCGTATCGGAG---
>tdbD00004726 Schizosaccharomyces_pombe 4896 Glu CTC
-TCCGTCATGGTCCAGT--GGCT-AGGATTCATCGCTCTCACCGATGCG-------------------G-CGGGGGTTCGATTCCCCCTGACGGAG---
>tdbD00004727 Schizosaccharomyces_pombe 4896 Glu TTC
-TCCGTTGTGGTCCAAC--GGCT-AGGATTCGTCGCTTTCACCGACGCG-------------------G-TCGGGGTTCGACTCCCCGCAACGGAG---
>tdbD00004891 Takifugu_rubripes 31033 Glu CTC
-TCCCTGGTGGTCTAGT--GGTT-AGGATTCGGCGCTCTCACCGCCGCG-------------------G-CCCGGGTTCGATTCCCGGTCAGGGAA---
>tdbD00004901 Takifugu_rubripes 31033 Glu TTC
-TCCCATATGGTCTAGC--GGTT-AGGATTCCTGGTTTTCACCCAGGCG-------------------G-CCCGGGTTCGACTCCCGGTATGGGAA---
>tdbD00008615 Caenorhabditis_elegans 6239 Gln CTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCAGGACTCTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008620 Caenorhabditis_elegans 6239 Gln TTG
-GGTTCCATGGTGTAGC--GGTT-AGCACTCAGGACTTTGAATCCTGCG-------------------A-CCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008628 Drosophila_melanogaster 7227 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---



>tdbD00008776 Gallus_gallus 9031 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008778 Gallus_gallus 9031 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002405 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00002407 Homo_sapiens 9606 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008597 Homo_sapiens 9606 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008600 Homo_sapiens 9606 Gln TTG
-TAGGACTTGGTGTAAT--GGGT-AGCACAGAGAATTTTGGATTCTCAG-------------------G-GGTGGGTTCAATTCCTTTCGTCCTA----
>tdbD00008605 Homo_sapiens 9606 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002392 Leptomonas_collosoma 5686 Gln CTG
-GCTCCTATAGTGTAGC--GGTT-ATCACCTCGGACTCTGAATCCGATA-------------------A-CCCTGGTTCGAGTCCAGGTAGGAGTG---
>tdbD00002393 Leptomonas_seymouri 5684 Gln CTG
-GCTCCTATAGTGTAGC--GGTT-ATCACCTCGGACTCTGAATCCGATA-------------------A-CCCTGGTTCGAGTCCAGGTAGGAGTG---
>tdbD00008793 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAGTCTCGGTGGAACCT---
>tdbD00008794 Pan_troglodytes 9598 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008799 Pan_troglodytes 9598 Gln TTG
-GGCCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008800 Pan_troglodytes 9598 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCA-------------------A-TCCGAGTTCGAATCTCGGTGGGACCT---
>tdbD00008801 Pan_troglodytes 9598 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002400 Rattus_norvegicus 10116 Gln CTG
-GGTTCCATGGTGTAAT--GGTG-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002403 Rattus_norvegicus 10116 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00002399 Rattus_norvegicus 10116 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCA-------------------A-TCTGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002402 Rattus_norvegicus 10116 Gln TTG
-GGTCTCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCGAGTCTCGGTGAGGCCT---
>tdbD00002404 Rattus_norvegicus 10116 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00008621 Saccharomyces_cerevisiae 4932 Gln CTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTTCGGTTCTGATCCGAACA-------------------A-CCCCAGTTCGAATCCGGGTGGGACC----
>tdbD00008623 Saccharomyces_cerevisiae 4932 Gln TTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTTCGGTTTTGATCCGGACA-------------------A-CCCCGGTTCGAATCCGGGTAGGACCT---
>tdbD00008633 Schizosaccharomyces_pombe 4896 Gln TTG
-GGTTGTATGGTGTAAT--GGTT-AGCACGTGAGATTTTGATTCTCGAG-------------------A-CCTGGGTTCGATTCCCAGTACGACCT---
>tdbD00008782 Takifugu_rubripes 31033 Gln CTG
-GGTTCCATGGTGTAAT--GGTT-AGCACTCTGGACTCTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGAACCT---
>tdbD00008786 Takifugu_rubripes 31033 Gln TTG
-GGTCCCATGGTGTAAT--GGTT-AGCACTCTGGACTTTGAATCCAGCG-------------------A-TCCGAGTTCAAATCTCGGTGGGACCT---
>tdbD00002381 Trypanosoma_brucei 5691 Gln TTG
-GGTCCTATAGTGTAGT--GGTT-ATCACTTCGGACTTTGAATCCGAAA-------------------A-CCCAGGTTCGAATCCTGGTAGGACCA---
>tdbD00009125 Caenorhabditis_elegans 6239 Arg ACG
-GGCCGCGTGGCGCAAT--GGAT-AACGCGTCTGCCTACGGAGCAGAAG-------------------ATTGCAGGTTCGAATCCTGCCGTGGTCG---
>tdbD00009134 Caenorhabditis_elegans 6239 Arg TCG
-GGCCGCGTGGCCTAAT--GGAT-AAGGCACCAGACTTCGAATCTGGGG-------------------ATTGCAGGTTCGAGTCCTGCCGTGGTCG---
>tdbD00009136 Caenorhabditis_elegans 6239 Arg TCT
-GGCCTTGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCTAATCAGAAG-------------------ATTGCAGGTTCGACCCCTGCCTGGGTCA---
>tdbD00009144 Drosophila_melanogaster 7227 Arg ACG
-GGTCCTGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCCAGGTTCGACTCCTGGCAGGATCG---
>tdbD00009148 Drosophila_melanogaster 7227 Arg TCG
-GACCGTGTGGCCTAAT--GGAT-AAGGCGTCGGACTTCGGATCCGAAG-------------------ATTGCAGGTTCGAGTCCTGTCACGGTCG---
>tdbD00009149 Drosophila_melanogaster 7227 Arg TCG
-GACCGTGTGGCCTAAT--GGAT-AAGGCGTCGGACTTCGGATCCGAAG-------------------ATTGCAGGTTCGAATCCTGTCACGGTCG---
>tdbD00002598 Drosophila_simulans 7240 Arg TCG
-GACCGTGTGGCCCAAT--GGAT-AAGGCGTCGGACTTCGGATCCGAAG-------------------ATTGCAGGTTCGAGTCCTGTCACGGTCG---
>tdbD00009082 Homo_sapiens 9606 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCTAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009083 Homo_sapiens 9606 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCCAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009088 Homo_sapiens 9606 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCACCTGGGGT----
>tdbD00009092 Homo_sapiens 9606 Arg TCG
-GACCACGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAATCCCTTCGTGGTT----
>tdbD00009099 Homo_sapiens 9606 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTC----
>tdbD00009552 Pan_troglodytes 9598 Arg ACG



-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCTAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009553 Pan_troglodytes 9598 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCCAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009564 Pan_troglodytes 9598 Arg TCG
-GACCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTCG---
>tdbD00009569 Pan_troglodytes 9598 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTCG---
>tdbD00009572 Pan_troglodytes 9598 Arg TCT
-GGCTCCGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTCCGGGTTCGAGTCCCGGCGGAGTCG---
>tdbD00002586 Saccharomyces_cerevisiae 4932 Arg TCT
-GCTCGCGTGGCGTAAT--GGC--AACGCGTCTGACTTCTAATCAGAAG-------------------ATTATGGGTTCGACCCCCATCGTGAGTG---
>tdbD00009140 Saccharomyces_cerevisiae 4932 Arg ACG
-TTCCTCGTGGCCCAAT--GGTC-ACGGCGTCTGGCTACGAACCAGAAG-------------------ATTCCAGGTTCAAGTCCTGGCGGGGAAG---
>tdbD00009142 Saccharomyces_cerevisiae 4932 Arg CCT
-GTTCCGTTGGCGTAAT--GGT--AACGCGTCTCCCTCCTAAGGAGAAG-------------------ACTGCGGGTTCGAGTCCCGTACGGAACG---
>tdbD00009143 Saccharomyces_cerevisiae 4932 Arg TCT
-GCTCGCGTGGCGTAAT--GGC--AACGCGTCTGACTTCTAATCAGAAG-------------------ATTATGGGTTCGACCCCCATCGTGAGTG---
>tdbD00009153 Schizosaccharomyces_pombe 4896 Arg ACG
-GGTCTCGTGGCCCAAT--GGTT-AAGGCGCTTGACTACGGATCAAGAG-------------------ATTCCAGGTTCGACTCCTGGCGGGATCG---
>tdbD00009526 Takifugu_rubripes 31033 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCTAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009527 Takifugu_rubripes 31033 Arg ACG
-GGGCCAGTGGCGCAAT--GGAT-AACGCGTCTGACTACGGATCAGAAG-------------------ATTCCAGGTTCGACTCCTGGCTGGCTCG---
>tdbD00009529 Takifugu_rubripes 31033 Arg CCG
-GACCCAGTGGCCTAAT--GGAT-AAGGCATCAGCCTCCGGAGCTGGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGTCG---
>tdbD00009534 Takifugu_rubripes 31033 Arg CCT
-GCCCCAGTGGCCTAAT--GGAT-AAGGCACTGGCCTCCTAAGCCAGGG-------------------ATTGTGGGTTCGAGTCCCATCTGGGGTG---
>tdbD00009541 Takifugu_rubripes 31033 Arg TCG
-GACCGCGTGGCCTAAT--GGAT-AAGGCGTCTGACTTCGGATCAGAAG-------------------ATTGAGGGTTCGAGTCCCTTCGTGGTCG---
>tdbD00009547 Takifugu_rubripes 31033 Arg TCT
-GGCTCTGTGGCGCAAT--GGAT-AGCGCATTGGACTTCTAATTCAAAG-------------------GTTGTGGGTTCGAGTCCCACCAGAGTCG---
>tdbD00002579 Trypanosoma_brucei 5691 Arg ACG
-GTCCGTGTGGCTCAAT--GGA--AGAGCATCTGACTACGGATCAGAGG-------------------GTTGCAGGTTCGAATCCTGTCACGGATG---
>tdbD00009846 Arabidopsis_thaliana 3702 Ser AGA
-GTGGAAGTGGCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00009847 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATAACTAGAAATCATGTGGGC-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00009848 Arabidopsis_thaliana 3702 Ser AGA
-GTGGACGTGCCGGAGT--GGTT-ATCGGGCATGACTAGAAATCATGTGGGT-----TTT-----GCCCGCGCAGGTTCGAATCCTGCCGTTCACG---
>tdbD00009879 Caenorhabditis_elegans 6239 Ser GCT
-GATCAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGGGG-----TTT-----CCCCGCGTGAGTTCGAATCTCATCCTGATCG---
>tdbD00009883 Caenorhabditis_elegans 6239 Ser TGA
-GCTGCGATGTCCGAGT--GGTT-AAGGAGTTGGACTTGAAATCCAATGGGC-----ATT-----GCCCGCGTAGGTTCGAACCCTGCTCGCAGCG---
>tdbD00009884 Caenorhabditis_elegans 6239 Ser TGA
-GCAACGATGTCCGAGT--GGTT-AAGGAGATGGACTTGAAATCCATTGGGC-----TTT-----GCCCGCGTAGGTTCGATTCCTGCTCGTTGCG---
>tdbD00009892 Drosophila_melanogaster 7227 Ser AGA
-GCAGTCGTGGCCGAGC--GGTT-AAGGCGTCTGACTAGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGACTGCG---
>tdbD00009894 Drosophila_melanogaster 7227 Ser CGA
-GCAGTCGTGGCCGAGT--GGTT-AAGGCGTCTGACTCGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGGCTGCG---
>tdbD00002906 Drosophila_simulans 7240 Ser CGA
-GCAGTCGTGGCCGAGT--GGTT-AAGGCGTCTGACTCGAAATCAGATTCCC-----TCT-----GGGAGCGTAGGTTCGAATCCTACCGGCTGCG---
>tdbD00010245 Gallus_gallus 9031 Ser TGA
-GCAGCGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCGAACCCTGCTCGCTGCG---
>tdbD00002912 Homo_sapiens 9606 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00009827 Homo_sapiens 9606 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TTT-----CCCCACGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00009828 Homo_sapiens 9606 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00009829 Homo_sapiens 9606 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00009838 Homo_sapiens 9606 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGTCGGCTACG---
>tdbD00009840 Homo_sapiens 9606 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00009841 Homo_sapiens 9606 Ser TGA
-GCAGCGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCGAACCCTGCTCGCTGCG---
>tdbD00002896 Nicotiana_rustica 4093 Ser GCT
-GTCGCTTTGGCCGAGT--GGTT-AAGGCGTGTGCCTGCTAAGTACATGGGG-----TTT-----CCCCGCGAGAGTTCGAATCTCTCAGGCGACG---
>tdbD00002893 Nicotiana_rustica 4093 Ser TGA
-GTCGATATGTCCGAGT--GGTT-AAGGAGACAGACTTGAAATCTGTTGGGC-----TTC-----GCCCGCGCAGGTTCGAACCCTGCTGTCGACG---
>tdbD00010273 Pan_troglodytes 9598 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010274 Pan_troglodytes 9598 Ser AGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTAGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---



>tdbD00010283 Pan_troglodytes 9598 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTCG---
>tdbD00010285 Pan_troglodytes 9598 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCACCTTCGTCG---
>tdbD00010286 Pan_troglodytes 9598 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGTCGGCTACG---
>tdbD00010287 Pan_troglodytes 9598 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TCT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010288 Pan_troglodytes 9598 Ser TGA
-GTAGTCGTGGCCGAGT--GGTT-AAGGCGATGGACTTGAAATCCATTGGGG-----TTT-----CCCCGCGCAGGTTCGAATCCTGCCGACTACG---
>tdbD00010289 Pan_troglodytes 9598 Ser TGA
-GCAGCGATGGCCGAGT--GGTT-AAGGCGTTGGACTTGAAATCCAATGGGG-----TCT-----CCCCGCGCAGGTTCGAACCCTGCTCGCTGCG---
>tdbD00002877 Saccharomyces_cerevisiae 4932 Ser AGA
-GGCAACTTGGCCGAGT--GGTT-AAGGCGAAAGATTAGAAATCTTTTGGGC-----TTT-----GCCCGCGCAGGTTCGAGTCCTGCAGTTGTCG---
>tdbD00002880 Saccharomyces_cerevisiae 4932 Ser TGA
-GGCACTATGGCCGAGT--GGTT-AAGGCGACAGACTTGAAATCTGTTGGGC-----TCT-----GCCCGCGCTGGTTCAAATCCTGCTGGTGTCG---
>tdbD00009887 Saccharomyces_cerevisiae 4932 Ser AGA
-GGCAACTTGGCCGAGT--GGTT-AAGGCGAAAGATTAGAAATCTTTTGGGC-----TTT-----GCCCGCGCAGGTTCGAGTCCTGCAGTTGTCG---
>tdbD00009888 Saccharomyces_cerevisiae 4932 Ser CGA
-GGCACTATGGCCGAGT--GGTT-AAGGCGAGAGACTCGAAATCTCTTGGGC-----TCT-----GCCCGCGCTGGTTCAAATCCTGCTGGTGTCG---
>tdbD00009889 Saccharomyces_cerevisiae 4932 Ser GCT
-GTCCCAGTGGCCGAGT--GGTT-AAGGCGATGCCCTGCTAAGGCATTGGGT-----TTT-----ACCTGCGCAGGTTCGAATCCTGTCTGTGACG---
>tdbD00009890 Saccharomyces_cerevisiae 4932 Ser TGA
-GGCACTATGGCCGAGT--GGTT-AAGGCGACAGACTTGAAATCTGTTGGGC-----TCT-----GCCCGCGCTGGTTCAAATCCTGCTGGTGTCG---
>tdbD00009899 Schizosaccharomyces_pombe 4896 Ser AGA
-GACACTATGCCTGAGT--GGTT-AAAGGGACAGACTAGAAATCTGTTGCGG-----TCT-----CCGCGCGCAGGTTCAAATCCTGCTGGTGTCG---
>tdbD00009900 Schizosaccharomyces_pombe 4896 Ser CGA
-GTCACTATGTCCGAGT--GGTT-AAGGAGTTAGACTCGAAATCTAATGGGC-----TCT-----GCCCGCGCAGGTTCAAATCCTGCTGGTGACG---
>tdbD00009902 Schizosaccharomyces_pombe 4896 Ser TGA
-GTCACTATGTCCGAGT--GGTT-AAGGAGTTAGACTTGAAATCTAATGGGC-----TTT-----GCCCGCGCAGGTTCAAATCCTGCTGGTGACG---
>tdbD00009903 Schizosaccharomyces_pombe 4896 Ser TGA
-GTCACTATGTCCGAGT--GGTT-AAGGAGTTAGACTTGAAATCTAATGGGC-----TCT-----GCCCGCGCAGGTTCAAATCCTGCTGGTGACG---
>tdbD00010263 Takifugu_rubripes 31033 Ser GCT
-GACGAGGTGGCCGAGT--GGTT-AAGGCGATGGACTGCTAATCCATTGTGC-----TCT-----GCACGCGTGGGTTCGAATCCCATCCTCGTCG---
>tdbD00002900 Triticum_aestivum 4565 Ser TGA
-GGATGGATGTCTGAGC--GGTTGAAAGAGTCGGTCTTGAAAACCGAAGTATTG---ATAG--GAATAC-CGGGGGTTCGAATCCCTCTCCATCCG---
>tdbD00010505 Caenorhabditis_elegans 6239 Thr AGT
-GCCTCATTGGCTCAGT--GGC--AGAGCGTCTGTCTAGTAAACAGAAG-------------------GTCGCTGGTTCGATTCCAGCATGAGGCA---
>tdbD00010512 Caenorhabditis_elegans 6239 Thr TGT
-GCCCTTATAGCTCAGT--GGT--AGAGCGTTGGTCTTGTAAACCAAAG-------------------GTCCGTAGTTCAATCCTGCGTGGGGGCA---
>tdbD00010518 Drosophila_melanogaster 7227 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCGTGAGTTCGAATCTCGCCGGGGCCT---
>tdbD00003092 Homo_sapiens 9606 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010479 Homo_sapiens 9606 Thr AGT
-GGCTCCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCCT---
>tdbD00010491 Homo_sapiens 9606 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010811 Pan_troglodytes 9598 Thr AGT
-GGCGCCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCCT---
>tdbD00010813 Pan_troglodytes 9598 Thr AGT
-GGCTCCGTGGCTTAGCT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGGGCCT---
>tdbD00010815 Pan_troglodytes 9598 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCCT---
>tdbD00010817 Pan_troglodytes 9598 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCGCGGGTTCGAACCCCGTCCGTGCCT---
>tdbD00010819 Pan_troglodytes 9598 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCACGGGTTCGAACCCCGTCCGTGCCT---
>tdbD00010822 Pan_troglodytes 9598 Thr TGT
-GGCCCTATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010823 Pan_troglodytes 9598 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAATTCTCGCTGGGGCCT---
>tdbD00010824 Pan_troglodytes 9598 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010825 Pan_troglodytes 9598 Thr TGT
-GGCTCCATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCGATCCTCGCTGGGGCCT---
>tdbD00003081 Saccharomyces_cerevisiae 4932 Thr TGT
-GCCTCCTTAGCTTAGT--GGT--AGAGCGTTGCACTTGTAATGCAAAG-------------------GTCGCTAGTTCAATTCTGGCAGGTGGCA---
>tdbD00010513 Saccharomyces_cerevisiae 4932 Thr AGT
-GCTTCTATGGCCAAGTT-GGT--AAGGCGCCACACTAGTAATGTGGAG-------------------ATCATCGGTTCAAATCCGATTGGAAGCA---
>tdbD00010514 Saccharomyces_cerevisiae 4932 Thr CGT
-GCCCTTTTGGCCAAGT--GGT--AAGGCATCGCACTCGTAATGCGGGG-------------------ATCGTGGGTTCAATTCCCACAGAGGGCA---
>tdbD00010516 Saccharomyces_cerevisiae 4932 Thr TGT
-GCCTCCTTAGCTTAGT--GGT--AGAGCGTTGCACTTGTAATGCAAAG-------------------GTCGCTAGTTCAATTCTGGCAGGTGGCA---
>tdbD00010524 Schizosaccharomyces_pombe 4896 Thr CGT



-GCTCTTGTAGCTCAGT--GGT--AGAGCGCCTGTCTCGTAAACAGGAG-------------------GTCCAGTGTTCGAGTCACTGCCGGAGCA---
>tdbD00010794 Takifugu_rubripes 31033 Thr AGT
-GGCGCCGTGGCTTAGTT-GGTT-AAAGCGCCTGTCTAGTAAACAGGAG-------------------ATCCTGGGTTCGAATCCCAGCGGTGCCT---
>tdbD00010800 Takifugu_rubripes 31033 Thr CGT
-GGCGCGGTGGCCAAGT--GGT--AAGGCGTCGGTCTCGTAAACCGAAG-------------------ATCGCGGGTTCGAACCCCGTCCGTGCCT---
>tdbD00010804 Takifugu_rubripes 31033 Thr TGT
-GGCTCCATAGCTCAGG--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCAAATCTCGCTGGGGCCT---
>tdbD00010807 Takifugu_rubripes 31033 Thr TGT
-GGCTCCATAGCTCAGT--GGTT-AGAGCACTGGTCTTGTAAACCAGGG-------------------GTCGCGAGTTCGATCCTCGCTGGGGCCT---
>tdbD00008234 Caenorhabditis_elegans 6239 Pro AGG
-GGCTGAGTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGATCGATCCCCGGCTCAGCCC---
>tdbD00008245 Caenorhabditis_elegans 6239 Pro TGG
-GGCCGAATGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAATCCCCGGTTCGGCCC---
>tdbD00008259 Drosophila_melanogaster 7227 Pro TGG
-GGCTCAATGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGTTGAGCCC---
>tdbD00002249 Gallus_gallus 9031 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008453 Gallus_gallus 9031 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008455 Gallus_gallus 9031 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008456 Gallus_gallus 9031 Pro TGG
-CGAGGTGTAGCGCAGTCTGGTC-AGCGCATCTGTTTTGGGTACAGAGG-------------------GCCATAGGTTCGAATCCTGTCACCTTGA---
>tdbD00002254 Homo_sapiens 9606 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002255 Homo_sapiens 9606 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008211 Homo_sapiens 9606 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008215 Homo_sapiens 9606 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008216 Homo_sapiens 9606 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002251 Mus_musculus 10090 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002250 Mus_musculus 10090 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008473 Pan_troglodytes 9598 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008475 Pan_troglodytes 9598 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008478 Pan_troglodytes 9598 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008479 Pan_troglodytes 9598 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGGTTTGGGTCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008480 Pan_troglodytes 9598 Pro TGG
-GGCTCGTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002244 Phaseolus_vulgaris 3885 Pro AGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGAGTTCAATTCTCGGAATGCCCC---
>tdbD00002243 Phaseolus_vulgaris 3885 Pro TGG
-GGGCATTTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGAGTTCGATTCTCGGAATGCCCC---
>tdbD00002252 Rattus_norvegicus 10116 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00002240 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008248 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008249 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008250 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008251 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008252 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008253 Saccharomyces_cerevisiae 4932 Pro TGG
-GGGCGTGTGGTCTAGT--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GCCCTGGGTTCAATTCCCAGCTCGCCCC---
>tdbD00008260 Schizosaccharomyces_pombe 4896 Pro AGG
-GGCCGTTTGGTCTAGT--GGT--ATGATACCATCTTAGGGTGATGGTG-------------------GTCGTGGGTTCGATTCCCACAACAGCCC---
>tdbD00008460 Takifugu_rubripes 31033 Pro AGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTAGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008464 Takifugu_rubripes 31033 Pro CGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTCGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---
>tdbD00008467 Takifugu_rubripes 31033 Pro TGG
-GGCTCGTTGGTCTAGG--GGT--ATGATTCTCGCTTTGGGTGCGAGAG-------------------GTCCCGGGTTCAAATCCCGGACGAGCCC---



>tdbD00005331 Arabidopsis_thaliana 3702 Gly TCC
-GCGTCTGTAGTCCAAC--GGTT-AGGATAATTGCCTTCCAAGCAATAG-------------------A-CCCGGGTTCGACTCCCGGCAGACGCA---
>tdbD00005343 Caenorhabditis_elegans 6239 Gly TCC
-GCGTTCGTGGTGTAAT--GGTC-AGCATGGATGCCTTCCAAGCATTCG-------------------A-CGGGGGTTCGATTCCCCCCGAACGCA---
>tdbD00000972 Homo_sapiens 9606 Gly TCC
-GCGTTGGTGGTATAGT--GGTT-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005321 Homo_sapiens 9606 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005322 Homo_sapiens 9606 Gly TCC
-GCGTTGGTGGTATAGT--GGTT-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00000967 Mus_musculus 10090 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005633 Pan_troglodytes 9598 Gly CCC
-GCGCCGCTGGTGTAGT--GGT--ATCATGCAAGATTCCCATTCTTGCG-------------------A-CCCGGGTTCGATTCCCGGGCGGCGCA---
>tdbD00005645 Pan_troglodytes 9598 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005646 Pan_troglodytes 9598 Gly TCC
-GCGTTGGTGGTATAGT--GGTT-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00000958 Phaseolus_vulgaris 3885 Gly TCC
-GCGTCTGTAGTCCAAC--GGTT-AGGATAATTGCCTTCCAAGCAATAG-------------------A-CCCGGGTTCGACTCCCGGCAGACGCA---
>tdbD00000968 Rattus_norvegicus 10116 Gly TCC
-GCGTTGGTGGTATAGT--GGTG-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00000951 Saccharomyces_cerevisiae 4932 Gly GCC
-GCGCAAGTGGTTTAGT--GGT--AAAATCCAACGTTGCCATCGTTGGG-------------------C-CCCCGGTTCGATTCCGGGCTTGCGCA---
>tdbD00005347 Saccharomyces_cerevisiae 4932 Gly GCC
-GCGCAAGTGGTTTAGT--GGT--AAAATCCAACGTTGCCATCGTTGGG-------------------C-CCCCGGTTCGATTCCGGGCTTGCGCA---
>tdbD00005618 Takifugu_rubripes 31033 Gly CCC
-GCGCCGCTGGTGTAGT--GGT--ATCATGCAAGATTCCCATTCTTGCG-------------------A-CCCGGGTTCGATTCCCGGGCGGCGCA---
>tdbD00005628 Takifugu_rubripes 31033 Gly TCC
-GCGTTGGTGGTATAGT--GGTT-AGCATAGCTGCCTTCCAAGCAGTTG-------------------A-CCCGGGTTCGATTCCCGGCCAACGCA---
>tdbD00005728 Drosophila_melanogaster 7227 His GTG
-GCCGTGATCGTCTAGT--GGTT-AGGACCCCACGTTGTGGCCGTGGTA-------------------A-CCCAGGTTCGAATCCTGGTCACGGCA---
>tdbD00005717 Homo_sapiens 9606 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00005839 Pan_troglodytes 9598 His GTG
-GCCGTGATCGTATAGT--GGTT-AGTACTCTGCGTTGTGGCCGCAGCA-------------------A-CCTCGGTTCGAATCCGAGTCACGGCA---
>tdbD00001112 Saccharomyces_cerevisiae 4932 His GTG
-GCCATCTTAGTATAGT--GGTT-AGTACACATCGTTGTGGCCGATGAA-------------------A-CCCTGGTTCGATTCTAGGAGATGGCA---
>tdbD00005727 Saccharomyces_cerevisiae 4932 His GTG
-GCCATCTTAGTATAGT--GGTT-AGTACACATCGTTGTGGCCGATGAA-------------------A-CCCTGGTTCGATTCTAGGAGATGGCA---
>tdbD00005729 Schizosaccharomyces_pombe 4896 His GTG
-GCTCACATGGTCCAGT--GGTT-AAGACTCATCGTTGTGGCCGATGCG-------------------A-CCCAGGTTCGATTCCTGGTGTGGGCA---
>tdbD00004462 Arabidopsis_thaliana 3702 Asp GTC
-GTCGTTGTAGTATAGT--GGTA-AGTATTCCCGCCTGTCACGCGGGTG-------------------A-CCCGGGTTCGATCCCCGGCAACGGCG---
>tdbD00004465 Caenorhabditis_elegans 6239 Asp GTC
-TCCTCGGTAGTATAGT--GGTG-AGTATCCGCGTCTGTCACATGCGAG-------------------A-CCCGGGTTCAATTCCCGGCCGGGGAG---
>tdbD00004470 Drosophila_melanogaster 7227 Asp GTC
-TCCTCGATAGTATAGT--GGTT-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCAATTCCCCGTCGGGGAG---
>tdbD00004580 Gallus_gallus 9031 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00000506 Glycine_max 3847 Asp GTC
-GTCGTTGTAGTATAGT--GGTA-AGTATTCCCGCCTGTCACGCGGGTG-------------------A-CCCGGGTTCGATCCCCGGCAACGGCG---
>tdbD00004457 Homo_sapiens 9606 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00000510 Mus_musculus 10090 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004595 Pan_troglodytes 9598 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004596 Pan_troglodytes 9598 Asp GTC
-TCCTCGTTAGTATAGT--GGTT-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCAATTCCCCGACGGGGAG---
>tdbD00000511 Rattus_norvegicus 10116 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00004467 Saccharomyces_cerevisiae 4932 Asp GTC
-TCCGTGATAGTTTAAT--GGTC-AGAATGGGCGCTTGTCGCGTGCCAG-------------------A-TCGGGGTTCAATTCCCCGTCGCGGAG---
>tdbD00004588 Takifugu_rubripes 31033 Asp GTC
-TCCTCGTTAGTATAGT--GGTG-AGTATCCCCGCCTGTCACGCGGGAG-------------------A-CCGGGGTTCGATTCCCCGACGGGGAG---
>tdbD00006210 Caenorhabditis_elegans 6239 Lys CTT
-GCCCGGTTAGCTCAGTC-GGT--AGAGCACCAGACTCTTAATCTGGTT-------------------GTCGCGGGTTCGAGCCCCGCATTGGGCT---
>tdbD00001470 Drosophila_melanogaster 7227 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006217 Drosophila_melanogaster 7227 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006219 Drosophila_melanogaster 7227 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATTGGACTTTTAATCCAAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006388 Gallus_gallus 9031 Lys CTT



-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00001479 Homo_sapiens 9606 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00001478 Homo_sapiens 9606 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006183 Homo_sapiens 9606 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006184 Homo_sapiens 9606 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGGGACTCTTAATCCCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006193 Homo_sapiens 9606 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00001476 Mus_musculus 10090 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006415 Pan_troglodytes 9598 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006416 Pan_troglodytes 9598 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGGGACTCTTAATCCCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00006424 Pan_troglodytes 9598 Lys TTT
-GCCTGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCAGGCG---
>tdbD00006425 Pan_troglodytes 9598 Lys TTT
-GCCCGGATAGCTCAGTC-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCGGGCG---
>tdbD00006426 Pan_troglodytes 9598 Lys TTT
-GCCTGGATAGCTCAGTT-GGT--AGAGCATCAGACTTTTAATCTGAGG-------------------GTCCAGGGTTCAAGTCCCTGTTCAGGCA---
>tdbD00001477 Rattus_norvegicus 10116 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00001464 Saccharomyces_cerevisiae 4932 Lys CTT
-GCCTTGTTGGCGCAATC-GGT--AGCGCGTATGACTCTTAATCATAAG-------------------GTTAGGGGTTCGAGCCCCCTACAGGGCT---
>tdbD00001463 Saccharomyces_cerevisiae 4932 Lys TTT
-TCCTTGTTAGCTCAGTT-GGT--AGAGCGTTCGGCTTTTAACCGAAAT-------------------GTCAGGGGTTCGAGCCCCCTATGAGGAG---
>tdbD00006214 Saccharomyces_cerevisiae 4932 Lys CTT
-GCCTTGTTGGCGCAATC-GGT--AGCGCGTATGACTCTTAATCATAAG-------------------GTTAGGGGTTCGAGCCCCCTACAGGGCT---
>tdbD00006215 Saccharomyces_cerevisiae 4932 Lys TTT
-TCCTTGTTAGCTCAGTT-GGT--AGAGCGTTCGGCTTTTAACCGAAAT-------------------GTCAGGGGTTCGAGCCCCCTATGAGGAG---
>tdbD00006216 Saccharomyces_cerevisiae 4932 Lys TTT
-TCCTTGTTAGCTCAGTT-GGT--AGAGCGTTCGGCTTTTAACCGAAAT-------------------GTCAGGGGTTCGAGCCCCCTATGAGGAG---
>tdbD00006221 Schizosaccharomyces_pombe 4896 Lys CTT
-TCCCGAGTGGCTCAATC-GGTTTAGAGCGTCTGACTCTTAATCAGAAG-------------------GTTGCGAGTTCGAGTCTCGCCTTGGGAG---
>tdbD00006222 Schizosaccharomyces_pombe 4896 Lys CTT
-TCCCGAGTGGCTCAATC-GGTTTAGAGCGTCTGACTCTTAATCAGAAG-------------------GTTGCGAGTTCGAGTCTCGCCTTGGGAG---
>tdbD00006223 Schizosaccharomyces_pombe 4896 Lys CTT
-TCCCGAGTGGCTCAATC-GGTTTAGAGCGTCTGACTCTTAATCAGAAG-------------------GTTGCGAGTTCGAGTCTCGCCTTGGGAG---
>tdbD00006396 Takifugu_rubripes 31033 Lys CTT
-GCCCGGCTAGCTCAGTC-GGT--AGAGCATGAGACTCTTAATCTCAGG-------------------GTCGTGGGTTCGAGCCCCACGTTGGGCG---
>tdbD00007908 Caenorhabditis_elegans 6239 Asn GTT
-GCTTCCGTGGCGCAATA-GGC--AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCGGGAGCG---
>tdbD00007912 Drosophila_melanogaster 7227 Asn GTT
-GCCTCCGTGGCGCAATT-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGTCCACCCGGGGGCG---
>tdbD00002084 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------ATTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00007893 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATG-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCATCCAGGGACG---
>tdbD00007894 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACTGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00007895 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------ATTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00007896 Homo_sapiens 9606 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008059 Pan_troglodytes 9598 Asn GTT
-GTCTCTGTGGCGCAATG-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00008060 Pan_troglodytes 9598 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00007909 Saccharomyces_cerevisiae 4932 Asn GTT
-GACTCCATGGCCAAGTT-GGTT-AAGGCGTGCGACTGTTAATCGCAAG-------------------ATCGTGAGTTCAACCCTCACTGGGGTCG---
>tdbD00007914 Schizosaccharomyces_pombe 4896 Asn GTT
-GGTCGGGTAGCATAGTT-GGTT-ATTGCGCACGACTGTTAATCGTGAG-------------------GTCGAGGGTTCGAGTCCCTCCCTGACCG---
>tdbD00008050 Takifugu_rubripes 31033 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00002082 Xenopus_laevis 8355 Asn GTT
-GTCTCTGTGGCGCAATC-GGTT-AGCGCGTTCGGCTGTTAACCGAAAG-------------------GTTGGTGGTTCGAGCCCACCCAGGGACG---
>tdbD00004999 Arabidopsis_thaliana 3702 Phe GAA
-GCGGGGATAGCTCAGTT-GGG--AGAGCGTCAGACTGAAGATCTGAAG-------------------GTCGCGTGTTCGATCCACGCTCACCGCA---
>tdbD00005011 Drosophila_melanogaster 7227 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCCGGTTCAATCCCGGGTTTCGGCA---
>tdbD00005119 Gallus_gallus 9031 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---



>tdbD00004997 Homo_sapiens 9606 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00005134 Pan_troglodytes 9598 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTTCGGCA---
>tdbD00005135 Pan_troglodytes 9598 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00005006 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAATTCGCA---
>tdbD00005007 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAATTCGCA---
>tdbD00005008 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGATTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAATTCGCA---
>tdbD00005009 Saccharomyces_cerevisiae 4932 Phe GAA
-GCGGACTTAGCTCAGTT-GGG--AGAGCGCCAGACTGAAGATCTGGAG-------------------GTCCTGTGTTCGATCCACAGAGTTCGCA---
>tdbD00005012 Schizosaccharomyces_pombe 4896 Phe GAA
-GTCGCAATGGTGTAGTT-GGG--AGCATGACAGACTGAAGATCTGTTG-------------------GTCATCGGTTCGATCCCGGTTTGTGACA---
>tdbD00005013 Schizosaccharomyces_pombe 4896 Phe GAA
-GTCGCGATGGTGTAGTT-GGG--AGCATGACAGACTGAAGATCTGTTG-------------------GTCATCGGTTCGATCCCGGTTCGTGACA---
>tdbD00005126 Takifugu_rubripes 31033 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCAATCCCGGGTTTCGGCA---
>tdbD00005128 Takifugu_rubripes 31033 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00000794 Xenopus_laevis 8355 Phe GAA
-GCCGAAATAGCTCAGTT-GGG--AGAGCGTTAGACTGAAGATCTAAAG-------------------GTCCCTGGTTCGATCCCGGGTTTCGGCA---
>tdbD00003870 Arabidopsis_thaliana 3702 Ala TGC
-GGGGATGTAGCTCATAT-GGT--AGAGCGCTCGCTTTGCATGCGAGAG-------------------GCACAGGGTTCGATTCCCTGCATCTCCA---
>tdbD00003877 Caenorhabditis_elegans 6239 Ala AGC
-GGGGGTATAGCTCAGT--GGT--AGAGCGCTCCCTTAGCATGGGAGAG-------------------GGCTGGGGTTCAATTCCCCATACCTCCA---
>tdbD00003883 Caenorhabditis_elegans 6239 Ala TGC
-GGGGGTATAGCTCAGG--GGT--AGAGCGCTCGCTTTGCATGCGAGAA-------------------GTCTGGGGTTCGATTCCCCATACCTCCA---
>tdbD00004057 Candida_glabrata_CBS_138 284593 Ala TGC
-GGGCACATGGCGCAGTT-GGT--AGCGCGCTTCCCTTGCAAGGAAGAG-------------------GTCATCGGTTCGATTCCGGTTGCGTCCA---
>tdbD00003887 Drosophila_melanogaster 7227 Ala AGC
-GGGGATGTAGCTCAGAT-GGT--AGAGCGCTCGCTTAGCATGTGAGAG-------------------GTACGGGGATCGATGCCCCGCATCTCCA---
>tdbD00004099 Gallus_gallus 9031 Ala TGC
-GGGGATGTAGCTCAGC--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GTCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00000234 Mus_musculus 10090 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTCGCATGTATGAG-------------------GCCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00004122 Pan_troglodytes 9598 Ala AGC
-GGGGAATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATTCTCCA---
>tdbD00004124 Pan_troglodytes 9598 Ala AGC
-GGGGGATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATCCTCCA---
>tdbD00004135 Pan_troglodytes 9598 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCGCGCTTCGCATGTGTGAG-------------------GTCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00004136 Pan_troglodytes 9598 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTCGCATGTATGAG-------------------GCCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00004137 Pan_troglodytes 9598 Ala CGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTCGCATGTATGAG-------------------GTCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00004140 Pan_troglodytes 9598 Ala TGC
-GGGGGTGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCTCGGGTTCGATCCCCGACACCTCCA---
>tdbD00004141 Pan_troglodytes 9598 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCAATCCCCGGCATCTCCA---
>tdbD00004143 Pan_troglodytes 9598 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00004144 Pan_troglodytes 9598 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GTCCCGGGTTCGATCCCCGGCATCTCCA---
>tdbD00000218 Saccharomyces_cerevisiae 4932 Ala TGC
-GGGCACATGGCGCAGTT-GGT--AGCGCGCTTCCCTTGCAAGGAAGAG-------------------GTCATCGGTTCGATTCCGGTTGCGTCCA---
>tdbD00003885 Saccharomyces_cerevisiae 4932 Ala AGC
-GGGCGTGTGGCGTAGTC-GGT--AGCGCGCTCCCTTAGCATGGGAGAG-------------------GTCTCCGGTTCGATTCCGGACTCGTCCA---
>tdbD00003886 Saccharomyces_cerevisiae 4932 Ala TGC
-GGGCACATGGCGCAGTT-GGT--AGCGCGCTTCCCTTGCAAGGAAGAG-------------------GTCATCGGTTCGATTCCGGTTGCGTCCA---
>tdbD00004102 Takifugu_rubripes 31033 Ala AGC
-GGGGAATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATTCTCCA---
>tdbD00004103 Takifugu_rubripes 31033 Ala AGC
-GGGGGATTAGCTCAAAT-GGT--AGAGCGCTCGCTTAGCATGCGAGAG-------------------GTAGCGGGATCGATGCCCGCATCCTCCA---
>tdbD00004110 Takifugu_rubripes 31033 Ala TGC
-GGGGATGTAGCTCAGT--GGT--AGAGCGCATGCTTTGCATGTATGAG-------------------GCCCCGGGTTCAATCCCCGGCATCTCCA---



Archaea – non redundant

>WENV069866|AACY023786699|Marine microbial communities from Global Ocean Sampling (GOS)||124|45|Ile|
GAT|0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCATCTT
>SRA1008758|SRR020491.16741|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||25|99|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>ENV004148|DQ397552|Environmental sample from ENV division of INSDC||26558|26479|Ile|GAT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCATCCG
>At0675|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|484321|484248|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCATAGCCCGGT--GGTGCGCCCGGCTGATAACCGGGAG-------------------GTCATGCGTTCGAATCGCATCGGGCCCA----
>At1632|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|2609678|2609605|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCATAGCCAGGT--GGTGCACCCGGCTGATAACCGGGAG-------------------GTCATGCGTTCGAATCGCATCGGGCCCA----
>At1212|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1674125|1674198|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCATAGCTAGGT--GGTGCGCCCGGCTGATAACCGGGAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>At0977|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|2383540|2383613|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCTAGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GCCATGAGTTCGAATCTCATCGGGCCCA----
>At1421|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|3889984|3889908|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCTGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCCTGCGTTCGAATCGCAGCGGGCCCACCA-
>At1505|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|493238|493311|Ile|GAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCTGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCCTGCGTTCGAATCGCAGCGGGCCCA----
>At1446|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|2435508|2435584|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCTTGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCCTGCGTTCGAATCGCAGCGGGCCCACCA-
>At1363|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|915515|915442|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGCTTAGCCTGGC--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCACGCGTTCGAATCGCGTCGGGCCCA----
>At2079|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2821338|2821433|Ile|GAT|
2821363|2821383|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCAGGTC-GGAGCGCTCGGCTGATAACCGAGAG-------------------GTCCTGCGTTCAAATCGCAGCGGGCCCA----
>At0460|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1079156|1079083|Ile|GAT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCTGGT--AGAGCGTCCGGCTGATAACCGGAAG-------------------GCCGTGGGTTCAAATCCCACCGGGCCCA----
>At0009|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|606038|606114|Ile|GAT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCGGGGGTTCGAATCCCCCCGGGCCCACCA-
>At0404|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1163786|1163859|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--GGAGCGCCCGGCTGATAACCGGGAG-------------------GTCGGGGGTTCGAATCCCCCCGGGCCCA----
>At0106|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1033612|1033688|Ile|GAT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCCGGC--GGAGCGCCCGGCTGATAACCGGGAG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCACCA-
>At0511|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|913775|913690|Ile|GAT|913737|913726|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCTTGGT--GGAGCGCCCGGCTGATAACCGGGAG-------------------GTCACGGGTTCAAATCCCGTCGGGCCCA----
>At0528|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|936179|936268|Ile|GAT|936217|936232|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCTTGGT--AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCGCGGGTTCAAGTCCCGCCGGGCCCA----
>At0179|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1735237|1735150|Ile|GAT|1735198|
1735186|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCATGGTT-AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCGAGGGTTCAAATCCCTCCGGGCCCA----
>ENV000759|AM114193|Environmental sample from ENV division of INSDC||961849|961928|Met|CAT|0|0|||||
tRNA-Met(elongator).|ENV division in DDBJ/EMBL/GenBank|
TGGGGGTGTAGCTTAGCCAGGTC-AGAGCGCCCGGCTCATAACCGGGCG-------------------GCCATGGGTTCGAATCCCTTCACCCCCATGAT
>At2064|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|961850|961924|Met|CAT|0|0|||||
The tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically 
converted to read AUA codons.|GIB in DDBJ|
-GGGGGTGTAGCTTAGCCAGGTC-AGAGCGCCCGGCTCATAACCGGGCG-------------------GCCATGGGTTCGAATCCCTTCACCCCCA----
>At1990|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|341284|341210|Ile|GAT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTTGTAGCTTAGACAGGCT-ATAGCACTCGGCTGATAACCGAGAG-------------------GTCACCGGTTCGAATCCGGTCAACCCCA----
>At1471|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|200979|200905|Met|CAT|0|
0|||||The tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically 
converted to read AUA codons.|GIB in DDBJ|
-GGGCCTGTAGCTCAGTCAGGTT-AGAGCGCTCGGCTCATAACCGAGCG-------------------GTCACCGGTTCAAATCCGGTCAGGCCCA----
>At1396|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|4781878|4781952|Met|CAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted 



to read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGTT-AGAGCGCTCGGCTCATAACCGAGCG-------------------GTCACCGGTTCAAATCCGGTCAGGCCCA----
>At0984|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|2531012|2531086|Met|CAT|0|
0|||||The tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically 
converted to read AUA codons.|GIB in DDBJ|
-GGGCCTATAGCTTAGTCAGGTT-AGAGCGCCCGGCTCATAACCGGGCG-------------------ATCACCGGTTCAAATCCGGTTAGGCCCA----
>At1360|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|617852|617778|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCTGTAGCTTAGTCCGGTT-AGAGCGCTCGGCTCATAACCGAGTG-------------------GTCGCCGGTTCAAATCCGGCCAGGCCCA----
>At0653|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|473584|473658|Met|CAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted 
to read AUA codons.|GIB in DDBJ|
-GGGCCTGTAGCTCAGTCCGGTT-AGAGCGCCCGGCTCATAACCGGGCG-------------------GTCATGCGTTCGAATCGCATCAGGCCCA----
>At0882|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2671789|2671716|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCAATAGCTCAGTCAGGT--TGAGCGCTCGGCTGATAACCGGGAG-------------------GTCCACGGTTCAAATCCGTGTTGGCCCA----
>At1716|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|956469|956395|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCAATAGCTCAGCTAGGTA-TGAGCGCTCGGCTGATAACCGGGAG-------------------GTCCTCGGTTCAAATCCGAGTTGGCCCA----
>At0847|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|542881|542955|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCCTTAGCTCAGCCTGGTG-AGAGCGCTCGGCTCATAACCGAGTG-------------------GTCGTTGGTTCGAATCCGACAGGGCCCA----
>At0930|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|637772|637849|Met|CAT|0|
0|||||The tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically 
converted to read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGTC-AGAGCGCTCGGCTCATAACCGAGTG-------------------GTCAAGGGTTCAAATCCCTTCGGGCCCACCA-
>At1019|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1293733|1293807|Met|CAT|0|0|||||
The tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically 
converted to read AUA codons.|GIB in DDBJ|
-GGGACCATAGCTCAGCCTGGTT-GGAGCGCTCGGCTCATAACCGAGTG-------------------GTCAAGGGTTCAAATCCCTTTGGTCCCA----
>At1057|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1700086|1700160|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGGCTGGTT-AGAGTGCTCGGCTCATAACCGAGTG-------------------GTCATGGGTTCAAATCCCATCGGGCCCA----
>At1187|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|975472|975398|Met|CAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to read AUA 
codons.|GIB in DDBJ|
-GGGCTCGTAGCTCAGGCTGGTT-AGAGTGCTCGGCTCATAACCGAGTG-------------------GTCATGGGTTCAAATCCCATCGGGCCCA----
>At1807|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|630660|630583|Met|CAT|0|0|||||The tRNA gene was 
obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to read AUA 
codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGTC-AGAGCGCGCGGCTCATAACCGCGTG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>WENV078531|AAQK01000390|Gut microbiome of Human (healthy human stool sample 7)||4420|4341|Ile|GAT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TAGGCTAGTGGCACAGCTTGGTT-AGCGCGCTCGGCTGATAACCGGGAG-------------------GTCATGGGTTCGAATCCCATCTAGCCTACTTT
>At0886|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|614072|614146|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGGCTAGTGGCACAGCTTGGTT-AGCGCGCTCGGCTGATAACCGGGAG-------------------GTCATGGGTTCGAATCCCATCTAGCCTA----
>At1569|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1206340|1206414|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCGTGGCTCAGCTTGGTT-AGCGCGCACGGCTGATAACCGTGAG-------------------GTCATGGGTTCGAATCCCATCGTGCCCA----
>At1684|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1525704|
1525631|Ile|GAT|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTCAGGT-GGTT-AGAGCGCACGGCTGATAACCGTGAG-------------------GCCCTGGGTTCGAATCCCAGCGGGCCCA----
>At0955|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|873763|873686|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGGGCGGTGGCTCAGCCTGGTT-AGAGTGCTCGGCTGATAACCGAGTG-------------------GTCCGGGGTTCGAATCCCCGCCGCCCTACCA-
>At1012|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|859952|860026|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGGGCGGTGGCTTAGACTGGTT-ATAGTGCTCGGCTGATAACCGAGTG-------------------GTCCGGGGTTCGAATCCCCGCCGCCCTA----
>At1062|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|27772|27698|Ile|GAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-AGGGCAGTGGCTCAGCCTGGTT-AGAGTGCTCGGCTGATAACCGAGTG-------------------GCCCGGGGTTCGAATCCCCGCTGCCCTA----
>At1136|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1497882|1497956|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGGGCAGTGGCTCAGCCTGGTT-AGAGTGCTCGGCTGATAACCGAGTG-------------------GTCCGGGGTTCGAATCCCCGCTGCCCTA----
>At0199|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1423882|1423956|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTTAGCCCGGTT-AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCA----
>At0313|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|402377|402283|Ile|GAT|402322|
402306|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTTAGCCCGGTT-AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>At0590|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|268141|268012|Ile|GAT|268118|268095||



268073|268045||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTCAGCCAGGT--GGAGCACTCGGCTGATAACCGAGGG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>At0649|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|2024579|2024505|Met|CAT|0|0|||||
The tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically 
converted to read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCAGGTC-AGAGCGCCCGGCTCATAACCGGGCG-------------------GTCGAGGGTTCGAATCCCTCCGGGCCCA----
>At1270|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|2415125|2415199|Met|CAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted 
to read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCCGGTC-AGAGCGCCCGGCTCATAACCGGGCG-------------------GTCGTGGGTTCGAATCCCTCCGGGCCCA----
>WENV078538|AAQK01000498|Gut microbiome of Human (healthy human stool sample 7)||2551|2475|Lys|TTT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCCCGTAGCTCAGTCTGGC--AGAGCGCTTGGCTTTTAACCAAGCG-------------------GCCGCGGGTTCAATTCCCGTCGGGCCCGTTT-
>At0906|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|878292|878219|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCTGGC--AGAGCGCTTGGCTTTTAACCAAGCG-------------------GCCGCGGGTTCAATTCCCGTCGGGCCCG----
>At1660|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|954430|954503|
Lys|TTT|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCTGGC--AGAGCGCTTGGCTTTTAACCAAGTG-------------------GTCGCGGGTTCAATTCCCGTCGGGCCCG----
>At1587|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1550305|1550232|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGCTCAGTCTGGG--AGAGCGCCTGGCTTTTAACCAGGCG-------------------GTCGCGGGTTCAACTCCCGTCGGGCCCG----
>At0940|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|863816|863889|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCTGGC--AGAGCGCCTGGCTTTTAACCAGGTG-------------------GTCGAGGGTTCAAATCCCTTCGGGCCCG----
>At1037|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1377817|1377744|Lys|TTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>ENV000788|AM114193|Environmental sample from ENV division of INSDC||2932335|2932259|Lys|TTT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCTCATAGCTCAGTTAGGT--AGAGCGCCTGGCTTTTAACCAGGCG-------------------GCCTGGGGTTCAAATCCCCATGAGCCCGCTC-
>At2108|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2932335|2932262|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCATAGCTCAGTTAGGT--AGAGCGCCTGGCTTTTAACCAGGCG-------------------GCCTGGGGTTCAAATCCCCATGAGCCCG----
>At1245|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|273652|273725|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCTATAGCTCAGTTAGGT--AGAGCGCCTGGCTTTTAACCAGGTG-------------------GTCGGGGGTTCAAATCCCCTTGGGCCCG----
>At1327|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|23457|23544|Lys|TTT|23495|23508|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGCTCAGTTAGGC--AGAGCGCCTGGCTTTTAACCAGGTG-------------------GCCGAGGGTTCAAATCCCCCCGAGCCCG----
>At1596|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|66705|66778|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTCGTAGCTCAGTTAGGC--AGAGCGCCTGGCTTTTAACCAGGTG-------------------GTCGGGGGTTCAAATCCCCTCGAGCCCG----
>At0691|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2002199|2002126|Lys|TTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTCGTAGCTCAGTTCGGT--AGAGCGCCTGGCTTTTAACCAGGTG-------------------GTCGGGGGTTCAAATCCCTCCGGGCCCG----
>At1753|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|296263|296190|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCCGTAGCTCAGCTAGGT--AGAGCGTCTGGCTTTTAACCAGGCG-------------------GTCAGGGGTTCAAATCCCCTCGGACCCG----
>At0872|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|1077666|1077591|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGGTAGCTTAGATTGGCCCAAAGCATCTGGCTTTTAACCAGAGG-------------------ATCGAGGGTTCAAATCCCTCCCGGCCCG----
>At0790|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|2650861|2650788|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGTTAGGC--AGAGCGTCTGGCTTTTAACCAGATG-------------------GTCGGGGGTTCAACTCCCTCCCGGCCCG----
>At0838|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1882136|1882063|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGATAGCTCAGCCCGGC--AGAGCGTCTGGCTTTTAACCAGACG-------------------GTCGAGGGTTCAAATCCCTCTCGGCCCG----
>At1691|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|560890|560963|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGATAGCTCAGCCCGGC--AGAGCGTCTGGCTTTTAACCAGATG-------------------GTCGGGGGTTCAAATCCCTCTCGGCCCG----
>At1700|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1789864|1789937|Lys|CTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGATAGCTCAGCCCGGC--AGAGCGTCTGGCTCTTAACCAGACG-------------------GTCGGGGGTTCAAATCCCCCTCGGCCCG----
>At1413|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|1509797|1509721|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGC--AGAGCGACTGGCTTTTAACCAGTCG-------------------GCCTAGGGTTCAAATCCCTACGGGCCCGCCA-
>At1495|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4759576|4759500|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGC--AGAGCGTCTGGCTTTTAACCAGACG-------------------GCCTAGGGTTCAAATCCCTACGGGCCCGCCA-
>At0997|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1271469|1271393|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTAGCTTAGTCAGGC--AGAGCGTCTGGCTTTTAACCAGACG-------------------GTCTAGGGTTCAAATCCCTACAAGCCCGCCA-
>ENV000771|AM114193|Environmental sample from ENV division of INSDC||1654069|1653991|Lys|CTT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|



TGGGCCCGTGGCTCAGTCAGGC--AGAGCGGCGGACTCTTAATCCGCAT-------------------GCCATGGGTTCAAATCCCATCGGGCCCGCCAA
>At2098|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|1654068|1653992|Lys|CTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTCAGTCAGGC--AGAGCGGCGGACTCTTAATCCGCAT-------------------GCCATGGGTTCAAATCCCATCGGGCCCGCCA-
>ENV004158|DQ397567|Environmental sample from ENV division of INSDC||25022|25100|Lys|CTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGTTTATGGCTCAGCCAGGT--AGAGCACCGGACTCTTAATCCGGCT-------------------GTCAGGGGTTCGAATCCCCTTAAACCCGCCTT
>At0073|Csym|Crenarchaeota|Cenarchaeum symbiosum|1957399|1957472|Lys|CTT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTTATGGCTCAGCCAGGT--AGAGCACCGGACTCTTAATCCGGCT-------------------GTCAGGGGTTCGAATCCCCTTAAACCCG----
>ENV004215|DQ397840|Environmental sample from ENV division of INSDC||12704|12782|Lys|CTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGTTTATGGCTCAGCCAGGT--AGAGCACCGGACTCTTAATCCGGCT-------------------GTCAGGGGTTCGAATCCCCTTAAACCCGCCTC
>ENV004202|DQ397638|Environmental sample from ENV division of INSDC||22372|22296|Lys|TTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGTCTGTGGCGCAGCCAGGT--AGCGCACCGGACTTTTAATCCGGCT-------------------GTCGTGGGTTCGAATCCCACTAGACCCACCC-
>At0069|Csym|Crenarchaeota|Cenarchaeum symbiosum|1696052|1696125|Lys|TTT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCTGTGGCGCAGCCAGGT--AGCGCACCGGACTTTTAATCCGGCT-------------------GTCGTGGGTTCGAATCCCACTAGACCCA----
>At1806|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|150080|150004|Phe|GAA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCGGTAGCTCAGCCTGGG--AGAGCACCGGACTGAAGATCCGGGT-------------------GTCGGGGGTTCAAATCCCCCCCGCCCCACCA-
>At0656|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|742580|742751|Trp|CCA|742618|
742715|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTTGTGGCCAAGCCCGGA--ATGGCGACGGGCTCCAGACCCGTCG-------------------ATCGTGAGTTCAAATCTCACCAACCCCA----
>At1609|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|1849204|1849362|Trp|CCA|1849242|
1849326|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTGGCCTAGTCCGGC--ATGGCGACGGGCTCCAGACCCGTCG-------------------ATCGTGAGTTCAAATCTCACCGACCCCA----
>At1410|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|751064|750873|Trp|CCA|751026|
750909|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCTGTGGCCTAGCCCGGC--ATGGCGATGGGCTCCAGACCCGTCG-------------------ATCGTGAGTTCGAATCTCACCAGCCCCA----
>At1337|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|799925|800106|Trp|CCA|799963|800070|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCTGTGGCCTAGCCAGGT--AGGGCGACGGGCTCCAGACCCGTCG-------------------ATCGTGCGTTCGAATCGCACCAGCCCCA----
>At0851|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|1627110|1627288|Trp|CCA|1627148|
1627252|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTGGCCAAGCCCGGT--ATGGCGACTGACTCCAGATCAGTCG-------------------ATCGGGGGTTCAAATCCCTCCGACCCCA----
>At1723|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1620543|1620363|Trp|CCA|1620505|
1620399|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGACGTGGCCAAGCCAGGC--ATGGCGACTGACTCCAGATCAGTCG-------------------ATCGGGGGTTCAAATCCCTCCGTCCCCA----
>At0801|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|770516|770691|Trp|CCA|770554|770655|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCTGTGGCCAAGCCAGGC--ATGGCGACTGACTCCAGATCAGTCG-------------------ATCGGGGGTTCAAATCCCTCCGGCCCCA----
>At0749|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|646395|646575|Trp|CCA|646433|
646539|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTGGCCTAGTCCGGG--AAGGCGGCTGACTCCAGATCAGCCG-------------------ATCGGGGGTTCAAATCCCTCCGACCCCA----
>At0650|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|2141721|2141586|Trp|CCA|2141683|
2141622|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTGGCGTAGCCAGGA--AGCGCGGCGGGCTCCAGACCCGCCA-------------------GTCGTGGGTTCAAATCCCACCGGCCCCA----
>At1761|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|670300|670227|Lys|CTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCCGTAGCTCAGCTAGGT--AGAGCGATGGACTCTTAATCCATCG-------------------GTCGGGGGTTCAAATCCCCTCGGACCCG----
>ENV08001818|ABOG01013095|saltern metagenome; microbial fraction from medium salinity saltern in San 
Diego, CA||18|91|Arg|TCT|0|0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCGCGTAGCTCAGTT-GGAC-AGAGCGTCGGACTTCTAATCCGACG-------------------GTCGCGGGTTCGAATCCCGTCGCGCCCG----
>At0762|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|2436991|2437095|Arg|TCT|
2437030|2437059|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCACGTAGCTCAGTCCGGAT-AGAGCGTCGGACTTCTAATCCGACG-------------------GTCGTGGGTTCGAATCCCACCGTGCCCG----
>At1689|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|434096|434200|Arg|TCT|434135|
434164|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCACGTAGCTCAGCCCGGAT-AGAGCGTCGGACTTCTAATCCGACG-------------------GTCGTGGGTTCGAATCCCACCGTGCCCG----
>At0668|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2346112|2346185|Lys|CTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCTGTAGCTTAGTTCGGC--ATAGCGGCGGACTCTTAATCCGCAG-------------------GTCAAGGGTTCAAATCCCTTCAGGCCCG----
>At1222|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|736462|736389|Lys|CTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTATAGCTTAGTCAGGA--ATAGCGACGGACTCTTAATCCGTAG-------------------GCCAGGGGTTCAAATCCCTTTAGGCCCG----
>At0975|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|2257451|2257524|Lys|CTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTTAGTCAGGC--AGAGCGATGGACTCTTAATCCATCG-------------------GCCGAGGGTTCAAATCCCTTCCGGCCCG----
>SRA1025819|SRR035085.88774|454 Sequencing (SRP001806)||168|244|Lys|CTT|0|0|||||||
-GGGCCGGTAGCTTAGTCAGGC--AGAGCGATGGACTCTTAATCCATCG-------------------GCCGAGGGTTCAAATCCCTTCCGGCCCGCTA-
>At1403|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|67852|67779|Lys|CTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCAGGC--AGAGCGATGGACTCTTAATCCATAG-------------------GCCGGGGGTTCAAATCCCTTCGGGCCCG----



>At1336|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|799846|799919|Lys|CTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGATAGCTTAGTCAGGT--AGAGCGAAAGGCTCTTAACCTTTAG-------------------GTCGGGGGTTCAAATCCCTCTCGGCCCG----
>At0622|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|2011702|2011775|Lys|CTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTTAGCCAGGC--AGAGCGCGGGACTCTTAATCCCGCA-------------------GTCGGGGGTTCAAATCCCTCCCGGCCCG----
>At1231|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1186014|1185941|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCAGTAGATCAGTCAGGC--AGATCGTCGGACTTTTAATCCGCAG-------------------GTCGGGGGTTCAACTCCCTCCTGGCCCG----
>At0748|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|641901|641974|Lys|CTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGTCTGGC--AGAGCGACGGCCTCTTAAGCCGTCG-------------------GTCGAGGGTTCAAATCCCTTCCGGCCCG----
>At0800|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|748778|748851|Lys|CTT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGTCTGGC--AGAGCGACGGACTCTTAATCCGTCG-------------------GTCGCGTGTTCAAATCGCGCCCGGCCCG----
>At1858|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1388171|1388094|Lys|CTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTTAGCCTGGTT-AGAGCGGCGGACTCTTAATCCGCAG-------------------GTCGGGGGTTCAAATCCCCCCCGGCCCGCCA-
>At1918|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|260557|260634|Lys|CTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTTAGCCTGGTT-AGAGCGGCGGACTCTTAATCCGCAG-------------------GTCGGGGGTTCGAATCCCCCCCGGCCCGCCA-
>At2206|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|557836|557944|Lys|CTT|557882|
557913|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0135|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1029253|1029145|Lys|CTT|1029207|
1029176|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCGAATCCCGGCGGGCCCGCCA-
>At0455|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|607222|607121|Lys|CTT|607184|
607157|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0014|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1176267|1176379|Lys|TTT|1176313|1176348|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCCGGC--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0140|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1499066|1498990|Lys|TTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGC--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCGCCA-
>At0385|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|793528|793601|Lys|TTT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0430|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|608757|608852|Lys|TTT|608795|
608816|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGT--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0588|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|257601|257498|Lys|TTT|257570|257544|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCTAGGT--AGAGCGACGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCGAATCCCGGCCGGCCCGCCA-
>At0594|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|438741|438644|Lys|CTT|438710|438690|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCTAGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCGAATCCCGGCCGGCCCGCCA-
>At0148|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|142554|142627|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCTAGGT--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GCCCCGGGTTCGAATCCCGGCGGGCCCG----
>At0489|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|122655|122559|Lys|TTT|122617|122595|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGT--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCGAATCCCGGCGGGCCCG----
>At0147|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|141492|141583|Lys|CTT|141530|
141544|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGCTTAGCCAGGT--AGAGCGACGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCGAATCCCGGCGAGCCCGCCA-
>At0619|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1696296|1696369|Lys|TTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGCTCAGCCAGGC--AGAGCGACGGGCTTTTAACCCGTCG-------------------GTCGCGGGTTCAAATCCCGTCGAGCCCG----
>At0204|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1819457|1819530|Lys|CTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCG----
>At0268|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1482655|1482579|Lys|CTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0316|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|914057|913963|Lys|TTT|913998|
913983|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCCGGTT-AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>WENV078515|AAQK01000031|Gut microbiome of Human (healthy human stool sample 7)||983|1059|Arg|TCT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCCCGTAGCCTAGCT-GGAT-AGGGCGTCGGACTTCTAATCCGAAG-------------------ACCCCGGGTTCAAATCCCGGCGGGTCCGTAT-
>WENV078804|AAQL01000501|Gut microbiome of Human (healthy human stool sample 8)||5081|5157|Arg|TCT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCCCGTAGCCTAGCT-GGAT-AGGGCGTCGGACTTCTAATCCGAAG-------------------ACCCCGGGTTCAAATCCCGGCGGGTCCGTAG-



>At0888|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1105878|1105951|Arg|TCT|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCT-GGAT-AGGGCGTCGGACTTCTAATCCGAAG-------------------ACCCCGGGTTCAAATCCCGGCGGGTCCG----
>At1663|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1181056|
1181130|Arg|TCT|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCAGGAT-AGGGCGTCGGACTTCTAATCCGAAG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At1664|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1181154|
1181228|Arg|CCT|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCAGGAT-AGGGCATCAGACTCCTAATCTGAAG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>WENV078805|AAQL01000501|Gut microbiome of Human (healthy human stool sample 8)||5215|5293|Arg|CCT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCTTGTAGCCTAGTCTGGA--AGGGCGTAAGACTCCTAATCTTAAG-------------------ATCGAGGGTTCAAATCCCTCCAAGTCCGTATT
>At0889|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1106013|1106086|Arg|CCT|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTAGCCTAGTCTGGA--AGGGCGTAAGACTCCTAATCTTAAG-------------------ATCGAGGGTTCAAATCCCTCCAAGTCCG----
>At1593|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1703847|1703773|Arg|CCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTTGTAGCCTAGTCTGGAT-AGGGCACCAGACTCCTAATCTGGAG-------------------ACCGAGGGTTCAAATCCCTCCAAATCCG----
>At1288|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1695747|1695673|Arg|CCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTGGCCTAGCCCGGAC-ATGGCGTCAGCCTCCTAAGCTGAAT-------------------GCCGGGGGTTCAAATCCCCCCAAGCCCG----
>At1625|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|722724|722650|Arg|CCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACGTGTGGCCTAGTCAGGAT-ATGGCGTCAGCCTCCTAAGCTGAAT-------------------GCCGGGGGTTCAAATCCCTCCACGTCCG----
>At1428|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|5346094|5346020|Arg|CCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCGTGGCCTAGCCCGGAT-ATGGCGGCAGCCTCCTAAGCTGTAA-------------------ATCGGGGGTTCAAATCCCTTCGCGCCCG----
>At1437|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|704447|704521|Arg|CCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCGTGGCCTAGCCAGGAT-ATGGCGGCAGCCTCCTAAGCTGTAA-------------------ATCGGGGGTTCAAATCCCTTCGCGCCCG----
>At0960|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|38091|38168|Arg|CCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGTGTGGCCTAGCCAGGAT-ATGGCGGCAGCCTCCTAAGCTGTAA-------------------ATCAGGGGTTCAAATCCCTTCACGCCCGCCA-
>At1777|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|1323417|1323343|Arg|CCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCACGTGGCCAAGCATGGAT-ATGGCAACAGCCTCCTAAGCTGTAG-------------------ATCGGGGGTTCAAATCCCCTCGTGCCCG----
>At1225|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|777608|777534|Arg|CCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACATGTAGCCAAGCCAGGAT-ATGGCATCAGCCTCCTAAGCTGAAG-------------------ATCTAGGGTTCGAATCCCTACATGCCCG----
>At1594|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1703981|1703907|Arg|TCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTAGCCTAGACTGGAT-AGGGCGTTGGACTTCTAATCCAAAG-------------------GCCGGGGGTTCAAATCCCCCCAGGTCCG----
>At0607|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|367982|368055|Arg|CCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCCTAGC-AGGAC-AGGGCGTGGGCCTCCTAAGCCCAAG-------------------GTCGCGGGTTCGAATCCCGCCGGGTCCG----
>At1842|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1844702|1844779|Arg|TCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTGGCCTAGCCTGGAT-GGGGCGTCGGCCTTCGGAGCCGAAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCGCCA-
>At1932|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1499113|1499190|Arg|TCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTGGCCTAGTCTGGAC-GGGGCGTCGGCCTTCGGAGCCGAAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCGCCA-
>At1927|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1240853|1240930|Arg|CCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTGGCCTAGTCTGGAC-GGGGCGTCGGCCTCCGGAGCCGAAG-------------------GTCGCGGGTTCGAATCCCGCCCGGCCCGCCA-
>At1824|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1761997|1761923|Arg|TCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGTCTGGAG-AGGGCGTCGGCCTTCGGAGCCGAAG-------------------GTCGCGGGTTCAAATCCCGCCGGGCCCG----
>ENV000748|AM114193|Environmental sample from ENV division of INSDC||215564|215485|Arg|TCT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGCTCGTGGCTTAGTCAGGAT-ATAGCACCGGCCTTCTAAGCCGGGG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCTAA
>At2085|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|215563|215489|Arg|TCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGCTTAGTCAGGAT-ATAGCACCGGCCTTCTAAGCCGGGG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCG----
>At1015|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1029211|1029285|Arg|TCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGTCTGGAT-ACGGCACCGGCCTTCTAAGCCGGGG-------------------ATCGGGGGTTCAAATCCCTCTGGGTCCG----
>At1172|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1376175|1376249|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGTCTGGAT-ACGGCACCGGCCTTCTAAGCCGGGG-------------------ATCGGGGGTTCAAATCCCTCCGGGTCCG----
>At1071|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1283171|1283094|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGTCTGGAT-ACGGCACCGGCCTTCTAAGCCGGGG-------------------ATCGGGGGTTCGAATCCCTCCGGGTCCGCCA-
>At1773|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|1144489|1144415|Arg|TCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGCCTAGCATGGAT-AAGGCACCGTCCTTCTAAGTCGGTG-------------------ATCGTGGGTTCAAATCCCACCGAGCCCG----



>At0970|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1631638|1631712|Arg|TCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTTAGCCAGGAT-ATAGCACCGGGCTTCTAACCCGGGG-------------------GTCGTGGGTTCAACTCCCACCGGGTCCG----
>At1368|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1457298|1457224|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTGGCTTAGCCAGGAT-ATAGCACCGGGCTTCTAACCCGGGG-------------------GTCGCGGGTTCGAGTCCCGCCGGGTCCG----
>At0926|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|358768|358845|Arg|TCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCCTAGCCTGGAT-AGGGCACCGGCCTTCTAAGCCGGGG-------------------GTCGGGGGTTCAAATCCCCTCGGGTCCGCCA-
>ENV000784|AM114193|Environmental sample from ENV division of INSDC||2695132|2695211|Arg|CCT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCGGGTCGCCTAGCCAGGAC-ATAGCGCCGGCCTCCTAAGCCGGAT-------------------ACCGTGGGTTCGAATCCCACCTCGCCCGCTGG
>At2077|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2695133|2695207|Arg|CCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGGGTCGCCTAGCCAGGAC-ATAGCGCCGGCCTCCTAAGCCGGAT-------------------ACCGTGGGTTCGAATCCCACCTCGCCCG----
>At0396|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1056248|1056322|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGCCTGGAT-AGGGCGCCGGCCTTCTAAGCCGGAG-------------------ACCCGGGGTTCGAATCCCCGCGGGCCCG----
>At0415|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1101838|1101742|Arg|CCT|1101799|
1101778|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCAGGAT-AGGGCGCCGGCCTCCTAAGCCGGAG-------------------ACCCGGGGTTCGAATCCCCGCGGGCCCG----
>At1815|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1261400|1261323|Arg|CCT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGACCGGTAGCCTAGCCAGGAC-AGGGCGGCGGCCTCCTAAGCCGCAG-------------------GTCCGGGGTTCAAATCCCCGCCGGTCCGCCA-
>At1852|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|556240|556163|Arg|CCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCGGTAGCCTAGCCAGGAT-AGGGCGGCGGCCTCCTAAGCCGCAG-------------------GTCCGGGGTTCAAATCCCCGCCGGTCCGCCA-
>At0116|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1612557|1612634|Arg|TCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCAGGAT-AGGGCGCCGGCCTTCTAAGCCGGTA-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCGCCA-
>At2204|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|498947|499024|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGCCCCGTCGCCTAGCCAGGAT-AGGGCGCCGGCCTTCTAAGCCGGTA-------------------GTCCCGGGTTCAAATCCCGGCGGGGCCACCA-
>At0138|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1277540|1277463|Arg|GCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGTCTAGCCAGGAT-AGGACGCCGGCCTGCGGAGCCGGTA-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCGCCA-
>At2218|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1289353|1289431|Arg|GCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGCCCCGTGGCCTAGCCTGGACTAGGGCGCCGGCCTGCGGAGCCGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGGCCGCCA-
>At0378|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|563835|563910|Arg|TCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCCGGATCAGGGCGCCGGCCTTCGGAGCCGGAG-------------------ACCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0413|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|911866|911771|Arg|GCG|911827|911807|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCTGGAT-AGGGCGCCGGCCTGCGGAGCCGGAG-------------------GCCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0374|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|394378|394452|Arg|CCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCAGGAA-AGGGCGCCGGCCTCCGGAGCCGGAG-------------------ATCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0137|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1187274|1187197|Arg|TCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCCTAGCCAGGAT-AGGGCGCCGGCCTTCGGAGCCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCGCCA-
>ENV004152|DQ397558|Environmental sample from ENV division of INSDC||41022|41101|Arg|GCG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
CGGGCTCGTTGCATAGCATGGAT-AGTGCGATCGCTTGCGGAGCGATAG-------------------GTCGCCGGTTCGAATCCGGTCGGGCCCGCACA
>At0077|Csym|Crenarchaeota|Cenarchaeum symbiosum|168851|168777|Arg|GCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTTGCATAGCATGGAT-AGTGCGATCGCTTGCGGAGCGATAG-------------------GTCGCCGGTTCGAATCCGGTCGGGCCCG----
>At0690|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1923324|1923250|Arg|CCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGAGTGGCTTAGTCCGGAT-AGAGCGTTAGCCTCCTAAGCTAATG-------------------GTCGGGGGTTCAAATCCCCCCTCGCCCG----
>At0837|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1838642|1838568|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCGTAGCTCAGTCCGGAC-AGAGCGTTCGGCTTCTAACCGAAAT-------------------GTCGGGGGTTCGAATCCCCTCGTGCCCG----
>At0849|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|1078863|1078937|Arg|TCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCTTAGCTCAGTTTGGAC-AGAGTGCTTGGCTTCGGACCAAGCT-------------------GTCGCGGGTTCAAATCCTGCAGCGCCCA----
>At1729|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|2172895|2172821|Arg|TCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCTTAGCTCAGTCTGGAC-AGAGTACTTGGCTTCGGACCAAGCT-------------------GTCGCGGGTTCAAATCCTGCAGCGCCCA----
>At0798|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|463914|463988|Arg|TCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCTTAGCTCAGCTTGGAC-AGAGCACTTGGCTTCGGACCAAGAT-------------------GCCGCGGGTTCAAATCCTGCAGCGCCCA----
>At0752|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|1197384|1197458|Arg|TCG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCTTAGCTCAGCTTGGAC-AGAGTGCTTGGCTTCGGACCAAACC-------------------GTCGGGGGTTCAAATCCCTCAGCGCCCG----



>At1239|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1432125|1432051|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTGGCTTAGCCAGGAT-ATAGCGTCGGGCTTCTAACCCGAAT-------------------GTCGGGGGTTCGAATCCCTCCAGGCCCG----
>At1622|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|76803|76729|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGCTTAGCCAGGAT-ATAGCGTCGGGCTTCTAACCCGAAT-------------------GTCGGGGGTTCGAATCCCTCCAGGTCCG----
>At0664|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1993588|1993662|Arg|TCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTGGCTTAGCTTGGAC-ATAGCGCCGGGCTTCTAACCCGGAT-------------------GTCGGGGGTTCAAATCCCTCCAAGCCCG----
>At1264|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|2001006|2001080|Arg|TCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCTGTGGCTTAGCCAGGAC-ATAGCGCCGGGCTTCTAACCCGGAC-------------------GTCGGGGGTTCGAATCCCCCCAGGCCCG----
>At1429|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|5354680|5354606|Arg|TCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGCTTAGCCAGGAT-ATAGCGCTGGGCTTCTAACCCAGAC-------------------GTCGGGGGTTCAAATCCCTTCGAGCCCG----
>At0636|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1142830|1142756|Arg|TCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTCAGCATGGAT-AGAGCGACGGCCTTCTAAGCCGTAG-------------------ATCGCGGGTTCAAATCCCGCCGGGTCCG----
>At0206|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1924495|1924596|Arg|CCG|1924527|
1924550|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAC-AGAGCGGCGGCCTCCGGAGCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0218|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|486542|486449|Arg|GCG|486484|
486469|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-GGAGCGGCGGCCTGCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0364|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1020675|1020581|Arg|GCG|1020643|
1020624|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-GGAGCGGCGGCCTGCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCG----
>At0282|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|51883|51976|Arg|GCG|51941|
51956|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-AGAGCGGCGGCCTGCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCATCGGGCCCGCCA-
>At0224|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1196357|1196281|Arg|TCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTCAGCCTGGT--AGAGCGGCGGCCTTCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0300|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1469819|1469911|Arg|CCG|
1469876|1469891|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGAC-AGAGCGGCGGCCTCCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0358|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|459005|458905|Arg|CCG|458973|
458951|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGAT-AGAGCGGCGGCCTCCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0286|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|401005|401098|Arg|TCG|401063|
401078|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGTT-AGAGCGGCGGCCTTCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0226|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1298281|1298180|Arg|CCT|1298249|
1298226|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGAT-AGAGCGGCGGCCTCCTAAGCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0337|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|741900|741997|Arg|CCT|741932|
741954|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGAT-AGAGCGGCGGCCTCCTAAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCG----
>At0255|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|705110|705033|Arg|CCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGAT-AGAGCGGCGGCCTCCTAAGCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0220|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|842404|842327|Arg|TCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-AGAGCGGCGGCCTTCTAAGCCGTAG-------------------GTCGTGGGTTCAAATCCCATCGGGCCCGCCA-
>WENV078516|AAQK01000137|Gut microbiome of Human (healthy human stool sample 7)||4541|4463|Arg|TCG|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCCTGTAGTCTAGCCAGGA--ATGACGCAGGACTTCGGATCCTGAG-------------------GTCGGGGGTTCAAATCCCCCTAGGTCCGTACT
>At0919|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1378093|1378020|Arg|TCG|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTAGTCTAGCCAGGA--ATGACGCAGGACTTCGGATCCTGAG-------------------GTCGGGGGTTCAAATCCCCCTAGGTCCG----
>At1576|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1757158|1757233|Arg|TCG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCATAGTCTAGCCAGGATTATGACGTGGGACTTCGGATCCCAAG-------------------ATCGGGGGTTCAAATCCCCCTGGGCTCG----
>At1665|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1208313|
1208388|Arg|TCG|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGTCTAGCCTGGAATATGACGTGGGACTTCGGATCCCAAG-------------------GTCGGGGGTTCAAATCCCCCCGGGTCCG----
>At1065|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|276134|276060|Arg|TCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTTTAGCTTGGAT-AGAATACAGGGCTTCGGACCCTGTG-------------------GTCGGGGGTTCAAATCCCTCCGGGCTCG----
>At1156|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|643422|643496|Arg|TCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTTTAGCTTGGAC-AGAATACAGGGCTTCGGACCCTGTG-------------------GTCGGGGGTTCAAATCCCTCCGGGCTCG----
>At1011|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|841555|841629|Arg|TCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTTTAGTCTGGAT-ATGATACTGGACTTCGGATCCAGTG-------------------ATCGGGGGTTCGAATCCCTCCGAGCTCG----



>At1590|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1550685|1550611|Pro|TGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCATAGGGTAGCTTGGTCGATCCTTTGGGCTTTGGGAGCCTGAG-------------------A-CTCCGGTTCAAATCCGGGTGGTCCCA----
>At1657|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|954020|954094|
Pro|TGG|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCATAGGGTAGCTTGGTCGATCCTTTGGGCTTTGGGAGCCTGAG-------------------A-CCCCGGTTCAAATCCGGGTGGTCCCA----
>WENV078810|AAQL01000509|Gut microbiome of Human (healthy human stool sample 8)||943|864|Pro|TGG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGACCGTAGGGTAGCTTGGTCGATCCTTTGGGCTTTGGGAGCCTGAG-------------------A-CTCCGGTTCAAATCCGGGCGGTCCCATTTT
>At0909|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|878691|878617|Pro|TGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTAGGGTAGCTTGGTCGATCCTTTGGGCTTTGGGAGCCTGAG-------------------A-CTCCGGTTCAAATCCGGGCGGTCCCA----
>At1077|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517796|1517720|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGGGTAGCCTGGTC-ATCCTTTGGGATTTGGGATCCTGAA-------------------A-CCCCAGTTCGAATCTGGGCAGGCCCACCA-
>At1041|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1378374|1378297|Pro|TGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTAGGGTAGCCTGGTCCATCCTTTGGGATTTGGGATCCTGAG-------------------A-CCCCAGTTCGAATCTGGGCAAGCCCACCA-
>At1164|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1127062|1127139|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGGGTAGCCTGGTCCATCCTTTGGGATTTGGGATCCTGAG-------------------A-CCCCAGTTCAAATCTGGGCAGGCCCACCA-
>At0938|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|863570|863647|Pro|TGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGGGTAGCCTGGTCTATCCTTTGGGATTTGGGATCCTGAG-------------------A-CCCCAGTTCAAATCTGGGCAGGCCCACCA-
>At1308|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1640532|1640609|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCCTGGTCTATCCTTCCGGCTTTGGGGGCCGGAG-------------------A-CCCCGGTTCAAATCCGGGCGGCCCCACCA-
>At1953|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1325061|1324984|Pro|GGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCTTGGTCTATCCTCCCGGCTTGGGGTGCCGGAG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1960|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1727255|1727178|Pro|CGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCTTGGTCTATCCTTCCGGCTTCGGGAGCCGGAG-------------------A-CCCGAGTTCAAATCTCGGCGGCCCCACCA-
>At1787|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|507939|508015|Pro|GGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCTTGG-CTATCCTCCCGGCCTGGGGCGCCGGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1864|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1464211|1464134|Pro|TGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGCCCATCCTGCGGGCTTTGGGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1870|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1831351|1831274|Pro|CGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGCCCATCCTGCGGGCTTCGGGAGCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1871|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|6125|6202|Pro|CGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGCCCATCCTGCGGGCTTCGGGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1779|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|4930|5007|Pro|CGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGCCTATCCTGCGGGCTTCGGGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1789|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|578219|578296|Pro|TGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGTCTATCCTGCGGGCTTTGGGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1929|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1249406|1249483|Pro|TGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCTTGGTCTATCCTGCGGGCTTTGGGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>ENV000774|AM114193|Environmental sample from ENV division of INSDC||1806069|1806146|Pro|TGG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGACAATGGGGTAGCTTGGTCCATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CCCCAGTTCAAATCTGGGTTGTCCCATAA-
>At2072|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|1806069|1806143|Pro|TGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACAATGGGGTAGCTTGGTCCATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CCCCAGTTCAAATCTGGGTTGTCCCA----
>At1628|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|1184126|1184052|Pro|TGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTAATAGGGTAGCCTGGTCCATCCTAGAGCGTTTGGGACGCTTTG-------------------A-CCGCAGTTCAAATCTGCGTTACCCCA----
>At1412|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|829936|829862|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGATAGTAGGGTAGCTTGGTCCATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CCGCGGTTCAAATCCGCGCTATCCCA----
>At0968|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1499488|1499564|Pro|TGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGATAGTAGGGTAGCCTGGTC-ATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CTGCGGTTCAAATCCGCGCTATCCCACCA-
>At1351|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1583822|1583896|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACAGTAGGGTAGCCTGGTCCATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CCGCGGTTCGAATCCGCGCTGTCCCA----
>At0655|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|730470|730544|Pro|TGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTAGTAGGGTAGCCTGGTCCATCCTAGAGCGTTTGGGACGCTTTG-------------------A-CGGCGGTTCGAATCCGCCCTACCCCA----



>At1253|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1019514|1019588|Pro|TGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCAGTAGGGTAGCCTGGTCCATCCTAGAGCGTTTGGGACGCTTTG-------------------A-CGGCAGTTCGAATCTGCCCTGCCCCA----
>At1205|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1004827|1004901|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTGGTAGGGTAGCCTGGTCCATCCTAGAGCGTTTGGGACGCTTTG-------------------A-CCCCAGTTCGAATCTGGGCCACCCCA----
>ENV000787|AM114193|Environmental sample from ENV division of INSDC||2882933|2883012|Pro|CGG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGATCGTGGGGTAGCCTGGTCCATCCTTTCGCGTTCGGGACGCGGAA-------------------A-CCTGAGTTCAAATCTCAGCGATCCCACCAA
>At2081|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2882934|2883011|Pro|CGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGATCGTGGGGTAGCCTGGTCCATCCTTTCGCGTTCGGGACGCGGAA-------------------A-CCTGAGTTCAAATCTCAGCGATCCCACCA-
>At1483|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|1756181|1756107|Pro|CGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTAGGGTAGCTTGGTCCATCCTTCGGCGTTCGGGACGCCGGA-------------------A-CCTGAGTTCGAATCTCAGCGGTCCCA----
>At1373|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|702737|702811|Pro|CGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTAGGGTAGCTTGGTCCATCCTTCGGCGTTCGGGACGCCGTA-------------------A-CCTGAGTTCGAATCTCAGCGGTCCCA----
>At0697|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2292778|2292704|Pro|CGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTGGGGTAGCCTGGACTATCCTATTGCGTTCGGGACGCAGTG-------------------A-CCTGAGTTCGAATCTCAGCGACCCCA----
>At1233|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1270034|1269960|Pro|CGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTAGGGTAGCCTGGACCATCCTATTACGTTCGGGACGTAGTG-------------------A-CCTGAGTTCGAATCTCAGCGACCCCA----
>At1356|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|495551|495477|Pro|CGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTTGTAGGGTAGCCTGGTCCATCCTACAGCGTTCGGGACGCTGTG-------------------A-CCTGAGTTCGAATCTCAGCAACCCCA----
>At1262|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1796583|1796656|Pro|CGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTGGGGTAGCCTGG-CCATCCTATGGCGTTCGGGATGCTGTG-------------------A-CCTGAGTTCAAATCTCAGCGACCCCA----
>At1642|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|3176723|3176649|Pro|CGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTCGTAGGGTAGCCTGGACCATCCTAGGGCGTTCGGGACGCTCTG-------------------A-CCTGAGTTCGAATCTCAGCGACCCCA----
>At0616|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1006371|1006444|Pro|CGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCCTGG-TGATCCTGCGGCGTTCGGGACGCCGTG-------------------A-CCCGAGTTCAAATCTCGGCGGCCCCA----
>At0645|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1810428|1810355|Pro|TGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCCTGG-TGATCCTCTCGGCTTTGGGAGCCGGTG-------------------A-CCCGAGTTCAAATCTCGGCGGCCCCA----
>At0665|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2004798|2004871|Pro|GGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCATAGGGTAGCCTGG-CCATCCTAGGAGACTGGGGGTCTTCTG-------------------A-CTCGCGTTCAAATCGCGATGGCCCCA----
>At1272|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|270542|270469|Pro|GGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCATAGGGTAGCCTGG-CCATCCTAGGAGACTGGGGGTCTTCTG-------------------A-CCTGCGTTCAAATCGCAGTGGCCCCA----
>At1409|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|612549|612472|Pro|GGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGTCCATCCTGCAAGGCTGGGGGTCTTGCG-------------------A-CTTGAGTTCGAATCTCAGCGGCCCCACCA-
>At1543|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2027573|2027496|Pro|GGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGTCCATCCTGCAAGACTGGGGGTCTTGCG-------------------A-CTTGAGTTCGAATCTCAACGGCCCCACCA-
>At1004|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1810391|1810317|Pro|GGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCCTGGTCCATCCTGCAAGGCTGGGGGTCTTGCG-------------------A-CTTGAGTTCAAATCTCAGCGGCCCCA----
>At0923|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|190832|190908|Pro|GGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCCTGGA-TATCCTGTGCGCTTGGGGGGCGTGCG-------------------A-CCCGGGTTCAAGTCCCGGCGGCCCCACCA-
>At1306|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1499268|1499357|Pro|GGG|1499308|
1499322|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTGGGGTAGCCTGGTCTATCCTCCGCGGCTGGGGGCCGCGGG-------------------A-CCCCGGTTCAAATCCGGGCGGCCCCA----
>At1055|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1672014|1672177|Trp|CCA|1672054|
1672142|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGAGTATGGTGTAGTCTGGTCTATCATCGGGGACTCCAAATCCCTGG-------------------A-CCTGGGTTCAAATCCCAGTACTTCCA----
>At1189|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1004623|1004459|Trp|CCA|1004583|
1004494|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGAGTATAGTGTAGACTGGCCCATCATCGGGGACTCCAAATCCCTGG-------------------A-CCTGGGTTCAAATCCCAGTACTTCCA----
>At1043|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1449341|1449227|Trp|CCA|1449301|
1449262|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGATATGGTGTAGCCTGGCCTATCATTGGGGACTCCAAATCCCTAG-------------------A-CCTGGGTTCAAATCCCAGTATCCCCA----
>At0945|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|1189945|1190055|Trp|CCA|
1189985|1190017|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGGTGTGGTGTAGCCAGGTCTATCATCGGGGACTCCAGATCCCTGG-------------------A-CCTGGGTTCAAATCCCAGCACCCCCACCA-
>At1854|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|937515|937367|Trp|CCA|937475|
937405|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGGCGTGGTGTAGCCTGGTCCATCATCGCGGGCTCCAGACCCGCGG-------------------A-CCGGGGTTCAAATCCCCGCGCCCCCACCA-



>At1816|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1330624|1330476|Trp|CCA|1330584|1330514|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGGCGTGGTGTAGCCTGGTCTATCATCGCGGGCTCCAGACCCGCGG-------------------A-CCGGGGTTCAAATCCCCGCGCCCCCACCA-
>At1294|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|55068|55221|Trp|CCA|55108|55183|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGCGGTGTAGCCAGGTCTATCATGCGGGGCTCCAGACCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGGCCCACCA-
>ENV000778|AM114193|Environmental sample from ENV division of INSDC||2190428|2190350|Arg|TCG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGGACTCGTGGGGTAGCCAGG-ATATCCTACCGGGCTTCGGACCCGGCG-------------------A-CCCGCGTTCAAATCGCGGCGAGTCCGCTGA
>At2102|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2190427|2190354|Arg|TCG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACTCGTGGGGTAGCCAGG-ATATCCTACCGGGCTTCGGACCCGGCG-------------------A-CCCGCGTTCAAATCGCGGCGAGTCCG----
>At1417|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|3031244|3031151|Arg|TCG|3031205|
3031186|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGGGTAGCCAGG-ATATCCTAATGGGCTTCGAACCCATTG-------------------A-CTCGTGTTCGAATCGCGGCGGGCCCG----
>At1492|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|3995529|3995436|Arg|TCG|
3995490|3995471|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGGGTAGCCAGG-ATATCCTAATGGGCTTCGAACCCATTG-------------------A-CTCGTGTTCGAATCGCGGCGGGCCCG----
>At0963|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|436719|436814|Arg|TCG|436758|
436779|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGGGTAGCCAGG-ACATCCTCATGGGCTTCGAACCCATTG-------------------A-CCCGCGTTCGAATCGCGGCGGGCCCG----
>At1751|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|201417|201344|Arg|TCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGGGTAGTTAGG-ACATCCTGTTGGCCTTCGAAGCCGAGG-------------------A-CCCGGGTTCAAATCCCGGCGGGCCCG----
>ENV004189|DQ397615|Environmental sample from ENV division of INSDC||7356|7432|Pro|CGG|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GGGGACGTGGGTTAGCTTGG--TATACTGCCAGCCTCGGGCGCTGGAG-------------------ATCATGGGTTCGAATCCCATCGTCCCCATGC-
>ENV004240|DQ397865|Environmental sample from ENV division of INSDC||24228|24150|Pro|CGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGGACGTGGGTTAGCTTGG--TATACTGCCAGCCTCGGGCGCTGGAG-------------------ATCATGGGTTCGAATCCCATCGTCCCCATGAA
>At0070|Csym|Crenarchaeota|Cenarchaeum symbiosum|1706771|1706844|Pro|CGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGACGTGGGTTAGCTTGG--TATACTGCCAGCCTCGGGCGCTGGAG-------------------ATCATGGGTTCGAATCCCATCGTCCCCA----
>ENV004145|DQ397546|Environmental sample from ENV division of INSDC||7290|7366|Pro|TGG|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GGGACCGTAGTCTAGCTTGG-C-ATGATTCTGGTTTTGGGTACCAGAG-------------------GCCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>ENV004166|DQ397575|Environmental sample from ENV division of INSDC||24123|24200|Pro|GGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGACCGTCGTCTAGATTGG-CCATGATGCTAGCCTGGGGTGCTAGAG-------------------GTCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>At0552|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|914044|913951|Pro|GGG|914004|913987|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTCGTCTAGCCTGGACTAGGATGCAGGCCTGGGGCGCCTGTG-------------------GTCCCGGGTTCAAATCCCGGCGGTCCCA----
>At0040|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1161734|1161620|Pro|GGG|1161695|1161659|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTCGTCTAGCCTGG-CTAGGATGCCAGCCTGGGGCGCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0112|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1171412|1171523|Pro|GGG|1171450|
1171484|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTCGTCTAGCCTGG-C-AGGATGCCAGCCTGGGGCGCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0579|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|643667|643802|Pro|GGG|643693|643705||
643743|643769||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCTTGG-T-AGGATGCCAGCCTGGGGCGCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0433|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1096644|1096740|Pro|GGG|1096684|
1096704|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCTTGGACTAGGATGCCAGCCTGGGGCGCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0178|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1724960|1724864|Pro|GGG|1724920|
1724900|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCTTGGATTAGGATGCCAGCCTGGGGCGCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0441|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|48109|48034|Pro|TGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCTTGGACTAGGATGCCAGGCTTGGGCCCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0203|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1798211|1798301|Pro|GGG|1798250|
1798265|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG-CTAGGATGCCGGCCTGGGGCGCCGGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0321|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1601212|1601090|Pro|GGG|
1601128|1601113||1601173|1601145||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG-CTAGGATGCCGGCCTGGGGCGCCGGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0183|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2052864|2052789|Pro|TGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTCGTCTAGTTTGGTCCAGGACGCCAGGCTTGGGCCCTGGTA-------------------ATCGGGGGTTCAAATCCCCTCGGCCCCA----
>At0467|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|48739|48814|Pro|TGG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGGACTAGGACGCCAGGCTTGGGCCCTGGTG-------------------ATCGCGGGTTCAAATCCCGCCGGCCCCA----
>At0535|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2105122|2105197|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGGACTAGGACGCAAGGCTTGGGCCCTTGTG-------------------GTCGCGGGTTCAAATCCCGCCGGCCCCA----



>At0578|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|612342|612484|Pro|TGG|612375|612396||
612427|612454||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCCAGCCTGG--TAGGATGCCTGGCTTGGGCCCAGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0598|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|531645|531503|Pro|CGG|531612|531591||
531560|531533||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCCAGCCTGG--TAGGATGCCTGGCTCGGGCCCAGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0175|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1545590|1545515|Pro|CGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGTCTAGCTTGGATTAGGATGCGACGTTCGGGTCGTCGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGCCCA----
>At0472|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|331724|331799|Pro|CGG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCCGTGGTCTAGCCTGGACTAGGATGCGACGTTCGGGTCGTCGTG-------------------GTCCCGGGTTCAAATCCCGGCGGACCCA----
>At0440|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|2208914|2208989|Pro|CGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGCTAGGATTAGGATGCGGCGTTCGGGTCGCCGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCA----
>At0392|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|969002|969114|Pro|CGG|969042|969078|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGACTAGGATGCGGGGTTCGGGTCCCCGTG-------------------ACCCGGGGTTCAAATCCCCGCGGGCCCA----
>At2205|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|539363|539477|Pro|CGG|539398|
539433|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGACTAGGATGCGGGGTTCGGGTCCCCGTG-------------------GCCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>At0102|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|452831|452943|Pro|CGG|452864|
452899|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCTTGG--TAGGATGCGGGGTTCGGGACCCCGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>At0019|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|150360|150239|Pro|CGG|150326|150283|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGG-CTAGGATGCGGGGTTCGGGACCCCGTG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0026|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|339994|339917|Pro|TGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTCGTCTAGCCTGGC-TAGGATGCGGGGCTTGGGACCCCGTG-------------------GTCCGGGGTTCAAATCCCCGCGGCCCCACCA-
>At0118|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1619263|1619339|Pro|TGG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTCGTCTAGCTTGGC--AGGATGCGGGGCTTGGGCCCCCGTG-------------------GTCCGGGGTTCAAATCCCCGCGGCCCCACCA-
>At0401|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1102472|1102579|Pro|TGG|1102506|
1102538|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGGC-TAGGATGCGGGGCTTGGGCCCCCGTG-------------------ACCCGGGGTTCAAATCCCCGCGGCCCCA----
>At0249|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|2023269|2023343|Pro|CGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGGC-TAGGATGCGCGGTTCGGGTCCGCGTG-------------------ACCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0326|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1893796|1893686|Pro|CGG|
1893770|1893753||1893724|1893709||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG--TAGGATGCGCGGTTCGGGTCCGCGTG-------------------ACCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0190|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|320578|320651|Pro|CGG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG--TAGGATGCGCGGTTCGGGTCCGCGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0246|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1696536|1696626|Pro|TGG|
1696575|1696590|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGGC-TAGGATGCGTGGCTTGGGCCCACGTG-------------------ACCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0301|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1598539|1598666|Pro|TGG|
1598565|1598582||1598627|1598643||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG--TAGGATGCGTGGCTTGGGCCCACGTG-------------------ACCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0232|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1826483|1826395|Pro|TGG|1826445|
1826431|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG--TAGGATGCGTGGCTTGGGCCCACGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0339|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|806265|806394|Pro|TGG|806291|
806308||806357|806374||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG--TAGGATGCGTGGCTTGGGCCCACGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At0536|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2190884|2190959|Pro|CGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGCCTGGACTAGGACGCAGCGCTCGGGCCGCTGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCA----
>At2144|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|407651|407577|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGTCTAGCCTGGC-TAGGACGCCGGGTTTGGGTCCCGGAG-------------------GTCCGGGGTTCGAATCCCCGCGGGCCCA----
>ENV000742|AM114193|Environmental sample from ENV division of INSDC||51720|51798|Val|GAC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGCCCGTGGTCTAGCT-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GCCATGAGTTCGAATCTCATCGGGCCCACTCA
>At2055|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|51721|51794|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGCT-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GCCATGAGTTCGAATCTCATCGGGCCCA----
>At1263|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1847904|1847977|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGAGCCCA----
>At1620|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|3336801|3336874|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------ATCCTGAGTTCGAATCTCAGCGAGCCCA----



>At1345|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1300884|1300957|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCATGCGTTCGAATCGCATCGAGCCCA----
>At0695|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2234203|2234130|Val|GAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGTT-GGC-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1241|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1576177|1576104|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACTCGTGGTCTAGTT-GGC-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGTCCA----
>At1387|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|4074007|4074080|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1408|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|602953|602880|Val|CAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTCACACGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At0992|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|714645|714572|Val|CAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-TATGACGTTGCCTTCACACGGCAGAG-------------------CTCCGGAGTTCGAATCTCCGCGGGCCCA----
>At1640|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|3121143|3121070|Val|CAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-TATGACGTCGCCTTCACACGGCGGAG-------------------ATCCTGAGTTCGAATCTCAGCGGGCCCA----
>At0987|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|113234|113158|Val|GAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-CATGACGTCGCCTTGACATGGCGGAG-------------------GTCCGGAGTTCGAATCTCCGCGGGCCCACCA-
>ENV000783|AM114193|Environmental sample from ENV division of INSDC||2611747|2611671|Val|TAC|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCCTGTGGTCTAGTT-GGT-TATGACATCGCCTTTACACGGCGGGG-------------------ATCAGGGGTTCGAATCCCTTCGGGCCCACTT-
>At2105|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2611747|2611674|Val|TAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGTCTAGTT-GGT-TATGACATCGCCTTTACACGGCGGGG-------------------ATCAGGGGTTCGAATCCCTTCGGGCCCA----
>At1326|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1246|1319|Val|CAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGGT-GGT-TATGACATCGCCTTCACACGGCGGGG-------------------ATCACGCGTTCGAATCGCGTCGGGCCCA----
>At1355|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|308504|308431|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGGT-GGT-CATGACATCGCCCTTACACGGCGGGG-------------------ATCACGCGTTCGAATCGCGTCGGGCCCA----
>At1448|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|2625515|2625588|Val|TAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGTC-GGT-TATGACATCGCCTTTACACGGCGGGG-------------------ATCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1383|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|2228030|2228103|Val|TAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGTC-GGT-CATGACATCGCCTTTACACGGCGGGG-------------------ATCCTGAGTTCGAATCTCAGCGGGCCCA----
>At0990|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|558140|558064|Val|TAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGTT-GGT-TATGACATCGCCTTTACACGGCGAGG-------------------ATCATGAGTTCGAATCTCATCGGGCCCACCA-
>At0673|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|221325|221252|Val|CAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGTT-GGC-TATGACGTCGCCTTCACACGGCGAAG-------------------ATCTCGTGTTCGAATCACGACGGGCCCA----
>At1269|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|2242424|2242497|Val|CAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGCT-GGT-TATGACGTCGCCTTCACACGGCGGAG-------------------GTCTCGAGTTCGAATCTCGACGAGCCCA----
>ENV000756|AM114193|Environmental sample from ENV division of INSDC||835477|835401|Val|CAC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGCCTGTGGTCTAGCT-GGC-TATGACGTCGCCTTCACACGGCGGAG-------------------GTCAGGGGTTCGAATCCCTTCGGGCCCACTA-
>At2091|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|835477|835404|Val|CAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGTCTAGCT-GGC-TATGACGTCGCCTTCACACGGCGGAG-------------------GTCAGGGGTTCGAATCCCTTCGGGCCCA----
>At1069|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1279411|1279335|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GAGTTCGTGGTCTAGTT-GGC-TATGATACCGCCCTGACACGGCGGTG-------------------ATCGGGAGTTCGAATCTCCCCGGACTCACCA-
>At1024|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|64571|64495|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GAGCTCGTGGTCTAGTT-GGC-TATGATACCGCCTTGACTCGGCAGTG-------------------ATCGGGAGTTCAAATCTCTCCGAGCTCACCA-
>At0952|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|403044|402968|Val|GAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAT-GGC-TATGATGCCGCCCTGACACGGCGGTG-------------------GTCGGGAGTTCGAATCTCCCCGAGCCCACCA-
>ENV005251|EF583989|Environmental sample from ENV division of INSDC||7111|7190|Val|GAC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGTTGGTGGTCTAGTCTGGT-TATGACACCTCCTTGACATGGAGGAG-------------------GTCGGCAGTTCAAATCTGCCCCAACCCACTTA
>At0861|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2497536|2497610|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTGGTGGTCTAGTCTGGT-TATGACACCTCCTTGACATGGAGGAG-------------------GTCGGCAGTTCAAATCTGCCCCAACCCA----
>At0806|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1228868|1228942|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTGGTGGTCTAGTCAGGC-TATGACACCTCCTTGACATGGAGGAG-------------------GTCGGCGGTTCAAATCCGCCCCAACCCA----



>At0754|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|1355959|1356033|Val|GAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTCGTGGTCTAGGTCGGT-TATGACACCTCCTTGACATGGAGGAG-------------------GCCGGCGGTTCAAATCCGCCCGAACCCA----
>At1722|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1599658|1599584|Val|GAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTCGTGGTCTAGGCTGGT-TATGACACCTCCTTGACATGGAGGAG-------------------GCCGGCAGTTCAAATCTGCCCGAACCCA----
>At0753|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|1302449|1302523|Val|CAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTGGTGATCTAGTTCGGT-TATGATACCTCCTTCACACGGAGGAA-------------------GTCGGCGGTTCGAATCCGCCCCAACCCA----
>At1717|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1240239|1240165|Val|CAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCGGTGGTCTAGGTCGGT-TATGACACCTCCTTCACACGGAGGAA-------------------GCCGGCGGTTCAAATCCGCCCCGACCCA----
>At0862|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2554497|2554571|Val|CAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTGGTGGTCTAGCCCGGT-TATGACGGCTCCTTCACACGGAGCAG-------------------GTCGGCGGTTCGAATCCGCCCCAACCCA----
>At0830|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1154096|1154022|Val|CAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCGGTGGTCTAGTCCGGT-TATGACGGCTCCTTCACACGGAGCAG-------------------GTCGGCGGTTCAACTCCGCCCCGACCCA----
>At0758|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|2063268|2063341|Val|TAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCCGTGGTCTAGTT-GGT-TATGACGTGGCCTTTACAAGGCCGAG-------------------GCCGGTGGTTCGAATCCGCCCGGACCCA----
>At0819|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|103431|103358|Val|TAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTTCGTGGTCTAGTC-GGT-CATGACGCGGCCTTTACAAGGCCGAG-------------------GTCGGTGGTTCGAATCCGCCCGAACCCA----
>ENV004176|DQ397587|Environmental sample from ENV division of INSDC||25831|25908|Val|TAC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGCTCATAGTCCAGTTCGGT-CATGACGTCGCCCTTACACGGCGAAG-------------------ATCCGGGGTTCAAATCCCCGTGGGCCCATGT-
>At0059|Csym|Crenarchaeota|Cenarchaeum symbiosum|257294|257368|Val|TAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCATAGTCCAGTTCGGT-CATGACGTCGCCCTTACACGGCGAAG-------------------ATCCGGGGTTCAAATCCCCGTGGGCCCA----
>At1278|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|638194|638121|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTTGTGGTCTAGC-CGGT-CATGACGTCGCCCTTACACGGCGAAG-------------------ATCCCCGGTTCGAATCCGGGCAGGCCCA----
>At1014|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|978297|978370|Val|TAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCATGGTCTAGT-TGGC-TATGACATCGCCCTTACAAGGCGAGG-------------------GTCGCCGGTTCGAATCCGGCTGGGTCCA----
>At1182|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|811493|811420|Val|TAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACTCATGGTCTAGT-TGGC-TATGACATCGCCCTTACAAGGCGAGG-------------------GTCGCCGGTTCGAATCCGGCTGGGTCCA----
>At1046|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|97098|97174|Val|TAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCTATGGTCTAGT-TGGC-TATGACATCGCCCTTACAAGGCGAGG-------------------GTCGCCGGTTCGAATCCGGCTAGGTCCACCA-
>At1598|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|548757|548830|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTATGGTCTAGT-TGGT-TATGACACCGCCTTTACACGGCGGAG-------------------GTCGCCGGTTCGAATCCGGCTGGGCCCA----
>At0942|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|883681|883754|Val|TAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCATGGTCTAGC-TGGC-TATGACGTCGCCCTTACAAGGCGAAG-------------------GTCGCCGGTTCGAATCCGGCTGGGCCCA----
>At1782|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|415004|415080|Val|TAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGTT-GGT-TATGACGCCGCCCTTACGAGGCGGAG-------------------GTCCGGGGTTCGAATCCCCGCGGGCCCACCA-
>At1940|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|86293|86216|Val|CAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCGCCCTCACACGGCGGAG-------------------GTCCGGGGTTCGAATCCCCGCGGGCCCACCA-
>At1784|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|463515|463592|Val|CAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCGCCCTCACAAGGCGGAG-------------------GTCCGGGGTTCGAATCCCCGCGGGCCCACCA-
>At1840|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1611698|1611775|Val|CAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCGCCCTCACAAGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At1801|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1315623|1315700|Val|GAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCACCCTGACAAGGTGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At1920|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|424241|424318|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCACCCTGACAAGGTGGAG-------------------GTCCGGGGTTCGAATCCCCGCGGGCCCACCA-
>At1217|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|375982|375909|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACTCGTGGTCTAGG-TGGT-TATGACGCCAGCCTTACATGCTGGAG-------------------GTCAGGGGTTCGAATCCCTTCGGGTCCA----
>At0007|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|542607|542684|Val|TAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTTACACGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0015|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1277182|1277259|Val|GAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTGACGCGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-



>At0097|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|65064|65141|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTGACACGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0025|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|330242|330165|Val|CAC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTCACACGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0382|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|719035|719112|Val|CAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGCCTGGT-TAGGACGCCGCCCTCACACGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0149|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|195938|196012|Val|CAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTCGTCTAGCCTGGT-TAGGACGCAGCCCTCACACGGCTGAG-------------------GTCGAGGGTTCAAATCCCTCCGGGTCCA----
>At0451|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|515780|515706|Val|GAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCTGCCCTGACGCGGCAGAA-------------------ATCCTGGGTTCAAGTCCCAGCGGGCCCA----
>At0548|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|362002|361928|Val|GAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTGACGCGGCGGAG-------------------GTCCTGGGTTCAAGTCCCAGCGGGCCCA----
>At0469|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|114659|114733|Val|CAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCTTGGT-TAGGACGTCGCCCTCACACGGCGAAG-------------------ATCCTGGGTTCAAGTCCCAGCGGGCCCA----
>At0543|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|224532|224458|Val|CAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGTCTGGT-TAGGACGCCACCCTCACACGGTGGAG-------------------ATCCGGGGTTCAAGTCCCCGCGGGCCCA----
>At0497|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|227569|227495|Val|GAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGTCGCCCTGACACGGCGGAG-------------------GTCCTGGGTTCAAATCCCAGCGGGCCCA----
>At0186|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2154485|2154411|Val|GAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGATGCCGCTCTGACACAGCGGAG-------------------GTCCTGGGTTCAAATCCCAGCGGGCCCA----
>At0518|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|355127|355201|Val|TAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTTACAAGGCGGAG-------------------GTCCTGGGTTCAAGTCCCAGCGGGCCCA----
>ENV09004243|ADKL01000479|Hot springs metagenome ctg_1106426165452||17804|17728|Val|TAC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTTACAAGGCGGAG-------------------GTCCTGGGTTCAAGTCCCAGCGGGCCCAT---
>At0450|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|507601|507527|Val|TAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGTCGCCCTTACAAGGCGGAG-------------------GTCCTGGGTTCAAATCCCAGCGGGCCCA----
>At0481|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|646823|646897|Val|TAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCTGCCCTTACGAGGCAGAG-------------------GTCCTGGGTTCAAATCCCAGCGGGCCCA----
>At0398|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1066315|1066408|Val|GAC|1066354|
1066372|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTGACGAGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCA----
>At0407|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|633113|633007|Val|TAC|633074|633043|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTTACGAGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCA----
>At0454|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|594546|594472|Val|CAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGTCTAGCCTGGT-TAGGACGCTGCCCTCACACGGCAGAA-------------------GTCCCGAGTTCAAATCTCGGCGGGCCCA----
>At0166|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2180910|2180984|Val|TAC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCTGGCCTTACAAGCCAGAG-------------------GTCTTGGGTTCAAATCCCAACGGGCCCA----
>At0556|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|1429759|1429685|Arg|CCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCAGGACAAAGCA-CGGGTCTCCGGAACCCGAG-------------------ATCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0008|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|584144|584222|Arg|GCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGACCAGAGCGCCGGCCTGCGGAGCCGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0113|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1173683|1173760|Arg|CCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGAC-AGAGCGCCGGCCTCCGGAGCCGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0016|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1665596|1665674|Arg|TCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGACCAGAGCGCCGGCCTTCGGAGCCGGCG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0001|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|198449|198526|Arg|CCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGAT-AGAGCGCCGGCCTCCGGAGCCGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At1300|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|584970|585046|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGCAGTTCAGCCCGG-C-AGAACGCCGGCCTTACGAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>At1314|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|299603|299530|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGCAGTTCAGCCCGG-C-AGAACGCCGGCCTGACGAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCA----



>At1798|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1029944|1030018|Arg|CCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGTTTAGCCAGGAT-AGAACGCCGCCCTCCGGAGGCGGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCG----
>At1897|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1039308|1039231|Arg|CCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGTTTAGCCAGGAT-AGAACGCCGCCCTCCGGAGGCGGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCGCCA-
>At1832|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|827437|827514|Arg|CCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGTTTAGCCAGGAG-AGAACGCCGCCCTCCGGAGGCGGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCGCCA-
>At0160|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1853340|1853414|Arg|GCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTGGCTCAGCCAGGAC-AGAGCGAAGGCCTGCGGAGCCTTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0436|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1189756|1189830|Arg|TCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAC-AGAGCGCTGGCCTTCGGAGCCAGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0437|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1300343|1300417|Arg|GCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTTAGCCAGGAC-AGAGTGCTGGCCTGCGGAGCCAGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0428|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|535180|535254|Arg|CCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTTAGCCAGGAC-AGAGTGCCAGTCTCCGGAACTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0502|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|485882|485808|Arg|GCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAC-GGAGCGCCGGCCTGCGGAGCCGGAG-------------------GTCCCGGGTTCAAGTCCCGGCGGGTCCG----
>At0553|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|1257721|1257634|Arg|GCG|1257682|1257670|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAT-AGAGCGCCGGCCTGCGGAGCCGGCG-------------------GTCCCGGGTTCAAGTCCCGGCGGGTCCG----
>At0471|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|246930|247004|Arg|CCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAT-GGAGCGCCGGCCTCCGGAGCCAGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0508|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|733011|732937|Arg|TCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCTAGGAT-GGAGCGCCGGCCTTCGGAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0517|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|328475|328549|Arg|TCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAT-AGAGCGCCGGCCTTCGGAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0444|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|138804|138713|Arg|TCT|138765|
138749|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAC-AGAGCGCCGGCCTTCTAAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0498|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|249085|248996|Arg|TCT|249046|249032|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAC-GGAGCGCCGGCCTTCTAAGCCGGCG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0464|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1241050|1240959|Arg|CCT|1241011|
1240995|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAC-AGAGCGCCGGCCTCCTAAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0539|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2270483|2270573|Arg|TCT|2270522|2270537|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAT-AGAGCGCCGGCCTTCTAAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0011|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1011525|1011646|Arg|TCT|1011564|1011607|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGAC-AGAGCGCCGGCCTTCTAAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0044|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1275750|1275673|Arg|CCT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGAT-AGAGCGCCGGCCTCCTAAGCCGGTG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCGCCA-
>At0499|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|290978|290891|Arg|CCT|290939|290927|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAT-GGAGCGCCGGCCTCCTAAGCCGGTG-------------------GTCGCGGGTTCGAATCCCGCCGGGTCCG----
>At2213|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1134528|1134624|Arg|CCT|1134567|
1134585|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGCCCCGTAGCTCAGCCAGGAC-AGAGCGCCGGCCTCCTAAGCCGGTG-------------------GTCCGGGGTTCAAATCCCCGCGGGGCCGCCA-
>At0597|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|530904|530806|Arg|CCG|530858|530840|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCGTAGCCAGGA--AGCGTGGCGGCCTCCGGAGCCGCAG-------------------GCCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0602|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|652168|652073|Arg|GCG|652122|652104|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCGTAGCTAGGA--AGCGTGGCGGCCTGCGGAGCCGTTG-------------------GTCCCGGGTTCAAGTCCCGGCGGGCCCGCCA-
>At0566|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|394340|394440|Arg|TCG|394386|394409|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCGCAGTCAGGA--AGCGCGGCGGCCTTCGGAGCCGTAG-------------------GTCCCGGGTTCAAGTCCCGGCGGGCCCGCCA-
>At0573|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|477850|477946|Arg|TCT|477883|477902|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCGCAGTCAGGA--AGCGCGGCGGCCTTCTAAGCCGCAG-------------------GTCCCGGGTTCGAATCCCGGCGGGCCCGCCA-
>At0577|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|600252|600348|Arg|CCT|600285|600304|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCGCAGTCAGGA--AGCGCGGCGGCCTCCTAAGCCGCAG-------------------GTCCCGGGTTCGATTCCCGGCGGGCCCGCCA-



>At0370|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1666595|1666518|Arg|TCG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGTG-AGAGCGGCGGCCTTCGGAGCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0030|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|403103|402990|Trp|CCA|403072|403036|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGC--AGAGCGGCGGGCTCCAGACCCGTAG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCACCA-
>At0357|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|456055|455979|Trp|CCA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGCTCAGCCAGGC--AGAGCGGCGGGCTCCAGACCCGTAG-------------------GTCGGGGGTTCAAATCCCTCCGGCCCCACCA-
>At0325|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1883328|1883217|Trp|CCA|
1883282|1883267||1883252|1883234||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGTTAGCTCAGCCAGGC--AGAGCGGCGGGCTCCAGACCCGTAG-------------------GCCAGGGGTTCAAATCCCCTACGGCCCACCA-
>At0397|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1065864|1066040|Trp|CCA|1065895|1065932||
1065940|1066001||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGT--AGAGCGGCGGGCTCCAGACCCGTAG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCACCA-
>At0111|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1144457|1144588|Trp|CCA|1144495|
1144549|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGC--AGAGCGCCGGGCTCCAGACCCGGAG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCACCA-
>At0442|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|49294|49161|Trp|CCA|49256|
49197|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCATAGCTCAGCCAGGT--AGAGTGCCGGGCTCCAGACCCGGTG-------------------GTCCGGGGTTCAAGTCCCCGTGGGCCCA----
>At0534|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2088271|2088401|Trp|CCA|2088309|2088365|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCATAGCTCAGCTAGGT--AGAGTGCCGGGCTCCAGACCCGGTG-------------------GTCCGGGGTTCAAGTCCCCGTGGGCCCA----
>At0488|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|72869|72731|Trp|CCA|72831|72767|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCAGGT--AGAGTACTGGGCTCCAGACCCAGTG-------------------GTCGCGGGTTCGAGTCCCGCCGGGCCCA----
>At0561|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|267813|267924|Trp|CCA|267844|267858||
267874|267893||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCAGGT--AGAGCGGCGGGCTCCAGACCCGAAG-------------------GTCCAGGGTTCAAGTCCCTGCCGGCCCACCA-
>At1817|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1386103|1386026|Lys|TTT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTC-AGAGCACCGGGCTTTTAACCCGGTG-------------------GTCGCGGGTTCAAATCCCGCCCGGCCCGCCA-
>At1828|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|508454|508531|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTT-AGAGCACCGGGCTTTTAACCCGGTG-------------------GTCGCGGGTTCAAATCCCGCCCGGCCCGCCA-
>At1963|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|2049973|2049896|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTT-AGAGCGCGGGGCTTTTAACCCCGTG-------------------GCCGCGGGTTCGAATCCCGCCCGGCCCGCCA-
>WENV078533|AAQK01000434|Gut microbiome of Human (healthy human stool sample 7)||738|816|Ala|TGC|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCCCGTAGCTCAGACTGGGA--GAGCGCTGCCCTTGCAAGGCAGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCATTTT
>At0898|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|333400|333327|Ala|TGC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGACTGGGA--GAGCGCTGCCCTTGCAAGGCAGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCA----
>At1671|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1603795|
1603868|Ala|TGC|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGACTGGGA--GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCA----
>At1567|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|855771|855844|Ala|TGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGACTGGGA--GAGCGCCGGCTTTGCAAGCCGGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCA----
>ENV001417|AY878122|Environmental sample from ENV division of INSDC||53|131|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>At1937|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|2024406|2024482|Ala|TGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCA-
>ENV001439|AY878144|Environmental sample from ENV division of INSDC||61|140|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCAC
>At1780|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|206606|206683|Ala|TGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At1800|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1315533|1315610|Ala|GGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCTTGGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0003|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|334925|335001|Ala|CGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCCGCCCTCGCACGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At1961|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1770090|1770013|Ala|CGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCCTCGCAAGGCGGAG-------------------GCCGCGGGTTCAAATCCCGCCCGGTCCACCA-
>At0391|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|932919|933035|Ala|TGC|932957|932996|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCCGCCCTTGCAAGGCGGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-



>At0419|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1415757|1415658|Ala|CGC|1415719|
1415697|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCCGCCCTCGCAAGGCGGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>ENV004175|DQ397587|Environmental sample from ENV division of INSDC||20775|20851|Ala|TGC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGCTGATAGTATAGACTGGTA--GTATACCCGCCTTGCACGCGGGGG-------------------GTCGGGGGTTCAAATCCCCCTCAGTCCACCA-
>ENV004188|DQ397615|Environmental sample from ENV division of INSDC||6169|6093|Ala|GGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GGGCCGGTCGTCTAGTCTGGTA--GGATGCGCCCTTGGCATGGGCGAG-------------------ATCGAGGGTTCAAATCCCTCTCGGTCCACCA-
>At1050|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|492159|492232|Ala|GGC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGATAGCTCAGACTGGGA--GAGTACCGCATTGGCTATGCGGAA-------------------GCCGCGGGTTCAAATCCCGCTCAGTCCA----
>At1102|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|326141|326068|Ala|GGC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGATAGCTCAGACTGGGA--GAGTGCCGCATTGGCTATGCGGAA-------------------GCCGCGGGTTCAAATCCCGCTCAGTCCA----
>At1144|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1049964|1049891|Ala|GGC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGATAGCTCAGACTGGGA--GAGTGCCGCATTGGCTATGCGGAT-------------------GCCGCGGGTTCAAATCCCGCTCAGTCCA----
>At1026|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|838331|838258|Ala|GGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGATAGCTCAGCTTGGGA--GAGTGCCGCATTGGCTATGCGGAA-------------------GCCGCGGGTTCAAATCCCGCTCAGTCCA----
>At0950|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|227780|227704|Ala|GGC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGGTAGCTCAGACTGGGA--GAGCGCCGCATTGGCTGTGCGGAG-------------------GCCGCGGGTTCAAATCCCGCCCAGTCCACCA-
>At1649|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|708805|708878|
Ala|GGC|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGGTAGCTCAGGTTGGTA--GAGCGTCGCCTTGGCATGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCAGTCCA----
>At1585|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1403944|1403871|Ala|GGC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTAGTAGCTCAGCTTGGTA--GAGTGTCGCCTTGGCATGGCGGAG-------------------GCCTCGGGTTCAACTCCCGACTAGTCCA----
>At0621|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1884704|1884777|Ala|GGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGTCTGGTA--GAGCGTCGCCTTGGCATGGCGAAG-------------------GCCTGGGGTTCAAATCCCCACCGGTCCA----
>At1292|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|51546|51622|Ala|GGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGCAGCTCAGCCTGGCA--GAGCGCGGCCTTGGCGCGGCCGTG-------------------GCCCCGGGTTCAAATCCCGGCGGGTCCACCA-
>At1297|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|464925|465001|Ala|TGC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGCAGCTCAGTCTGGCA--GAGCGCGGCCCTTGCGAGGCCGTG-------------------GCCCCGGGTTCAAATCCCGGCGGGTCCACCA-
>At0031|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|455727|455651|Ala|GGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCCCGGTTGGCATCCGGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0043|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1194213|1194137|Ala|TGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCCCGGCTTGCACCCGGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0189|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2191299|2191226|Ala|GGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCGCGGTTGGCATCCGCGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0429|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|579685|579758|Ala|GGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCGTGGTTGGCATCCACGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0154|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1542915|1542988|Ala|CGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCCTGGTTCGCACCCAGGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0107|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1062352|1062428|Ala|TGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCTCGGCTTGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0132|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|598843|598767|Ala|GGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCTCGGTTGGCATCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0470|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|222725|222798|Ala|TGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGTTTGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>ENV09004257|ADKL01000514|Hot springs metagenome ctg_1106426165452||11645|11722|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGTTTGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCATCA-
>At0485|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|915708|915781|Ala|CGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGTTCGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>ENV09004261|ADKL01000514|Hot springs metagenome ctg_1106426165452||3678|3602|Ala|CGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGTTCGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCT-
>At0473|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|333447|333520|Ala|GGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGTTGGCATCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----



>At0439|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|2207779|2207852|Ala|CGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTTGGCTCGCACCCAAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0537|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2190961|2191034|Ala|CGC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGCTCGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0461|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1083512|1083439|Ala|TGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTTGGCTTGCAACCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0527|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|927324|927397|Ala|TGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGCTTGCAACCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0153|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1538335|1538424|Ala|TGC|1538373|
1538387|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCTCGGCTTGCAACCGAGAG--------------------CCCCGGGTTCAAATCCCGGCCGGTCCA----
>At1293|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|51735|51812|Ile|GAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGCAGCTCAGCCAGGTT-AGAGCGCGGGGCTGATAACCCCGAG--------------------TCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>At1296|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|384999|385073|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCCGCAGCTCAGTCCGGTT-AGAGCGCGGGGCTCATAACCCCGTG--------------------TCCCGGGTTCAAATCCCGGCGGGCCCA----
>At1302|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|720653|720730|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGCAGCTCAGTCTGGCT-AGAGCGCGGGACTTTTAATCCCGTG--------------------TCCCGGGTTCAAATCCCGGCCGGCCCACCA-
>WENV078517|AAQK01000168|Gut microbiome of Human (healthy human stool sample 7)||9020|9098|Gly|GCC|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGCGGTGTTAGTCCAGCCTGGTT-AAGACTCTAGCCTGCCACGTTAGAG-------------------A-CCCGGGTTCAAATCCCGGACGCCGCATTTA
>At0892|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1597182|1597255|Gly|GCC|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGTTAGTCCAGCCTGGTT-AAGACTCTAGCCTGCCACGTTAGAG-------------------A-CCCGGGTTCAAATCCCGGACGCCGCA----
>At1572|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1391301|1391374|Gly|GCC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGCGATAGTCCAGGCTGGCT-AAGACTCTACCCTGCCACGGTAGTG-------------------A-CCCGGGTTCAAATCCCGGTCGTTGCA----
>At1650|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|719951|720024|
Gly|GCC|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGTTAGTCCAGCCTGGTT-AAGACACTGGCCTGCCACGCCAGCG-------------------A-CCCGGGTTCAAATCCCGGACGCCGCA----
>WENV078518|AAQK01000168|Gut microbiome of Human (healthy human stool sample 7)||9099|9177|Gly|TCC|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGCAGTTGTGGTATAGTCTGGTT-ATTACTTGGGCCTTCCAAGCCTACA-------------------A-CCCGGGTTCGAATCCCGGCAACTGCATTTG
>At0893|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1597261|1597334|Gly|TCC|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGTTGTGGTATAGTCTGGTT-ATTACTTGGGCCTTCCAAGCCTACA-------------------A-CCCGGGTTCGAATCCCGGCAACTGCA----
>At1573|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1391385|1391458|Gly|TCC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTTGTAGTCTAGTCTGGCT-AGGACTTGGGCCTTCCAAGCCTACG-------------------A-CCCGGGTTCAAATCCCGGCAGCCGCA----
>At1651|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|720027|720100|
Gly|TCC|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTTGTAGTCTAGTCTGGTT-AGGACTCGGGCCTTCCAAGCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCAACCGCA----
>ENV004155|DQ397562|Environmental sample from ENV division of INSDC||24998|25076|Gly|TCC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCAGTCATAGTATAGCTTGGTC-AGTATACGGGGTTTCCAACCCTGCG-------------------A-CGCGGGTTCAAATCCCGCTGACTGCATCTA
>At0091|Csym|Crenarchaeota|Cenarchaeum symbiosum|1751265|1751192|Gly|TCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCAGTCATAGTATAGCTTGGTC-AGTATACGGGGTTTCCAACCCTGCG-------------------A-CGCGGGTTCAAATCCCGCTGACTGCA----
>At1799|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1180522|1180599|Gly|CCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCGGCCTCCCAAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1805|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|149996|149919|Gly|TCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCGGCCTTCCGAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1822|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1468795|1468718|Gly|GCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGCCTAGGACGCCACCCTGCCAAGGTGGAG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1851|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|361464|361387|Gly|GCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCACCCTGCCAAGGTGGAG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1939|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|2054865|2054942|Gly|TCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACACCGGCCTTCCAAGCCGGTG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1962|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1931485|1931408|Gly|CCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACACCGGCCTCCCAAGCCGGTA-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At0448|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|458720|458630|Gly|CCC|458680|
458666|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCGGCCGTCGTCTAGTCTGGATTAGGACGCTGGCCTCCCAAGCCAGCA-------------------ATCCCGGGTTCGAATCCCGGCGGCCGCA----
>At0465|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|2160161|2160071|Gly|TCC|2160121|
2160107|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTCGTCTAGTCTGGATTAGGACGCTGGCCTTCCAAGCCAGCA--------------------TCCCGGGTTCGAATCCCGGCGGCCGCA----
>At0538|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2204279|2204354|Gly|TCC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTCGTCTAGTCTGGATTAGGACGCTGGCCTTCCAAGCCAGTA--------------------TCCCGGGTTCAAATCCCGGCGGCCGCA----
>At0524|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|418363|418438|Gly|CCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTCGTCTAGTCTGGATTAGGACGCCGGCCTCCCAAGCCGGTA--------------------TCCCGGGTTCAAATCCCGGCGGCCGCA----
>At0503|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|590292|590217|Gly|CCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGGCTGGATTAGGACGCCGGCCTCCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCGGCCGCA----
>At0474|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|338925|339000|Gly|TCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGGCTGGATTAGGACGCCGGCCTTCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCGGCCGCA----
>At0379|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|624851|624954|Gly|GCC|624891|624915|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGACGCCGGCCTGCCACGCCGGAG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0126|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|123181|123103|Gly|GCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGACGCCGGCCTGCCAAGCCGGCG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At2219|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1290865|1290787|Gly|TCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGATGCCGGCCTTCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At2232|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1030645|1030567|Gly|CCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGATGCCGGCCTCCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0131|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|510728|510650|Gly|TCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGACGCCGGCCTTCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0032|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|467913|467835|Gly|GCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGACGCCGGCCTGCCAAGCCGGAG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0038|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|986027|985949|Gly|CCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTCGTCTAGCCTGGACTAGGACGCCGGCCTCCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCGGCCGCACCA-
>At0051|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1528663|1528585|Gly|TCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTCGTCTAGCCTGGACTAGGACGCCGGCCTTCCAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCGGCCGCACCA-
>At0202|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1740444|1740534|Gly|TCC|1740484|
1740498|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTTCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCA----
>At0235|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1960241|1960166|Gly|CCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTCCCAAGCCGTTG--------------------TCCCGGGTTCGAATCCCGGCCGCCGCA----
>At0258|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|895710|895620|Gly|TCC|895670|
895656|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTTCCAAGCCGTTG--------------------TCCCGGGTTCGAATCCCGGCCGCCGCA----
>At0330|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|471455|471566|Gly|CCC|471477|
471513|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGTCTGGTT-AGGATGGCGGCCTCCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCA----
>At0265|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1479953|1479841|Gly|GCC|
1479929|1479896|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTGCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0304|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1687978|1688071|Gly|GCC|
1688010|1688027|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTGCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCA----
>At0359|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|459148|459041|Gly|GCC|459126|
459097|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTT-AGGATGGCGGCCTGCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0583|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|796113|796209|Gly|GCC|796159|796178|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGTCTGGT--AGGATGGCGGCCTGCCACGCCGCAG-------------------A-CCCGGGTTCAAATCCCGGCGGCCGCACCA-
>At0596|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|528662|528566|Gly|TCC|528616|528597|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGTCTGGT--AGGATGGCGGCCTTCCACGCCGCAG-------------------A-CCCGGGTTCAAATCCCGGCGGCCGCACCA-
>At0565|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|360726|360820|Gly|CCC|360772|360789|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGCCTGGT--AGGATGGCGGCCTCCCAAGCCGCAG-------------------A-CCCGGGTTCAAATCCCGGCGGCCGCACCA-
>ENV004153|DQ397560|Environmental sample from ENV division of INSDC||27469|27545|Gly|CCC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGAGTTAGTCCAGCCCGGT--AGGACGTCAGCTTCCCAAGCTGAAG--------------------TCGCGTGTTCAAATCCCGCACTCCGCACTG-
>At0092|Csym|Crenarchaeota|Cenarchaeum symbiosum|1898649|1898576|Gly|CCC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|



-GCGGAGTTAGTCCAGCCCGGT--AGGACGTCAGCTTCCCAAGCTGAAG--------------------TCGCGTGTTCAAATCCCGCACTCCGCA----
>At0159|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1830495|1830572|Gly|TCC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGCCTGGTT-AGGACGCTGGCCTTCCAAGCCAGAA--------------------TCCCGGGTTCAAATCCCGGCGGTCGCACCA-
>At0170|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|100476|100402|Gly|CCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCCAGCCTGGTT-AGGACGCTGGCCTCCCAAGCCAGAG--------------------TCCCGGGTTCAAATCCCGGCGGTCGCA----
>At0185|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2079476|2079401|Gly|GCC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGCCTGGATTAGGACGCCTGCCTGCCACGCAGGAG--------------------TCCCGGGTTCAAATCCCGGCGGTCGCA----
>At0476|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|387197|387272|Gly|GCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGCCTGGATTAGGACGCCTGCCTGCCACGCAGGAG--------------------TCCCGGGTTCAAATCCCGGCGGCCGCA----
>At0533|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|1719268|1719343|Gly|GCC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGCCTGGATTAGGACGCCGGCCTGCCACGCCGGAG--------------------TCCCGGGTTCAAATCCCGGCGGTCGCA----
>At0284|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|184299|184410|Met|CAT|184330|
184349||184358|184374||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCGGCGGTAGCTCAGCCTGGTT-GGAGCGCCCGGCTCATACCCGGGAG--------------------ACCCGGGTTCAAATCCCGGCCGCCGCA----
>At0345|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1678448|1678542|Met|CAT|1678479|
1678498|||||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCGGCGGTAGCTCAGCCTGGTT-AGAGCGCTCGGCTCATAACCGGGAA--------------------TCCCGGGTTCAAATCCCGGCCGCCGCA----
>WENV078539|AAQK01000499|Gut microbiome of Human (healthy human stool sample 7)||279|203|Thr|TGT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GCCTCGATAGCTCAGTCTGGT--GGAGCGCGAGACTTGTAATCTCGTG--------------------TCGCGGGTTCAATTCCCGTTCGGGGCTTTC-
>At0910|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|878901|878828|Thr|TGT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGATAGCTCAGTCTGGT--GGAGCGCGAGACTTGTAATCTCGTG--------------------TCGCGGGTTCAATTCCCGTTCGGGGCT----
>At1656|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|953939|954012|
Thr|TGT|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTAGCTCAGTCTGGT--GGAGCGCGAGACTTGTAATCTCGTG--------------------TCGCGGGTTCAATTCCCGTCCGGGGCT----
>At1591|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1550777|1550704|Thr|TGT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCAGTAGCTCAGTCTGGT--GGAGCGCTTGACTTGTAATCAAGCG--------------------TCGGGGGTTCAATTCCCCCCTGGGGCT----
>At1042|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1378480|1378407|Thr|TGT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCTGGT--AGAGCGCCTGACTTGTAATCAGGTG--------------------TCGGGGGTTCGAATCCCCCCCGGGGCT----
>At1163|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1126952|1127025|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCTGGT--AGAGCGCCTGACTTGTAATCAGGTG--------------------TCGGGGGTTCGAATCCCCCCCGAGGCT----
>At0937|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|863479|863555|Thr|TGT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCTGGT--AGAGCGCCTGACTTGTAATCAGGTG--------------------TCGGGGGTTCAAATCCCCCCCGGGGCTCCA-
>At1566|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|669039|669112|Thr|CGT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTTGATGGCTCAGCAAGGA--ACAGTACCTGACTCGTAATCAGGGG--------------------TCGGGGGTTCAAATCCCCCTCAGGGCT----
>ENV000744|AM114193|Environmental sample from ENV division of INSDC||72816|72892|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCGCCGTGGCTTAGCCCGGC--AAAGCGGCTGATTCGTAATCAGCAG--------------------TCGGGGGTTCAAATCCCTCCGGCGGCTTGA-
>At2057|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|72816|72889|Thr|CGT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTGGCTTAGCCCGGC--AAAGCGGCTGATTCGTAATCAGCAG--------------------TCGGGGGTTCAAATCCCTCCGGCGGCT----
>At1367|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1425366|1425272|Thr|CGT|1425327|
1425308|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTGGCTTAGCCCGGTT-AGAGCGGCTGATTCGTAATCAGCAG--------------------TCATGGGTTCGAATCCCATCGGCGGCT----
>ENV000750|AM114193|Environmental sample from ENV division of INSDC||320917|320993|Thr|TGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCTGTGGCTTAGCCCGGT--ATAGCGGCTGACTTGTAATCAGCAG--------------------TCGCGAGTTCAAATCTCGCCGGAGGCTCTT-
>At2061|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|320917|320990|Thr|TGT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCTGTGGCTTAGCCCGGT--ATAGCGGCTGACTTGTAATCAGCAG--------------------TCGCGAGTTCAAATCTCGCCGGAGGCT----
>At1226|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1011106|1011033|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCAGTGGCCTAGCCCGGC--ATAGCGGCTGATTTGTAATCAGCAG--------------------TCGCGAGTTCAAATCTCGCCTGAGGCT----
>At1406|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|320282|320209|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGTTGGCTCAGCCCGGT--AGAGCGAGTGACTTGTAATCACTAG--------------------TCGCGTGTTCAAATCACGCACGGGGCT----
>At1541|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|1833846|1833773|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGTTGGCTCAGCCCGGT--AGAGCGAGTGACTTGTAATCACTAG--------------------TCGCGTGTTCGAATCACGCACGAGGCT----
>At0976|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|2325500|2325573|Thr|TGT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCCGGC--AGAGCGAGTGATTTGTAATCACTAG--------------------TCGCGTGTTCAAATCACGCCCGAGGCT----
>ENV004209|DQ397831|Environmental sample from ENV division of INSDC||5113|5189|Thr|CGT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|



-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTTCA-
>At0065|Csym|Crenarchaeota|Cenarchaeum symbiosum|1120854|1120930|Thr|CGT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTCCA-
>At0778|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|1247215|1247142|Thr|CGT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGTGTAGCTCAGACTGGC--AGAGCGAATCCTTCGTAAGGATTAG--------------------CCGAGGGTTCAAATCCCTCCACCGGCT----
>At0684|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1320489|1320416|Thr|GGT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTAAGTGACTCAGCCCGGC--AGAGTACCTCCTTGGTAAGGAGGAA--------------------TCGCGAGTTCAAATCTCGCCTTAGGCT----
>At1348|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1392025|1392099|Thr|GGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTAGCAAAGCTCGGTC-ATTGCGCGTCCTTGGTAAGGACGAG--------------------CCGCGGGTTCGAATCCCGCCCGAGGCT----
>At0101|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|444135|444211|Thr|GGT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGC--GGAGCGCCGCCCTGGTAAGGCGGAG--------------------TCCCGGGTTCAAATCCCGGCGGCGGCTCCA-
>At0403|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1116245|1116333|Thr|GGT|1116284|
1116297|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGTT-GGAGCGCCGCCCTGGTAAGGCGGAG--------------------TCCCGGGTTCGAATCCCGGCGGCGGCT----
>At0152|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1535617|1535703|Thr|GGT|1535656|
1535667|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCTCAGCCTGGCT-GGAGCGCTGCCCTGGTAAGGCAGAG--------------------CCCCGGGTTCAAATCCCGGCCGCGGCT----
>At0486|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|2538937|2539011|Thr|GGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCTCAGCCTGGCC-AGAGCGCTGCCCTGGTAAGGCAGAG--------------------TCCCGGGTTCAAATCCCGGCCGCGGCT----
>At0459|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1071144|1071070|Thr|GGT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCTCAGCCTGGCT-AGAGCGTTGCCCTGGTAAGGCAAAG--------------------TCCCGGGTTCAAATCCCGGCCGCGGCT----
>At1304|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1020437|1020514|Thr|GGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCTCAGCCTGGTT-AGAGCGCCGCCTTGGTAAGGCGGTG--------------------TCCCGGGTTCAAATCCCGGCCGCGGCTCCA-
>At0296|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1028707|1028799|Thr|GGT|
1028745|1028760|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCTGGT--GGAGCGCCTCACTGGTAGTGAGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCTCCA-
>At0352|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|409363|409290|Thr|GGT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCTGGT--GGAGCGCCTCACTGGTAATGAGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCT----
>At0228|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1792192|1792081|Thr|GGT|1792153|
1792135||1792116|1792101||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCTGGT--GGAGCGCCTCACTGGTAATGAGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCTCCA-
>At0260|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1141743|1141651|Thr|GGT|
1141704|1141686|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCTGGT--GGAGCGCCTCACTGGTAATGAGGAG--------------------TCCCGGGTTCAAATCCCGGCCGGGGCT----
>At1788|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|578139|578215|Thr|TGT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCCTAGCCTGGT--GGGGCGGGGGACTTGTAATCCCCAG--------------------TCGCGGGTTCAAATCCCGCCCGGGGCTCCA-
>At1795|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|894672|894748|Thr|CGT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCTGGT--GGGGCGGGGGACTCGTAATCCCCAG--------------------TCCCGGGTTCAAATCCCGGTCCCGGCTCCA-
>At1313|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|272692|272615|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGCAGCTTAGCCTGGTT-AGAGCGCGGGACTTGTAATCCCGTG--------------------TCCCGGGTTCAAATCCCGGCCGCGGCTCCA-
>At0272|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1693504|1693410|Thr|TGT|
1693473|1693454|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTTGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCT----
>At0196|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1239015|1239132|Thr|TGT|1239046|
1239065||1239096|1239115||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTTGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCTCCA-
>At0213|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|2039014|2039108|Thr|CGT|2039045|
2039064|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTCGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCT----
>At0309|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|168716|168604|Thr|CGT|168692|
168674||168658|168643||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTCGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCTCCA-
>At0318|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|987244|987115|Thr|TGT|987220|
987202||987154|987138||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-AGAGCGCCCGCCTTGTAAGCGGGCG--------------------CCCCGGGTTCAAATCCCGGCCGGGGCTCCA-
>ENV005253|EF584002|Environmental sample from ENV division of INSDC||15271|15347|Phe|GAA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCGCCTTAGCTCAGACTGGG--AGAGCACTCGACTGAAGATCGAGCT--------------------TCCCCGGTTCAAATCCGGGAGGCGGCATCC-
>At1707|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|153907|153834|Phe|GAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCTTAGCTCAGACTGGG--AGAGCACTCGACTGAAGATCGAGCT--------------------TCCCCGGTTCAAATCCGGGAGGCGGCA----
>At0818|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|95300|95227|Phe|GAA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|



-GCCGCCTTAGCTCAGACTGGG--AGAGCACTCGACTGAAGATCGAGCT--------------------TCCCTGGTTCAAATCCGGGAGGCGGCA----
>At0782|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|1796729|1796656|Tyr|GTA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCGCCCTTAGCTCAGACTGGT--AGAGCAGTCGACTGTAGATCGACTT--------------------TCCCCCGTTCAAATCGGGGAGGGCGGA----
>At0795|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|167315|167388|Tyr|GTA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-CCGCCCTTAGCTCAGACTGGT--AGAGCAGTCGACTGTAGATCGACTT--------------------CCCCCCGTTCAAATCGGGGAGGGCGGA----
>At0853|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|1778178|1778251|Tyr|GTA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCGCCCTTAGCTCAGCCTGGT--AGAGCAGTCGACTGTAGATCGACTT--------------------CCCCCCGTTCAAATCGGGGAGGGCGGA----
>At1287|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1674306|1674200|Tyr|GTA|1674268|
1674236|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCCTTAACTCAGACTGGT--AGAGTGCGCGGCTGTAGACCGCGAT--------------------TCCCCGGTTCGAATCCGGGAGGCGGGA----
>At1637|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|2881854|2881749|Tyr|GTA|2881816|
2881785|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCCTTAACTCAGACTGGT--AGAGTGCGCGGCTGTAGACCGCGAT--------------------TCCCCGGTTCAAATCCGGGAGGCGGGA----
>At1359|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|551859|551752|Tyr|GTA|551821|551788|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCCTTAACTCAGCCTGGT--AGAGTGCGCGGCTGTAGACCGCGAT--------------------TCCCCGGTTCGAATCTGGGAGGCGGGA----
>At1078|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517711|1517638|Tyr|GTA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGATAGTTCAGACTGGTA-G-AACGGCGGACTGTAGATCCGCAT--------------------TCGCTGGTTCAAATCCGGCTCGCGGGA----
>At1165|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1127147|1127220|Tyr|GTA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGATAGTTCAGATTGGTA-G-AACGGCGGACTGTAGATCCGCAT--------------------TCGCTGGTTCAAATCCGGCTCGCGGGA----
>At0939|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|863656|863732|Tyr|GTA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCGGCGGTAGTTCAGCCTGGTA-G-AACGGCGGACTGTAGATCCGCAT--------------------TCGCTGGTTCAAATCCGGCCCGCCGGACCA-
>At1883|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|909699|909776|Tyr|GTA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGGTAGCCTAGCCTGGGA-GTGGCGGCGGACTGTAGATCCGCAG--------------------TCCCCGGTTCAAATCCGGGCCGCGGGACCA-
>At1810|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|941806|941729|Tyr|GTA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGGTAGCCTAGCCTGGTA-GTGGCGGCGGACTGTAGATCCGCAG--------------------TCCCCGGTTCAAATCCGGGCCGCGGGACCA-
>At0569|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|424782|424890|Phe|GAA|424826|424855|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCTCAGCT-GGG--AGAGCGCTCGGCTGAAGACCGAGTA-------------------GTCCCGGGTTCAAATCCCGGCCCCGGCACCA-
>At0647|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1977911|1977838|Phe|GAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTAGCTCAGCCAGGG--AGAGCGTGCGGCTGAAGACCGCATA--------------------TCCCCGGTTCAAATCCGGGTCCGGGCA----
>At0681|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|779946|779873|Phe|GAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTAGTAGCTCAGACTGGG--AGAGCGCCAGACTGAAGATCTGGTT--------------------TCCCCGGTTCAAATCCGGGCTGGGGCA----
>At1639|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|3100268|3100195|Phe|GAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCAGTAGCTCAGACTGGG--AGAGCGCCAGACTGAAGATCTGGTT--------------------TCCCCGGTTCAAATCCGGGCTGAGGCA----
>At1265|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|2005461|2005534|Phe|GAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCTGTAGCTCAGACTGGG--AGAGCGCCAGACTGAAGATCTGGTT--------------------TCCCCGGTTCAAATCCGGGCGGGGGCA----
>At1081|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1699854|1699781|Phe|GAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTAGTTCAGCCTGGG--AGAACGCTGGACTGAAGATCCAGTT--------------------TCGGGTGTTCGAATCACCCCCTTGGCA----
>At1034|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1293476|1293403|Phe|GAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGTGGTAGTTCAGCCTGGG--AGAACGCTGGACTGAAGATCCAGTT--------------------TCGGGTGTTCGAATCACCCCCACGGCA----
>At0928|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|637583|637659|Phe|GAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTTCAGCCTGGG--AGAACGCTGGACTGAAGATCCAGTT--------------------TCGGGTGTTCAAATCACCCCCGCGGCACCA-
>At1319|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|864537|864460|His|GTG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGCAGCTCAGCCTGGTT-AGAGCGCCGGCCTGTGGAGCCGGTG--------------------CCCCGGGTTCAAATCCCGGCCGCGGCCCCA-
>At1307|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1560286|1560363|Tyr|GTA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCGGCCGCAGCTCAGTCTGGCT-AGAGCGCGGGACTGTAGATCCCGTG--------------------TCCCGGGTTCAAATCCCGGCGGCCGGACCA-
>ENV004177|DQ397588|Environmental sample from ENV division of INSDC||15370|15292|Asn|GTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCCGCCCTAGCTCAGCCCGGT--AGAGCGTCGGACTGTTAATCCGTTG--------------------TCGCCAGTTCAAGTCTGGTGGGCGGCGCCAA
>At0063|Csym|Crenarchaeota|Cenarchaeum symbiosum|890144|890220|Asn|GTT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCCTAGCTCAGCCCGGT--AGAGCGTCGGACTGTTAATCCGTTG--------------------TCGCCAGTTCAAGTCTGGTGGGCGGCGCCA-
>At0142|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1616934|1616806|Met|CAT|1616895|
1616845|||||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGCCGTAGCTCAGCGCGGTC-AGAGCGCCGGACTCATAATCCGGTG--------------------TCCCGGGTTCAAGTCCCGGCGGCGGCACCA-
>At0214|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|2099023|2099110|Asn|GTT|2099062|
2099074|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCCGCCGTAGCTCAGCCCGGTT-AGAGCGGCGGGCTGTTAACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCGGCGGCG----
>At0361|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|713260|713145|Asn|GTT|713228|
713206||713190|713173||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGTT-AGAGCGGCGGGCTGTTAACCCGTAG--------------------TCCCGGGTTCGAATCCCGGCGGCGGCG----
>At0247|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1755536|1755610|Asn|GTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGTC-AGAGCGGCGGGCTGTTAACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCGGCGGCG----
>At0319|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1088212|1088102|Asn|GTT|
1088165|1088150||1088135|1088119||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGTC-AGAGCGGCGGGCTGTTAACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCGGCGGCGCCA-
>At0157|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1598625|1598713|Thr|TGT|1598664|
1598677|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCTGTAGCTCAGCCTGGCC-AGAGCGCCGGCCTTGTAAGCCGGCG--------------------TCGCGGGTTCAAATCCCGCCAGCGGCT----
>At0530|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|1201508|1201599|Thr|TGT|1201547|1201563|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCTGTAGCTCAGCCTGGTT-AGAGCGCCGGCCTTGTAAGCCGGCG--------------------TCCGGGGTTCAAATCCCCGCAGCGGCT----
>At0496|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|206424|206337|Thr|CGT|206385|206373|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGTT-AGAGCGCCGGCCTCGTAAGCCGGCG--------------------TCGCGGGTTCGAATCCCGCCGGCGGCT----
>At0509|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|789766|789677|Thr|TGT|789727|789713|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGTT-AGAGCGCCGGCCTTGTAAGCCGGCG--------------------TCGCGGGTTCGAATCCCGCCGGCGGCT----
>At0405|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|427592|427465|Thr|TGT|427554|427501|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGT--AGAGCGCCGGCCTTGTAAGCCGGTG--------------------TCGCGGGTTCAAATCCCGCCGGCGGCT----
>At0411|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|883502|883401|Thr|CGT|883464|883437|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCTCGGT--AGAGCGCCGGCCTCGTAAGCCGGTG--------------------TCGCGGGTTCAAATCCCGCCGGCGGCT----
>At0453|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|563615|563514|Thr|CGT|563576|
563550|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCACGGTC-AGAGCGCCGGCCTCGTAAGCCGGTG--------------------TCCCGGGTTCAAATCCCGGCGGCGGCT----
>At0462|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1188479|1188389|Thr|TGT|1188440|
1188425|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCACGGCC-AGAGCGCTGGCCTTGTAAGCCAGTG--------------------TCCCGGGTTCAAATCCCGGCGGCGGCT----
>At0506|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|642552|642464|Tyr|GTA|642512|642500|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCCGTAGCTCAGCCCGGTTTAGAGCGCCCGGCTGTAGACCGGGTG--------------------TCCGGGGTTCAAGTCCCCGCGGCGGGA----
>At0520|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|361250|361342|Tyr|GTA|361288|361306|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCCGTAGCTCAGCCCGGT--GGAGCGCCCGGCTGTAGACCGGGTG--------------------TCCGGGGTTCAAGTCCCCGCGGCGGGA----
>At0163|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2152523|2152611|Tyr|GTA|2152563|
2152575|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCACCGTAGCTCAGCCCGGTTCAGAGCGCCCGGCTGTAGACCGGGTG--------------------TCCGGGGTTCAAGTCCCCGCGGTGGGA----
>At0449|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|458927|458836|Phe|GAA|458889|
458872|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGG--AGAGCGCCCGGCTGAAGACCGGGTT--------------------TCCGGGGTTCAAGTCCCCGCGGCGGCA----
>At0169|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|99766|99679|Phe|GAA|99728|
99715|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGG--AGAGCACCCGGCTGAAGACCGGGTT--------------------TCCGGGGTTCAAGTCCCCGCGGCGGCA----
>At0414|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1021027|1020954|Phe|GAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGG--AGAGCGCCCGGCTGAAGACCGGGTT--------------------TCCGGGGTTCAAATCCCCGCGGCGGCA----
>At0435|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1166821|1166915|Met|CAT|1166860|
1166879|||||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGTT-AGAGCGCCGGACTCATAATCCGGTT--------------------TCCGGGGTTCAAATCCCCGCGGCGGCA----
>At0156|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1598318|1598408|Met|CAT|1598357|
1598369|||||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGCC-AGAGCGCCGGACTCATAATCCGGTC--------------------TCCGGGGTTCAAATCCCCGCGGCGGCACCA-
>At0547|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|306779|306682|Thr|CGT|306741|306718|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGTCTGGT--AGAGCGCCGGCCTCGTAAGCCGGTG--------------------TCCGGGGTTCAAGTCCCCGCGGCGGCT----
>At0445|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|387747|387673|His|GTG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGGGTAGCTCAGCCTGGTT-AGAGCGATGGGCTGTGGACCCATAG--------------------TCCCGGGTTCAAGTCCCGGCCCGAGCC----
>At0545|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|274313|274239|His|GTG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGGGTAGCTCAGCCTGGTT-AGAGCGACGGGCTGTGGACCCGTAG--------------------TCCCGGGTTCAAGTCCCGGCCCGAGCC----
>At0171|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|115550|115476|His|GTG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCAGGTAGCTCAGCTCGGTT-AGAGCGCTGGGCTGTGGACCCAGTG--------------------TCCCGGGTTCAAATCCCGGCCTGAGCC----
>At0492|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|179553|179480|His|GTG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGGGTAGCTCAGCCTGGA--AGAGCGCCGGGCTGTGGACCCGGAA--------------------TCCCGGGTTCAAATCCCGGCCCGAGCC----
>At0048|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1422799|1422722|His|GTG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|



-GCCCGGGTAGCTCAGCCTGGAT-AGAGCGCCGGACTGTGGATCCGGAG--------------------TCCCGGGTTCAAATCCCGGCCCGGGCCCCA-
>At0212|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|2028602|2028700|Cys|GCA|2028661|
2028682|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGTCCGGC--AGAGCGGCGGGCTGCAGACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCCGGGGCTCCA-
>At0276|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1786437|1786342|Cys|GCA|
1786414|1786393|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGTCCGGC--AGAGCGGCGGGCTGCAGACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCCGGGGCT----
>At0308|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|160958|160848|Cys|GCA|160934|
160915||160891|160876||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCGTGGTT-AGAGCGGCGGGCTGCAGACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCCGGGGCT----
>At1821|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1466472|1466395|Arg|GCG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGCCTAGCCTGGAT-AGGGCGCGAGGCTGCGGACCTCGAG--------------------TCCGGGGTTCAAATCCCCGCCGGGGCGCCA-
>At1850|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|361280|361204|Arg|GCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGCCTAGCCTGGAT-AGGGCGCGAGGCTGCGGACCTCGAG--------------------TCCGGGGTTCAAATCCCCGCCGGG-CGCCA-
>At1930|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1311255|1311332|Arg|GCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGCCTAGTCTGGAT-AGGGCGCGAGGCTGCGGACCTCGAG--------------------TCCGGGGTTCAAATCCCCGCCGGGGCGCCA-
>WENV077513|AAFX01050855|Soil microbial communities from Minnesota Farm||112|201|Ser|GCT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGACGAGATAGCCAAGCCCGGT--ATGGCGCGGGATTGCTAATCCCGTG--------------------CCGGGGGTTCGAGTCCCCCTCTCGTCGTTTC
>At1532|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|1111332|1111248|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GACGAGATAGCCAAGCCCGGT--ATGGCGCGGGATTGCTAATCCCGTG--------------------CCGGGGGTTCGAGTCCCCCTCTCGTCG----
>At1001|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1589860|1589776|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GACGAGATAGCCAAGCCCGGT--ATGGCGCAGGATTGCTAATCCTGTG--------------------TCGGGGGTTCGAATCCCCCTCTCGTCG----
>ENV000782|AM114193|Environmental sample from ENV division of INSDC||2572366|2572454|Ser|GCT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGTCGCGGTATCCAAGCCTGGT--ATGGAGCAGGTTTGCTAAACCTGTG--------------------TCCGGAGTTCAAATCTCCGCCGCGGCGCTTT
>At2076|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2572367|2572450|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGCGGTATCCAAGCCTGGT--ATGGAGCAGGTTTGCTAAACCTGTG--------------------TCCGGAGTTCAAATCTCCGCCGCGGCG----
>At1978|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|1185299|1185383|Ser|GGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGGGATAGCCTAGCCCGGT--AAGGCGCAGGTCTGGAAAACCTGTG--------------------TCGGGAGTTCAAATCTCCCTCCCAGCG----
>At2038|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|436949|436866|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGGGATAGCCTAGCCTGGT--AAGGCGCAGGTCTGGAAAACCTGTG--------------------TCGGGAGTTCAAATCTCCCTCCCAGCG----
>At1769|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|909582|909500|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGGGATAGCCTAGCCTGGT--AGGGCGCAGGTCTGGAAAACCTGTG--------------------TCGGGAGTTCAAATCTCCCTCCCAGCG----
>At0745|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|49406|49490|Ser|GCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGTGGTAGCCAAGCCTGGCCCAAGGCGCAGGGTTGCTAACTCTGTG--------------------TCCGGGGTTCGAATCCCCGCCACGACG----
>At1695|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1364233|1364316|Ser|GCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGTGGTAGCCAAGCATGGCCCAAGGCGCAGGGTTGCTAACTCTGTG--------------------TCCGGGGTTCAAATCCCCGCCACGACG----
>At0879|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2243610|2243526|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTTGCGGTAGCCAAGTCTGGCCCAAGGCGCTGGATTGCTAATTCAGTG--------------------TCCGGGGTTCGAATCCCCGCCGCAACG----
>At0803|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|860171|860253|Ser|GCT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGTGGTAGCCTAGCCTGGTC-AAGGCGCAGGGTTGCTAACTCTGTG--------------------TCCGGGGTTCAAATCCCCGCCACGACG----
>At1261|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1792799|1792883|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTTGAGGTAGCCAAGCCTGGT--ATGGCGCAGGTTTGCTAAACCTGTG--------------------TCGAGGGTTCAAATCCCTCCCTCAGCG----
>ENV09001119|ABSQ01034865|Freshwater sediment metagenome lwMethenol_C1||273|360|Ser|GCT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GTTGAGGTAGCCAAGCCTGGT--ATGGCGCAGGTTTGCTAAACCTGTG--------------------TCGAGGGTTCAAATCCCTCCCTCAGCGCTA-
>At1234|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1273905|1273821|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTAGACGTAGCCAAGCCTGGT--ATGGCGCAGGTTTGCTAAACCTGTG--------------------TCGAGGGTTCAAATCCCTCCGTCTGCG----
>At1643|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|3180519|3180436|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTTGAGGTAGCCAAGCCAGGT--ATGGCGCAGGGTTGCTAACCCTGTG--------------------TCGGGGGTTCAAATCCCTCCCTCAACG----
>At1331|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|339791|339875|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGAGGTAGCCTAGCCAGGT--AGGGCGCAGGTTTGCTAAACCTGTT--------------------TCGAGGGTTCGAATCCCTCCCTCGGCG----
>At0895|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1705326|1705411|Ser|GCT|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTTGGGGTAGCCTAGCCTGGT--AGGGCGTTAGACTGCTAATCTAATG-------------------G-CAGGGGTTCAAATCCCTTCCCCAATG----
>WENV078782|AAQL01000095|Gut microbiome of Human (healthy human stool sample 8)||2041|2129|Ser|GCT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|



TGTCGGGATGGCCCAGCCTGGT--ACGGCGTCGGACTGCTAATCCGATG---------------------CACGGGTTCAAATCCCGTTCCCGGCGTTTT
>At0902|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|753185|753102|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGGGATGGCCCAGCCTGGT--ACGGCGTCGGACTGCTAATCCGATG-------------------A-CACGGGTTCAAATCCCGTTCCCGGCG----
>At1672|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1718338|
1718422|Ser|GCT|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCCAGTCTGGT--ACGGCGTTGGCCTGCTAAGCCAATG--------------------TCGCGGGTTCAAATCCCGTCCCCGGCG----
>At1131|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|454031|454115|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATGGCCCAGTCTGGT--ACGGCGCGGGACTGCTAATCCCGTT-------------------A-CCCGAGTTCAAATCTCGGTCTCCGCG----
>At1118|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1469379|1469295|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATGGCCCAGCCTGGT--ACGGCGCGGGACTGCTAATCCCGTT-------------------A-CCCGAGTTCAAATCTCGGTCTCCGCG----
>At0946|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|1313165|1313249|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGGCCCAGCCTGGT--ACGGCGTGGGACTGCTAATCCCATT-------------------G-CCCGGGTTCAAGTCCCGGCCCCCGCG----
>At1565|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|602745|602828|Ser|GCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGAGGTGGCCCAGCCTGGT--ACGGCGGTGGCCTGCTAAGCCACTG-------------------A-CCCGGGTTCGAATCCCGGCCTCGGCG----
>WENV078529|AAQK01000339|Gut microbiome of Human (healthy human stool sample 7)||1818|1729|Ser|GGA|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGCCGAGATAGTCTAGCCTGGT--AAGGCGCGAGACTGGAAATCTCGTG-------------------CTCCTGGGTTCAAATCCCAGTCTCGGCGTTTA
>At0891|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1454656|1454740|Ser|GGA|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGTCTAGCCTGGT--AAGGCGCGAGACTGGAAATCTCGTG-------------------CTCCTGGGTTCAAATCCCAGTCTCGGCG----
>WENV078536|AAQK01000495|Gut microbiome of Human (healthy human stool sample 7)||207|120|Ser|TGA|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCCGAGATAGTCTAGTCTGGT--AAGGCGCAGGACTTGAAATCCTGTG-------------------G-CCTGGGTTCAAATCCCAGTCTCGGCGTTCT
>At2301|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|858702|858620|Ser|TGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGTCTAGTCTGGT--AAGGCGCAGGACTTGAAATCCTGTG-------------------G-CCTGGGTTCAAATCCCAGTCTCGGCG----
>WENV078537|AAQK01000495|Gut microbiome of Human (healthy human stool sample 7)||345|258|Ser|TGA|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCCGAGATAGTCTAGTCTGGT--AAGGCGCAGGACTTGAAATCCTGTG-------------------G-CCTGGGTTCAAATCCCAGTCTCGGCGTTAT
>At1583|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1002836|1002753|Ser|GGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGTCTAGCTTGGT--AAGGCGCAAGACTGGAAATCTTGTG--------------------TCCTGGGTTCAAATCCCAGTCTCGGCG----
>At1646|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|17473|17557|
Ser|GGA|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCAGGT--AAGGCGCAAGACTGGAAATCTTGTG--------------------TCCTGGGTTCAAATCCCAGTCCCGGCG----
>At1586|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1534991|1534908|Ser|TGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGCCTAGCCAGGT--AAGGCGCGGGACTTGAGATCCCGTG--------------------TCATGGGTTCAAATCCCATTCTCGGCG----
>At1661|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|967977|968061|
Ser|TGA|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCAGGT--AAGGCGCGGGACTTGAGATCCCGTG-------------------G-CCTGGGTTCAAATCCCAGTCCCGGCG----
>At0925|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|303992|304081|Ser|TGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTAGCCAAGCCAGGACTACGGCGCTGGACTTGAGATCCAGTG-------------------G-CCTGGGTTCAAATCCCAGCCCCTGCGCCA-
>At1785|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|503940|504026|Ser|TGA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCTGGT--AGGGCGCGGGCCTTGAGAGCCCGTG-------------------G-CCGGGGTTCAAATCCCCGTCCCGGCGCCA-
>At1792|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|638589|638675|Ser|GGA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCAGGGA-AGGCCGCGGGCCTGGAGAGCCCGTG-------------------A-CCGGGGTTCAAATCCCCGCCCCGGCGCCA-
>At1802|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1376125|1376211|Ser|CGA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCAGGGA-AGGCCGCGGGACTCGAGATCCCGTG-------------------A-CCGGGGTTCAAATCCCCGCCCCGGCGCCA-
>At1829|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|561295|561381|Ser|CGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGTCAGGGA-AGGCCGCGGGACTCGAGATCCCGTG-------------------G-CCGGGGTTCAAATCCCCGCCCCGGCGCCA-
>At1905|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1326096|1326010|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCTGGGA-AGGCCGCGGGCCTGGAGAGCCCGTG-------------------A-CCGGGGTTCAAATCCCCGCCCCGGCGCCA-
>At1942|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|262163|262077|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCTGGGA-AGGCCGCGGGCCTGGAGAGTCCGTG-------------------G-CCAGGGTTCAAATCCCTGCCCCGGCGCCA-
>At1877|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|522870|522956|Ser|CGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCTGGGA-AGGCCGCGGGACTCGAGATCCCGTG-------------------A-CCGGGGTTCAAATCCCCGCCCCGGCGCCA-
>At1947|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1040863|1040777|Ser|CGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCTGGGA-AGGCCGCGGGACTCGAGATCCCGTG-------------------A-CCAGGGTTCAAATCCCTGCCCCGGCGCCA-
>ENV000755|AM114193|Environmental sample from ENV division of INSDC||638134|638046|Ser|GGA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|



TGCCGGGGTAGTCTAGT--GGT--AAGGCGCAAGCCTGGAAAGCTTGTG-------------------CTCAGGAGTTCAAGTCTCCTCCCCGGCGCTTT
>At2090|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|638133|638050|Ser|GGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGTCTAGT--GGT--AAGGCGCAAGCCTGGAAAGCTTGTG-------------------CTCAGGAGTTCAAGTCTCCTCCCCGGCG----
>At1613|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|2532857|2532940|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGAGGTAGTCTAGTCTGGG--AAGGCGCAAGATTGGAAATCTTGTG-------------------CTCGGGAGTTCAAATCTCCCCCTTAGCG----
>At1468|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|99955|99873|Ser|GGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGT--GGT--AGGGCGCAAGCCTGGAAAGCTTGTG-------------------CTCGGGAGTTCGAATCTCCCCCTCGGCG----
>At1377|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|1308692|1308774|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGC--GGT--AGGGCGCAAGCCTGGAAAGCTTGTG-------------------CTCGGGAGTTCAAATCTCCCCCTCGGCG----
>At0671|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2466900|2466984|Ser|CGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGCCCGGG--AAGGCGGTAGCCTCGAAAGCTACTG-------------------CTCGGGAGTTCAAATCTCCCCCTCGGCG----
>ENV09000431|ABSN01068318|Freshwater sediment metagenome lwFormaldehyde_C1||110|24|Ser|CGA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCCGAGGTAGTCTAGCCCGGG--AAGGCGGTAGCCTCGAAAGCTACTG-------------------CTCGGGAGTTCAAATCTCCCCCTCGGCGT---
>At1603|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|960738|960821|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGTCTAGTCCGGG--AAGGCGGTGGTCTTGAAAACCACTG-------------------CTCGGGAGTTCAAATCTCCCTTTCGGCG----
>At1627|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|1088896|1088813|Ser|CGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGTCCGGG--AAGGCGGTGGTCTCGAAAACCACTG-------------------CTCGGGAGTTCAAATCTCCCCTTCGGCG----
>At1215|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|344812|344726|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGTCTAGTCCGGA--AAGGCGGTGGCCTTGAAAGCCTCTG-------------------CTCGGGAGTTCAAATCTCCCTCTCGGCGCCA-
>At1282|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1436443|1436359|Ser|TGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGTCTAGTCCGGG--AAGGCGGTGGCCTTGAAAGCCACTG-------------------CTCGGGAGTTCAAATCTCCCTCCCGGCG----
>At1224|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|752303|752220|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGTCCGGA--AGGGCGGTGGCCTCGAAAGCCACTG-------------------CTCGGGAGTTCAAATCTCCCCCTCGGCG----
>At1271|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|248553|248469|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGTCCGGG--AAGGCGGTGGCCTCGAAAGCCACTG-------------------CTCGGGAGTTCAAATCTCCCCCTCGGCG----
>At0660|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1441465|1441549|Ser|TGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGTCTAGTCCGGT--AAGGCGGTGGCCTTGAAAGCCACTG-------------------CTCAAGAGTTCAAATCTCTTCCCCGGCG----
>At0780|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|1517540|1517456|Ser|CGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGCCTAGCCTGGCC-AAGGCGGTTGCTTCGAGAGCAACTG-------------------CTCAGGAGTTCAAATCTCCTCCTCGGCG----
>At1711|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|327596|327512|Ser|CGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGCCTAGCCCGGCC-AAGGCGGTTGCTTCGAGAGCAACTG-------------------CTCGTGAGTTCAAATCTCACCCTCGGCG----
>At0866|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|386951|386867|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGCCTAGCCTGGTC-AAGGCGGCAGATTCGAAATCTGCTG-------------------A-CGTGAGTTCAAATCTCACCCTCGGCG----
>At2008|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|1477335|1477253|Ser|CGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGGGGTAGCCTAGCCCGGT--AAGGCGGTAGACTCGAGATCTACTG-------------------CTCGGGAGTTCAAATCTCCCCCCCGACG----
>At1411|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|754369|754290|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCAGGTCGTCTAGT--GGT--ATGGCGACGGTCTCGAAAACCGTTC-------------------ATCGCAGGTTCAAATCCTGCCCTGGGCG----
>At1487|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|1927445|1927362|Ser|CGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCAGGTAGTCTAGT--GGT--AAGGCGACGGTCTCGAAAACCGTTT-------------------G-CGCAGGTTCAAATCCTGCCCTGGGCG----
>At1545|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2154810|2154731|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCAGGTCGTCTAGC--GGT--ATGGCGACGGTCTCGAAAACCGTTC-------------------ATCGCAGGTTCGAATCCTGCCCTGGGCG----
>ENV004146|DQ397547|Environmental sample from ENV division of INSDC||5693|5605|Ser|TGA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCAGAGGTCGCCTAGCCCGGC--ATGGCGCGGGCCTTGAGAGCCTGTG-------------------A-CGGGGGTTCAAATCCCCCTCTCTGCGCCAA
>At0090|Csym|Crenarchaeota|Cenarchaeum symbiosum|1717306|1717220|Ser|TGA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTCGCCTAGCCCGGC--ATGGCGCGGGCCTTGAGAGCCTGTG-------------------A-CGGGGGTTCAAATCCCCCTCTCTGCGCCA-
>At1064|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|234332|234245|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGATAGTCTAGCCTGGG--AAGGCGTACGGCTGGAAACCGTATG-------------------G-CGGGGGTTCAAATCCCCCTCTCTGCGCCA-
>At1157|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|686363|686450|Ser|GGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGATAGTCTAGCTTGGG--AAGGCGTACGGCTGGAAACCGTATG-------------------G-CGGGGGTTCAAATCCCCCTCTCTGCGCCA-
>At1134|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1305759|1305846|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCAGAGATAGTCTAGCCTGGG--AAGGCGTACGGCTGGAAACCGTATG-------------------CCCGGGGGTTCAAATCCCCCTCTCTGCGCCA-
>At1031|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1146041|1145957|Ser|GGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGATAGTCTAGCTCGGT--AAGGCGTGGGACTGGAAATCCCATG-------------------G-CGGGGGTTCAAATCCCCCTCTCTGCG----
>At0922|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|186978|187066|Ser|GGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTAGCCTAGCCCGGCC-AAGGCGTGGGACTGGAGATCCCATG-------------------G-CGGGGGTTCAAATCCCCCCCTCCGCGCCA-
>At1066|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|619792|619706|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTGGTTGAGCTTGGCCAAAGGCGCCGGACTTGAAATCCGGTT-------------------G-CGGGGGTTCAAATCCCTCCCTCTGCG----
>At1032|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1173128|1173042|Ser|TGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTGGTCGAGCTTGGACTATGGCGCCGGACTTGAAATCCGGTG-------------------G-CAAGGGTTCAAATCCCTTCCTCTGCG----
>At0676|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|494636|494553|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGAGGTAGTCTAG--CGGT--AGGGCGCAGGCCTGGAAAGCCTGTG-------------------CTCGGGGGTTCAATTCCCCCCCTCAGCG----
>At1214|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|76148|76065|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGAGGTAGTCTAG--CGGT--AGGGCGCGGGCCTGGAAAGCCCGTG-------------------CTCGGGAGTTCAAATCTCCCCCTCAGCG----
>At1275|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|520620|520534|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGAGGTAGTCTAGACCGGT--AGGGCGCGGGCCTGGAAAGCCCGTG-------------------CTCGGGAGTTCAAATCTCCCCCTCAGCG----
>At0956|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|1038620|1038544|Arg|GCG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTCGCCTAGCCAGGAT-AGGGCGCTGGCCTGCGGAGCCAGTT-------------------TTCAGGGGTTCAAATCCCCTCCCGGGCG----
>At0079|Csym|Crenarchaeota|Cenarchaeum symbiosum|271171|271071|Ser|GGA|271133|271120|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTCGCCTAGCCTGGTT-AGGGCGCGCGCCTGGAAAGCGCGTT-------------------ATCGGGAGTTCGAATCTCCCTCCCGGCGCCA-
>At0161|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1960401|1960497|Ser|GCT|1960440|
1960451|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATCGCCTAGCCTGGTT-AGGGCGGCGGCCTGCTAAGCCGTTG-------------------G-CGTGGGTTCAAATCCCACTCCCGGCG----
>At2201|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|152550|152637|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTCGCCTAGCCTGGCC-AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0390|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|864114|864198|Ser|GCT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTCGCCTAGCCTGGT--AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0103|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|455560|455647|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTCGCCTAGCCTGGT--AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0443|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|72657|72570|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTCGCCTAGCTCGGT--AGGGCGGAGGCCTGCTAAGCCTCTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0557|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|2064049|2063961|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTCGCCTAGCCCGGTT-AGGGCGGCGGCCTGCTAAGCCGCTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0487|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|49832|49748|Ser|GCT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTCGCCTAGCCAGGT--AGGGCGGCGGCCTGCTAAGCCGCTG-------------------A-CGCGGGTTCAAATCCCGCCCTCGGCG----
>At0020|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|192778|192691|Ser|GCT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTCGCCTAGCCTGGCC-AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CGCGGGTTCAAATCCCGCCCGCGGCGCCA-
>At1796|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|894809|894895|Ser|GCT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCCTAGCCTGGT--AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CCGGGGTTCAAATCCCCGCCGCGGCGCCA-
>At1922|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|995072|995157|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCCTAGCCTGGT--AGGGCGCCGGCCTGCTAAGCCGGTG-------------------A-CCGGGGTTCAAATCCCCGCCGCGGCGCCA-
>WENV078520|AAQK01000174|Gut microbiome of Human (healthy human stool sample 7)||606|521|Leu|TAG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTGCCCGAGA--GGCCAAAGGGGACAGGCTTAGGACCTGTTG-------------------A-CCAGGGTTCAAATCCCTGCTCCCGCATTC-
>At0913|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1050938|1050856|Leu|TAG|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGA--GGCCAAAGGGGACAGGCTTAGGACCTGTTG-------------------A-CCAGGGTTCAAATCCCTGCTCCCGCA----
>At1560|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|337323|337406|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCT-GGCCAAAGGGGACAGGCTTAGGACCTGTTG-------------------C-CCAGGGTTCGAATCCCTGCTCCCGCA----
>At1678|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1160209|
1160126|Leu|TAG|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCT-GGCCAAAGGGGACAGGCTTAGGACCTGTTG-------------------A-CCAGGGTTCGAATCCCTGCCCCCGCA----
>WENV078526|AAQK01000290|Gut microbiome of Human (healthy human stool sample 7)||1022|935|Leu|TAA|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCAAGGGTGCCCGAGC--GGCCAAAGGGGGAGGACTTAAGATCCTCTG-------------------TTCGAGGGTTCGAATCCCTTCCCTTGCACTAT
>At0900|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|554355|554273|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCAAGGGTGCCCGAGC--GGCCAAAGGGGGAGGACTTAAGATCCTCTG-------------------TTCGAGGGTTCGAATCCCTTCCCTTGCA----
>At1669|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1577114|
1577196|Leu|TAA|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTGCCCGAGC--GGCCAAAGGGGGAGGACTTAAGATCCTCTG-------------------TTCGAGGGTTCGAATCCCTTCCCCTGCA----
>At1577|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|407387|407304|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTGCCCGAGCT-GGCCAAAGGGGGTGGACTTAAGATCCTCTG-------------------A-CGTGGGTTCAAATCCCATCTCCTGCA----
>At0424|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|499438|499521|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCA-GGTCAAAGGGGGCGGACTTAAGATCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0526|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|462371|462454|Leu|TAA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCT-GGTCAAAGGGGGCGGACTTAAGATCCGCTG-------------------G-CGTGGGTTCAAGTCCCACCCCCCGCA----
>At0432|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|799285|799369|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCAAGGTCAAAGGGGGCGGACTGAGGCTCCGCTG-------------------G-CGTGGGTTCAAGTCCCACCCCCCGCA----
>At0434|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|1111007|1111090|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCT-GGTCAAAGGGGGCGGACTCAAGATCCGCTG-------------------A-CGCGGGTTCAAATCCCGTCCCCCGCA----
>At0484|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|837019|837118|Leu|CAA|837058|837073|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCT-GGTCAAAGGGGGCGGACTCAAGATCCGCTG-------------------TTCGCGGGTTCAAATCCCGTCCCCCGCA----
>At0165|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2154234|2154333|Leu|CAG|2154274|
2154288|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGTCAAAGGGGGTAGGCTCAGGCCCTACTG-------------------G-CGCGGGTTCAAATCCCGCCCCCCGCA----
>At0181|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1961505|1961421|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGCCAAAGGGGGTAGGCTTAGGCCCTACTG-------------------G-CGCGGGTTCAAATCCCGCCCCCCGCA----
>At0150|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|684543|684627|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGCCAAAGGGGGTGGACTGAGGCTCCACTG-------------------G-CGCGGGTTCAAATCCCGCCCCCCGCA----
>At0479|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|639035|639119|Leu|CAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGTCGAAGGGGGTAGGCTCAGGCCCTACTG-------------------T-CGCGGGTTCAAATCCCGCCCCCCGCA----
>At0482|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|664870|664954|Leu|TAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGTCAAAGGGGGCAGGCTTAGGCCCTGCTG-------------------G-CACGGGTTCAAATCCCGTCCCCCGCA----
>At0512|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|2135500|2135416|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGGCAAAGGGGGCGGACTGAGGCTCCGCTG-------------------G-CACGGGTTCAAATCCCGTCCCCCGCA----
>At0580|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|643896|643983|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGACAAAGGGGGCGGACTTAGGCTCCGCTG-------------------G-CCCGGGTTCGAATCCCGGCCCCCGCACCA-
>At0572|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|465061|465148|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGTCAAAGGGGGCGGACTGAGGCTCCGCTG-------------------G-CCCGGGTTCGAATCCCGGCCCCCGCACCA-
>At0593|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|426125|425998|Leu|CAG|426092|426070||
426062|426046||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCTAGGTCAAAGGGGGCGGACTCAGGCTCCGCTG-------------------G-CCCGGGTTCGAATCCCGGCCCCCGCACCA-
>At0177|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|1701534|1701439|Leu|CAA|1701495|
1701484|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGATGCCCGAGCT-GGTCCAAGGGGGCGGACTCAAGATCCGCTG-------------------ATCCGGGGTTCAAATCCCCGTCCCCGCA----
>At0478|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|637164|637263|Leu|TAA|637204|637218|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGTCAAAGGGGGCGGACTTAAGATCCGCTG-------------------G-CACGGGTTCAAATCCCGTCCCCCGCA----
>At0564|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|321677|321786|Leu|TAA|321710|321731|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGACAAAGGGGGCGGACTTAAGATCCGCTG-------------------G-CCCGGGTTCGAATCCCGGCCCCCGCACCA-
>At0601|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|563512|563409|Leu|CAA|563479|563464|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTTAAAGGGGGCGGACTCAAGATCCGCTG-------------------G-CCCGGGTTCGAATCCCGGCCCCCGCACCA-
>At1862|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1443697|1443610|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGCCGGACTTAAGATCCGGTG-------------------G-CGCGGGTTCGAATCCCGCCCCCCGCACCA-
>At1952|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1323082|1322995|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGGCGGACTTAAGATCCGCTG-------------------G-CGCGGGTTCGAATCCCGTCCCCCGCACCA-
>At1298|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|563671|563760|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGCGCCCGAGCCTGGTCGAAGGGGGCGGACTTAAGATCCGCTG-------------------GTCCCGGGTTCAAATCCCGGCCCCCGCACCA-
>At1301|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|589641|589730|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGCGCCCGAGCCTGGTCAAAGGGGCGGGAATGAGGATCCCGTG-------------------GTCCCGGGTTCAAATCCCGGCCCCCGCACCA-
>At1318|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|674645|674556|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCGGGGGCGCCCGAGCCTGGTCAAAGGGGCGGGACTTAGGATCCCGTG-------------------GTCCCGGGTTCAAATCCCGGCCCCCGCACCA-
>At0139|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1343694|1343607|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCGAAGGGGGCGGGCTCAAGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0006|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|446761|446848|Leu|CAA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGGCGAAGGGGGCGGGCTCAAGACCCGTTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0128|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|369919|369832|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGGCGGGCTTAAGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0119|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1630705|1630792|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGGCGGGCTCAGGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0122|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|7984|7897|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGGCGGGCTGAGGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0100|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|373701|373788|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGGCGGGCTTAGGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0388|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|841469|841590|Leu|TAA|841509|841542|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGTCAAAGGGGGCGGACTTAAGATCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0409|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|643064|642942|Leu|CAA|643024|642990|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTTAAAGGGGGCGGACTCAAGATCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0034|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|492006|491919|Leu|TAA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGGCGGGCTTAAGACCCGTTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At2212|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1069318|1069404|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGCCCGGA-AAAGGGGGCGGGCTTAAGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCGGCACCA-
>At0522|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|367158|367258|Leu|CAG|367198|367213|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCAAGGTCAAAGGGGTCGGGCTCAGGCCCCGATG-------------------G-CGTGGGTTCAAGTCCCACCCCCCGCA----
>At0550|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|465388|465288|Leu|TAG|465348|465333|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCAAGGTCAAAGGGGTCGGGCTTAGGCCCCGATG-------------------G-CGTGGGTTCAAGTCCCACCCCCCGCA----
>At0458|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|716550|716448|Leu|TAG|716510|
716493|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCAAGGTCAAAGGGGTCGGGCTTAGGCCCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0426|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|512779|512878|Leu|CAG|512819|
512833|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCAAGGTCAAAGGGGTCGGGCTCAGGCCCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0376|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|558427|558514|Leu|CAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCATGGTCAAAGGGGTCGGGCTCAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At2211|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1000816|1000903|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGTCGGGCTCAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0028|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|369232|369145|Leu|TAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGTCGGGCTTAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0042|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1178929|1178842|Leu|GAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGTCGGGCTGAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0408|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|633338|633251|Leu|TAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGTCAAAGGGGTCGGGCTTAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At2209|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|882087|882174|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGCCTGGCCAAAGGGGTCGGGCTTAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCGGCACCA-
>At0243|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1351184|1351268|Leu|TAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTTAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0211|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|2020794|2020881|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTTAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0295|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1026727|1026811|Leu|GAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTGAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0344|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1678319|1678403|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTCAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0194|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1217578|1217665|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTCAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0198|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1420272|1420359|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTGAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0315|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|603197|603113|Leu|CAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGCCAAAGGGGCAGGGCTCAAGACCCTGTG-------------------A-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0367|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1456990|1456906|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGCCAAAGGGGCAGGGCTCAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>ENV09004098|ADKH01001090|Hot springs metagenome ctg_1106445186506||1120|1207|Leu|CAA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCGGGGGTGCCCGAGCCAGGCCAAAGGGGCAGGGCTCAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0269|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1531664|1531580|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGCTTAAGACCCTGTG-------------------G-CGTGGGTTCGAATCCCACCCCCCGCA----
>At0322|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1647452|1647368|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGCTTAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0208|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1959975|1960062|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGCTTAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0383|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|767378|767465|Leu|GAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGTCAAAGGGGCCGGGTTGAGGACCCGGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0027|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|340125|340001|Ser|CGA|340087|340052|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGGCGGGCTCGAGACCCGTTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At0041|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1163580|1163492|Ser|GGA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGTCCAAGGGGACGGGCTGGAGACCCGTTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At0035|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|872084|871996|Ser|TGA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGGCGGGCTTGAGACCCGTTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At0164|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2154080|2154188|Ser|CGA|2154118|
2154141|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACCAAGGGGGTAGGCTCGAGACCTACTG-------------------A-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0505|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|641038|640931|Ser|CGA|641001|640978|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GG-TCAAGGGGGTAGGCTCGAGACCTACTG-------------------A-CACGGGTTCGAATCCCGTCCCCGGCG----
>At0521|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|367006|367116|Ser|CGA|367044|367069|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACTAAGGGGGTAGGCTCGAGACCTACTG-------------------A-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0377|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|563621|563770|Ser|CGA|563659|563718|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACTAAGGGGGTAGGCTCGAGACCTACTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At2222|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1252098|1251982|Ser|CGA|1252060|
1252034|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGCCCAAGGGGGTGGGCTCGAGACCCACTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At2243|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|62894|62806|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGCCCAAGGGGGTGGCCTGGAGAGCCACTC-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At2118|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|308534|308618|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTGCCCGAGC--GGACCAAGGGGTTCGGCTTGAGACCGAATC-------------------G-CGGGGGTTCGAATCCCCCCGGCGGCG----
>At2138|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|253445|253361|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTGCCCGAGC--GGACCAAGGGGTTCGGCTGGAGACCGAATC-------------------G-CGGGGGTTCGAATCCCCCCGGCGGCG----
>At2125|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|486338|486422|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTGCCCGAGC--GGCCCAAGGGGGAGGGCTCGAGACCCTCTC-------------------G-CGGGGGTTCGAATCCCCCCGGCGGCG----
>At0387|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|810962|811050|Ser|GGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACTAAGGGGCTGGCCTGGAGAGCCAGTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At0099|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|373519|373640|Ser|CGA|373557|
373589|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGTCCAAGGCGGTGGGCTCGAGACCCACTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0575|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|536447|536563|Ser|CGA|536480|536493||
536499|536513||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGACCAAGGCGGTGGACTCGAGATCCACTG-------------------G-CCCGGGTTCGAATCCCGGCCCCGGCGCCA-
>At0586|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|231236|231134|Ser|TGA|231203|231189|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGT--GGACTAAGGCGGTGGACTTGAGATCCACTA-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCGCCA-
>At0576|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|538958|539045|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCCGGGGTGGCCGAGC--GGACCAAGGCGATGGCCTGGAGAGCCATTA-------------------G-CCCGGGTTCGAATCCCGGCCCCGGCGCCA-
>At0114|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1326254|1326341|Ser|TGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGTCCAAGGGGCCGGCCTTGAGAGCCGGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0115|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1593236|1593323|Ser|GGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGTCCAAGGGGCCGGCCTGGAGAGCCGGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCGCCA-
>At0144|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|40090|40185|Ser|GGA|40128|
40139|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACCAAGGGGCTGGCCTGGAGAGCCAGTA-------------------A-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0145|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|53455|53550|Ser|TGA|53493|
53504|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACCAAGGGGCTGGCCTTGAGAGCCAGTA-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0457|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|648852|648769|Ser|TGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGTCCAAGGGGCTGGCCTTGAGAGCCAGTA-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0500|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|341916|341832|Ser|TGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGT--GGTCCAAGGGGCTGGCCTTGAGAGCCAGTA-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0452|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|542643|542559|Ser|GGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGT--GGACTAAGGGGCTGGCCTGGAGAGCCAGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0523|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|416128|416222|Ser|TGA|416166|416176|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGT--GGACTAAGGGGCTGGCCTTGAGAGCCAGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0495|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|185227|185144|Ser|GGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACTAAGGGGCTGGCCTGGAGAGCCAGTG-------------------G-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0393|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1017186|1017274|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGTCTAAGGGGCTGGCCTTGAGAGCCAGTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At0515|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|282974|283057|Ser|GGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGTCTAAGGGGGCGGCCTGGAGAGCCGTTG-------------------G-CGCGGGTTCAAGTCCCGCCCCCGGCG----
>At2215|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1245035|1245121|Ser|TGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGCCCAAGGGGCCGGCCTTGAGAGCCGGTG-------------------G-CGCGGGTTCGAATCCCGCCCCCGGCGCCA-
>At0209|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|2007525|2007609|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTGGAGATCCCGTC-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCG----
>At0332|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|543361|543448|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTGGAGATCCCGTC-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCGCCA-
>At0217|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|380284|380200|Ser|CGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTCGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0281|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|2095913|2095791|Ser|CGA|
2095882|2095861||2095853|2095841||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTCGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCGCCA-
>At0294|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|951001|951098|Ser|GGA|951039|
951051|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTGGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0239|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|666900|667002|Ser|TGA|666938|
666952|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTTGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCGCCA-
>At0288|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|514425|514522|Ser|TGA|514463|
514475|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTTGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0336|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|624754|624857|Ser|CGA|624792|
624807|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCTAAGGCGCGGGACTCGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCGCCA-
>At0210|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|2007730|2007814|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGTT-GGTCCAAGGCGCGGGCCTGCTAAGCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0333|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|543576|543663|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGTT-GGTCCAAGGCGCGGGCCTGCTAAGCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCGCCA-
>At0967|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1488301|1488418|Ser|CGA|
1488323|1488354|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTGGCAGAGC--GGACTAACGCGGCAGGCTCGAGACCTGTTT-------------------G-CTTGGGTTCGAATCCCAACCTCGGCG----
>At0174|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|166445|166334|Cys|GCA|166416|
166397||166387|166371||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGTCTAAGGCGGCGGGCTGCAGACCCGTTA-------------------TTCGCGGGTTCAAATCCCGCCCCCGGCT----
>At0402|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1106557|1106680|Cys|GCA|1106595|
1106640|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCCGGGGTGGCCGAGC--GGTCTAAGGCGGCGGGCTGCAGACCCGCTT-------------------ACCGCGGGTTCGAATCCCGCCCCCGGCTCCA-
>At0568|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|420870|421000|Cys|GCA|420900|420925||
420933|420960||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGA--GGTC-AAGGCGTCGGGCTGCAGACCCGATA-------------------TTCCCGGGTTCGAGTCCCGGCCCCGGCTCCA-
>At2199|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|56438|56542|Cys|GCA|56476|56502|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGCCTAAGGGGTCGGGCTGCAGACCCGATC-------------------CTCCCGGGTTCGAATCCCGGCCCCGGCTCCA-
>At0047|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1391457|1391362|Cys|GCA|1391419|1391402|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGTCTAAGGCGGCGGGCTGCAGACCCGTTA-------------------TTCCCGGGTTCGAATCCCGGCCCCGGCTCCA-
>At0567|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|394845|394954|Ser|GCT|394879|394900|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGGCGGATTGCTAATCCGTTA-------------------G-CCCGGGTTCGAATCCCGGCCCCGGCGCCA-
>At1299|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|566035|566125|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGCGGCCGAGCCCGGTCCAAGGCGCGGGACTTGAGATCCCGTG-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCGCCA-
>At1322|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1552920|1552830|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGCGGCCGAGCCCGGTCCAAGGCGCGGGATTGGAGATCCCGTG-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCGCCA-
>At1310|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1670465|1670555|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGCGGCCGAGCCCGGTCCAAGGCGCGGGACTGCTAATCCCGTG-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCGCCA-
>At2112|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|161947|162030|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTGCCCGAGC--GGTCGAAGGGGTCGGGCTTAGGACCCGATG-------------------GTCCGGGGTTCGAATCCCCGCGGCCGCA----
>At2117|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|304059|304142|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTGCCCGAGC--GGTCGAAGGGGTCGGGCTCAAGACCCGATG-------------------GTCCGGGGTTCGAATCCCCGCGGCCGCA----
>At2124|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|476845|476928|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTGCCCGAGC--GGACAAAGGGGCCAGGTTGAGGTCCTGGTG-------------------G-CCGGGGTTCGAATCCCCGCGGCCGCA----
>At2141|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|279015|278931|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTGCCCGAGCT-GGCCAAAGGGGTCGGGCTTAAGACCCGATG-------------------G-CCGGGGTTCGAATCCCCGCGGCCGCA----
>ENV004068|DQ314493|Environmental sample from ENV division of INSDC||31442|31520|Cys|GCA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCAAGGTGGCAGAGCCTGGCCTAACGCGTCCGCCTGCAGAGCGGATC-------------------ATCGCCGGTTCAAATCCGGCCCTTGGCTTCA-
>At0842|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|73400|73475|Cys|GCA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTGGCAGAGCCTGGCCTAACGCGTCCGCCTGCAGAGCGGATC-------------------ATCGCCGGTTCAAATCCGGCCCTTGGCT----
>At0814|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1880755|1880830|Cys|GCA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTGGCAGAGTTCGGCCTAACGCGGCGGCCTGCAGAGCCGCTC-------------------ATCGCCGGTTCAAATCCGGCCCTTGGCT----
>At0766|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|2637802|2637877|Cys|GCA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTGGCAGAGTCTGGCCTAACGCAGCGGCCTGCAGAGCCGCCC-------------------ATCGCCGGTTCAAATCCGGCCCTTGGCT----
>At0771|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|99037|98954|Ser|TGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGTGGGATGGCAGAGC--GGCCTATTGCGCCTGCCTTGAAAGCAGGTA-------------------TTCCTGGGTTCAAATCCCAGTCCCACCG----
>At1720|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1484046|1483965|Ser|TGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGTGGGATGGCAGAGT--GGCCCATTGCGTCTGCCTTGAAAGCAGATG-------------------CTCCTGGGTTCAAATCCCAGTCCCACCG----
>At0881|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2275833|2275750|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGTGGGATGGCGGAGT--GGACTAACGCGCCTGCCTTGAGAGCAGGTG-------------------CTCCTGGGTTCAAATCCCAGTCCCACCG----
>At0825|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|920358|920276|Ser|TGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGTGAGGTGGCAGAGC--GGCCTATTGCGCCGGTCTTGAAAACCGGTG-------------------CTCCTGGGTTCGAATCCCAGCCTCACCG----
>WENV078521|AAQK01000174|Gut microbiome of Human (healthy human stool sample 7)||738|659|Glu|TTC|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCTCCGGTGGTGTAGTCCGGCCAATCATTTCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCATTTA
>At1559|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|337144|337218|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGTCCGGCCAATCATTTCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGTCGGAGCA----
>At0914|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1051069|1050995|Glu|TTC|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGTCCGGCCAATCATTTCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCA----
>At1679|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1160328|
1160254|Glu|TTC|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTTCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCAAATCCCGGCCGGAGCA----
>At0989|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|157872|157795|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCAGCCTTTCGAGCTGAAA-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>At1380|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|1681890|1681967|Glu|TTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>ENV000764|AM114193|Environmental sample from ENV division of INSDC||1335580|1335657|Glu|TTC|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GCTCCGGTAGTGTAGTCCGGCCAATCATGTCGGCCTTTCGAGCCGACG-------------------A-CTCGGGTTCGAATCCCGACCGGAGCATTA-
>At2069|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|1335580|1335654|Glu|TTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATGTCGGCCTTTCGAGCCGACG-------------------A-CTCGGGTTCGAATCCCGACCGGAGCA----
>At0826|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|990847|990773|Glu|CTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGTTGGTGTAGTCCGGCCAATCATCTTGCCCTCTCACGGCAAGG-------------------A-CTAGGGTTCAAATCCCTGACGGAGCA----
>At1714|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|700944|700870|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGTTGGTGTAGTCCGGCCAATCATCTTGCCCTCTCACGGCAAGG-------------------A-CCAGGGTTCGAATCCCTGACGGAGCA----
>At0873|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|1689734|1689660|Glu|CTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGTTGGTGTAGTCCGGCCAATCATCTTGCCCTCTCACGGCAAGG-------------------A-CTTGGGTTCAAATCCCAAACGGAGCA----
>At0774|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|709124|709050|Glu|CTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGTTGGTGTAGTCCGGCCAATCATATCACCCTCTCACGGTGATG-------------------A-CTAGGGTTCAAATCCCTGACGGAGCA----
>At0777|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|970207|970133|Glu|TTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGGTTGGTGTAGTCCGGCCAATCATCTTGGCCTTTCGAGCCGAGG-------------------A-CCAGGGTTCAAATCCCTGACCGAGCA----
>At0805|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|982991|983065|Glu|TTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGGTTGGTGTAGTCCGGCCAATCATGTTGGCCTTTCGAGCCGACG-------------------A-CCAGGGTTCAAATCCCTGACCGAGCA----
>At0856|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2299050|2299124|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGGTTGGTGTAGTCCGGCCAATCATGTTGGCCTTTCGAGCCGACG-------------------A-CAGGGGTTCGAATCCCCTACCGAGCA----
>At1726|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1941912|1941838|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCGCTTGGTGTAGCCCGGCCAATCATATTGGCCTTTCGAGCCGATG-------------------A-CAGGGGTTCAAATCCCCTAGCGAGCA----
>At1732|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|231309|231383|Glu|TTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGTCCGGCCAAGCATTCCGGCCTTTCGAGCCGATG-------------------A-CTCGGGTTCAAATCCCGACCGGAGCA----
>At0927|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|358869|358943|Glu|TTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGTCCGGCCAATCATGCGGGCCTTTCGAGCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGAGCA----
>At1016|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1029319|1029393|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATGCAGGCCTTTCGAGCCTGCG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1058|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1700176|1700250|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATCCGGCCCTTTCGAGGCCGGG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1173|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1376273|1376347|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGTCCGGCCAATCATGCTGGCCTTTCGAGCCAGCG-------------------A-CTCGGGTTCAAATCCCGGCCGGAGCA----
>At0614|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|788605|788695|Glu|TTC|788645|
788660|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGCCCGGCCAATCATTCCGGCCTTTCGAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGAGCA----
>ENV000746|AM114193|Environmental sample from ENV division of INSDC||141433|141354|Glu|CTC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCTCCGATAGTGTAGACCGGCCAATCATGACGGACTCTCACTCCGTCG-------------------A-CTGGGGTTCAAATCCCCATCGGAGCACTGA
>At2082|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|141432|141358|Glu|CTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGACCGGCCAATCATGACGGACTCTCACTCCGTCG-------------------A-CTGGGGTTCAAATCCCCATCGGAGCA----
>At1399|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|5042745|5042819|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGCTCGGCCAATCATTCAGGACTCTCACTCCTGCG-------------------A-CTGGGGTTCAAATCCCCATCGGAGCA----
>At1006|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|2427741|2427664|Glu|CTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGCACGGCCAATCATACAGGACTCTCACTCCTGCG-------------------A-CTGGGGTTCGAATCCCCATCGGAGCACCA-
>At1259|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1698223|1698297|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGCTATAGTGTAGACCGGCCAATCATGCAGGACTCTCACTCCTGCG-------------------A-CTGGGGTTCGAATCCCCATAGCAGCA----
>At1332|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|533761|533835|Glu|CTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGCTCGGCCAATCATGAAGGACTCTCACTCCTTCG-------------------A-CTAGGGTTCAAATCCCTACCGGAGCA----
>At0661|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1451410|1451484|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGCTATAGTGTAGACCGGCCAATCATGCGGGCCTTTCACGCCCGCG-------------------A-CTGGGGTTCAAATCCCCATAGCAGCA----
>At0663|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1927535|1927609|Glu|CTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGCTATAGTGTAGACCGGCCAATCATGCGAGCCTCTCACGCTCGCG-------------------A-CAGGGGTTCAAATCCCCTTAGCAGCA----
>At1602|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|778389|778463|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|



-GCTGATATAGTGTAGTCCGGCCAATCATGTCGGCCTTTCACGCCGACG-------------------A-CTGGGGTTCGAATCCCCATATCAGCA----
>At1744|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|904112|904186|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCCGTGGTGTAGTCCGGCCAAGCATTAGGGACTCTCAATCCCCCG-------------------A-CTCGGGTTCAAATCCCGACGGGAGCA----
>At1305|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1413744|1413873|Glu|TTC|1413767|1413797||
1413815|1413835||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGCGGTGTAGCTCGGTCAATCATGCGGGACTTTCGATCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1309|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|1659600|1659729|Glu|TTC|1659623|1659653||
1659671|1659691||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGCGGTGTAGCCCGGTCAATCATGCGGGACTTTCGATCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1814|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1103182|1103105|Glu|CTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAATCATGCGGGACTCTCGATCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0637|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1155813|1155739|Glu|CTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGCCCGGCCAATCATACGGGACTCTCGATCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGAGCA----
>ENV004167|DQ397578|Environmental sample from ENV division of INSDC||22613|22691|Glu|CTC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCTCCTGTGGTGTAGTCCGGCCAAGCATACTGCCCTCTCAAGGCAGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGAGCATTA-
>At0082|Csym|Crenarchaeota|Cenarchaeum symbiosum|1167038|1166963|Glu|CTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCTGTGGTGTAGTCCGGCCAAGCATACTGCCCTCTCAAGGCAGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGAGCA----
>ENV004221|DQ397845|Environmental sample from ENV division of INSDC||31278|31356|Glu|CTC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCTCCTGTGGTGTAGTCCGGCCAAGCATACTGCCCTCTCAAGGCAGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGAGCATCA-
>At1036|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1377578|1377504|Asp|GTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGAGCG----
>At1093|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1072456|1072530|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGGGCG----
>At0941|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|864064|864141|Asp|GTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTGGTGGTGTAGCCCGGCCTATCATACGGGACTGTCACTCCCGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGGGCGCCA-
>At1933|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1769612|1769689|Asp|GTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTGGTGTAGCCCGGCCCATCATACGGGACTGTCACTCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCCGGGCGCCA-
>At1869|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1557852|1557775|Asp|GTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTGGTGTAGCCCGGCCTATCATGCGGGACTGTCACTCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCCGGGCGCCA-
>At0628|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|235858|235749|Asp|GTC|235818|
235784|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTGGTGTAGTCCGGCCTATCATGCGGGCCTGTCGAGCCCGCG-------------------A-CTCGGGTTCAAATCCCGGCCCGGGCG----
>At1317|Mkan_AV19|Euryarchaeota|Methanopyrus kandleri AV19|657703|657626|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGCGGTGTAGCCCGGTCTATCATCCGGGCCTGTCGAGCCCGGG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCGCCA-
>At1818|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1397625|1397548|Glu|TTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAAACATGCGGGCCTTTCGAGCCCGCG--------------------CCCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1878|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|539375|539452|Glu|TTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGCCAAACATGCGGGCCTTTCGAGCCCGCG--------------------CCCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1335|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|705107|705181|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGCCAGGTCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCAAATCCCGACCGGAGCA----
>At0088|Csym|Crenarchaeota|Cenarchaeum symbiosum|1695909|1695832|Asp|GTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTTGTAGTATAGCCCGGTCTAGAATTCGGCCCTGTCACGGCTGAG-------------------A-CGCGTGTTCAAATCCCGCCGAGGGCGCCA-
>CA_fS100003|Nequ_KIN4M|Nanoarchaeota|Nanoarchaeum equitans Kin4-M|331719|487064|Glu|CTC|331759|
487029|||||This tRNA (splitted-tRNA or trans-spliced tRNA) was created from two separate gene 
segments for their 5'- and 3'-halves (Randau et al., Nature, 2005). Position; 
join(complement(331719..331758),487030..487064).|GIB in DDBJ|
-GCCCCCGTGGTGTAGCCAGGTCTAGCATACGGGGTTCTCGTCCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGGGGCA----
>At0120|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1655763|1655840|Asp|GTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCTGGCCCAGTATGCGGGCCTGTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCGCCA-
>At0004|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|372080|372278|Asp|GTC|372120|372240|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCTGGACTAGTATGCGGGCCTGTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCGCCA-
>At0283|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|178202|178311|Asp|GTC|178239|
178256||178281|178297||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTATAGCCCGGACTAGTATGCGGGCCTGTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCG----
>At0346|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1685379|1685497|Asp|GTC|1685382|
1685402||1685428|1685447||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTATAGCCCGGACTAGTATGCGGGCCTGTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCGCCA-



>At0381|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|667818|667892|Asp|GTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCCGTAGTATAGCCCGGCCTAGTATGCGGGCCTGTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGGGGCG----
>At0013|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1139987|1140064|Glu|CTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGCCCAGTATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCACCA-
>ENV09004083|ADKH01000143|Hot springs metagenome ctg_1106445186506||294|219|Glu|CTC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCCGCGGTAGTATAGCCCGGCCCAGTATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCAC---
>At0046|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1391318|1391241|Glu|TTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGCCCAGTATGCGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCACCA-
>At0141|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1600133|1600056|Glu|CTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGCCAAGTATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCACCA-
>At0420|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|395126|395216|Glu|TTC|395149|
395164|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGTCAAGTATGCGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0162|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|2096337|2096425|Glu|TTC|2096360|
2096373|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGCCAAGTATGCGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0127|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|130216|130139|Glu|TTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGCCAAGTATGCGGGCCTTTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCACCA-
>At0395|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1038694|1038805|Glu|CTC|1038742|
1038778|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGTATAGCCCGGCCAAGTATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCGGCA----
>At2230|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1150195|1150118|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGTATAGTCCGGCCAAGTATGCGGGCCTCTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCGGCACCA-
>At0406|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|622722|622648|Glu|TTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGTATAGCCCGGCCAAGTATGCGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCGGCA----
>At2207|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|702165|702242|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGTATAGCCCGGCCAAGTATGCGGGCCTTTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCGGCACCA-
>At0151|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|773416|773505|Glu|CTC|773439|
773453|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGATAGTATAGCCCGGTCAAGTATGCAGGCCTCTCAAGCCTGTG-------------------G-CCCGGGTTCAAATCCCGGTCGCGGCA----
>At0549|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|371173|371083|Glu|CTC|371150|371135|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGTCAAGTATGCGGGCCTCTCAAGCCCGTG-------------------G-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0431|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|694093|694183|Glu|CTC|694116|
694131|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTACAGCCCGGTCAAGTATGCGGGCCTCTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0501|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|453321|453232|Glu|TTC|453298|453284|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTGGTTTAGCCCGGTCAAGAATGCGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0507|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|648313|648224|Glu|CTC|648290|648276|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTGGTTTAGCCCGGTCAAGAATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0167|Msed_DSM5348|Crenarchaeota|Metallosphaera sedula DSM 5348|56616|56542|Asp|GTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCAGTAGTCTAGCCCGGTCTAGGATGGGGGCCTGTCGAGCCCCTG-------------------A-CCCGGGTTCAAATCCCGGCTGCGGCG----
>At0562|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|268301|268409|Asp|GTC|268326|268340||
268362|268378||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTCGTCTAGT--GGTCCAGGATGGCGGCCTGTCGAGCCGCAG-------------------A-CCCGGGTTCGAATCCCGGCCGGGGCGCCA-
>At0191|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|487826|487945|Glu|TTC|487829|487849||
487907|487927||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGACAAGGATGTGGGCCTTTCGAGCCCATG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0307|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|51762|51637|Glu|TTC|51738|
51723||51709|51692||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGTCAAGGATGTGGGCCTTTCGAGCCCATG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0250|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|78642|78547|Glu|TTC|78639|
78619|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGTCAAGGATGTGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCA----
>At0365|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1020887|1020764|Glu|TTC|1020884|
1020864||1020832|1020808||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGTCAAGGATGTGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0222|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|895474|895379|Glu|CTC|895471|
895451|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGACAAGGATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCA----
>At0254|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|572485|572390|Glu|CTC|572482|
572462|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGTCAAGGATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCA----



>At0291|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|829919|830055|Glu|CTC|829943|
829960||829974|829995||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGTCAAGGATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0559|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|42110|42186|Gln|TTG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-AGCCCGGTGGTGTAGC--GGTCAAGCATGGCGGGCTTTGGACCCGCAG-------------------ATCCGGGGTTCGAATCCCCGCCGGGCTACCA-
>At0570|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|460512|460588|Gln|CTG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGCCCGGTGGTGTAGC--GGCCAAGCATGGCGGGCTCTGGCCCCGCAG-------------------ATCCGGGGTTCGAATCCCCGCCGGGCTACCA-
>At1424|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|4715951|4715877|Gln|TTG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGCCCTGTAGTGTAGCCAGGCCAATCACTCTTGACTTTGGATCAAGAA-------------------A-CCCCGGTTCAAATCCGGGCAGGGCAA----
>At0061|Csym|Crenarchaeota|Cenarchaeum symbiosum|372562|372666|Gln|CTG|372586|372600||372617|
372631||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGCCCGATAGTCTAGTCTGGCCAAGGATTCCGCGCTCTGGACGCGGAG-------------------A-CGGCAGTTCGAATCTGCCTCGGGCTA----
>At0599|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|538865|538745|Glu|TTC|538842|538826||
538800|538776||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTCGTCTAGCCCGGTCAAGGATATCGGCCTTTCGAGCCGAGG-------------------ATCCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0603|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|709883|709759|Glu|CTC|709860|709844||
709818|709790||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTCGTCTAGCCCGGTCAAGGATATCGGCCTCTCGAGCCGAAG-------------------ATCCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At0918|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1136303|1136230|Arg|GCG|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGATGGTGTAGTTTGGAT-AACACATAGGACTGCGGATCCTATT-------------------CCCC-GGGTTCAAATCCCGGTCGGGGCA----
>At1206|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1244132|1244205|Arg|CCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCACCGATAGGGTAGTCAGGAT-ATCCTATGGGCCTCCGGAGCCTATG-------------------ACTC-GGGTTCAAATCCCGACCGGTGCG----
>At1067|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|846707|846634|Arg|GCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTCATGGGGTAGGTAGGAT-ATCCTCGCGGACTGCGGATCCGTGG-------------------ACTC-GGGTTCAAATCCCGATGGGGGCG----
>At1132|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|700097|700170|Arg|GCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTCATGGGGTAGCTAGGAT-ATCCTCGCGGACTGCGGATCCGTGG-------------------ACTC-GGGTTCAAATCCCGATGGGGGCG----
>At1175|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1603084|1603157|Arg|GCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTCATGGGGTAGTTAGGAT-ATCCTCGCGGACTGCGGATCCGTGG-------------------ACTC-GGGTTCAAATCCCGATGAGGGCG----
>At1025|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|503984|503911|Arg|GCG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCTGTGGGTTAGTTAGGAT-ATGCTTGCGAACTGCGGATTCGCAG-------------------ACTC-GGGTTCAAATCCCGGCAGGAGCG----
>At0699|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2364235|2364162|His|GTG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAGGGTAGGGTAGTCTGGTT-ATCCTAAGGGGCTGTGGATCCCTCG-------------------ACCC-GGGTTCAAATCTCGGCCCTGGCC----
>At1781|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|296677|296753|His|GTG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGTGTAGCCTGGTT-AGCACAGGGGACTGTGGATCCCCTA-------------------GCCC-GGGTTCAAATCCCGGCCCCGGCCCCA-
>At0574|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|536194|536296|His|GTG|536240|536265|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGTGTAGCCTGGG--AACACGTCGGCCTGTGGAGCCGAAG-------------------ACCCCGGGTTCAAATCCCGGCCGAGGCCCCA-
>WENV078530|AAQK01000356|Gut microbiome of Human (healthy human stool sample 7)||648|560|Leu|GAG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCGGGGGTGGTCGAGT--GGTCAAAGGCGATAGGTTGAGGGCCTATTG-------------------TTCGCGGGTTCAAGTCCCGTCTCCCGCACTTT
>At0894|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|1666301|1666384|Leu|GAG|
0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGGTCGAGT--GGTCAAAGGCGATAGGTTGAGGGCCTATTG-------------------TTCGCGGGTTCAAGTCCCGTCTCCCGCA----
>At1570|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1289102|1289185|Leu|GAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGGTCGAGC--GGTCAAAGGCGATAGGTTGAGGGCCTATTG-------------------TTCGCGGGTTCGATTCCCGTCTCCCGCA----
>At1648|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|568080|568163|
Leu|GAG|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTGGTCGAGC--GGTCAAAGGCGCTAGGTTGAGGGCCTAGTG-------------------TTCGCGGGTTCGAATCCCGTCCCCTGCA----
>At1638|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|3068332|3068248|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTATCCGAGCCAGGTCAAAGGAGCAAGGTTGAGGGCCTTGTC-------------------TTCGAGCGTTCAAATCGCTTCCCTCGCA----
>ENV004157|DQ397567|Environmental sample from ENV division of INSDC||6909|6998|Leu|CAG|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCGGGAGTCGCCCAGCCCGGTCAAAGGCGTAAGGTTCAGGTCCTTATC-------------------A-CGTGGGTTCGAATCCCATCTCCCGCACCCT
>At0072|Csym|Crenarchaeota|Cenarchaeum symbiosum|1939286|1939370|Leu|CAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGAGTCGCCCAGCCCGGTCAAAGGCGTAAGGTTCAGGTCCTTATC-------------------A-CGTGGGTTCGAATCCCATCTCCCGCA----
>At0658|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1302714|1302798|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCTTGGGTTCGAATCCCATCCCTCGCA----
>At1197|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|310772|310856|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCAGGTCAACGGCGCTAGCTTGAGGGGCTAGTC-------------------TTCTTGGGTTCGAATCCCATCCCTCGCA----



>At1379|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|1320214|1320298|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTT-------------------TTCGTGGGTTCGAATCCCATCCCTCGCA----
>At1378|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|1320020|1320107|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTT-------------------TTCGTGGGTTCGAATCCCATCCCTCGCACCA-
>At1520|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2560527|2560614|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGTGGGTTCGAATCCCATCCCTCGCACCA-
>At0958|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|27289|27376|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGTGTGTTCGAATCACACCTCCCGCACCA-
>At0959|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|27449|27533|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGTGTGTTCGAATCACACCTCCCGCA----
>At1393|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|4085009|4085093|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGAGTTGCCCAGCCAGGTCAAAGGCGCCAGGTTCAGAGCCTGGTC-------------------TTCGTGCGTTCGAATCGCACCTCTCGCA----
>At1493|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4504921|4504837|Leu|CAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGAGTTGCCCAGCCAGGTCAAAGGCGCCAGGTTCAGAGCCTGGTT-------------------TTCGTGCGTTCGAATCGCACCTCTCGCA----
>At1256|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1232468|1232552|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGAGTTGCCAAGCCAGGTCAAAGGCGCCAGGTTCAGGGCCTGGTC-------------------TTCGCCGGTTCGAATCCGGCCTCTCGCA----
>At1258|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1528671|1528755|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCAGGTCAAAGGCGCCAGGTTGAGGGCCTGGTC-------------------TTCGTGAGTTCGAATCTCACCCCTCGCA----
>At1045|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|18648|18732|Leu|GAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCTGGTTAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGAGGGTTCGAATCCCTTCCCTCGCA----
>At1183|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|890985|890901|Leu|GAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCTGGTTAAAGGCGCTAGATTGAGGGTCTAGTC-------------------TTCGAGGGTTCAAATCCCTTCCCTCGCA----
>At1035|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1325718|1325634|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCAAGCCTGGCCAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGAGGGTTCGAATCCCTTCCCCCGCA----
>At0965|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|1140321|1140408|Leu|CAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGAGTTGCCCAGCCTGGCCAAAGGCGCTAGGTTCAGAGCCTAGTC-------------------TTCGAGGGTTCGAATCCCTTCTCTCGCACCA-
>At0662|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1760640|1760724|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCAGGTCAACGGCGCCAGGTTCAGGGCCTGGTC-------------------TTCTTGGGTTCGAATCCCATCCCTCGCA----
>At1235|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1360226|1360143|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCAGGTTAACGGCGCAGGGTTTAGGACCCTGTC-------------------TTCAAGGGTTCGAATCCCTTCCCTCGCA----
>At1208|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1283727|1283811|Leu|CAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAAGGTAGCCAAGCCAGGTTAAAGGCGCCAGCTTCAGGGGCTGGTC-------------------TTCTGGGGTTCGAATCCCTTCCTTCGCA----
>ENV000751|AM114193|Environmental sample from ENV division of INSDC||357613|357524|Leu|GAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCGGGGGTAGCCCAGACAGGTCAAAGGCGCAGGATTGAGGGTCCTGTT-------------------TTCGCGAGTTCAAATCTCGTCCCCCGCACTAG
>At2087|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|357612|357528|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTAGCCCAGACAGGTCAAAGGCGCAGGATTGAGGGTCCTGTT-------------------TTCGCGAGTTCAAATCTCGTCCCCCGCA----
>ENV000753|AM114193|Environmental sample from ENV division of INSDC||611686|611775|Leu|CAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCAGGGGTTGCCAAGTCAGGTCAAAGGCGCAGGATTCAGGGTCCTGTC-------------------TTCGCCGGTTCGAATCCGGCCCCCTGCACTAA
>At2062|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|611687|611771|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGCCAAGTCAGGTCAAAGGCGCAGGATTCAGGGTCCTGTC-------------------TTCGCCGGTTCGAATCCGGCCCCCTGCA----
>At1365|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1060604|1060522|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCAAG--AGGTCAAAGGCGCAGGGCTTAGGACCCTGTC-------------------TTCGCGGGTTCGACTCCCGTCCCCCGCA----
>At1281|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1153938|1153854|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCAGGTCAAAGGCGCTGGATTTAGGGTCCAGTC-------------------TTCAAGGGTTCGAATCCCTTCCCCCGCA----
>At1330|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|111084|111168|Leu|CAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCAAGTCAGGTCAAAGGCGCTGGATTCAGGGTCCAGTC-------------------TTCGTGGGTTCGAATCCCATCCCCCGCA----
>At1352|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1764345|1764429|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCAAGCATGGTCAAAGGCGCAGGATTGAGGGTCCTGTC-------------------TTCGCGGGTTCGAATCCCGTCCCCCGCA----
>At0608|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|398197|398279|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAG--CGGACAAAGGCGCAGGATTGAGGGTCCTGTC-------------------TTCGAGGGTTCGAATCCCTCCCCCCGCA----



>At0610|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|515561|515643|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAG--CGGACAAAGGCGCGGGATTCAGGGTCCCGTC-------------------TTCGAGGGTTCGAATCCCTCCCCCCGCA----
>At0629|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|319266|319184|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAG--CGGCCAAAGGCGCTGGATTTAGGGTCCAGTC-------------------TTCGAGGGTTCGAATCCCTCCCCCCGCA----
>At0632|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|766944|766847|Leu|CAA|766906|
766892|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAG--TGGCCAAAGGCGGTGGACTCAAGATCCACTC-------------------TTCGAGGGTTCGAATCCCTCCCCCCGCA----
>At1760|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|654775|654691|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATTGCCGAGCCAGGCCAAAGGCGATGGATTTAGGGTCCATTT-------------------TTCGGGGGTTCGAATCCCCCTCTCCGCA----
>At1778|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|1443023|1442939|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATTGCCGAGCCAGGACAAAGGCGATGGATTCAGGGTCCATTT-------------------TTCGGGGGTTCAAATCCCCCTCTCCGCA----
>At1969|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|669964|670048|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTGTCGAGACTGGCCAAAGGCGATGGATTCAGGGTCCATTC-------------------TTCGAGGGTTCAAATCCCTCCCTCCGCA----
>At1996|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|656418|656334|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTGTCGAGACTGGCCAAAGGCGATGGATTTAGGGTCCATTC-------------------TTCGAGGGTTCAAATCCCTCCCTCCGCA----
>At1987|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|15112|15028|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTGTCGAGACTGGTCAAAGGCGCCAGATTGAGGGTCTGGTT-------------------G-CGAGGGTTCAAATCCCTCCCTCCGCA----
>At1742|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|861295|861379|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTTGCCGAGACTGGACAAAGGCGCTAGATTGAGGGTCTAGTT-------------------TCCGCGGGTTCAAATCCCGTCCTCTGCA----
>At1975|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|1008253|1008337|Leu|CAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTTGCCGAGTCAGGTCAAAGGCGGCAGACTCAAGATCTGCCT-------------------TTCGCCGGTTCGAATCCGGCCCTCTGCA----
>At2020|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|1139566|1139650|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTTGCCGAGTCAGGTCAAAGGCGGCAGACTCAAGATCTGCTT-------------------TTCGCCGGTTCGAATCCGGCCCTCTGCA----
>At1771|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|948816|948732|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTACCGAGTCAGGTTAAAGGTGACAGACTCAAGATCTGTTC-------------------TTCGCCGGTTCAAATCCGACCCTCCGCA----
>At0685|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|1393977|1393893|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGATCGCCGAGCTTGGTCAAAGGCGCTGGATTTAGGGTCCAGTC-------------------TTCGCCGGTTCGAATCCGGCTCCTCGCA----
>At1624|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|677338|677254|Leu|CAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGATCGCCGAGCCAGGTCAAAGGCGTTAGGTTCAGGGCCTAATC-------------------TTCGCCGGTTCAAATCCGGCTCCTCGCA----
>At1614|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|2548309|2548393|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGATTGCCGAGCCAGGTCAAAGGCGACGGATTTAGGGTCCGTTC-------------------TCCGGGTGTTCAAATCGCCCTCCTCGCA----
>At0920|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|97629|97716|Leu|GAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTCGCCAAGCCAGGTCAAAGGCGCCAGATTGAGGGTCTGGTC-------------------TTCGCGGGTTCAAATCCCGTCCCCCGCACCA-
>ENV000757|AM114193|Environmental sample from ENV division of INSDC||938696|938609|Leu|TAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTAGCCCAGCCAGGTCAAAGGCGTAGGACTTAGGATCCTATC-------------------TTCGTGCGTTCGAATCGCACCCCCCGCACTT-
>At2092|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|938696|938612|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTAGCCCAGCCAGGTCAAAGGCGTAGGACTTAGGATCCTATC-------------------TTCGTGCGTTCGAATCGCACCCCCCGCA----
>At1425|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|5064696|5064612|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCTAGGTCAAAGGCGATGGGCTTAGGACCCATTT-------------------TTCGTGCGTTCGAATCGCACCCCTCGCA----
>At1511|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|945437|945521|Leu|TAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGATGGGCTTAGGACCCATTT-------------------TTCGTGCGTTCGAATCGCACCCCTCGCA----
>At0979|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|2437020|2437107|Leu|TAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGATGGGCTTAGGACCCATTT-------------------TTCGTGTGTTCGAATCACACCTCTCGCACCA-
>ENV000754|AM114193|Environmental sample from ENV division of INSDC||633281|633194|Leu|TAA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTAACCAAGTCAGGCCAAAGGTGCAGGACTTAAGATCCTGTC-------------------TTCAGGGGTTCGAATCCCTTCCCCCGCACTT-
>At2089|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|633281|633197|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTAACCAAGTCAGGCCAAAGGTGCAGGACTTAAGATCCTGTC-------------------TTCAGGGGTTCGAATCCCTTCCCCCGCA----
>At0651|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|119615|119697|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGAATATCTAAGT--GGCCAACAGAGGCGGACTCAAGATCCGTTC-------------------TTCGCAGGTTCGACTCCTGCTTCTCGCA----
>At1213|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|1722192|1722273|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTATCCAAGT--GGCCAACGGAGGCTGACTCAAGATCTGCTC-------------------TTCGCGGGTTCGAATCCCTCCCCTCGCA----



>At1291|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|2113035|2112953|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGTGTTACCGAGC--GGCCAAAGGTGATCGACTCAAGATCGATTC-------------------TTCGCAGGTTCGAATCCTGCCACTCGCA----
>At1385|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|3040853|3040935|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGAGTAACCAAGC--GGTCAACGGTGGCAGACTCAAGATCTGTTC-------------------TTCAGGGGTTCGAATCCCTTCTCCCGCA----
>At0961|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|225083|225168|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGAGTAACCAAGT--GGCCAACGGTGGCAGACTCAAGATCTGCTC-------------------TTCGGGGGTTCGAATCCCTTCTCCCGCACCA-
>At1366|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|1321122|1321038|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTAACCAAGCCAGGCCAACGGTGATAGACTCAAGATCTATTC-------------------TTCAAGGGTTCAAATCCCTTCCCCCGCA----
>At1633|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|2694737|2694655|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGATAGCCAAGT--GGTCAAAGGCGAACGCCTCAAGAGCGTTTC-------------------TTCAGGGGTTCGACTCCCTTTCCCCGCA----
>At0682|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|831707|831625|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTACGAAAG--TGGCCAACTCGGCTGGACTTAAGATCCAGTT-------------------TTCATGGGTTCGACTCCCATCCCTCGCA----
>At1597|Mhun_JF1|Euryarchaeota|Methanospirillum hungatei JF-1|412578|412662|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTACCAAAGCCTGGCCAAATGGGCCGGACTTAAGATCCGGTT-------------------TCCAAGGGTTCAAATCCCTTCCCTCGCA----
>At1338|Mthe_PT|Euryarchaeota|Methanosaeta thermophila PT|832873|832956|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGTTTGCCAAGC-TGGCCAAAGGCGCGGGACTTAAGATCCCGTC-------------------TTCACGGGTTCGAATCCCGTACCCCGCA----
>At0827|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1028480|1028396|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCTCGGCCAACGGCGACGGACTCAAGATCCGTTC-------------------TTCGAGGGTTCGAATCCCTTCCCTCGCA----
>At1219|Mlab_Z|Euryarchaeota|Methanocorpusculum labreanum Z|594262|594179|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCAGGCCAAAGGCGCCAGACTTAAGATCTGGTC-------------------TTCATGGGTTCGAATCCCTTCCCTCGCA----
>At1415|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|2940457|2940373|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGCCAAAGGCGCCAGACTTAAGATCTGGTA-------------------TTCGTGGGTTCGAATCCCACCCCTCGCA----
>At1455|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4048993|4049077|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGCCAAAGGCGCCAGACTTAAGATCTGGTA-------------------TTCGTGGGTTCGAATCCCACTCCTCGCA----
>At1550|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|3543040|3542956|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGCCAAAGGCGTCGGACTTAAGATCCGATA-------------------TTCGTGGGTTCGAATCCCACCCCTCGCA----
>At1454|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4042057|4042141|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCACGGTCAAAGGCGCCGGACTTAAGATCCGGTA-------------------TTCGTGGGTTCGAATCCCACCCCTCGCA----
>At0991|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|702137|702053|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTCGCCCAGCCAGGTCAAAGGCGTCAGACTTAAGATCTGATA-------------------TTCAAGGGTTCGAATCCCTTCCCTCGCA----
>At0791|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|2911451|2911367|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCGAGCTTGGCCAAAGGCGGTGGGCTTAAGACCCGCTC-------------------TCCGTGGGTTCGAATCCCATCCCTCGCA----
>At0809|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1417263|1417310|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTGGCCGAGC--GGCCAAAGGCGGCGGGCTTAAGACCCGCTC-------------------TTCGTGGGTTCGAATCCCACCTCTCGCA----
>At0860|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2447030|2447114|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGGCTGAGCTAGGACAAAAGCGGCGGACTTAAGATCCGCTC-------------------TTCATGGGTTCAAATCCCATCCCCCGCA----
>At0857|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2313946|2314029|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTGGCCGAGTCTGGA-AAAGGCGGCGGACTCAAGATCCGCTC-------------------TCCGTGGGTTCAAATCCCTCCCCTCGCA----
>At1721|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1534343|1534259|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTGGCCGAGTCTGGACAAAGGCGGCGGACTTAAGATCCGCTC-------------------TCCGTGGGTTCGAATCCCTCCCCTCGCA----
>At1741|Ptor_DSM9790|Euryarchaeota|Picrophilus torridus DSM 9790|835725|835809|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGATAACTAAGCTTGGCCAAAGGTGCAGGACTTAAGATCCTGTC-------------------TTCGTGGGTTCAAATCCCACTCCTCGCA----
>At2298|Csym|Crenarchaeota|Cenarchaeum symbiosum|348293|348174|Leu|TAA|348267|348249||348234|
348219||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGAGGAGTAATCAAGCCTGGCCAAAGATGCAGGACTTAAGATCCTGTC-------------------TTCGTGGGTTCAAATCCCACCTCCTCCA----
>At0067|Csym|Crenarchaeota|Cenarchaeum symbiosum|1422229|1422329|Leu|CAA|1422269|1422281|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTATCGAAGCCCGGTCAACCGAGAAGGACTCAAGATCCTTTC-------------------TTCGTGGGTTCAAATCCCACCTCCTGCACCA-
>At1997|Taci_DSM1728|Euryarchaeota|Thermoplasma acidophilum DSM 1728|986328|986244|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAACTAAGCCAGGCCAACAGTGCAGGACTTAAGATCCTGTC-------------------TTCGCGGGTTCAAATCCCGCCCCTCGCA----
>At1252|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|840590|840674|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCCGGCCAACGGCGCCGGACTTAAGATCCGGTC-------------------TCCGTGGGTTCGAATCCCACCCCTCGCA----



>At0776|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|921485|921402|Leu|CAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCAGGA-AACGGCGGCGGACTCAAGATCCGCTC-------------------TCCAAGGGTTCAAATCCCTTCCCTCGCA----
>At1718|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1288028|1287945|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAGCCAAGCCTGGA-AACGGCGGCGGACTCAAGATCCGCTC-------------------TCCGTGGGTTCAAATCCCTCCCCTCGCA----
>ENV000749|AM114193|Environmental sample from ENV division of INSDC||244292|244379|Leu|CAA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCTGGGATAGCCAAGTCCGGTCAACGGCGGCAGACTCAAGATCTGCTC-------------------TTCCTCGGTTCGAATCCGGGTCCCAGCACTA-
>At2059|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|244292|244376|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTGGGATAGCCAAGTCCGGTCAACGGCGGCAGACTCAAGATCTGCTC-------------------TTCCTCGGTTCGAATCCGGGTCCCAGCA----
>At1072|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1430561|1430477|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGAGGGATTGCCAAGCCTGGTCAAAGGCGTCGGACTTAAGATCCGATC-------------------TTCGAGGGTTCAAATCCCTTTCCCTCCA----
>At1170|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1206396|1206480|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGAGGGATTGCCAAGCCTGGTCAAAGGCGTCGGACTTAAGATCCGATC-------------------TTCGGGGGTTCAAATCCCCTTCCCTCCA----
>At0924|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|215210|215297|Leu|TAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTCGCCAAGCCTGGCCAAAGGCGCCGGACTTAAGATCCGGTC-------------------TTCGGGGGTTCAAATCCCCTCCCCTGCACCA-
>At1013|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|971238|971322|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGCCAAGCCTGGCCAACGGCGCTGGACTTAAGATCCAGTC-------------------TTCGGGGGTTCAAATCCCTTCCCCTGCA----
>At1059|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1700264|1700348|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGTCGAGCCTGGCCAAAGATGCAGGACTTAGAATCCTGTC-------------------TTCCAGGGTTCAAATCCCTGCCCCTGCA----
>At1185|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|975284|975200|Leu|TAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGTCGAGCCTGGTCAAAGATGCAGGACTTAGAATCCTGTC-------------------TTCCAGGGTTCAAATCCCTGCCCCTGCA----
>At1021|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1293938|1294022|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGTCGAGCCTGGCCAAAGACGCAGGACTTAGAATCCTGTC-------------------TTCCAGGGTTCAAATCCCTGCCCCTGCA----
>At1786|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|506290|506377|Leu|TAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGCCAAAGGCGCGGGATTTAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1838|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1203708|1203795|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTTAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1794|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|823197|823284|Leu|CAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTCAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1853|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|875456|875369|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTGAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1950|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1250374|1250287|Leu|TAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTAGCCGAGCCTGGCCAAAGGCGCGGGATTTAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1954|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1326676|1326589|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTAGCCGAGCCTGGCCAAAGGCGCGGGATTCAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1819|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|1413296|1413209|Leu|CAA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGGGGGACTCAAGATCCCCTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1876|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|505823|505910|Leu|CAA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGGGGGACTCAAGATCCCCTC-------------------TTCCGGGGTTCGAATCCCCGCCCCCGCACCA-
>At1926|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1201523|1201610|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGGTGGACTCAAGATCCACTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>ENV004142|DQ397542|Environmental sample from ENV division of INSDC||4078|4165|Leu|TAG|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCAGGGCTTAGGACCCTGTC-------------------TCCGCGGGTTCGAATCCCGCCTCCCGCACCA-
>At0746|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|51834|51918|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGATAGCCAAGTTTGGCCAACGGCGCAGCGTTCAGGGCGCTGTC-------------------TCCGCAGGTTCAAATCCTGCTCCCTGCA----
>At0878|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2240879|2240795|Leu|CAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGATAGCCAAGTTTGGTCAACGGCGCAGCGTTCAGGGCGCTGTC-------------------TCCGCAGGTTCAAATCCTGCTCTCTGCA----
>At0804|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|862573|862657|Leu|CAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGATAGCCAAGTTTGGCCAAAGGCGCAGCGTTCAGGGCGCTGTC-------------------TTCGCAGGTTCAAATCCTGCTCCCTGCA----
>At1696|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1366633|1366717|Leu|CAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGATAGCCAAGTCAGGCCAACGGCGCAGCGTTCAGGGCGCTGTC-------------------TCCGCAGGTTCAAATCCTGCTCCCTGCA----



>At0875|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|1831569|1831487|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGCGGGTAGCCAAGT--GGTCAAAGGCGCAGCGCTTAGGACGCTGTC-------------------TCCGCAGGTTCGAATCCTGTCCCGCGCA----
>At0877|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2185756|2185672|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGTGGGTAGCCAAGCCAGGCCAACGGCGCAGCGTTGAGGGCGCTGTC-------------------TCCGCCGGTTCAAATCCGGTCCCACGCA----
>At1693|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1009155|1009239|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGTGGGTAGCCAAGCTAGGCCAACGGCGCAGCGTTGAGGGCGCTGTC-------------------TCCGCCGGTTCAAATCCGGTCCCACGCA----
>At0775|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|751940|751856|Leu|GAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGTGGGTAGCCAAGCCAGGCCAACGGCGCAGCGTTGAGGGCGCTGTC-------------------TCCGCCGGTTCGAATCCGGTCCCACGCA----
>At0829|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1107813|1107729|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGTGGGTAGCCGAGCTAGGTCAAAGGCGCAGCGTTGAGGGCGCTGTC-------------------TTCGCCGGTTCGAATCCGGTCCCACGCA----
>At0750|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|750998|751082|Leu|TAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGCGGGTTGCCGAGCCAGGCCAAAGGCGTAGCGCTTAGGACGCTATC-------------------TCCGCCGGTTCGAATCCGGTCCCGCGCA----
>At1724|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|1794708|1794624|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGCGGGTTGCCGAGCCAGGCCAAAGGCGCAGCGCTTAGGACGCTGTC-------------------TCCGCCGGTTCAAATCCGGTCCCGCGCA----
>At0828|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|1036310|1036227|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGCGGGTAGCCAAGCCAGGA-AACGGCGTAGCGCTTAGGACGCTATC-------------------TCCGCCGGTTCAAATCCGGTCCCGCGCA----
>At0646|Aful_DSM4304|Euryarchaeota|Archaeoglobus fulgidus DSM 4304|1960974|1960891|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCAGGA-AAAGGCGCAGGGCTTAAGACCCTGTC-------------------TCCGCGGGTTCGAATCCCGCCCCCCGCA----
>ENV004154|DQ397561|Environmental sample from ENV division of INSDC||30086|29997|Leu|GAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCGGGTGTAGCCCAGCCTGGTCAAAGGCGCTAGCTTGAGGGGCTAGTC-------------------TTCGTGGGTTCAAATCCCATCGCCCGCACCCA
>At0085|Csym|Crenarchaeota|Cenarchaeum symbiosum|1613296|1613212|Leu|GAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGTGTAGCCCAGCCTGGTCAAAGGCGCTAGCTTGAGGGGCTAGTC-------------------TTCGTGGGTTCAAATCCCATCGCCCGCA----
>ENV004172|DQ397586|Environmental sample from ENV division of INSDC||26822|26734|Ser|GCT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCAGGGGTCACCTAGCCTGGTAGGGTGTGG--GACTGCTAATTCCATG-------------------A-CGGGGGTTCGAATCCCCCTCCCTGCGCCAT
>At0052|Csym|Crenarchaeota|Cenarchaeum symbiosum|40040|40126|Ser|GCT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTCACCTAGCCTGGTAGGGTGTGG--GACTGCTAATTCCATG-------------------A-CGGGGGTTCGAATCCCCCTCCCTGCGCCA-
>At0591|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|361817|361739|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGGGGTCGCCTAGCCTGGTCAAGGGCGCCGGACTCATAATCCGGTC-------------------TTCCCGGGTTCGAATCCCGGCCCCGGCACCA-
>ENV004151|DQ397558|Environmental sample from ENV division of INSDC||1752|1674|Phe|GAA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCCAGGGTAGCTCAGCCTGGGA-G-AGCACTCGGCTGAAGACCGAGCT-------------------GTCGCGCGTTCAAATCCCGCCCCTGGCACCAC
>At0056|Csym|Crenarchaeota|Cenarchaeum symbiosum|208125|208201|Phe|GAA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCAGGGTAGCTCAGCCTGGGA-G-AGCACTCGGCTGAAGACCGAGCT-------------------GTCGCGCGTTCAAATCCCGCCCCTGGCACCA-
>At1061|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|18518|18404|Met|CAT|18479|18440|||||The 
tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGAGGTGGCTTAGGCTGGTT-ATAGCGCTCGGCTCATAACCGAGAG-------------------GTCGGGGGTTCAAGTCCCCCCCTCGGCA----
>At1023|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1325877|1325992|Met|CAT|1325916|
1325956|||||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGAGGTGGCTTAGGCTGGTT-ATAGCGCTCGGCTCATAACCGAGAG-------------------GCCGGGGGTTCGAGTCCCCCCCTCGGCA----
>At0029|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|402462|402386|Asn|GTT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCTCAGCTAGGTA-G-AGCGCCGGGCTGTTAACCCGGTG-------------------GTCGGGGGTTCAAGTCCCCTCCCCGGCGCCA-
>At0389|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|851283|851387|Asn|GTT|851321|851351|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCTCAGCCTGGTA-G-AGCGCCGGGCTGTTAACCCGGTG-------------------GTCCGGGGTTCAAATCCCCGCCCCGGCG----
>At0563|Tpen_HRK5|Crenarchaeota|Thermofilum pendens Hrk 5|320654|320783|Asn|GTT|320677|320700||
320722|320750||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCTCAGCCAGGTG-G-AGCACTCGGCTGTTAACCGAGGG-------------------GTCCCGGGTTCAAATCCCGGCCCCGGCGCCA-
>SRA1013812|SRR023631.66991|High saltern (Pond 5) microbes attempt 1 (SRP001107)||110|34|Met|CAT|0|
0|||||||
TAGCGGGATGGGATAGCCAGGAG-ATTCCGCCGGGCTCATAACCCGGAG-------------------ATCGGTAGTTCAAATCTACCTCCCGCTAT---



Archaea – siblings

>SRA1008912|SRR020491.59429|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||121|47|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>ENV004163|DQ397571|Environmental sample from ENV division of INSDC||31894|31815|Ile|GAT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCATCCG
>SRA1008833|SRR020491.38199|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||145|219|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009108|SRR020491.122298|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||184|110|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009246|SRR020491.163158|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||98|172|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009315|SRR020491.186207|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||97|171|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009399|SRR020491.213434|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||150|76|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009447|SRR020491.231579|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||85|11|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009494|SRR020491.252752|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||190|116|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1009563|SRR020491.278827|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||15|89|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1010114|SRR020491.461938|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||101|175|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1010358|SRR020492.27148|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||59|133|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>SRA1010448|SRR020492.58559|Microbial community gene content and expression in the Central North 
Pacific Gyre, Station ALOHA, HOT186 (SRP001041)||137|211|Ile|GAT|0|0|||||||
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>At0064|Csym|Crenarchaeota|Cenarchaeum symbiosum|1081371|1081445|Ile|GAT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTAGCTCAGCTTGGCT-GGAGCGTTCGACTGATAATCGAAAG-------------------GTCATGAGTTCGAATCTCATCGGGCCCA----
>At1422|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|3890122|3890046|Ile|GAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCTGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCCTGCGTTCGAATCGCAGCGGGCCCACCA-
>At1504|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|493102|493178|Ile|GAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCTGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCCTGCGTTCGAATCGCAGCGGGCCCACCA-
>At1447|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|2435659|2435735|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCTTGGT--GGAGCGCACGGCTGATAACCGTGAG-------------------GTCCTGCGTTCGAATCGCAGCGGGCCCACCA-
>At2080|Umet_RCI|Euryarchaeota|uncultured methanogenic archaeon RC-I|2821549|2821644|Ile|GAT|
2821574|2821594|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGCCAGGTC-GGAGCGCTCGGCTGATAACCGAGAG-------------------GTCCTGCGTTCAAATCGCAGCGGGCCCA----
>At2037|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|433376|433302|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGTTGTAGCTTAGACAGGCT-ATAGCACTCGGCTGATAACCGAGAG-------------------GTCACCGGTTCGAATCCGGTCAACCCCA----
>At1507|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|856272|856346|Met|CAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to read AUA 
codons.|GIB in DDBJ|
-GGGCCTGTAGCTCAGTCAGGTT-AGAGCGCTCGGCTCATAACCGAGCG-------------------GTCACCGGTTCAAATCCGGTCAGGCCCA----
>At1111|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|893989|893915|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGGCTGGTT-AGAGTGCTCGGCTCATAACCGAGTG-------------------GTCATGGGTTCAAATCCCATCGGGCCCA----
>At1153|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1601263|1601189|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGGCTGGTT-AGAGTGCTCGGCTCATAACCGAGTG-------------------GTCATGGGTTCAAATCCCATCGGGCCCA----
>At1855|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1287370|1287293|Met|CAT|0|0|||||The 
tRNA gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted 
to read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGTC-AGAGCGCGCGGCTCATAACCGCGTG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-



>At1888|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1329802|1329879|Met|CAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb. tRNA-Met(Ile) whose CAU anticodon is enzymatically converted to 
read AUA codons.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGTC-AGAGCGCGCGGCTCATAACCGCGTG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>WENV078798|AAQL01000387|Gut microbiome of Human (healthy human stool sample 8)||5068|4989|Ile|GAT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TAGGCTAGTGGCACAGCTTGGTT-AGCGCGCTCGGCTGATAACCGGGAG-------------------GTCATGGGTTCGAATCCCATCTAGCCTACTTT
>At1085|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|769262|769336|Ile|GAT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-AGGGCAGTGGCTCAGCCTGGTT-AGAGTGCTCGGCTGATAACCGAGTG-------------------GCCCGGGGTTCGAATCCCCGCTGCCCTA----
>At1159|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|882075|882149|Ile|GAT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-AGGGCAGTGGCTCAGCCTGGTT-AGAGTGCTCGGCTGATAACCGAGTG-------------------GCCCGGGGTTCGAATCCCCGCTGCCCTA----
>At0264|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1380373|1380299|Ile|GAT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTTAGCCCGGTT-AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCA----
>At0335|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|556155|556276|Ile|GAT|556223|
556251||556194|556208||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTTAGCCCGGTT-AGAGCGCCCGGCTGATAACCGGGAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCACCA-
>WENV078807|AAQL01000509|Gut microbiome of Human (healthy human stool sample 8)||543|467|Lys|TTT|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GGGCCCGTAGCTCAGTCTGGC--AGAGCGCTTGGCTTTTAACCAAGCG-------------------GCCGCGGGTTCAATTCCCGTCGGGCCCGTTT-
>At1039|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1378194|1378121|Lys|TTT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1074|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517269|1517196|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1076|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517621|1517548|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1092|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1072206|1072279|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1094|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1072561|1072634|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1123|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|113173|113246|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1125|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|113526|113599|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1166|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1127238|1127311|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1168|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1127603|1127676|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCTGGT--AGAGCGCCTGACTTTTAATCAGGCG-------------------GTCGAGGGTTCGAATCCCTTCGGGCCCG----
>At1246|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|289372|289445|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGTCTATAGCTCAGTTAGGT--AGAGCGCCTGGCTTTTAACCAGGTG-------------------GTCGGGGGTTCAAATCCCCTTGGGCCCG----
>At1547|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2702960|2702884|Lys|TTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGTCAGGC--AGAGCGACTGGCTTTTAACCAGTCG-------------------GCCTAGGGTTCAAATCCCTACGGGCCCGCCA-
>ENV004178|DQ397593|Environmental sample from ENV division of INSDC||34669|34591|Lys|CTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGGGTTTATGGCTCAGCCAGGT--AGAGCACCGGACTCTTAATCCGGCT-------------------GTCAGGGGTTCGAATCCCCTTAAACCCGCCTT
>ENV004237|DQ397860|Environmental sample from ENV division of INSDC||36090|36166|Lys|TTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGTCTGTGGCGCAGCCAGGT--AGCGCACCGGACTTTTAATCCGGCT-------------------GTCGTGGGTTCGAATCCCACTAGACCCACCC-
>ENV004242|DQ397865|Environmental sample from ENV division of INSDC||33766|33690|Lys|TTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGTCTGTGGCGCAGCCAGGT--AGCGCACCGGACTTTTAATCCGGCT-------------------GTCGTGGGTTCGAATCCCACTAGACCCACCC-
>At1845|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|77821|77745|Phe|GAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCGGTAGCTCAGCCTGGG--AGAGCACCGGACTGAAGATCCGGGT-------------------GTCGGGGGTTCAAATCCCCCCCGCCCCACCA-
>At1891|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|127251|127175|Phe|GAA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCGGTAGCTCAGCCTGGG--AGAGCACCGGACTGAAGATCCGGGT-------------------GTCGGGGGTTCAAATCCCCCCCGCCCCACCA-
>At1486|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|1909530|1909339|Trp|CCA|
1909492|1909375|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCTGTGGCCTAGCCCGGC--ATGGCGATGGGCTCCAGACCCGTCG-------------------ATCGTGAGTTCGAATCTCACCAGCCCCA----
>At1544|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2153650|2153459|Trp|CCA|2153612|
2153495|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GGGGCTGTGGCCTAGCCCGGC--ATGGCGATGGGCTCCAGACCCGTCG-------------------ATCGTGAGTTCGAATCTCACCAGCCCCA----
>At0858|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|2351746|2351819|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCGTAGCTCAGTT-GGAC-AGAGCGTCGGACTTCTAATCCGACG-------------------GTCGCGGGTTCGAATCCCGTCGCGCCCG----
>At1477|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|1250537|1250464|Lys|CTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCAGGC--AGAGCGATGGACTCTTAATCCATAG-------------------GCCGGGGGTTCAAATCCCTTCGGGCCCG----
>At1538|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|1623627|1623554|Lys|CTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTTAGTCAGGC--AGAGCGATGGACTCTTAATCCATAG-------------------GCCGGGGGTTCAAATCCCTTCGGGCCCG----
>At1901|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1181115|1181038|Lys|CTT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTTAGCCTGGTT-AGAGCGGCGGACTCTTAATCCGCAG-------------------GTCGGGGGTTCAAATCCCCCCCGGCCCGCCA-
>At1793|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|795024|795101|Lys|CTT|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTTAGCCTGGTT-AGAGCGGCGGACTCTTAATCCGCAG-------------------GTCGGGGGTTCAAATCCCCCCCGGCCCGCCA-
>At2231|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1057036|1056928|Lys|CTT|1056990|
1056959|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0021|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|236428|236316|Lys|CTT|236382|236347|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCGCCA-
>At0513|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|211719|211819|Lys|CTT|211757|211783|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0542|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|208281|208183|Lys|TTT|208243|208219|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGT--AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCCCGGGTTCAAATCCCGGCGGGCCCG----
>At0356|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|431619|431501|Lys|CTT|431588|
431566||431558|431537||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCG----
>At0305|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1688197|1688289|Lys|CTT|
1688254|1688269|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGT--AGAGCGGCGGGCTCTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0362|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|807129|807029|Lys|TTT|807097|
807075|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCCGGTT-AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0274|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1695343|1695266|Lys|TTT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCCGGTT-AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0233|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1828728|1828651|Lys|TTT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCCGGTT-AGAGCGGCGGGCTTTTAACCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At1533|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|1212815|1212741|Arg|CCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCGCGTGGCCTAGCCCGGAT-ATGGCGGCAGCCTCCTAAGCTGTAA-------------------ATCGGGGGTTCAAATCCCTTCGCGCCCG----
>At1917|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1735806|1735729|Arg|TCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTGGCCTAGCCTGGAT-GGGGCGTCGGCCTTCGGAGCCGAAG-------------------GTCCCGGGTTCAAATCCCGGCCGGCCCGCCA-
>At1097|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1300479|1300556|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGTCTGGAT-ACGGCACCGGCCTTCTAAGCCGGGG-------------------ATCGGGGGTTCGAATCCCTCCGGGTCCGCCA-
>At1128|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|335487|335564|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCCTAGTCTGGAT-ACGGCACCGGCCTTCTAAGCCGGGG-------------------ATCGGGGGTTCGAATCCCTCCGGGTCCGCCA-
>At1881|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|671854|671931|Arg|CCT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCGGTAGCCTAGCCAGGAC-AGGGCGGCGGCCTCCTAAGCCGCAG-------------------GTCCGGGGTTCAAATCCCCGCCGGTCCGCCA-
>At1534|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|1220555|1220481|Arg|TCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGCTTAGCCAGGAT-ATAGCGCTGGGCTTCTAACCCAGAC-------------------GTCGGGGGTTCAAATCCCTTCGAGCCCG----
>At1436|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|693337|693411|Arg|TCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGCTTAGCCAGGAT-ATAGCGCTGGGCTTCTAACCCAGAC-------------------GTCGGGGGTTCAAATCCCTTCGAGCCCG----
>At0266|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1482289|1482212|Arg|CCG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAC-AGAGCGGCGGCCTCCGGAGCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0236|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|78069|78162|Arg|GCG|78127|
78142|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-GGAGCGGCGGCCTGCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0279|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1866633|1866539|Arg|TCG|
1866576|1866559|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGCTCAGCCTGGT--AGAGCGGCGGCCTTCGGAGCCGTAG-------------------GTCGTGGGTTCAAATCCCACCGGGCCCGCCA-
>At0292|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|876265|876358|Arg|CCT|876323|
876338|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GGGCCCGTAGCTCAGTCAGGAT-AGAGCGGCGGCCTCCTAAGCCGTAG-------------------GTCGTGGGTTCGAATCCCACCGGGCCCGCCA-
>At0251|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|372012|371935|Arg|TCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-AGAGCGGCGGCCTTCTAAGCCGTAG-------------------GTCGTGGGTTCAAATCCCATCGGGCCCGCCA-
>At0299|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1327527|1327620|Arg|TCT|
1327585|1327600|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-AGAGCGGCGGCCTTCTAAGCCGTAG-------------------GTCGTGGGTTCAAATCCCATCGGGCCCGCCA-
>At0343|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1424981|1425078|Arg|TCT|1425013|
1425032|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCTGGAT-AGAGCGGCGGCCTTCTAAGCCGTAG-------------------GTCGTGGGTTCAAATCCCATCGGGCCCGCCA-
>WENV078783|AAQL01000117|Gut microbiome of Human (healthy human stool sample 8)||1442|1364|Arg|TCG|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCCTGTAGTCTAGCCAGGA--ATGACGCAGGACTTCGGATCCTGAG-------------------GTCGGGGGTTCAAATCCCCCTAGGTCCGTACT
>At1082|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|532127|532201|Arg|TCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTTTAGCTTGGAT-AGAATACAGGGCTTCGGACCCTGTG-------------------GTCGGGGGTTCAAATCCCTCCGGGCTCG----
>At1133|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1263591|1263665|Arg|TCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTTTAGCTTGGAT-AGAATACAGGGCTTCGGACCCTGTG-------------------GTCGGGGGTTCAAATCCCTCCGGGCTCG----
>At1090|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1072031|1072107|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGGGTAGCCTGGTC-ATCCTTTGGGATTTGGGATCCTGAA-------------------A-CCCCAGTTCGAATCTGGGCAGGCCCACCA-
>At1121|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|112998|113074|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCTGTGGGGTAGCCTGGTC-ATCCTTTGGGATTTGGGATCCTGAA-------------------A-CCCCAGTTCGAATCTGGGCAGGCCCACCA-
>At1908|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1380581|1380504|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGGGTAGCTTGGCCCATCCTGCGGGCTTTGGGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCGGCCCCACCA-
>At1488|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|2009443|2009369|Pro|TGG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGATAGTAGGGTAGCTTGGTCCATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CCGCGGTTCAAATCCGCGCTATCCCA----
>At1546|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2224426|2224352|Pro|TGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGATAGTAGGGTAGCTTGGTCCATCCTCGAGCGTTTGGGACGCTTGG-------------------A-CCGCGGTTCAAATCCGCGCTATCCCA----
>At1515|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2099629|2099703|Pro|CGG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTAGGGTAGCTTGGTCCATCCTTCGGCGTTCGGGACGCCGGA-------------------A-CCTGAGTTCGAATCTCAGCGGTCCCA----
>At1113|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|922165|922002|Trp|CCA|922125|922037|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGAGTATGGTGTAGTCTGGTCTATCATCGGGGACTCCAAATCCCTGG-------------------A-CCTGGGTTCAAATCCCAGTACTTCCA----
>At1155|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1627676|1627513|Trp|CCA|1627636|
1627548|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGAGTATGGTGTAGTCTGGTCTATCATCGGGGACTCCAAATCCCTGG-------------------A-CCTGGGTTCAAATCCCAGTACTTCCA----
>At1880|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|597231|597379|Trp|CCA|597271|597341|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGGCGTGGTGTAGCCTGGTCCATCATCGCGGGCTCCAGACCCGCGG-------------------A-CCGGGGTTCAAATCCCCGCGCCCCCACCA-
>At1936|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1945687|1945826|Trp|CCA|1945727|
1945788|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGGCGTGGTGTAGCCTGGTCCATCATCGCGGGCTCCAGACCCGCGG-------------------A-CCGGGGTTCAAATCCCCGCGCCCCCACCA-
>At1552|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|3631276|3631183|Arg|TCG|3631237|
3631218|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGGGTAGCCAGG-ATATCCTAATGGGCTTCGAACCCATTG-------------------A-CTCGTGTTCGAATCGCGGCGGGCCCG----
>ENV004200|DQ397638|Environmental sample from ENV division of INSDC||11653|11577|Pro|CGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGGACGTGGGTTAGCTTGG--TATACTGCCAGCCTCGGGCGCTGGAG-------------------ATCATGGGTTCGAATCCCATCGTCCCCATGC-
>ENV004170|DQ397585|Environmental sample from ENV division of INSDC||38970|39046|Pro|TGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGACCGTAGTCTAGCTTGG-C-ATGATTCTGGTTTTGGGTACCAGAG-------------------GCCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>ENV004216|DQ397841|Environmental sample from ENV division of INSDC||21757|21681|Pro|TGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGACCGTAGTCTAGCTTGG-C-ATGATTCTGGTTTTGGGTACCAGAG-------------------GCCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>At0083|Csym|Crenarchaeota|Cenarchaeum symbiosum|1252685|1252609|Pro|TGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTAGTCTAGCTTGG-C-ATGATTCTGGTTTTGGGTACCAGAG-------------------GCCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>ENV004181|DQ397600|Environmental sample from ENV division of INSDC||6663|6740|Pro|GGG|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GGGACCGTCGTCTAGATTGG-CCATGATGCTAGCCTGGGGTGCTAGAG-------------------GTCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>ENV004226|DQ397849|Environmental sample from ENV division of INSDC||29317|29394|Pro|GGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGACCGTCGTCTAGATTGG-CCATGATGCTAGCCTGGGGTGCTAGAG-------------------GTCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>ENV004227|DQ397850|Environmental sample from ENV division of INSDC||22407|22330|Pro|GGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGACCGTCGTCTAGATTGG-CCATGATGCTAGCCTGGGGTGCTAGAG-------------------GTCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>ENV004230|DQ397852|Environmental sample from ENV division of INSDC||21073|21150|Pro|GGG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|



-GGGACCGTCGTCTAGATTGG-CCATGATGCTAGCCTGGGGTGCTAGAG-------------------GTCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>At0071|Csym|Crenarchaeota|Cenarchaeum symbiosum|1833561|1833638|Pro|GGG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGACCGTCGTCTAGATTGG-CCATGATGCTAGCCTGGGGTGCTAGAG-------------------GTCGCAGGTTCAAATCCTGCCGGTCCCACCA-
>At0510|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|898373|898277|Pro|GGG|898333|898313|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCTTGGACTAGGATGCCAGCCTGGGGCGCTGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0241|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1155235|1155325|Pro|GGG|
1155274|1155289|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG-CTAGGATGCCGGCCTGGGGCGCCGGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0353|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|409898|409784|Pro|GGG|409871|
409854||409841|409820||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG-CTAGGATGCCGGCCTGGGGCGCCGGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCA----
>At0417|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|1198387|1198279|Pro|GGG|1198348|
1198315|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGGCCGTAGTCTAGCCTGG-CTAGGATGCCGGCCTGGGGCGCCGGTG-------------------ATCCCGGGTTCAAATCCCGGCGGCCCCA----
>At1390|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|4074451|4074524|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1458|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4552418|4552491|Val|GAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1461|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4552801|4552874|Val|GAC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1496|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|170322|170395|Val|GAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1499|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|170744|170817|Val|GAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTGACATGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1542|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2015265|2015192|Val|CAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGAC-GGT-TATGACGTCGCCTTCACACGGCGGAG-------------------GTCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1528|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|335960|335887|Val|TAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTCGTGGTCTAGTC-GGT-TATGACATCGCCTTTACACGGCGGGG-------------------ATCCTGAGTTCGAATCTCAGCGGGCCCA----
>At1099|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1304236|1304312|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GAGTTCGTGGTCTAGTT-GGC-TATGATACCGCCCTGACACGGCGGTG-------------------ATCGGGAGTTCGAATCTCCCCGGACTCACCA-
>At1130|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|339245|339321|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GAGTTCGTGGTCTAGTT-GGC-TATGATACCGCCCTGACACGGCGGTG-------------------ATCGGGAGTTCGAATCTCCCCGGACTCACCA-
>At1174|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1379952|1380028|Val|GAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GAGTTCGTGGTCTAGTT-GGC-TATGATACCGCCCTGACACGGCGGTG-------------------ATCGGGAGTTCGAATCTCCCCGGACTCACCA-
>At1106|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|699739|699663|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCTATGGTCTAGT-TGGC-TATGACATCGCCCTTACAAGGCGAGG-------------------GTCGCCGGTTCGAATCCGGCTAGGTCCACCA-
>At1148|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1431129|1431053|Val|TAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCTATGGTCTAGT-TGGC-TATGACATCGCCCTTACAAGGCGAGG-------------------GTCGCCGGTTCGAATCCGGCTAGGTCCACCA-
>At1913|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1486374|1486297|Val|CAC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCGCCCTCACAAGGCGGAG-------------------GTCCGGGGTTCGAATCCCCGCGGGCCCACCA-
>At1835|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|920960|921037|Val|GAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCACCCTGACAAGGTGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At1894|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|613082|613005|Val|GAC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTGGTCTAGACTGGT-TATGACGCCACCCTGACAAGGTGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0098|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|360308|360385|Val|TAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTTACACGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0125|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|119110|119033|Val|CAC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTCGTCTAGCCTGGT-TAGGACGCCGCCCTCACACGGCGGAG-------------------GTCCGGGGTTCAAATCCCCGCGGGCCCACCA-
>At0555|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|1370683|1370585|Arg|CCT|1370644|1370621|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGACCCGTAGCTCAGCCAGGAC-AGAGCGCCGGCCTCCTAAGCCGGTG-------------------GTCCCGGGTTCAAATCCCGGCGGGTCCG----
>At0134|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|1024095|1024018|Arg|CCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGCCAGGAT-AGAGCGCCGGCCTCCTAAGCCGGTG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCGCCA-
>At2223|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1229145|1228998|Trp|CCA|1229107|
1229037|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|



-GGGCCCGTAGCTCAGCCAGGC--AGAGCGGCGGGCTCCAGACCCGTAG-------------------GTCGGGGGTTCAAATCCCCCCGGGCCCACCA-
>At1879|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|555677|555754|Lys|TTT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTC-AGAGCACCGGGCTTTTAACCCGGTG-------------------GTCGCGGGTTCAAATCCCGCCCGGCCCGCCA-
>WENV078801|AAQL01000443|Gut microbiome of Human (healthy human stool sample 8)||779|857|Ala|TGC|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGGGCCCGTAGCTCAGACTGGGA--GAGCGCTGCCCTTGCAAGGCAGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCATTTT
>At1673|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|1720372|
1720445|Ala|TGC|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGACTGGGA--GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCA----
>At1582|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|947404|947331|Ala|TGC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGACTGGGA--GAGCGCCGGCTTTGCAAGCCGGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCA----
>At1584|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1167550|1167477|Ala|TGC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCCGTAGCTCAGACTGGGA--GAGCGCCGGCTTTGCAAGCCGGAG-------------------GCCCCGGGTTCAAATCCCGGTGGGTCCA----
>ENV001418|AY878123|Environmental sample from ENV division of INSDC||53|131|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>ENV001419|AY878124|Environmental sample from ENV division of INSDC||53|131|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>ENV001421|AY878126|Environmental sample from ENV division of INSDC||53|131|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>ENV001422|AY878127|Environmental sample from ENV division of INSDC||53|131|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>ENV001423|AY878128|Environmental sample from ENV division of INSDC||53|131|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>ENV001424|AY878129|Environmental sample from ENV division of INSDC||52|130|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGGA--GAGCGTCGGCTTTGCAAGCCGAAG-------------------GCCCCGGGTTCGAATCCCGGCCGGTCCACCAC
>ENV001440|AY878145|Environmental sample from ENV division of INSDC||61|140|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCAC
>At1825|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|138486|138563|Ala|TGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At1872|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|192530|192607|Ala|TGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCCTTGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At1895|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|613172|613095|Ala|GGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCTTGGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At1919|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|424153|424230|Ala|GGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGTAT-GAGCGCCGCCTTGGCAAGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0058|Csym|Crenarchaeota|Cenarchaeum symbiosum|252238|252314|Ala|TGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGATAGTATAGACTGGTA--GTATACCCGCCTTGCACGCGGGGG-------------------GTCGGGGGTTCAAATCCCCCTCAGTCCACCA-
>ENV004206|DQ397828|Environmental sample from ENV division of INSDC||5033|5109|Ala|TGC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GGGCTGATAGTATAGACTGGTA--GTATACCCGCCTTGCACGCGGGGG-------------------GTCGGGGGTTCAAATCCCCCTCAGTCCACCA-
>ENV004219|DQ397844|Environmental sample from ENV division of INSDC||23621|23697|Ala|TGC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGCTGATAGTATAGACTGGTA--GTATACCCGCCTTGCACGCGGGGG-------------------GTCGGGGGTTCAAATCCCCCTCAGTCCACCA-
>ENV004201|DQ397638|Environmental sample from ENV division of INSDC||12840|12916|Ala|GGC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGCCGGTCGTCTAGTCTGGTA--GGATGCGCCCTTGGCATGGGCGAG-------------------ATCGAGGGTTCAAATCCCTCTCGGTCCACCA-
>ENV004241|DQ397865|Environmental sample from ENV division of INSDC||25400|25476|Ala|GGC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GGGCCGGTCGTCTAGTCTGGTA--GGATGCGCCCTTGGCATGGGCGAG-------------------ATCGAGGGTTCAAATCCCTCTCGGTCCACCA-
>At0089|Csym|Crenarchaeota|Cenarchaeum symbiosum|1705584|1705508|Ala|GGC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTCGTCTAGTCTGGTA--GGATGCGCCCTTGGCATGGGCGAG-------------------ATCGAGGGTTCAAATCCCTCTCGGTCCACCA-
>At1178|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|435277|435204|Ala|GGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCTGATAGCTCAGACTGGGA--GAGTGCCGCATTGGCTATGCGGAA-------------------GCCGCGGGTTCAAATCCCGCTCAGTCCA----
>SRA1041128|SRR035091.201259|454 Sequencing (SRP001812)||477|404|Ala|GGC|0|0|||||||
-GGGCTGGTAGCTCAGGTTGGTA--GAGCGTCGCCTTGGCATGGCGGAG-------------------GCCCCGGGTTCAAATCCCGGCCAGTCCA----
>At2229|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1168347|1168271|Ala|TGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCTCGGCTTGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-



>At0386|Smar_F1|Crenarchaeota|Staphylothermus marinus F1|798271|798347|Ala|GGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCTCGGTTGGCATCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>At0516|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|323746|323819|Ala|GGC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGTGCTCGGTTGGCATCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCA----
>At0121|Hbut_DSM5456|Crenarchaeota|Hyperthermus butylicus DSM 5456|2453|2377|Ala|CGC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGGCCGGTAGCTCAGCCTGGAA--GAGCGCTCGGTTCGCACCCGAGAG-------------------GTCCCGGGTTCAAATCCCGGCCGGTCCACCA-
>WENV078784|AAQL01000161|Gut microbiome of Human (healthy human stool sample 8)||938|1016|Gly|GCC|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCGGTGTTAGTCCAGCCTGGTT-AAGACTCTAGCCTGCCACGTTAGAG-------------------A-CCCGGGTTCAAATCCCGGACGCCGCATTTA
>WENV078785|AAQL01000161|Gut microbiome of Human (healthy human stool sample 8)||1017|1095|Gly|TCC|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGCAGTTGTGGTATAGTCTGGTT-ATTACTTGGGCCTTCCAAGCCTACA-------------------A-CCCGGGTTCGAATCCCGGCAACTGCATTTG
>At1574|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|1391522|1391595|Gly|TCC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTTGTAGTCTAGTCTGGCT-AGGACTTGGGCCTTCCAAGCCTACG-------------------A-CCCGGGTTCAAATCCCGGCAGCCGCA----
>ENV004185|DQ397603|Environmental sample from ENV division of INSDC||43372|43450|Gly|TCC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCAGTCATAGTATAGCTTGGTC-AGTATACGGGGTTTCCAACCCTGCG-------------------A-CGCGGGTTCAAATCCCGCTGACTGCATCTA
>At1896|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|836701|836624|Gly|CCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCGGCCTCCCAAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1837|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1120311|1120388|Gly|CCC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCGGCCTCCCAAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1844|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|77737|77660|Gly|TCC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCGGCCTTCCGAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1890|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|127167|127090|Gly|TCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGTCTAGGACGCCGGCCTTCCGAGCCGGCG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At1873|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|483198|483275|Gly|GCC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGTGGTAGTCTAGCCTGGCCTAGGACGCCACCCTGCCAAGGTGGAG-------------------A-CCCGGGTTCAAATCCCGGCCACCGCACCA-
>At2202|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|289795|289873|Gly|GCC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTCGTCTAGCCTGGACTAGGACGCCGGCCTGCCACGCCGGAG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>At0329|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|335212|335303|Gly|TCC|335252|
335267|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTTCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCA----
>At0270|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1534612|1534537|Gly|CCC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTCCCAAGCCGTTG--------------------TCCCGGGTTCGAATCCCGGCCGCCGCA----
>At0303|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1647546|1647639|Gly|CCC|
1647578|1647595|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTCCCAAGCCGTTG--------------------TCCCGGGTTCGAATCCCGGCCGCCGCA----
>At0324|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1821412|1821305|Gly|TCC|
1821380|1821363||1821354|1821341||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTTCCAAGCCGTTG--------------------TCCCGGGTTCGAATCCCGGCCGCCGCA----
>At0205|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1903980|1904119|Gly|GCC|1903983|
1904043|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCGGTAGTCTAGCCTGGTTTAGGATGGCGGCCTGCCAAGCCGTTG--------------------TCCCGGGTTCAAATCCCGGCCGCCGCACCA-
>ENV004165|DQ397574|Environmental sample from ENV division of INSDC||17020|17096|Gly|CCC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGAGTTAGTCCAGCCCGGT--AGGACGTCAGCTTCCCAAGCTGAAG--------------------TCGCGTGTTCAAATCCCGCACTCCGCACTG-
>ENV004208|DQ397830|Environmental sample from ENV division of INSDC||16950|16874|Gly|CCC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGAGTTAGTCCAGCCCGGT--AGGACGTCAGCTTCCCAAGCTGAAG--------------------TCGCGTGTTCAAATCCCGCACTCCGCACTG-
>At0447|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|440438|440363|Gly|GCC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGCCGTAGTCTAGCCTGGATTAGGACGCCTGCCTGCCACGCAGGAG--------------------TCCCGGGTTCAAATCCCGGCGGTCGCA----
>WENV078811|AAQL01000509|Gut microbiome of Human (healthy human stool sample 8)||1150|1074|Thr|TGT|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
-GCCTCGATAGCTCAGTCTGGT--GGAGCGCGAGACTTGTAATCTCGTG--------------------TCGCGGGTTCAATTCCCGTTCGGGGCTTTC-
>At1079|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517916|1517843|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCTGGT--AGAGCGCCTGACTTGTAATCAGGTG--------------------TCGGGGGTTCGAATCCCCCCCGGGGCT----
>At1089|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1071911|1071984|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCTGGT--AGAGCGCCTGACTTGTAATCAGGTG--------------------TCGGGGGTTCGAATCCCCCCCGGGGCT----
>At1120|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|112878|112951|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGGTGGCTCAGCCTGGT--AGAGCGCCTGACTTGTAATCAGGTG--------------------TCGGGGGTTCGAATCCCCCCCGGGGCT----



>At1481|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|1551579|1551506|Thr|TGT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCTCGTTGGCTCAGCCCGGT--AGAGCGAGTGACTTGTAATCACTAG--------------------TCGCGTGTTCAAATCACGCACGGGGCT----
>ENV004212|DQ397833|Environmental sample from ENV division of INSDC||37638|37562|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTTCA-
>ENV004217|DQ397843|Environmental sample from ENV division of INSDC||7034|7110|Thr|CGT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTTCA-
>ENV004223|DQ397846|Environmental sample from ENV division of INSDC||10273|10197|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTTCA-
>ENV004231|DQ397855|Environmental sample from ENV division of INSDC||23379|23303|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTTCA-
>ENV004150|DQ397557|Environmental sample from ENV division of INSDC||10008|10084|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTCCA-
>ENV004191|DQ397620|Environmental sample from ENV division of INSDC||32864|32788|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTCCA-
>ENV004193|DQ397624|Environmental sample from ENV division of INSDC||8552|8476|Thr|CGT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTCCA-
>ENV004205|DQ397640|Environmental sample from ENV division of INSDC||29777|29701|Thr|CGT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCTCGGTGGCTCAGACCGGC--AGAGCAAACGCCTCGTAAGCGTTAG--------------------CCGTGGGTTCAAATCCCACCCGAGGCTCCA-
>At0529|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|944046|944120|Thr|GGT|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCTCAGCCTGGCT-AGAGCGTTGCCCTGGTAAGGCAAAG--------------------TCCCGGGTTCAAATCCCGGCCGCGGCT----
>At1909|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1380660|1380584|Thr|TGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCCTAGCCTGGT--GGGGCGGGGGACTTGTAATCCCCAG--------------------TCGCGGGTTCAAATCCCGCCCGGGGCTCCA-
>At1861|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1397418|1397342|Thr|CGT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCTGGT--GGGGCGGGGGACTCGTAATCCCCAG--------------------TCCCGGGTTCAAATCCCGGTCCCGGCTCCA-
>At1904|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1190775|1190699|Thr|CGT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCTGGT--GGGGCGGGGGACTCGTAATCCCCAG--------------------TCCCGGGTTCAAATCCCGGTCCCGGCTCCA-
>At0347|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1691338|1691446|Thr|TGT|1691369|
1691388||1691397|1691410||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTTGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCT----
>At0277|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1797349|1797255|Thr|CGT|
1797318|1797299|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTCGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCT----
>At0363|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|858497|858389|Thr|CGT|858466|
858447||858438|858425||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGCCCGGTC-GGAGCGCCCGCCTCGTAAGCGGGAG--------------------TCCCGGGTTCGAATCCCGGCCGGGGCT----
>At0869|Hwal_DSM16790|Euryarchaeota|Haloquadratum walsbyi|586476|586403|Phe|GAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCTTAGCTCAGACTGGG--AGAGCACTCGACTGAAGATCGAGCT--------------------TCCCCGGTTCAAATCCGGGAGGCGGCA----
>At0759|Hmar_ATCC43049|Euryarchaeota|Haloarcula marismortui ATCC 43049|2063955|2064028|Phe|GAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCTTAGCTCAGACTGGG--AGAGCACTCGACTGAAGATCGAGCT--------------------TCCCCGGTTCAAATCCGGGAGGCGGCA----
>At1705|Npha_DSM2160|Euryarchaeota|Natronomonas pharaonis DSM 2160|2576422|2576495|Tyr|GTA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCGCCCTTAGCTCAGACTGGT--AGAGCAGTCGACTGTAGATCGACTT--------------------TCCCCCGTTCAAATCGGGGAGGGCGGA----
>At1091|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1072116|1072189|Tyr|GTA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGATAGTTCAGACTGGTA-G-AACGGCGGACTGTAGATCCGCAT--------------------TCGCTGGTTCAAATCCGGCTCGCGGGA----
>At1122|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|113083|113156|Tyr|GTA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGATAGTTCAGACTGGTA-G-AACGGCGGACTGTAGATCCGCAT--------------------TCGCTGGTTCAAATCCGGCTCGCGGGA----
>At1935|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1913492|1913569|Tyr|GTA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGGTAGCCTAGCCTGGGA-GTGGCGGCGGACTGTAGATCCGCAG--------------------TCCCCGGTTCAAATCCGGGCCGCGGGACCA-
>At1836|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1054563|1054640|Tyr|GTA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-CCCGCGGTAGCCTAGCCTGGTA-GTGGCGGCGGACTGTAGATCCGCAG--------------------TCCCCGGTTCAAATCCGGGCCGCGGGACCA-
>At1087|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|894221|894294|Phe|GAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTAGTTCAGCCTGGG--AGAACGCTGGACTGAAGATCCAGTT--------------------TCGGGTGTTCGAATCACCCCCTTGGCA----
>At1138|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1601495|1601568|Phe|GAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTAGTTCAGCCTGGG--AGAACGCTGGACTGAAGATCCAGTT--------------------TCGGGTGTTCGAATCACCCCCTTGGCA----



>At1161|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|975702|975775|Phe|GAA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCAAGGTAGTTCAGCCTGGG--AGAACGCTGGACTGAAGATCCAGTT--------------------TCGGGTGTTCGAATCACCCCCTTGGCA----
>ENV004179|DQ397594|Environmental sample from ENV division of INSDC||23298|23220|Asn|GTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCCGCCCTAGCTCAGCCCGGT--AGAGCGTCGGACTGTTAATCCGTTG--------------------TCGCCAGTTCAAGTCTGGTGGGCGGCGCCAA
>ENV004180|DQ397598|Environmental sample from ENV division of INSDC||1122|1044|Asn|GTT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCCGCCCTAGCTCAGCCCGGT--AGAGCGTCGGACTGTTAATCCGTTG--------------------TCGCCAGTTCAAGTCTGGTGGGCGGCGCCAA
>ENV004186|DQ397611|Environmental sample from ENV division of INSDC||8281|8203|Asn|GTT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCCGCCCTAGCTCAGCCCGGT--AGAGCGTCGGACTGTTAATCCGTTG--------------------TCGCCAGTTCAAGTCTGGTGGGCGGCGCCAA
>ENV004192|DQ397621|Environmental sample from ENV division of INSDC||25481|25403|Asn|GTT|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCCGCCCTAGCTCAGCCCGGT--AGAGCGTCGGACTGTTAATCCGTTG--------------------TCGCCAGTTCAAGTCTGGTGGGCGGCGCCAA
>At0504|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|595458|595385|Phe|GAA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGG--AGAGCGCCCGGCTGAAGACCGGGTT--------------------TCCGGGGTTCAAGTCCCCGCGGCGGCA----
>At0525|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|419065|419155|Phe|GAA|419103|419119|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCCGGG--AGAGCGCCCGGCTGAAGACCGGGTT--------------------TCCGGGGTTCAAGTCCCCGCGGCGGCA----
>At0477|Ssol_P2|Crenarchaeota|Sulfolobus solfataricus P2|466224|466315|Met|CAT|466263|466279|||||The 
tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGTT-AGAGCGCCGGACTCATAATCCGGTT--------------------TCCGGGGTTCAAATCCCCGCGGCGGCA----
>At0554|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|1355777|1355691|Met|CAT|1355738|1355727|||||
The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGCCGTAGCTCAGCCTGGTT-AGAGCGCCGGACTCATAATCCGGTT--------------------TCCGGGGTTCAAATCCCCGCGGCGGCA----
>At0371|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1695782|1695674|Cys|GCA|1695751|
1695732||1695724|1695713||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGCTCAGTCCGGC--AGAGCGGCGGGCTGCAGACCCGTAG--------------------TCCCGGGTTCAAATCCCGGCCGGGGCTCCA-
>At1874|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|483329|483406|Arg|GCG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGCCTAGCCTGGAT-AGGGCGCGAGGCTGCGGACCTCGAG--------------------TCCGGGGTTCAAATCCCCGCCGGGGCGCCA-
>At1474|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|801526|801442|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GACGAGATAGCCAAGCCCGGT--ATGGCGCGGGATTGCTAATCCCGTG--------------------CCGGGGGTTCGAGTCCCCCTCTCGTCG----
>At0698|Mboo_6A8|Euryarchaeota|Candidatus Methanoregula boonei 6A8|2296584|2296500|Ser|GCT|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTTGAGGTAGCCAAGCCTGGT--ATGGCGCAGGTTTGCTAAACCTGTG--------------------TCGAGGGTTCAAATCCCTCCCTCAGCG----
>At1176|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1649681|1649765|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATGGCCCAGTCTGGT--ACGGCGCGGGACTGCTAATCCCGTT-------------------A-CCCGAGTTCAAATCTCGGTCTCCGCG----
>At1068|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1130434|1130350|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATGGCCCAGCCTGGT--ACGGCGCGGGACTGCTAATCCCGTT-------------------A-CCCGAGTTCAAATCTCGGTCTCCGCG----
>At1008|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|281817|281901|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGATGGCCCAGTCTGGT--ACGGCGCGGGACTGCTAATCCCGTT-------------------A-CCCGAGTTCAAATCTCGGTCTCCGCG----
>WENV078796|AAQL01000337|Gut microbiome of Human (healthy human stool sample 8)||981|892|Ser|GGA|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCCGAGATAGTCTAGCCTGGT--AAGGCGCGAGACTGGAAATCTCGTG-------------------CTCCTGGGTTCAAATCCCAGTCTCGGCGTTTA
>WENV078806|AAQL01000507|Gut microbiome of Human (healthy human stool sample 8)||104|17|Ser|TGA|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCCGAGATAGTCTAGTCTGGT--AAGGCGCAGGACTTGAAATCCTGTG-------------------G-CCTGGGTTCAAATCCCAGTCTCGGCGTTAT
>At2300|Msmi_ATCC35061|Euryarchaeota|Methanobrevibacter smithii ATCC 35061|858840|858758|Ser|TGA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGATAGTCTAGTCTGGT--AAGGCGCAGGACTTGAAATCCTGTG-------------------G-CCTGGGTTCAAATCCCAGTCTCGGCG----
>At1662|Mthe_DELTAH|Euryarchaeota|Methanothermobacter thermautotrophicus str. Delta H|968102|968186|
Ser|GGA|0|0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCAGGT--AAGGCGCAAGACTGGAAATCTTGTG--------------------TCCTGGGTTCAAATCCCAGTCCCGGCG----
>At1868|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1537150|1537064|Ser|TGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCTGGT--AGGGCGCGGGCCTTGAGAGCCCGTG-------------------G-CCGGGGTTCAAATCCCCGTCCCGGCGCCA-
>At1912|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1450511|1450425|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGATAGCCTAGCCTGGT--AGGGCGCGGGCCTTGAGAGCCCGTG-------------------G-CCGGGGTTCAAATCCCCGTCCCGGCGCCA-
>At1839|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1291820|1291906|Ser|GGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTAGCCTAGCCAGGGA-AGGCCGCGGGCCTGGAGAGCCCGTG-------------------A-CCGGGGTTCAAATCCCCGCCCCGGCGCCA-
>At1519|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2557489|2557571|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGT--GGT--AGGGCGCAAGCCTGGAAAGCTTGTG-------------------CTCGGGAGTTCGAATCTCCCCCTCGGCG----
>At0957|Mbur_DSM6242|Euryarchaeota|Methanococcoides burtonii DSM 6242|16400|16482|Ser|GGA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGTCTAGT--GGT--AGGGCGCAAGCCTGGAAAGCTTGTG-------------------CTCGGGAGTTCGAATCTCCCCCTCGGCG----



>At0796|Halo_NRC1|Euryarchaeota|Halobacterium sp. NRC-1|191112|191196|Ser|CGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGAGGTAGCCTAGCCTGGCC-AAGGCGGTTGCTTCGAGAGCAACTG-------------------CTCAGGAGTTCAAATCTCCTCCTCGGCG----
>At2053|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|1521804|1521722|Ser|CGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GTCGGGGTAGCCTAGCCCGGT--AAGGCGGTAGACTCGAGATCTACTG-------------------CTCGGGAGTTCAAATCTCCCCCCCGACG----
>ENV004190|DQ397615|Environmental sample from ENV division of INSDC||17894|17806|Ser|TGA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCAGAGGTCGCCTAGCCCGGC--ATGGCGCGGGCCTTGAGAGCCTGTG-------------------A-CGGGGGTTCAAATCCCCCTCTCTGCGCCAA
>ENV004199|DQ397638|Environmental sample from ENV division of INSDC||1117|1205|Ser|TGA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCAGAGGTCGCCTAGCCCGGC--ATGGCGCGGGCCTTGAGAGCCTGTG-------------------A-CGGGGGTTCAAATCCCCCTCTCTGCGCCAA
>ENV004229|DQ397851|Environmental sample from ENV division of INSDC||36269|36357|Ser|TGA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCAGAGGTCGCCTAGCCCGGC--ATGGCGCGGGCCTTGAGAGCCTGTG-------------------A-CGGGGGTTCAAATCCCCCTCTCTGCGCCAA
>ENV004239|DQ397865|Environmental sample from ENV division of INSDC||7046|7134|Ser|TGA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCAGAGGTCGCCTAGCCCGGC--ATGGCGCGGGCCTTGAGAGCCTGTG-------------------A-CGGGGGTTCAAATCCCCCTCTCTGCGCCAA
>At1083|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|574177|574264|Ser|GGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGATAGTCTAGCCTGGG--AAGGCGTACGGCTGGAAACCGTATG-------------------G-CGGGGGTTCAAATCCCCCTCTCTGCGCCA-
>At1101|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|66295|66209|Ser|TGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTGGTTGAGCTTGGCCAAAGGCGCCGGACTTGAAATCCGGTT-------------------G-CGGGGGTTCAAATCCCTCCCTCTGCG----
>At1143|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|773511|773425|Ser|TGA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTGGTTGAGCTTGGCCAAAGGCGCCGGACTTGAAATCCGGTT-------------------G-CGGGGGTTCAAATCCCTCCCTCTGCG----
>At1177|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|303551|303465|Ser|TGA|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGAGGTGGTTGAGCTTGGCCAAAGGCGCCGGACTTGAAATCCGGTT-------------------G-CGGGGGTTCAAATCCCTCCCTCTGCG----
>At1860|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1397296|1397210|Ser|GCT|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCCTAGCCTGGT--AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CCGGGGTTCAAATCCCCGCCGCGGCGCCA-
>At1903|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1190654|1190568|Ser|GCT|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGCCTAGCCTGGT--AGGGCGCCGGCCTGCTAAGCCGGTG-------------------G-CCGGGGTTCAAATCCCCGCCGCGGCGCCA-
>WENV078787|AAQL01000168|Gut microbiome of Human (healthy human stool sample 8)||1075|990|Leu|TAG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTGCCCGAGA--GGCCAAAGGGGACAGGCTTAGGACCTGTTG-------------------A-CCAGGGTTCAAATCCCTGCTCCCGCATTC-
>WENV078793|AAQL01000302|Gut microbiome of Human (healthy human stool sample 8)||363|276|Leu|TAA|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
TGCAAGGGTGCCCGAGC--GGCCAAAGGGGGAGGACTTAAGATCCTCTG-------------------TTCGAGGGTTCGAATCCCTTCCCTTGCACTAT
>At1579|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|407617|407534|Leu|TAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTGCCCGAGCT-GGCCAAAGGGGGTGGACTTAAGATCCTCTG-------------------A-CGTGGGTTCAAATCCCATCTCCTGCA----
>At0551|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|482657|482554|Leu|GAG|482624|482606|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCAAGGTCAAAGGGGGCGGACTGAGGCTCCGCTG-------------------G-CGTGGGTTCAAGTCCCACCCCCCGCA----
>At1906|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1358033|1357946|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGCCGGACTTAAGATCCGGTG-------------------G-CGCGGGTTCGAATCCCGCCCCCCGCACCA-
>At1791|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|601870|601956|Leu|TAA|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGCCGGACTTAAGATCCGGTG-------------------G-CGCGGGTTCGAATCCCGCCCCCCGCACCA-
>At2221|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1266904|1266817|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCGAAGGGGGCGGGCTCAAGACCCGCTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0045|Aper_K1|Crenarchaeota|Aeropyrum pernix K1|1295880|1295793|Leu|CAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGTCGGGCTCAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At2224|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|1219549|1219462|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCTGGCCAAAGGGGTCGGGCTGAGGACCCGATG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0312|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|375732|375648|Leu|TAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTTAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----
>At0372|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1699726|1699639|Leu|TAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTTAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0280|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1877584|1877497|Leu|CAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTCAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0285|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|326178|326262|Leu|CAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTCAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCA----



>At0261|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1155809|1155722|Leu|GAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTGAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0334|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|552531|552618|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGTTGAGGTCCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>ENV09004108|ADKH01001604|Hot springs metagenome ctg_1106445186506||499|412|Leu|CAA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCGGGGGTGCCCGAGCCAGGCCAAAGGGGCAGGGCTCAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0221|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|883422|883335|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGCCAAAGGGGCAGGGCTCAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0253|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|557567|557480|Leu|CAA|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGCCAAAGGGGCAGGGCTCAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0331|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|471637|471724|Leu|TAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTGCCCGAGCCAGGTCAAAGGGGCAGGGCTTAAGACCCTGTG-------------------G-CGTGGGTTCAAATCCCACCCCCCGCACCA-
>At0425|Saci_DSM639|Crenarchaeota|Sulfolobus acidocaldarius DSM 639|512631|512740|Ser|CGA|512669|
512693|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGCCCGAGC--GGACCAAGGGGGTAGGCTCGAGACCTACTG-------------------A-CGCGGGTTCAAATCCCGCCCCCGGCG----
>At0244|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1582574|1582671|Ser|GGA|
1582612|1582624|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTGGAGATCCCGTC-------------------G-CCCGGGTTCAAATCCCGGCCCCGGCG----
>At0306|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|1957505|1957604|Ser|CGA|
1957543|1957557|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTCGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0223|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1025434|1025347|Ser|TGA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTTGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCGCCA-
>At0368|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1552530|1552408|Ser|TGA|1552503|
1552481||1552469|1552458||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGC--GGCCCAAGGCGCGGGACTTGAGATCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCGCCA-
>At0314|Pcal_JCM11548|Crenarchaeota|Pyrobaculum calidifontis JCM 11548|430352|430268|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGTT-GGTCCAAGGCGCGGGCCTGCTAAGCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>At0245|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1582747|1582831|Ser|GCT|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGCCGAGTT-GGTCCAAGGCGCGGGCCTGCTAAGCCCGTC-------------------G-CGTGGGTTCAAATCCCACCCCCGGCG----
>ENV004070|DQ314494|Environmental sample from ENV division of INSDC||29807|29729|Cys|GCA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCCAAGGTGGCAGAGCCTGGCCTAACGCGTCCGCCTGCAGAGCGGATC-------------------ATCGCCGGTTCAAATCCGGCCCTTGGCTTCA-
>WENV078788|AAQL01000168|Gut microbiome of Human (healthy human stool sample 8)||1207|1128|Glu|TTC|
0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGCTCCGGTGGTGTAGTCCGGCCAATCATTTCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCATTTA
>At1562|Msta_DSM3091|Euryarchaeota|Methanosphaera stadtmanae DSM 3091|337564|337638|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGTCCGGCCAATCATTTCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGTCGGAGCA----
>At1381|Mace_C2A|Euryarchaeota|Methanosarcina acetivorans C2A|1682346|1682423|Glu|TTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>At1464|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4618540|4618617|Glu|TTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>At1465|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4619568|4619645|Glu|TTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>At1522|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2842453|2842530|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>At1523|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2843083|2843160|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTAGTGTAGTCCGGCCAATCATTCCGGCCTTTCGAGCCGAAG-------------------A-CTCGGGTTCGAATCCCGGCCGGAGCACCA-
>At0931|Mjan_DSM2661|Euryarchaeota|Methanocaldococcus jannaschii DSM 2661|637868|637942|Glu|TTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGTCCGGCCAATCATGCGGGCCTTTCGAGCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGAGCA----
>At1020|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1293816|1293890|Glu|TTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATGCAGGCCTTTCGAGCCTGCG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1070|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1283066|1282992|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATCCGGCCCTTTCGAGGCCGGG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1098|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1300584|1300658|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATCCGGCCCTTTCGAGGCCGGG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----



>At1110|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|893899|893825|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATCCGGCCCTTTCGAGGCCGGG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1129|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|335592|335666|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATCCGGCCCTTTCGAGGCCGGG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1152|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1601174|1601100|Glu|TTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCAGTGGTGTAGTCCGGCCAATCATCCGGCCCTTTCGAGGCCGGG-------------------A-CTCGGGTTCAAATCCCGGCTGGAGCA----
>At1186|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|975373|975299|Glu|TTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGGTGGTGTAGTCCGGCCAATCATGCTGGCCTTTCGAGCCAGCG-------------------A-CTCGGGTTCAAATCCCGGCCGGAGCA----
>At1473|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|474096|474022|Glu|CTC|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGCTCGGCCAATCATTCAGGACTCTCACTCCTGCG-------------------A-CTGGGGTTCAAATCCCCATCGGAGCA----
>At1531|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|951902|951828|Glu|CTC|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCCGATAGTGTAGCTCGGCCAATCATTCAGGACTCTCACTCCTGCG-------------------A-CTGGGGTTCAAATCCCCATCGGAGCA----
>At1830|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|797966|798043|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAATCATGCGGGACTCTCGATCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1899|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1140876|1140799|Glu|CTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAATCATGCGGGACTCTCGATCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1957|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1483825|1483748|Glu|CTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAATCATGCGGGACTCTCGATCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>ENV004198|DQ397634|Environmental sample from ENV division of INSDC||21569|21491|Glu|CTC|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCTCCTGTGGTGTAGTCCGGCCAAGCATACTGCCCTCTCAAGGCAGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGAGCATTA-
>ENV004204|DQ397639|Environmental sample from ENV division of INSDC||9748|9670|Glu|CTC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCTCCTGTGGTGTAGTCCGGCCAAGCATACTGCCCTCTCAAGGCAGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGAGCATTA-
>ENV004246|DQ397869|Environmental sample from ENV division of INSDC||6116|6038|Glu|CTC|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
-GCTCCTGTGGTGTAGTCCGGCCAAGCATACTGCCCTCTCAAGGCAGTG-------------------ATCCCGGGTTCAAATCCCGGCGGGAGCATCA-
>At1038|Maeo_Nankai3|Euryarchaeota|Methanococcus aeolicus Nankai-3|1377955|1377881|Asp|GTC|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGAGCG----
>At1073|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517173|1517099|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGAGCG----
>At1075|Mmar_C5|Euryarchaeota|Methanococcus maripaludis C5|1517372|1517298|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGAGCG----
>At1124|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|113418|113492|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGAGCG----
>At1126|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|113620|113694|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCTCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGAGCG----
>At1095|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1072657|1072731|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGGGCG----
>At1167|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1127478|1127552|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGGGCG----
>At1169|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|1127699|1127773|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTGGTGGTGTAGCTCGGCCTATCATACAGGACTGTCACTCCTGTG-------------------A-CTCGGGTTCAAATCCCGGCCAGGGCG----
>At1914|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1518661|1518584|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTGGTGTAGCCCGGCCTATCATGCGGGACTGTCACTCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCCGGGCGCCA-
>At1783|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|416131|416208|Asp|GTC|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCCCGGGTGGTGTAGCCCGGCCTATCATGCGGGACTGTCACTCCCGCG-------------------A-CCCGGGTTCAAATCCCGGCCCGGGCGCCA-
>At1847|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|325222|325145|Glu|TTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAAACATGCGGGCCTTTCGAGCCCGCG--------------------CCCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1944|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|347219|347142|Glu|TTC|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTGGTGTAGCCCGGTCAAACATGCGGGCCTTTCGAGCCCGCG--------------------CCCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At2242|Ihos_KIN4I|Crenarchaeota|Ignicoccus hospitalis KIN4/I|153641|153564|Asp|GTC|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCTGGCCCAGTATGCGGGCCTGTCAAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCGCCA-



>At0225|Paer_IM2|Crenarchaeota|Pyrobaculum aerophilum str. IM2|1226102|1226004|Asp|GTC|1226099|
1226079|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTATAGCCCGGACTAGTATGCGGGCCTGTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCGCCA-
>At0278|Pars_DSM13514|Crenarchaeota|Pyrobaculum arsenaticum DSM 13514|1804398|1804300|Asp|GTC|
1804395|1804375|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTATAGCCCGGACTAGTATGCGGGCCTGTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCGCCA-
>At0541|Stok_7|Crenarchaeota|Sulfolobus tokodaii str. 7|191251|191161|Glu|TTC|191228|191213|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGCGGTAGTATAGCCCGGTCAAGTATGCGGGCCTTTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGCGGCA----
>At0366|Pisl_DSM4184|Crenarchaeota|Pyrobaculum islandicum DSM 4184|1447364|1447227|Glu|CTC|1447361|
1447323||1447288|1447268||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCCGGTAGTCTAGCCCGGTCAAGGATGCGGGCCTCTCGAGCCCGTG-------------------A-CCCGGGTTCAAATCCCGGCCGGGGCACCA-
>At1100|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1683694|1683767|Arg|GCG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCCTCATGGGGTAGGTAGGAT-ATCCTCGCGGACTGCGGATCCGTGG-------------------ACTC-GGGTTCAAATCCCGATGGGGGCG----
>At1959|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|1724444|1724368|His|GTG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCCGGGGTGGTGTAGCCTGGTT-AGCACAGGGGACTGTGGATCCCCTA-------------------GCCC-GGGTTCAAATCCCGGCCCCGGCCCCA-
>WENV078797|AAQL01000350|Gut microbiome of Human (healthy human stool sample 8)||10226|10138|Leu|
GAG|0|0||||||ENV division in DDBJ/EMBL/GenBank|
TGCGGGGGTGGTCGAGT--GGTCAAAGGCGATAGGTTGAGGGCCTATTG-------------------TTCGCGGGTTCAAGTCCCGTCTCCCGCACTTT
>At1466|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|92160|92076|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTT-------------------TTCGTGGGTTCGAATCCCATCCCTCGCA----
>At1467|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|92377|92293|Leu|GAG|0|0|||||
The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTT-------------------TTCGTGGGTTCGAATCCCATCCCTCGCA----
>At1521|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|2560706|2560790|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCCAGGTCAAAGGCGCTAGGTTGAGGGCCTAGTT-------------------TTCGTGGGTTCGAATCCCATCCCTCGCA----
>At1502|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|181284|181368|Leu|CAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGAGTTGCCCAGCCAGGTCAAAGGCGCCAGGTTCAGAGCCTGGTC-------------------TTCGTGCGTTCGAATCGCACCTCTCGCA----
>At1284|Mmar_JR1|Euryarchaeota|Methanoculleus marisnigri JR1|1647663|1647579|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCAGGTCAAAGGCGCCAGGTTGAGGGCCTGGTC-------------------TTCGTGAGTTCGAATCTCACCCCTCGCA----
>At1107|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|778123|778039|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCTGGTTAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGAGGGTTCGAATCCCTTCCCTCGCA----
>At1149|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1507810|1507726|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCAAGCCTGGTTAAAGGCGCTAGGTTGAGGGCCTAGTC-------------------TTCGAGGGTTCGAATCCCTTCCCTCGCA----
>ENV09000361|ABSN01057628|Freshwater sediment metagenome lwFormaldehyde_C1||756|840|Leu|CAG|0|
0||||||ENV division in DDBJ/EMBL/GenBank|
-GCGAGGGTAGCCAAGCCAGGTCAACGGCGCCAGGTTCAGGGCCTGGTC-------------------TTCTTGGGTTCGAATCCCATCCCTCGCA----
>At2045|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|1089277|1089194|Leu|CAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTGTCGAGACTGGCCAAAGGCGATGGATTCAGGGTCCATTC-------------------TTCGAGGGTTCAAATCCCTCCCTCCGCA----
>At2046|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|1098176|1098092|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTGTCGAGACTGGCCAAAGGCGATGGATTTAGGGTCCATTC-------------------TTCGAGGGTTCAAATCCCTCCCTCCGCA----
>At2027|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|63598|63514|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGAGGTTGTCGAGACTGGTCAAAGGCGCCAGATTGAGGGTCTGGTT-------------------G-CGAGGGTTCAAATCCCTCCCTCCGCA----
>At1435|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|466965|467049|Leu|TAG|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTTGCCCAGCTAGGTCAAAGGCGATGGGCTTAGGACCCATTT-------------------TTCGTGCGTTCGAATCGCACCCCTCGCA----
>At1452|Mbar_FUSARO_01|Euryarchaeota|Methanosarcina barkeri str. Fusaro|4006296|4006378|Leu|CAA|0|
0|||||The tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGAGTAACCAAGC--GGTCAACGGTGGCAGACTCAAGATCTGTTC-------------------TTCAGGGGTTCGAATCCCTTCTCCCGCA----
>At1525|Mmaz_GOE1|Euryarchaeota|Methanosarcina mazei Go1|3637591|3637673|Leu|CAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGAGTAACCAAGC--GGTCAACGGTGGCAGACTCAAGATCTGTTC-------------------TTCAGGGGTTCGAATCCCTTCTCCCGCA----
>At2019|Tvol_GSS1|Euryarchaeota|Thermoplasma volcanium GSS1|1118192|1118276|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGAGGGTAACTAAGCCAGGCCAACAGTGCAGGACTTAAGATCCTGTC-------------------TTCGCGGGTTCAAATCCCGCCCCTCGCA----
>At1096|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|1156272|1156356|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGAGGGATTGCCAAGCCTGGTCAAAGGCGTCGGACTTAAGATCCGATC-------------------TTCGAGGGTTCAAATCCCTTTCCCTCCA----
>At1127|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|197613|197697|Leu|TAA|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GGAGGGATTGCCAAGCCTGGTCAAAGGCGTCGGACTTAAGATCCGATC-------------------TTCGAGGGTTCAAATCCCTTTCCCTCCA----
>At1109|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|893810|893726|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGTCGAGCCTGGCCAAAGATGCAGGACTTAGAATCCTGTC-------------------TTCCAGGGTTCAAATCCCTGCCCCTGCA----



>At1151|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1601086|1601002|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCAGGGGTTGTCGAGCCTGGCCAAAGATGCAGGACTTAGAATCCTGTC-------------------TTCCAGGGTTCAAATCCCTGCCCCTGCA----
>At1911|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1448168|1448081|Leu|TAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTTAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1867|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|1534784|1534697|Leu|CAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTCAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1882|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|896089|896176|Leu|CAG|0|0|||||The tRNA gene 
was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTCAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1900|Phor_OT3|Euryarchaeota|Pyrococcus horikoshii OT3|1163638|1163551|Leu|GAG|0|0|||||The tRNA 
gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTGAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1811|Paby_ORSAY|Euryarchaeota|Pyrococcus abyssi|955199|955112|Leu|GAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTGAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1941|Tkod_KOD1|Euryarchaeota|Thermococcus kodakaraensis KOD1|260446|260359|Leu|GAG|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCGGGATTGAGGGTCCCGTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At1848|Pfur_DSM3638|Euryarchaeota|Pyrococcus furiosus DSM 3638|337898|337811|Leu|CAA|0|0|||||The 
tRNA gene was obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGGGGGACTCAAGATCCCCTC-------------------TTCCGGGGTTCAAATCCCCGCCCCCGCACCA-
>At0076|Csym|Crenarchaeota|Cenarchaeum symbiosum|28673|28586|Leu|TAG|0|0|||||The tRNA gene was 
obtained from SPLITSdb.|GIB in DDBJ|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCAGGGCTTAGGACCCTGTC-------------------TCCGCGGGTTCGAATCCCGCCTCCCGCACCA-
>ENV004173|DQ397586|Environmental sample from ENV division of INSDC||38301|38388|Leu|TAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCAGGGCTTAGGACCCTGTC-------------------TCCGCGGGTTCGAATCCCGCCTCCCGCACCA-
>ENV004183|DQ397601|Environmental sample from ENV division of INSDC||15083|15170|Leu|TAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCAGGGCTTAGGACCCTGTC-------------------TCCGCGGGTTCGAATCCCGCCTCCCGCACCA-
>ENV004248|DQ397872|Environmental sample from ENV division of INSDC||36187|36100|Leu|TAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
-GCGGGGGTTGCCGAGCCTGGTCAAAGGCGCAGGGCTTAGGACCCTGTC-------------------TCCGCGGGTTCGAATCCCGCCTCCCGCACCA-
>ENV004160|DQ397570|Environmental sample from ENV division of INSDC||15182|15093|Leu|GAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCGGGTGTAGCCCAGCCTGGTCAAAGGCGCTAGCTTGAGGGGCTAGTC-------------------TTCGTGGGTTCAAATCCCATCGCCCGCACCCA
>ENV004169|DQ397579|Environmental sample from ENV division of INSDC||11120|11209|Leu|GAG|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCGGGTGTAGCCCAGCCTGGTCAAAGGCGCTAGCTTGAGGGGCTAGTC-------------------TTCGTGGGTTCAAATCCCATCGCCCGCACCCA
>ENV004182|DQ397601|Environmental sample from ENV division of INSDC||3720|3632|Ser|GCT|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCAGGGGTCACCTAGCCTGGTAGGGTGTGG--GACTGCTAATTCCATG-------------------A-CGGGGGTTCGAATCCCCCTCCCTGCGCCAT
>ENV004196|DQ397629|Environmental sample from ENV division of INSDC||34267|34189|Phe|GAA|0|0||||||
ENV division in DDBJ/EMBL/GenBank|
TGCCAGGGTAGCTCAGCCTGGGA-G-AGCACTCGGCTGAAGACCGAGCT-------------------GTCGCGCGTTCAAATCCCGCCCCTGGCACCAC
>ENV004238|DQ397863|Environmental sample from ENV division of INSDC||7587|7509|Phe|GAA|0|0||||||ENV 
division in DDBJ/EMBL/GenBank|
TGCCAGGGTAGCTCAGCCTGGGA-G-AGCACTCGGCTGAAGACCGAGCT-------------------GTCGCGCGTTCAAATCCCGCCCCTGGCACCAC
>At1086|Mmar_C7|Euryarchaeota|Methanococcus maripaludis C7|778253|778367|Met|CAT|778292|778331|||||
The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGAGGTGGCTTAGGCTGGTT-ATAGCGCTCGGCTCATAACCGAGAG-------------------GTCGGGGGTTCAAGTCCCCCCCTCGGCA----
>At1137|Mmar_S2|Euryarchaeota|Methanococcus maripaludis S2|1507940|1508054|Met|CAT|1507979|
1508018|||||The tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGAGGTGGCTTAGGCTGGTT-ATAGCGCTCGGCTCATAACCGAGAG-------------------GTCGGGGGTTCAAGTCCCCCCCTCGGCA----
>At1160|Mvan_SB|Euryarchaeota|Methanococcus vannielii SB|891114|891228|Met|CAT|891153|891192|||||The 
tRNA gene was obtained from SPLITSdb.  tRNA-Met(elongator).|GIB in DDBJ|
-GCCGAGGTGGCTTAGGCTGGTT-ATAGCGCTCGGCTCATAACCGAGAG-------------------GTCGGGGGTTCAAGTCCCCCCCTCGGCA----


