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Loki M
BY90105151/1-56

Loki N
CMNCGEG_01998/1-70

Loki M
CK43834501/1-49

Loki A0A8T5U463/1-56

Loki M
BY90143011/1-56

Loki ABR11_15280/1-70

Loki KMKGINLI_01443/1-70

Loki A0A7K4GRM7/1-56

Loki NVM184691/1-56

Loki PMBHJJPC_02845/1-70

Loki NHJ219831/1-70

Loki ABR08_17100/1-70

Loki IO
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Loki ABR13_14170/1-68

Loki MBY89789241/1-68

Loki HHCCPONP_01341/1-68

Loki CJIIADPP_00178/1-68

Loki MBY90122781/1-68

Loki MBY90205171/1-68

Loki EGDCNDKB_01322/1-68

Loki MBY90159841/1-68

Loki PMBHJJPC_02316/1-68

Loki A0A523R5Q7/1-61

Loki BIPBGOBK_00854/1-61

Loki TES935771/1-61

Loki A0A532TF22/1-68

Loki TKJ212611/1-68

Loki A0A8T5S0A2/1-68

Loki MBY89862901/1-68

Loki FMCMPBEL_00314/1-56

Loki UCD008751/1-68

Loki A0A523R5S4/1-68

Loki TES935791/1-68

Loki BIPBGOBK_00852/1-56

Loki AIHGJNII_00391/1-68

Loki AIHGJNII_04804/1-68

Loki GIDFGDKE_00349/1-69

Loki FHBJKAAF_02095/1-68

Loki MCK46865511/1-68

Loki A0A8T5U1H2/1-68

Loki ABR04_29260/1-68

Loki HBFNDHAC_02822/1-68

Loki A0A8T5T8P1/1-68

Loki MBY90025821/1-68

Loki MCJ76471061/1-68

Loki AKIPGEPC_01160/1-68

Loki IOEPLHOC_01647/1-68
Loki A0A8T5URV3/1-68

Loki MBY90198101/1-68

Loki GEMKPHBL_03996/1-68

Loki GEAPHIAC_02066/1-56

Loki LBHEPEBI_01957/1-56

Loki BONPEFDL_00348/1-56

Loki HFIKDIPN_01473/1-68

Loki PEBLJDCA_02499/1-68
Loki MBN18015031/1-68

Loki IDFJFKNI_02164/1-68

Loki OKCOMJOC_00768/1-68
Loki ODHLOAJL_00768/1-68

Loki FPBAGLHH_02925/1-68
Loki GBS14_00400/1-72Loki RLI670791/1-72

Loki MCF21400421/1-72
Loki A0A497QRM8/1-72Loki A0A5B9DF44/1-72Loki QEE173271/1-72Loki A0A5C9EPV3/1-72Loki TXT644261/1-72Loki A0A842S9N4/1-72Loki MBD31958141/1-72Loki MBD32004101/1-72Loki KGICPFBK_00372/1-72Loki A0A8T5TKW2/1-72Loki MBY90080911/1-72Loki A0A842UBN1/1-73Loki MBD32558301/1-73Loki A0A8T5RQ61/1-56Loki MBY89848341/1-56Loki GEMMHLIP_02064/1-72Loki MCK47802921/1-61Loki IDFJFKNI_03837/1-72Loki ODHLOAJL_02735/1-72Loki OKCOMJOC_02735/1-72Loki FPBAGLHH_02646/1-72Loki MCK42387061/1-74Loki FMNJPMHE_02552/1-72Loki IEDOLEKK_02529/1-72

Loki EPJFOALF_02341/1-72
Loki UYP471601/1-72
Loki UYP488241/1-72

Hel A0A850LVM2/1-73
Hel NVM034671/1-73

Hel A0A850LY41/1-73
Hel NVM041841/1-73

Hel JDHPMMCG_02531/1-73
Hel JDHPMMCG_03204/1-73

Loki A0A8T6RDY9/1-70
Loki NHI915501/1-70

Loki A0A8T6RDZ3/1-70
Loki NHI915491/1-70

Hel GCFBPIMP_02918/1-70

Hel A0A850MHK6/1-54

Hel NVM527411/1-54

Hel A0A850M6B8/1-70

Hel NVM278151/1-70

Hel AHGDIGKE_06165/1-70

Hel A0A850MJB3/1-54

Hel NVM530131/1-54

Hel A0A850M4P4/1-54

Hel NVM278161/1-54

Hel AHGDIGKE_03671/1-70

Hel AHGDIGKE_04188/1-70

Hel AHGDIGKE_04189/1-70

Loki A0A524DYB4/1-70

Loki TFG058381/1-70

Hel A0A850M3C2/1-54

Hel NVM278171/1-54

Hel A0A850M3K8/1-70

Hel NVM284821/1-70

Hel A0A850M5A2/1-70

Hel NVM275631/1-70

Hel A0A850MN19/1-70

Hel NVM527421/1-70

Hel MENFHECE_02356/1-70

Hel GGAAPOGK_02027/1-70

Hel MDD17766741/1-70

Hel AHGDIGKE_01667/1-70

Hel GGAAPOGK_02899/1-70

Hel AEGAMCKF_02834/1-72

Hel AEGAMCKF_02949/1-72

Hel GCFBPIMP_02289/1-73

Loki A0A842TG16/1-72

Loki MBD32277661/1-72

Njord GBS16_10380/1-71

Njord GBS24_06970/1-78

Njord CNEOOAKE_01515/1-71

Njord IMBAIBGN_00984/1-78

Thor A0A8T6UQ25/1-75

Thor NIW124891/1-75

Thor NIU820691/1-75

Thor A0A8T6UST9/1-75

Thor NIW136061/1-75

Thor NIU832621/1-75

Heimdall UCE151761/1-72

2419984 Candidatus_Schekmanbacteria_bacterium_RMF981791_GCA_003695725.1/1-53

1973971 Deltaproteobacteria_bacterium_CG07_land_8_20_14_0_80_38_7_PIU584091_GCA_002779505.1/1-55

1797862 Deltaproteobacteria_bacterium_RIFCSPHIGHO2_02_FULL_44_16_OGQ229991_GCA_001798185.1/1-59

1973957 Deltaproteobacteria_bacterium_CG_4_10_14_0_2_um_filter_43_8_PJA208381_GCA_002793395.1/1-59

1797869 Deltaproteobacteria_bacterium_RIFCSPLOWO2_01_44_7_OGQ400111_GCA_001799015.1/1-59

1948124 Planctomycetes_bacterium_UBA1135_DCAK010000801-7_GCA_002311925.1/1-56

1948130 Planctomycetes_bacterium_UBA7888_DLRM010000411-23_GCA_002500505.1/1-95

2026780 Planctomycetes_bacterium_PCH787311_GCA_002400895.1/1-99

1948562 Deltaproteobacteria_bacterium_UBA6930_DKAI010001711-9_GCA_002450755.1/1-65

1986661 bacterium_TMED88_OUV368301_GCA_002171515.1/1-69

1948547 Deltaproteobacteria_bacterium_UBA4427_DGPZ010001861-25_GCA_002390675.1/1-71

1986848 Proteobacteria_bacterium_TMED72_RPG138641_GCA_002170485.2/1-71

1948127 Planctomycetes_bacterium_UBA2386_DDSQ010000601-21_GCA_002343845.1/1-67

1961490 Bacteriovoracaceae_bacterium_UBA6166_DIUE010000631-90_GCA_002435795.1/1-60

1973929 Bdellovibrionales_bacterium_CG12_big_fil_rev_8_21_14_0_65_38_15_PIQ545931_GCA_002787775.1/1-60

1961485 Bacteriovoracaceae_bacterium_UBA4207_DFTR010000161-62_GCA_002379495.1/1-61

1961499 Bacteriovoracaceae_bacterium_UBA843_DBGX010000031-375_GCA_002295965.1/1-61

1975528 Bdellovibrio_sp_CG12_big_fil_rev_8_21_14_0_65_39_13_PIQ58082.1_GCA_002786895.1/1-62

1961477 Bacteriovoracaceae_bacterium_UBA1511_DCQT010000331-118_GCA_002323535.1/1-65

1961500 Bacteriovoracaceae_bacterium_UBA845_DBGV010000161-285_GCA_002295955.1/1-68

1961476 Bacteriovoracaceae_bacterium_UBA1331_DBSX010001991-9_GCA_002306735.1/1-68

1353529 Bacteriovorax_sp_BSW11_IV_EQC48864.1_GCA_000447755.1/1-86

1961499 Bacteriovoracaceae_bacterium_UBA843_DBGX010000201-32_GCA_002295965.1/1-89

1353530 Bacteriovorax_sp_DB6_IX_EQC43107.1_GCA_000447775.1/1-93

1201288 Bacteriovorax_sp_Seq25_V_EQC43897.1_GCA_000447795.1/1-87

1860085 Bacteriovorax_sp_MedPE-SWde_OIQ20644.1_GCA_001874305.1/1-100

1961504 Bdellovibrionaceae_bacterium_UBA1609_DCMZ010000011-39_GCA_002321895.1/1-72

1961497 Bacteriovoracaceae_bacterium_UBA7317_DKQD010002051-31_GCA_002474345.1/1-83

2020862 Halobacteriovorax_sp_MAE59149.1_GCA_002686115.1/1-75

1961377 Bacteriovorax_sp_UBA2704_DELE01000301.1-1_GCA_002354235.1/1-79

1201290 Bacteriovorax_sp_BAL6_X_EPZ50939.1_GCA_000443995.1/1-94

2067553 Halobacteriovorax_sp_DA5_POB15291.1_GCA_002903145.1/1-94

2109558 Halobacteriovorax_sp_BALOs_7_AYF45080.1_GCA_003612895.1/1-85

97084 Halobacteriovorax_marinus_OUR968451_GCA_002163155.1/1-79

2014617 Halobacteriovorax_sp_JY17_PIK15155.1_GCA_002753895.1/1-79

97084 Halobacteriovorax_marinus_SJ_CBW259711_GCA_000210915.2/1-84

1961480 Bacteriovoracaceae_bacterium_UBA3083_DFBJ010000091-657_GCA_002366565.1/1-79

1797946 Elusimicrobia_bacterium_RIFCSPLOWO2_01_FULL_59_12_OGR900111_GCA_001800075.1/1-62

1817870 Candidatus_Lindowbacteria_bacterium_RIFCSPLOWO2_12_FULL_62_27_OGH613381_GCA_001784175.1/1-65

2014311 Elusimicrobia_bacterium_CG11_big_fil_rev_8_21_14_0_20_64_6_PIR151701_GCA_002796275.1/1-64

1961478 Bacteriovoracaceae_bacterium_UBA2394_DDSI010001471-21_GCA_002343335.1/1-65

2030800 Elusimicrobia_bacterium_PCI394451_GCA_002401485.1/1-64

1986839 Planctomycetia_bacterium_TMED53_OUU227881_GCA_002167285.1/1-62

1948125 Planctomycetes_bacterium_UBA1146_DCAA010000431-61_GCA_002311345.1/1-62

1953104 Acidobacteria_bacterium_UBA2167_DCWH010000471-7_GCA_002328195.1/1-90

2026715 Bdellovibrionaceae_bacterium_MAE730431_GCA_002686065.1/1-74

1660251 Acidobacteria_bacterium_Mor1_ANM315621_GCA_001664505.1/1-83

1961525 Bdellovibrionaceae_bacterium_UBA840_DBHA010000471-21_GCA_002295565.1/1-79

1827384 Proteobacteria_bacterium_SG_bin7_OQW542731_GCA_002083485.1/1-67

1961506 Bdellovibrionaceae_bacterium_UBA2339_DDUL010000331-148_GCA_002344785.1/1-67

1752195 Bdellovibrionales_bacterium_Ga0074137_LNDT010000041-124_GCA_001464715.1/1-70

83561 Simkania_negevensis_Z_CCB888881_GCA_000237205.1/1-77

1952203 Leptospiraceae_bacterium_UBA3465_DFRK010000221-19_GCA_002378225.1/1-61

2026757 Leptospiraceae_bacterium_MBI392671_GCA_002717505.1/1-61

1952205 Leptospiraceae_bacterium_UBA7230_DKTM010000161-72_GCA_002473045.1/1-61

301541 Leptospira_broomii_serovar_Hurstbridge_str_5399_EQA47027.1_GCA_000243715.3/1-63

29506 Leptospira_inadai_serovar_Lyme_PNV749441_GCA_001704175.2/1-63

48782 Leptospira_fainei_serovar_Hurstbridge_str_BUT_6_EPG75942.1_GCA_000306235.2/1-63

409998 Leptospira_wolffii_serovar_Khorat_str_Khorat-H2_EPG67580.1_GCA_000306115.2/1-63

447106 Leptospira_licerasiae_str_MMD4847_EJZ41866.1_GCA_000244715.3/1-63

1917820 Leptospira_johnsonii_GBF377981_GCA_003112675.1/1-63

1958811 Leptospira_venezuelensis_NETS010000081-82_GCA_002150035.1/1-63

2023177 Leptospira_hartskeerlii_PJZ336511_GCA_002811475.1/1-63

2023198 Leptospira_haakeii_PKA188681_GCA_002812045.1/1-63

2023192 Leptospira_neocaledonica_PJZ762781_GCA_002812205.1/1-63

2023183 Leptospira_saintgironsiae_PJZ502011_GCA_002811765.1/1-63

1242992 Leptospira_sp_B5-022_EMJ96947.1_GCA_000347035.1/1-63

2023191 Leptospira_perolatii_PJZ701901_GCA_002811865.1/1-63

172 Leptospira_biflexa_serovar_Patoc_strain__Patoc_1__Ames___ABZ951101_GCA_000017605.1/1-67

293075 Leptospira_terpstrae_serovar_Hualin_str_LT_11-33___ATCC_700639_EMY60774.1_GCA_000332495.2/1-67

293085 Leptospira_vanthielii_serovar_Holland_str_Waz_Holland___ATCC_700522_EMY71029.1_GCA_000332455.2/1-67

2023182 Leptospira_brenneri_PJZ445001_GCA_002812125.1/1-67

1917822 Leptospira_ellinghausenii_GBF423221_GCA_003114815.1/1-67

2023178 Leptospira_levettii_PJZ367811_GCA_002812085.1/1-67

29511 Leptospira_wolbachii_serovar_Codice_str_CDC_EOQ98559.1_GCA_000332515.2/1-67

293069 Leptospira_yanagawae_serovar_Saopaulo_str_Sao_Paulo___ATCC_700523_EOQ88643.1_GCA_000332475.2/1-67

29508 Leptospira_meyeri_PJZ960641_GCA_002811905.1/1-67

2023189 Leptospira_harrisiae_PJZ839091_GCA_002811945.1/1-67

1917830 Leptospira_kobayashii_GBF472121_GCA_003114835.1/1-67

1917863 Leptospira_ryugenii_GBF508231_GCA_003114855.1/1-67

178 Leptospira_sp_PJE04593.1_GCA_002786225.1/1-70

173 Leptospira_interrogans_serovar_Lai_str_56601_AAN49657.2_GCA_000092565.1/1-64

29507 Leptospira_kirschneri_serovar_Mozdok_KON761901_GCA_000772835.2/1-64

28182 Leptospira_noguchii_str_Bonito_EMI71089.1_GCA_000346655.1/1-64

100053 Leptospira_alexanderi_serovar_Manhao_3_str_L_60_EQA61311.1_GCA_000243815.3/1-64

1137606 Leptospira_mayottensis_200901116_AZQ019911_GCA_000306675.3/1-64

28183 Leptospira_santarosai_serovar_Shermani_str_LT_821_EKT86906.1_GCA_000313175.2/1-64

28184 Leptospira_weilii_str_LNT_1194_AHQX01000250.1-7_GCA_000246635.2/1-64

174 Leptospira_borgpetersenii_serovar_Hardjo-bovis_str_JB197_ABJ76032.1_GCA_000013965.1/1-80

28184 Leptospira_weilii_serovar_Ranarum_str_ICFT_EMY76476.1_GCA_000332415.2/1-64

2023197 Leptospira_elllisii_PJZ941491_GCA_002811955.1/1-64

2023186 Leptospira_adleri_PJZ525821_GCA_002811845.1/1-64

408139 Leptospira_kmetyi_PJZ306421_GCA_002811455.1/1-64

2202203 Leptospira_stimsonii_RHX849551_GCA_003545875.1/1-64

2202201 Leptospira_yasudae_RHX800141_GCA_003545865.1/1-64

2023184 Leptospira_barantonii_PJZ567641_GCA_002811925.1/1-64

28452 Leptospira_alstonii_serovar_Pingchang_str_80-412_EQA78361.1_GCA_000332555.2/1-64

1936003 Anaerohalosphaera_lusitana_AQT685941_GCA_002007645.1/1-108

1851148 Limihaloglobus_sulfuriphilus_AQQ712111_GCA_001999965.1/1-100

1940790 Sedim
entisphaera_cyanobacteriorum

_AQQ093261_GCA_001997385.1/1-100

1941349 Sedim
entisphaera_salicam

pi_ARN567931_GCA_002117005.1/1-100

1948858 Patescibacteria_group_bacterium
_UBA6539_DJKP010000491-7_GCA_002434675.1/1-64

1951205 Phycisphaerales_bacterium
_UBA7708_DLFY010000961-10_GCA_002482415.1/1-71

1703410 Phycisphaerae_bacterium
_SM

1_79_KPL222121_GCA_001304275.1/1-61

1703409 Phycisphaerae_bacterium
_SG8_4_KPK450771_GCA_001303465.1/1-61

1674905 Phycisphaerales_bacterium
_Planc_01_LVBB010000241-103_GCA_001603075.1/1-62

1801959 Planctom
ycetes_bacterium

_GW
F2_50_10_OHB568211_GCA_001824635.1/1-71

2052180 Phycisphaerales_bacterium
_PLLM

010000401-52_GCA_003141275.1/1-61

1801957 Planctom
ycetes_bacterium

_GW
F2_41_51_OHB519941_GCA_001825665.1/1-64

1801958 Planctom
ycetes_bacterium

_GW
F2_42_9_OHB580991_GCA_001825675.1/1-64

2013827 Planctom
ycetes_bacterium

_HGW
-Planctom

ycetes-1_PKL490891_GCA_002839495.1/1-66

1801960 Planctom
ycetes_bacterium

_RBG_13_44_8b_OHB596731_GCA_001825715.1/1-67

1797866 Deltaproteobacteria_bacterium
_RIFCSPHIGHO2_12_FULL_40_32_OGQ206911_GCA_001798255.1/1-63

1951191 Phycisphaerales_bacterium
_UBA2266_DDXG

010000011-6_G
CA_002347125.1/1-63

1971638 Planctom
ycetales_bacterium

_4572_13_O
Q

Y059721_G
CA_002084585.1/1-67

1703415 Planctom
ycetes_bacterium

_DG
_58_KPJ568061_G

CA_001304355.1/1-59

2094028 Candidatus_Brocadiaceae_bacterium
_PUM

J010000171-23_G
CA_003551305.1/1-61

1704029 Planctom
ycetes_bacterium

_SM
23_32_KPK658051_G

CA_001303885.1/1-65

1948129 Planctom
ycetes_bacterium

_UBA4800_DHG
K010001291-16_G

CA_002402755.1/1-67

1948126 Planctom
ycetes_bacterium

_UBA1662_DCKY010002311-22_G
CA_002320775.1/1-68

1973976 Deltaproteobacteria_bacterium
_CG

11_big_fil_rev_8_21_14_0_20_49_13_PIR165401_G
CA_002796305.1/1-60

1973975 Deltaproteobacteria_bacterium
_CG

11_big_fil_rev_8_21_14_0_20_47_16_PIR198531_G
CA_002796325.1/1-63

1797280 Candidatus_Andersenbacteria_bacterium
_RIFCSPHIG

HO
2_02_FULL_46_16_O

G
Y331741_G

CA_001817065.1/1-59

1797281 Candidatus_Andersenbacteria_bacterium
_RIFCSPHIG

HO
2_12_FULL_45_11_O

G
Y343031_G

CA_001817095.1/1-65

1974485 Candidatus_Andersenbacteria_bacterium
_CG

10_big_fil_rev_8_21_14_0_10_54_11_PIT983111_G
CA_002778765.1/1-59

1801975 Planctom
ycetes_bacterium

_RIFCSPHIG
HO

2_02_FULL_50_42_O
HB892661_G

CA_001828385.1/1-61

1801980 Planctom
ycetes_bacterium

_RIFCSPHIG
HO

2_12_FULL_52_36_O
HB943201_G

CA_001828545.1/1-63

1284222 Candiadtus_Scalindua_japonica_G
AX623481_G

CA_002443295.1/1-66

237368 Candidatus_Scalindua_brodae_KHE905401_G
CA_000786775.1/1-91

1801983 Planctom
ycetes_bacterium

_RIFCSPLO
W

O
2_12_FULL_40_19_O

HC020411_G
CA_001828595.1/1-67

2093808 N
itriliruptoraceae_bacterium

_PU
LK010000491-3_G

C
A_003550915.1/1-58

1801607 C
andidatus_M

elainabacteria_bacterium
_R

IFC
SPH

IG
H

O
2_02_FU

LL_34_12_O
G

I199651_G
C

A_001784555.1/1-59

1801608 C
andidatus_M

elainabacteria_bacterium
_R

IFC
SPLO

W
O

2_02_FU
LL_35_15_O

G
I133411_G

C
A_001784585.1/1-59

1797895 D
eltaproteobacteria_bacterium

_R
IFO

XYA12_FU
LL_58_15_O

G
Q

917721_G
C

A_001798605.1/1-60

1391653 Vulgatibacter_incom
ptus_AKU

917811_G
C

A_001263175.1/1-65

2218524 C
andidatus_Term

ititenax_aidoneus_G
BR

734911_G
C

A_003864455.1/1-59

2218525 C
andidatus_Term

ititenax_persephonae_G
BR

753761_G
C

A_003864475.1/1-59

2049432 C
hrom

atiaceae_bacterium
_Q

IJH
010002351-9_G

C
A_003232725.1/1-56

2049432 C
hrom

atiaceae_bacterium
_Q

IJH
010002351-10_G

C
A_003232725.1/1-71

1781243 M
arinim

icrobia_bacterium
_TC

S52_LSC
C

010000801-4_G
C

A_001577215.1/1-61

1948130 Planctom
ycetes_bacterium

_U
BA7888_D

LR
M

010000111-54_G
C

A_002500505.1/1-71

2026780 Planctom
ycetes_bacterium

_PC
H

828401_G
C

A_002400895.1/1-72

2067063 Verrucom
icrobia_bacterium

_O
piO

SU.00C
_PN

EW
01000051.1-7_G

C
A_002922725.1/1-65

2067063 Verrucom
icrobia_bacterium

_O
piO

SU.00C
_PN

EW
01000170.1-2_G

C
A_002922725.1/1-68

1801983 Planctom
ycetes_bacterium

_R
IFC

SPLO
W

O
2_12_FU

LL_40_19_O
H

C
031941_G

C
A_001828595.1/1-62

237368 C
andidatus_Scalindua_brodae_KH

E934021_G
C

A_000786775.1/1-66

1284222 C
andiadtus_Scalindua_japonica_G

AX594251_G
C

A_002443295.1/1-66

795830 C
andidatus_Brocadia_sinica_JPN

1_G
AN

326571_G
C

A_000949635.1/1-65

1801966 Planctom
ycetes_bacterium

_R
BG

_16_41_13_O
H

B703281_G
C

A_001828295.1/1-66

174633 C
andidatus_Kuenenia_stuttgartiensis_D

ID
R

010000691-5_G
C

A_002418245.1/1-66

1948552 D
eltaproteobacteria_bacterium

_U
BA5576_D

IM
C

010002341-6_G
C

A_002425355.1/1-162

1797403 Bdellovibrionales_bacterium
_R

IFO
XYD

1_FU
LL_53_11_O

FZ831961_G
C

A_001770165.1/1-75

1961475 B
acteriovoracaceae_bacterium

_U
BA

1018_D
B

A
E010000471-3_G

C
A

_002291495.1/1-137

1919263 S
pirochaetaceae_bacterium

_bin103_M
P

N
H

010000141-34_G
C

A
_002238925.1/1-60

1948547 D
eltaproteobacteria_bacterium

_U
B

A
4427_D

G
P

Z010002001-27_G
C

A
_002390675.1/1-62

1986848 P
roteobacteria_bacterium

_TM
E

D
72_R

P
G

040111_G
C

A
_002170485.2/1-63

1986661 bacterium
_TM

E
D

88_O
U

V
356101_G

C
A

_002171515.1/1-63

2005720 bacterium
_B

M
S

3A
bin12_G

B
E

097431_G
C

A
_002897835.1/1-62

1970504 C
hrom

atiales_bacterium
_21-64-14_O

Y
V

772231_G
C

A
_002255365.1/1-62

1948547 D
eltaproteobacteria_bacterium

_U
B

A
4427_D

G
P

Z010001051-7_G
C

A
_002390675.1/1-157

1961478 B
acteriovoracaceae_bacterium

_U
B

A
2394_D

D
S

I010002501-2_G
C

A
_002343335.1/1-149

1973974 D
eltaproteobacteria_bacterium

_C
G

11_big_fil_rev_8_21_14_0_20_45_16_P
IR

230991_G
C

A
_002787535.1/1-173

1797895 D
eltaproteobacteria_bacterium

_R
IFO

X
YA

12_FU
LL_58_15_O

G
Q

895071_G
C

A
_001798605.1/1-65

1970199 S
orangiineae_bacterium

_N
IC

37A
_2_O

Q
X

681741_G
C

A
_002085155.1/1-164

1797384 B
dellovibrionales_bacterium

_G
W

A
2_49_15_O

FZ176491_G
C

A
_001769855.1/1-61

1860085 B
acteriovorax_sp_M

edP
E

-S
W

de_O
IQ

17229.1_G
C

A
_001874305.1/1-75

1353530 B
acteriovorax_sp_D

B
6_IX

_E
Q

C
51420.1_G

C
A

_000447775.1/1-104

1353529 B
acteriovorax_sp_B

S
W

11_IV
_E

Q
C

44485.1_G
C

A
_000447755.1/1-84

1961377 B
acteriovorax_sp_U

B
A

2704_D
E

LE
01000050.1-19_G

C
A

_002354235.1/1-100

1201288 B
acteriovorax_sp_S

eq25_V
_E

Q
C

44006.1_G
C

A
_000447795.1/1-99

2067553 H
alobacteriovorax_sp_D

A
5_P

O
B

12572.1_G
C

A
_002903145.1/1-100

1201290 B
acteriovorax_sp_B

A
L6_X

_E
P

Z49930.1_G
C

A
_000443995.1/1-100

2109558 H
alobacteriovorax_sp_B

A
LO

s_7_AY
F44155.1_G

C
A

_003612895.1/1-104

1961489 B
acteriovoracaceae_bacterium

_U
B

A
6153_D

IU
R

010000231-388_G
C

A
_002428265.1/1-154

960 B
acteriovorax_stolpii_AU

N
988521_G

C
A

_002872415.1/1-158

1961492 B
acteriovoracaceae_bacterium

_U
B

A
6261_D

JV
H

010000961-87_G
C

A
_002440825.1/1-156

1797401 B
dellovibrionales_bacterium

_R
IFO

X
Y

D
1_FU

LL_39_84_O
FZ756471_G

C
A

_001770125.1/1-164

1961498 B
acteriovoracaceae_bacterium

_U
B

A
7695_D

LG
L010000091-22_G

C
A

_002482685.1/1-155

1961484 B
acteriovoracaceae_bacterium

_U
B

A
4097_D

FX
X

010001211-5_G
C

A
_002381765.1/1-151

1973929 B
dellovibrionales_bacterium

_C
G

12_big_fil_rev_8_21_14_0_65_38_15_P
IQ

532741_G
C

A
_002787775.1/1-140

1961485 B
acteriovoracaceae_bacterium

_U
B

A
4207_D

FTR
010000181-33_G

C
A

_002379495.1/1-172

97084 H
alobacteriovorax_m

arinus_S
J_C

B
W

258301_G
C

A
_000210915.2/1-152

1961480 B
acteriovoracaceae_bacterium

_U
B

A
3083_D

FB
J010000091-522_G

C
A

_002366565.1/1-153

2014617 H
alobacteriovorax_sp_JY

17_P
IK

13656.1_G
C

A
_002753895.1/1-154

97084 H
alobacteriovorax_m

arinus_O
U

R
997141_G

C
A

_002163155.1/1-156

1961499 B
acteriovoracaceae_bacterium

_U
B

A
843_D

B
G

X
010000011-250_G

C
A

_002295965.1/1-167

1961476 B
acteriovoracaceae_bacterium

_U
B

A
1331_D

B
S

X
010001681-17_G

C
A

_002306735.1/1-150

1961500 B
acteriovoracaceae_bacterium

_U
B

A
845_D

B
G

V
010000141-338_G

C
A

_002295955.1/1-152

2026715 B
dellovibrionaceae_bacterium

_M
A

E
726561_G

C
A

_002686065.1/1-61

1986848 P
roteobacteria_bacterium

_T
M

E
D

72_R
P

G
140351_G

C
A

_002170485.2/1-180

1961515 B
dellovibrionaceae_bacterium

_U
B

A
5009_D

G
Y

J010001271-19_G
C

A
_002396665.1/1-145

959 B
dellovibrio_bacteriovorus_str_T

iberius_A
F

Y
02649.1_G

C
A

_000317895.1/1-169

959 B
dellovibrio_bacteriovorus_H

D
100_C

A
E

808101_G
C

A
_000196175.1/1-178

28201 B
dellovibrio_sp_P

W
U

22477.1_G
C

A
_003176075.1/1-186

1975526 B
dellovibrio_sp_C

G
10_big_fil_rev_8_21_14_0_10_47_8_P

IS
09817.1_G

C
A

_002773975.1/1-171

1797388 B
dellovibrionales_bacterium

_R
B

G
_16_40_8_O

F
Z

169141_G
C

A
_001769925.1/1-146

1961507 B
dellovibrionaceae_bacterium

_U
B

A
2351_D

D
T

Z
010001631-22_G

C
A

_002344565.1/1-159

1970323 B
dellovibrio_sp_28-41-41_O

Y
Z

18394.1_G
C

A
_002256935.1/1-160

1961505 B
dellovibrionaceae_bacterium

_U
B

A
2316_D

D
V

I010000031-27_G
C

A
_002345205.1/1-159

1948561 D
eltaproteobacteria_bacterium

_U
B

A
6601_D

JIF
010000221-14_G

C
A

_002433485.1/1-186

1827384 P
roteobacteria_bacterium

_S
G

_bin7_O
Q

W
506451_G

C
A

_002083485.1/1-73

1961479 B
acteriovoracaceae_bacterium

_U
B

A
2428_D

D
R

A
010000631-24_G

C
A

_002343545.1/1-193

1953411 bacterium
_U

B
P

10_U
B

A
1149_D

B
Z

X
010000241-44_G

C
A

_002311335.1/1-178

2212474 K
ofleriaceae_bacterium

_Q
JV

V
010001621-4_G

C
A

_003236095.1/1-164

1961108 P
olyangiaceae_bacterium

_U
T

P
R

O
1_O

Q
Y

660221_G
C

A
_002050235.1/1-173

1797397 B
dellovibrionales_bacterium

_R
IF

O
X

Y
C

1_F
U

LL_54_43_O
F

Z
527591_G

C
A

_001770075.1/1-66

1961501 B
acteriovoracaceae_bacterium

_U
B

A
923_D

B
D

V
010000131-7_G

C
A

_002293765.1/1-155

1940821 S
pirochaeta_sp_LU

C
14_002_19_P

3_O
Q

X
28748.1_G

C
A

_002084135.1/1-61

260710 O
lavius_algarvensis_spirochete_endosym

biont_V
D

A
990931_G

C
A

_900608495.1/1-61

1947541 S
pirochaeta_sp_U

B
A

2779_D
E

IH
01000107.1-9_G

C
A

_002352375.1/1-61

1802381 Treponem
a_sp_R

IF
O

X
Y

C
1_F

U
LL_61_9_O

H
E

74767.1_G
C

A
_001830195.1/1-62

1952885 S
pirochaetaceae_bacterium

_U
B

A
1318_D

B
T

K
010000921-15_G

C
A

_002307015.1/1-62

2013839 S
pirochaetae_bacterium

_H
G

W
-S

pirochaetae-7_P
K

L080831_G
C

A
_002839245.1/1-62

2013835 S
pirochaetae_bacterium

_H
G

W
-S

pirochaetae-3_P
K

L267421_G
C

A
_002839315.1/1-62

1972456 S
pirochaetaceae_bacterium

_4572_7_O
Q

Y
392961_G

C
A

_002084785.1/1-61

1971727 S
pirochaetaceae_bacterium

_4572_59_O
Q

Y
323901_G

C
A

_002084805.1/1-61

1947542 S
pirochaeta_sp_U

B
A

5339_D
H

Q
L01000011.1-164_G

C
A

_002408085.1/1-61

1802186 S
pirochaetes_bacterium

_G
W

E
2_31_10_O

H
D

512831_G
C

A
_001829335.1/1-64

1802173 S
pirochaetes_bacterium

_G
W

B
1_27_13_O

H
D

060591_G
C

A
_001829125.1/1-62

1961496 B
acteriovoracaceae_bacterium

_U
B

A
6935_D

K
A

D
010001301-13_G

C
A

_002450715.1/1-64

1797386 B
dellovibrionales_bacterium

_G
W

B
1_55_8_O

F
Z

209921_G
C

A
_001769835.1/1-79

1797387 B
dellovibrionales_bacterium

_G
W

C
1_52_8_O

F
Z

423101_G
C

A
_001769915.1/1-73

1797397 B
dellovibrionales_bacterium

_R
IF

O
X

Y
C

1_F
U

LL_54_43_O
F

Z
563711_G

C
A

_001770075.1/1-76

1797402 B
dellovibrionales_bacterium

_R
IF

O
X

Y
D

1_F
U

LL_44_7_O
F

Z
699191_G

C
A

_001770155.1/1-78

1797805 D
eltaproteobacteria_bacterium

_G
W

A
2_45_12_O

G
P

073461_G
C

A
_001797365.1/1-62

1797869 D
eltaproteobacteria_bacterium

_R
IF

C
S

P
LO

W
O

2_01_44_7_O
G

Q
380891_G

C
A

_001799015.1/1-61

1797879 D
eltaproteobacteria_bacterium

_R
IF

C
S

P
LO

W
O

2_02_F
U

LL_46_8_O
G

Q
449331_G

C
A

_001799115.1/1-61

1973975 D
eltaproteobacteria_bacterium

_C
G

11_big_fil_rev_8_21_14_0_20_47_16_P
IR

203571_G
C

A
_002796325.1/1-64

1973935 C
hlam

ydiae_bacterium
_C

G
10_big_fil_rev_8_21_14_0_10_35_9_P

IS
017041_G

C
A

_002773835.1/1-61

1961488 B
acteriovoracaceae_bacterium

_U
B

A
6144_D

IV
A

010000281-39_G
C

A
_002435705.1/1-131

1961484 B
acteriovoracaceae_bacterium

_U
B

A
4097_D

F
X

X
010000371-96_G

C
A

_002381765.1/1-132

1961491 B
acteriovoracaceae_bacterium

_U
B

A
6200_D

IS
W

010000011-108_G
C

A
_002422605.1/1-132

1961483 B
acteriovoracaceae_bacterium

_U
B

A
4096_D

F
X

Y
010000121-97_G

C
A

_002381945.1/1-132

1961498 B
acteriovoracaceae_bacterium

_U
B

A
7695_D

LG
L010000491-23_G

C
A

_002482685.1/1-132

1961500 B
acteriovoracaceae_bacterium

_U
B

A
845_D

B
G

V
010000161-91_G

C
A

_002295955.1/1-134

1961476 B
acteriovoracaceae_bacterium

_U
B

A
1331_D

B
S

X
010000131-3_G

C
A

_002306735.1/1-134

1797891 D
eltaproteobacteria_bacterium

_R
IF

C
S

P
LO

W
O

2_12_F
U

LL_50_11_O
G

Q
653741_G

C
A

_001798535.1/1-69
2026802 W

addliaceae_bacterium
_M

B
B

646781_G
C

A
_002709385.1/1-63

71667 W
addlia_chondrophila_W

S
U

_86-1044_A
D

I386221_G
C

A
_000092785.1/1-62

83561 S
im

kania_negevensis_Z
_C

C
B

888801_G
C

A
_000237205.1/1-62

2030807 C
andidatus_A

erophobetes_bacterium
_P

C
I772971_G

C
A

_002401865.1/1-59
1797601 C

hlam
ydiae_bacterium

_R
IF

C
S

P
H

IG
H

O
2_12_F

U
LL_27_8_O

G
N

593331_G
C

A
_001796155.1/1-68

1797866 D
eltaproteobacteria_bacterium

_R
IF

C
S

P
H

IG
H

O
2_12_F

U
LL_40_32_O

G
Q

193521_G
C

A
_001798255.1/1-71

1948541 D
eltaproteobacteria_bacterium

_U
B

A
2361_D

D
T

P
010000171-35_G

C
A

_002344365.1/1-72
1817870 C

andidatus_Lindow
bacteria_bacterium

_R
IF

C
S

P
LO

W
O

2_12_F
U

LL_62_27_O
G

H
592531_G

C
A

_001784175.1/1-59
1961479 B

acteriovoracaceae_bacterium
_U

B
A

2428_D
D

R
A

010001121-1_G
C

A
_002343545.1/1-57

959 B
dellovibrio_bacteriovorus_H

D
100_C

A
E

777361_G
C

A
_000196175.1/1-64

959 B
dellovibrio_bacteriovorus_str_T

iberius_A
F

X
99764.1_G

C
A

_000317895.1/1-64
1569284 B

dellovibrio_sp_A
rH

S
_K

H
D

88581.1_G
C

A
_000786105.1/1-64

1732569 B
dellovibrio_sp_S

K
B

1291214_O
W

T
45931.1_G

C
A

_002209355.1/1-64
959 B

dellovibrio_bacteriovorus_W
_A

H
I045561_G

C
A

_000525675.1/1-64

19
61

37
8 

B
de

llo
vi

br
io

_s
p_

U
B

A
40

95
_D

F
X

Z
01

00
00

04
.1

-6
83

_G
C

A
_0

02
38

18
05

.1
/1

-6
4

17
52

19
6 

B
de

llo
vi

br
io

na
le

s_
ba

ct
er

iu
m

_G
a0

07
41

39
_L

N
E

B
01

00
00

15
1-

18
0_

G
C

A
_0

01
46

47
95

.1
/1

-6
4

19
70

32
3 

B
de

llo
vi

br
io

_s
p_

28
-4

1-
41

_O
Y

Z
13

02
2.

1_
G

C
A

_0
02

25
69

35
.1

/1
-6

4
19

61
50

5 
B

de
llo

vi
br

io
na

ce
ae

_b
ac

te
riu

m
_U

B
A

23
16

_D
D

V
I0

10
00

02
71

-2
8_

G
C

A
_0

02
34

52
05

.1
/1

-6
4

19
61

50
7 

B
de

llo
vi

br
io

na
ce

ae
_b

ac
te

riu
m

_U
B

A
23

51
_D

D
T

Z
01

00
01

82
1-

38
_G

C
A

_0
02

34
45

65
.1

/1
-6

4
19

61
51

5 
B

de
llo

vi
br

io
na

ce
ae

_b
ac

te
riu

m
_U

B
A

50
09

_D
G

Y
J0

10
00

12
61

-1
8_

G
C

A
_0

02
39

66
65

.1
/1

-6
4

17
97

39
0 

B
de

llo
vi

br
io

na
le

s_
ba

ct
er

iu
m

_R
IF

C
S

P
H

IG
H

O
2_

02
_F

U
LL

_4
0_

15
_O

F
Z

33
16

11
_G

C
A

_0
01

76
99

35
.1

/1
-6

4
19

75
52

6 
B

de
llo

vi
br

io
_s

p_
C

G
10

_b
ig

_f
il_

re
v_

8_
21

_1
4_

0_
10

_4
7_

8_
P

IS
11

63
5.

1_
G

C
A

_0
02

77
39

75
.1

/1
-6

4
45

38
16

 B
de

llo
vi

br
io

_e
xo

vo
ru

s_
JS

S
_A

G
H

94
28

81
_G

C
A

_0
00

34
87

25
.1

/1
-6

6
19

61
50

6 
B

de
llo

vi
br

io
na

ce
ae

_b
ac

te
riu

m
_U

B
A

23
39

_D
D

U
L0

10
00

03
61

-1
51

_G
C

A
_0

02
34

47
85

.1
/1

-6
4

17
52

19
5 

B
de

llo
vi

br
io

na
le

s_
ba

ct
er

iu
m

_G
a0

07
41

37
_L

N
D

T
01

00
00

37
1-

13
6_

G
C

A
_0

01
46

47
15

.1
/1

-6
4

17
97

86
6 

D
el

ta
pr

ot
eo

ba
ct

er
ia

_b
ac

te
riu

m
_R

IF
C

S
P

H
IG

H
O

2_
12

_F
U

LL
_4

0_
32

_O
G

Q
21

17
61

_G
C

A
_0

01
79

82
55

.1
/1

-6
4

19
61

50
4 

B
de

llo
vi

br
io

na
ce

ae
_b

ac
te

riu
m

_U
B

A
16

09
_D

C
M

Z
01

00
00

03
1-

37
9_

G
C

A
_0

02
32

18
95

.1
/1

-6
4

19
73

92
7 

B
de

llo
vi

br
io

na
le

s_
ba

ct
er

iu
m

_C
G

10
_b

ig
_f

il_
re

v_
8_

21
_1

4_
0_

10
_4

5_
34

_P
IU

00
60

01
_G

C
A

_0
02

77
87

85
.1

/1
-6

4

19
61

51
3 

B
de

llo
vi

br
io

na
ce

ae
_b

ac
te

riu
m

_U
B

A
35

35
_D

F
O

S
01

00
00

24
1-

22
7_

G
C

A
_0

02
37

68
45

.1
/1

-6
4

19
61

52
5 

B
de

llo
vi

br
io

na
ce

ae
_b

ac
te

riu
m

_U
B

A
84

0_
D

B
H

A
01

00
00

29
1-

85
_G

C
A

_0
02

29
55

65
.1

/1
-6

4

20
26

71
5 

B
de

llo
vi

br
io

na
ce

ae
_b

ac
te

riu
m

_M
A

E
72

90
61

_G
C

A
_0

02
68

60
65

.1
/1

-6
4

18
27

38
4 

P
ro

te
ob

ac
te

ria
_b

ac
te

riu
m

_S
G

_b
in

7_
O

Q
W

47
81

31
_G

C
A

_0
02

08
34

85
.1

/1
-6

9

18
01

71
2 

N
itr

os
pi

ra
e_

ba
ct

er
iu

m
_R

IF
C

S
P

H
IG

H
O

2_
01

_F
U

LL
_6

6_
17

_O
G

W
62

71
21

_G
C

A
_0

01
80

38
75

.1
/1

-6
0

20
26

74
2 

G
em

m
at

im
on

ad
et

es
_b

ac
te

riu
m

_M
A

F
26

43
41

_G
C

A
_0

02
68

69
15

.1
/1

-5
8

17
35

16
2 

C
an

di
da

tu
s_

P
er

ib
ac

te
r_

rif
le

ns
is

_A
LM

10
22

61
_G

C
A

_0
01

43
07

55
.1

/1
-5

6

19
61

37
1 

C
an

di
da

tu
s_

P
er

ib
ac

te
r_

sp
_U

B
A

15
55

_D
C

P
B

01
00

00
09

.1
-7

3_
G

C
A

_0
02

32
25

95
.1

/1
-5

6

19
74

79
1 

C
an

di
da

tu
s_

P
er

eg
rin

ib
ac

te
ria

_b
ac

te
riu

m
_C

G
10

_b
ig

_f
il_

re
v_

8_
21

_1
4_

0_
10

_5
5_

24
_P

IR
48

34
21

_G
C

A
_0

02
77

27
45

.1
/1

-9
5

19
61

37
2 

C
an

di
da

tu
s_

P
er

ib
ac

te
r_

sp
_U

B
A

21
44

_D
C

X
E

01
00

00
68

.1
-3

_G
C

A
_0

02
32

82
95

.1
/1

-6
6

19
74

78
2 

C
an

di
da

tu
s_

P
er

eg
rin

ib
ac

te
ria

_b
ac

te
riu

m
_C

G
_4

_9
_1

4_
3_

um
_f

ilt
er

_4
9_

12
_P

JA
68

06
11

_G
C

A
_0

02
79

09
55

.1
/1

-5
6

19
61

37
4 

C
an

di
da

tu
s_

P
er

ib
ac

te
r_

sp
_U

B
A

65
35

_D
JK

T
01

00
00

41
.1

-1
3_

G
C

A
_0

02
43

62
05

.1
/1

-5
6

19
74

79
6 

C
an

di
da

tu
s_

P
er

eg
rin

ib
ac

te
ria

_b
ac

te
riu

m
_C

G
22

_c
om

bo
_C

G
10

-1
3_

8_
21

_1
4_

al
l_

49
_1

1_
P

IP
64

94
41

_G
C

A
_0

02
77

14
35

.1
/1

-5
7

18
05

21
6 

C
an

di
da

tu
s_

H
yd

ro
ge

ne
de

nt
es

_b
ac

te
riu

m
_C

G
1_

02
_4

2_
14

_O
IO

28
88

71
_G

C
A

_0
01

87
16

95
.1

/1
-6

6

17
97

92
7 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_G

W
A

2_
69

_2
4_

O
G

R
57

71
41

_G
C

A
_0

01
79

96
95

.1
/1

-5
9

20
30

80
0 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_P

C
I4

04
61

1_
G

C
A

_0
02

40
14

85
.1

/1
-5

9

20
14

31
2 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_C

G
22

_c
om

bo
_C

G
10

-1
3_

8_
21

_1
4_

al
l_

63
_9

1_
P

IP
82

39
91

_G
C

A
_0

02
77

08
35

.1
/1

-5
9

17
97

93
8 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_G

W
F

2_
52

_6
6_

O
G

R
87

49
61

_G
C

A
_0

01
79

99
15

.1
/1

-6
0

17
97

94
6 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
C

S
P

LO
W

O
2_

01
_F

U
LL

_5
9_

12
_O

G
R

93
32

41
_G

C
A

_0
01

80
00

75
.1

/1
-6

0

17
97

94
3 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
C

S
P

H
IG

H
O

2_
02

_F
U

LL
_5

7_
9_

O
G

R
89

88
01

_G
C

A
_0

01
80

00
15

.1
/1

-6
0

20
13

76
3 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_H

G
W

-E
lu

si
m

ic
ro

bi
a-

1_
P

K
N

00
94

31
_G

C
A

_0
02

84
16

95
.1

/1
-6

0

17
97

97
3 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
Y

D
2_

F
U

LL
_3

4_
15

_O
G

S
47

01
01

_G
C

A
_0

01
80

06
05

.1
/1

-6
0

17
97

97
4 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
Y

D
2_

F
U

LL
_3

4_
30

_O
G

S
37

99
31

_G
C

A
_0

01
80

06
35

.1
/1

-6
0

20
14

30
7 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_C

G
06

_l
an

d_
8_

20
_1

4_
3_

00
_3

8_
11

_P
IU

84
01

51
_G

C
A

_0
02

78
02

05
.1

/1
-6

3

17
97

93
6 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_G

W
C

2_
65

_9
_O

G
R

70
94

71
_G

C
A

_0
01

79
98

75
.1

/1
-6

0

17
97

94
0 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

B
G

_1
6_

66
_1

2_
O

G
S

00
32

81
_G

C
A

_0
01

80
00

05
.1

/1
-6

0

17
97

97
2 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
Y

D
12

_F
U

LL
_6

6_
9_

O
G

S
42

39
31

_G
C

A
_0

01
80

05
95

.1
/1

-6
0

17
97

94
5 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
C

S
P

LO
W

O
2_

01
_F

U
LL

_5
4_

10
_O

G
R

84
13

21
_G

C
A

_0
01

79
99

75
.1

/1
-5

9

17
97

94
9 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
C

S
P

LO
W

O
2_

02
_F

U
LL

_3
9_

32
_O

G
R

91
40

01
_G

C
A

_0
01

80
01

35
.1

/1
-5

9

17
97

94
7 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
C

S
P

LO
W

O
2_

01
_F

U
LL

_6
0_

11
_O

G
R

87
43

11
_G

C
A

_0
01

80
00

85
.1

/1
-5

9

17
97

96
0 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
YA

2_
F

U
LL

_5
0_

26
_O

G
S

19
08

11
_G

C
A

_0
01

80
03

55
.1

/1
-5

9

17
97

96
5 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
Y

B
12

_F
U

LL
_5

0_
12

_O
G

S
26

81
71

_G
C

A
_0

01
80

04
55

.1
/1

-5
9

17
97

95
7 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
YA

2_
F

U
LL

_3
9_

19
_O

G
S

21
53

11
_G

C
A

_0
01

80
02

85
.1

/1
-6

0

20
14

30
5 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_C

G
02

_l
an

d_
8_

20
_1

4_
3_

00
_3

7_
13

_P
IV

52
94

11
_G

C
A

_0
02

78
10

45
.1

/1
-6

0

17
97

95
8 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
YA

2_
F

U
LL

_4
0_

6_
O

G
S

20
24

11
_G

C
A

_0
01

80
03

25
.1

/1
-6

0

17
97

96
7 

E
lu

si
m

ic
ro

bi
a_

ba
ct

er
iu

m
_R

IF
O

X
Y

B
2_

F
U

LL
_4

8_
7_

O
G

S
27

87
61

_G
C

A
_0

01
80

04
95

.1
/1

-6
0

11
30

33
1 

C
al

es
ca

m
an

te
s_

ba
ct

er
iu

m
_J

G
I_

00
00

10
6-

I1
7_

A
S

M
X

01
00

00
04

1-
28

_G
C

A
_0

00
40

45
05

.1
/1

-6
0

19
61

47
0 

M
yx

oc
oc

ca
le

s_
ba

ct
er

iu
m

_U
B

A
72

7_
D

B
LJ

01
00

00
18

1-
4_

G
C

A
_0

02
29

80
25

.1
/1

-6
3

25
42

46
 A

qu
ic

el
la

_l
us

ita
na

_R
D

I3
75

65
1_

G
C

A
_0

03
35

04
55

.1
/1

-5
6

14
95

04
5 

T
he

rm
op

et
ro

ba
ct

er
_s

p_
T

C
1_

JQ
K

X
01

00
00

13
.1

-1
58

_G
C

A
_0

00
74

62
75

.1
/1

-1
48

25
42

46
 A

qu
ic

el
la

_l
us

ita
na

_R
D

I3
75

70
1_

G
C

A
_0

03
35

04
55

.1
/1

-1
00

48
89

39
 D

es
ul

fo
na

tr
on

os
pi

ra
_t

hi
od

is
m

ut
an

s_
A

S
O

3-
1_

E
F

I3
61

22
1_

G
C

A
_0

00
17

44
35

.1
/1

-1
50

19
50

94
2 

D
ef

er
rib

ac
te

ra
le

s_
ba

ct
er

iu
m

_U
B

A
48

06
_D

H
G

E
01

00
00

32
1-

3_
G

C
A

_0
02

40
26

35
.1

/1
-1

50

11
20

79
2 

M
et

hy
lo

pi
la

_s
p_

73
B

_J
A

F
V

01
00

00
01

.1
-2

06
8_

G
C

A
_0

00
52

63
15

.1
/1

-1
38

14
37

81
7 

M
et

hy
lo

pi
la

_s
p_

Ya
m

ag
uc

hi
_G

B
D

49
56

3.
1_

G
C

A
_0

02
89

70
35

.1
/1

-1
47

22
90

92
2 

Ly
so

ba
ct

er
_s

p_
T

Y
2-

98
_A

X
K

73
51

4.
1_

G
C

A
_0

03
36

73
55

.1
/1

-1
47

19
55

42
2 

M
as

si
lia

_s
p_

K
IM

_O
O

N
59

67
4.

1_
G

C
A

_0
02

00
71

15
.1

/1
-1

49

18
92

81
1 

N
oc

ar
di

oi
de

s_
sp

_P
D

65
3-

B
2_

G
A

W
50

99
3.

1_
G

C
A

_0
02

11
79

35
.1

/1
-1

49

99
50

34
 M

yc
et

oc
ol

a_
m

id
ui

en
si

s_
S

F
N

62
70

01
_G

C
A

_9
00

11
51

55
.1

/1
-1

49

21
83

91
9 

Le
ifs

on
ia

_s
p_

M
32

1_
24

_2
_R

LJ
85

64
0.

1_
G

C
A

_0
03

66
41

05
.1

/1
-1

49

19
86

60
2 

A
fip

ia
_s

p_
TM

E
D

4_
O

U
X

60
07

6.
1_

G
C

A
_0

02
17

29
55

.1
/1

-1
52

50
48

00
 G

eo
de

rm
at

op
hi

lu
s_

ru
be

r_
S

FK
53

72
61

_G
C

A
_9

00
11

43
85

.1
/1

-1
47

18
34

07
7 

M
yc

ob
ac

te
riu

m
_s

p_
12

74
76

1.
0_

O
B

K
79

52
2.

1_
G

C
A

_0
01

66
86

15
.1

/1
-1

50

44
55

76
 P

se
ud

on
oc

ar
di

a_
sp

_A
L0

41
00

5-
10

_A
LE

80
32

7.
1_

G
C

A
_0

01
29

46
05

.1
/1

-1
50

16
60

13
0 

P
se

ud
on

oc
ar

di
a_

sp
_S

C
N

_7
2-

51
_O

D
U

24
49

5.
1_

G
C

A
_0

01
72

51
25

.1
/1

-1
50

20
54

 G
or

do
ni

a_
br

on
ch

ia
lis

_D
S

M
_4

32
47

_A
C

Y
23

57
61

_G
C

A
_0

00
02

47
85

.1
/1

-1
49

36
82

0 
G

or
do

ni
a_

ai
ch

ie
ns

is
_N

B
R

C
_1

08
22

3_
G

A
C

51
05

81
_G

C
A

_0
00

33
29

75
.1

/1
-1

49

24
90

58
 G

or
do

ni
a_

ot
iti

di
s_

N
B

R
C

_1
00

42
6_

G
A

B
34

68
31

_G
C

A
_0

00
24

80
75

.2
/1

-1
49

19
46

57
9 

G
or

do
ni

a_
sp

_U
B

A
78

60
_D

LS
O

01
00

00
89

.1
-9

_G
C

A
_0

02
50

01
65

.1
/1

-1
49

93
51

99
 R

ho
do

co
cc

us
_s

p_
p5

2_
A

O
D

20
94

0.
1_

G
C

A
_0

00
76

33
25

.2
/1

-1
49

12
83

28
3 

Fr
an

ki
a_

sp
_I

so
89

9_
AT

X
A

01
00

00
11

.1
-1

8_
G

C
A

_0
00

42
14

45
.1

/1
-1

49

14
69

14
4 

S
tre

pt
om

yc
es

_t
he

rm
oa

ut
ot

ro
ph

ic
us

_K
W

X
00

38
61

_G
C

A
_0

01
54

38
95

.1
/1

-1
49

49
31

9 
R

ub
ro

ba
ct

er
_x

yl
an

op
hi

lu
s_

D
S

M
_9

94
1_

A
B

G
03

64
71

_G
C

A
_0

00
01

41
85

.1
/1

-1
49

24
20

33
6 

C
ya

no
ba

ct
er

ia
_b

ac
te

riu
m

_J
08

3_
R

M
F2

18
48

1_
G

C
A

_0
03

69
51

25
.1

/1
-1

48

19
61

52
7 

D
es

ul
fa

rc
ul

al
es

_b
ac

te
riu

m
_U

B
A

70
2_

D
B

M
I0

10
00

04
41

-1
0_

G
C

A
_0

02
29

81
65

.1
/1

-1
49

19
18

50
7 

D
el

ta
pr

ot
eo

ba
ct

er
ia

_b
ac

te
riu

m
_P

ho
x-

21
_M

P
O

S
01

00
00

11
1-

10
2_

G
C

A
_0

01
89

65
55

.1
/1

-1
50

20
35

43
2 

ba
ct

er
iu

m
_H

R
37

_G
B

D
39

25
01

_G
C

A
_0

02
89

83
75

.1
/1

-1
50

20
34

71
 T

ep
id

ip
hi

lu
s_

m
ar

ga
rit

ife
r_

D
S

M
_1

51
29

_A
U

D
R

01
00

00
13

1-
70

_G
C

A
_0

00
42

55
65

.1
/1

-1
50

87
64

78
 T

ep
id

ip
hi

lu
s_

th
er

m
op

hi
lu

s_
LI

P
U

01
00

00
09

1-
3_

G
C

A
_0

01
41

82
45

.1
/1

-1
50

17
98

80
2 

M
et

hy
lo

th
er

m
ac

ea
e_

ba
ct

er
ia

_B
42

_K
X

J4
11

01
1_

G
C

A
_0

01
56

69
65

.1
/1

-1
49

36
40

32
 S

ul
fu

riv
irg

a_
ca

ld
ic

ur
al

ii_
S

IN
68

54
21

_G
C

A
_9

00
14

17
95

.1
/1

-1
50

20
35

43
5 

ba
ct

er
iu

m
_H

R
40

_G
B

D
43

37
21

_G
C

A
_0

02
89

82
75

.1
/1

-1
49

12
70

 M
ic

ro
co

cc
us

_l
ut

eu
s_

N
C

TC
_2

66
5_

AC
S

30
55

71
_G

C
A

_0
00

02
32

05
.1

/1
-1

50

39
94

97
 T

es
sa

ra
co

cc
us

_f
la

ve
sc

en
s_

C
P

01
96

07
1-

12
60

_G
C

A
_0

01
99

88
65

.1
/1

-1
50

20
32

58
2 

X
an

th
om

on
ad

ac
ea

e_
ba

ct
er

iu
m

_N
M

L9
1-

02
13

_P
JJ

97
15

31
_G

C
A

_0
02

79
81

75
.1

/1
-1

50

17
20

19
8 

A
ct

in
om

yc
es

_p
ro

ve
nc

en
si

s_
LT

70
02

12
1-

21
23

_G
C

A
_9

00
15

54
35

.1
/1

-1
50

17
20

19
8 

A
ct

in
om

yc
es

_p
ro

ve
nc

en
si

s_
LT

70
02

12
1-

21
28

_G
C

A
_9

00
15

54
35

.1
/1

-1
50

17
20

19
8 

A
ct

in
om

yc
es

_p
ro

ve
nc

en
si

s_
LT

70
02

12
1-

21
25

_G
C

A
_9

00
15

54
35

.1
/1

-1
50

29
54

9 
R

ho
do

th
er

m
us

_m
ar

in
us

_D
S

M
_4

25
2_

AC
Y

48
18

81
_G

C
A

_0
00

02
48

45
.1

/1
-1

50

63
38

13
 R

ho
do

th
er

m
us

_p
ro

fu
nd

i_
S

H
K

44
49

81
_G

C
A

_9
00

14
24

15
.1

/1
-1

50

17
18

64
 T

he
rm

us
_k

aw
ar

ay
en

si
s_

JC
M

_1
23

14
_B

B
B

L0
10

00
06

61
-1

2_
G

C
A

_0
01

31
15

45
.1

/1
-6

9

54
09

88
 T

he
rm

us
_i

sl
an

di
cu

s_
D

S
M

_2
15

43
_A

TX
J0

10
00

00
11

-5
4_

G
C

A
_0

00
42

16
25

.1
/1

-1
48

17
18

64
 T

he
rm

us
_k

aw
ar

ay
en

si
s_

JC
M

_1
23

14
_B

B
B

L0
10

00
06

61
-1

3_
G

C
A

_0
01

31
15

45
.1

/1
-7

3

88
18

9 
Th

er
m

us
_i

gn
ite

rra
e_

AT
C

C
_7

00
96

2_
AQ

W
U

01
00

00
65

1-
27

_G
C

A
_0

00
37

62
65

.1
/1

-1
48

56
95

7 
Th

er
m

us
_o

sh
im

ai
_J

L-
2_

A
FV

75
75

41
_G

C
A

_0
00

30
98

85
.1

/1
-1

48

27
6 

Th
er

m
us

_f
ilif

or
m

is
_K

G
Q

21
00

61
_G

C
A_

00
07

71
74

5.
2/

1-
14

8

27
4 

Th
er

m
us

_t
he

rm
op

hi
lu

s_
H

B8
_B

AD
71

30
21

_G
C

A_
00

00
91

54
5.

1/
1-

14
8

48
28

27
 T

he
rm

us
_a

rc
ifo

rm
is

_S
D

F2
65

04
1_

G
C

A_
90

01
02

14
5.

1/
1-

14
8

37
63

6 
Th

er
m

us
_s

co
to

du
ct

us
_S

A-
01

_A
D

W
22

64
31

_G
C

A_
00

01
87

00
5.

1/
1-

14
8

12
14

92
8 

Th
er

m
us

_t
en

gc
ho

ng
en

si
s_

YI
M

_7
74

01
_J

Q
LK

01
00

00
01

1-
10

09
_G

C
A_

00
07

44
17

5.
1/

1-
14

8

13
30

70
0 

Th
er

m
us

_c
al

id
ite

rra
e_

JQ
N

C
01

00
00

03
1-

56
_G

C
A_

00
07

45
06

5.
1/

1-
14

8

56
95

6 
Th

er
m

us
_b

ro
ck

ia
nu

s_
AP

D
08

75
11

_G
C

A_
00

18
80

32
5.

1/
1-

14
8

11
11

06
9 

Th
er

m
us

_s
p_

C
C

B_
U

S3
_U

F1
_A

EV
16

86
8.

1_
G

C
A_

00
02

36
58

5.
1/

1-
14

8

15
77

05
1 

Th
er

m
us

_s
p_

2.
9_

KH
G

65
93

0.
1_

G
C

A_
00

07
94

38
5.

1/
1-

14
8

27
1 

Th
er

m
us

_a
qu

at
ic

us
_K

O
X8

91
20

1_
G

C
A_

00
12

80
25

5.
1/

1-
14

6

18
71

37
 O

ce
an

ith
er

m
us

_p
ro

fu
nd

us
_D

SM
_1

49
77

_A
D

R
35

71
21

_G
C

A_
00

01
83

74
5.

1/
1-

14
8

86
92

79
 T

he
rm

an
ae

ro
th

rix
_d

ax
en

si
s_

KP
L8

21
52

1_
G

C
A_

00
13

06
14

5.
1/

1-
14

8

87
29

65
 A

rd
en

tic
at

en
a_

m
ar

iti
m

a_
G

AP
64

29
31

_G
C

A_
00

12
93

54
5.

1/
1-

15
0

19
35

09
5 

An
ae

ro
lin

ea
le

s_
ba

ct
er

iu
m

_J
dF

R
-6

0_
M

TN
V0

10
00

15
91

-4
_G

C
A_

00
20

10
47

5.
1/

1-
15

0

38
70

92
 N

itr
at

iru
pt

or
_s

p_
SB

15
5-

2_
BA

F6
91

31
.1

_G
C

A_
00

00
10

32
5.

1/
1-

14
8

26
92

59
 N

itr
at

iru
pt

or
_t

er
ga

rc
us

_D
SM

_1
65

12
_S

M
C

08
68

91
_G

C
A_

90
01

76
04

5.
1/

1-
14

8

26
92

61
 N

itr
at

ifr
ac

to
r_

sa
ls

ug
in

is
_D

SM
_1

65
11

_A
DV

45
93

91
_G

C
A_

00
01

86
24

5.
1/

1-
14

9

13
32

70
 H

yd
ro

ge
no

th
er

m
us

_m
ar

in
us

_R
M

A9
76

15
1_

G
C

A_
00

36
88

66
5.

1/
1-

14
8

22
31

11
2 

H
yd

ro
ge

ni
m

on
as

_s
p_

BB
G

66
85

2.
1_

G
C

A_
00

39
45

28
5.

1/
1-

14
9

30
98

05
 P

er
se

ph
on

el
la

_m
ar

in
a_

EX
-H

1_
AC

O
04

06
21

_G
C

A_
00

00
21

56
5.

1/
1-

14
9

19
87

03
 P

er
se

ph
on

el
la

_h
yd

ro
ge

ni
ph

ila
_S

N
Z0

32
70

1_
G

C
A_

90
02

15
51

5.
1/

1-
14

9

11
58

33
8 

Pe
rs

ep
ho

ne
lla

_s
p_

IF
05

-L
8_

JN
LJ

01
00

00
05

.1
-5

36
_G

C
A_

00
07

03
04

5.
1/

1-
14

9

11
58

34
5 

Pe
rs

ep
ho

ne
lla

_s
p_

KM
09

-L
au

-8
_J

N
LL

01
00

00
01

.1
-7

89
_G

C
A_

00
07

03
08

5.
1/

1-
14

9

22
87

45
 T

he
rm

ov
ib

rio
_a

m
m

on
ific

an
s_

HB-
1_

AD
U97

33
61

_G
CA_

00
01

85
80

5.
1/

1-
14

9

24
01

67
 T

he
rm

ov
ib

rio
_g

ua
ym

as
en

sis
_R

KQ
61

72
01

_G
CA_

00
36

33
71

5.
1/

1-
14

9

19
14

30
5 

Des
ul

fu
ro

ba
ct

er
iu

m
_i

nd
icu

m
_O

M
H40

50
31

_G
CA_

00
19

68
98

5.
1/

1-
14

9

24
01

69
 D

es
ul

fu
ro

ba
ct

er
iu

m
_a

tla
nt

icu
m

_S
NR79

54
91

_G
CA_

90
01

88
39

5.
1/

1-
14

9

24
47

87
 N

au
tili

a_
pr

of
un

di
co

la
_A

m
H_A

CM
92

80
21

_G
CA_

00
00

21
72

5.
1/

1-
14

9

19
36

99
1 

Le
be

tim
on

as
_n

at
su

sh
im

ae
_G

AX
88

35
01

_G
CA_

00
23

35
44

5.
1/

1-
14

9

14
24

65
3 

Cet
ia

_p
ac

ific
a_

RO
R39

95
51

_G
CA_0

03
75

21
35

.1
/1

-1
49

29
10

48
 C

am
in

ib
ac

te
r_

m
ed

ia
tla

nt
icu

s_
TB

-2
_E

DM
24

44
91

_G
CA_0

00
17

07
35

.1
/1

-1
49

63
36

3 
Aqu

ife
x_

ae
ol

icu
s_

VF5
_A

AC
06

63
01

_G
CA_0

00
00

86
25

.1
/1

-1
71

63
36

3 
Aqu

ife
x_

ae
ol

icu
s_

VF5
_A

AC
06

83
11

_G
CA_0

00
00

86
25

.1
/1

-1
67

11
31

27
7 

al
ph

a_
pr

ot
eo

ba
ct

er
iu

m
_S

CG
C_A

B-6
29

-F
11

_A
Q

VN01
00

02
63

1-
16

_G
CA_0

00
37

60
85

.1
/1

-6
6

21
62

52
5 

Pro
ch

lo
ro

co
cc

us
_s

p_
AG

-4
49

-J
16

_Q
CQ

K01
00

00
23

.1
-1

9_
G

CA_0
03

20
95

65
.1

/1
-1

13

ar
ch

ae
on

 M
CP87

17
74

81
/1

-1
33

ho
m

o 
H2A

/1
-1

30

m
us

 H
2A

/1
-1

30

ar
a 

H2A
/1

-1
32

22
11

45
0 

Hom
os

er
in

im
on

as
_s

p_
OAct

_9
16

_Q
JH

B01
00

00
84

.1
-1

_G
CA_0

03
26

02
75

.1
/1

-8
1

ar
ch

ae
on

 M
CP87

18
21

01
/1

-1
30

ar
ch

ae
on

 M
CP87

18
79

41
/1

-1
30

ar
a 

H2B
/1

-1
45

20
58

89
2 

Arth
ro

ba
cte

r_
sp

_B
18

05
_P

JIQ
01

00
00

80
.1

-1
_G

CA_0
02

92
97

45
.1

/1
-1

67

ho
m

o 
H2B

/1
-1

26

m
us

 H
2B

/1
-1

26

20
44

72
9 

Can
did

at
us

_N
ep

hr
ot

hr
ix_

sp
_E

aC
A_P

GH37
56

1.
1_

GCA_0
02

57
36

85
.1

/1
-1

23

ar
a 

H3/
1-

13
6

ho
m

o 
H3/

1-
13

5

m
us

 H
3/

1-
13

6

19
50

26
5 

Bac
illa

les
_b

ac
te

riu
m

_U
BA36

31
_D

FLA
01

00
00

40
1-

32
_G

CA_0
02

37
40

55
.1

/1
-3

4

19
06

24
2 T

en
ac

iba
cu

lum
_s

p_
HAO14

58
2.

1_
GCA_0

03
45

57
95

.1
/1

-3
5

20
24

88
0 

Syn
ec

ho
co

cc
us

_s
p_

CPC35
_M

AB55
74

1.
1_

GCA_0
02

68
41

75
.1

/1
-1

99

19
86

66
1 

ba
cte

riu
m_T

MED88
_O

UV34
94

61
_G

CA_0
02

17
15

15
.1

/1
-6

0

19
86

66
1 b

ac
ter

ium
_T

MED88
_O

UV34
94

71
_G

CA_0
02

17
15

15
.1/

1-
10

9

19
86

66
1 b

ac
ter

ium
_T

MED88
_O

UV36
69

41
_G

CA_0
02

17
15

15
.1/

1-
15

2

22
11

45
0 H

om
os

er
ini

mon
as

_s
p_

OAct_
91

6_
QJH

B01
00

01
27

.1-
1_

GCA_0
03

26
02

75
.1/

1-
53

20
58

89
6 A

rth
ro

ba
cte

r_
sp

_S
X13

12
_P

JIM
01

00
00

37
.1-

1_
GCA_0

02
92

92
95

.1/
1-

11
1

19
86

66
1 b

ac
ter

ium
_T

MED88
_O

UV36
69

51
_G

CA_0
02

17
15

15
.1/

1-
59

ar
ch

ae
on

 M
CP87

20
07

51
/1-

83

19
48

56
2 D

elt
ap

ro
teo

ba
cte

ria
_b

ac
ter

ium
_U

BA69
30

_D
KAI01

00
00

97
1-

5_
GCA_0

02
45

07
55

.1/
1-

70

17
98

57
8 L

en
tis

ph
ae

ra
e_

ba
cte

riu
m_R

IF
OXYA12

_F
ULL

_4
8_

11
_O

GV57
61

81
_G

CA_0
01

80
48

85
.1/

1-
76

301 P
se

udomonas_
oleov

ora
ns_

JN
HE010000481-1

0_GCA_000732445.1/1-1
47

1802005 P
se

udomonadales_
bacte

riu
m_RIF

CSPHIG
HO2_02_FULL_60_43_OHC198471_GCA_001828745.1/1-1

54

53406 P
se

udomonas_
anguillis

eptic
a_SEE037901_GCA_900105355.1/1-1

54

2014305 E
lusim

icr
obia_bacte

riu
m_CG02_land_8_20_14_3_00_37_13_PIV

533081_GCA_002781045.1/1-80

1974756 C
andidatus_

Omnitro
phica

_bacte
riu

m_CG23_co
mbo_of_CG06-09_8_20_14_all_

40_11_PIP
213141_GCA_002771195.1/1-113

1798544 C
andidatus_

Kerfe
ldbacte

ria
_bacte

riu
m_RIFCSPLOW

O2_02_FULL_42_19_OGY843321_GCA_001818315.1/1-113

2014299 E
lusim

icr
obia_bacte

riu
m_CG_4_10_14_0_2_um_filt

er_56_8_PJA
165411_GCA_002793335.1/1-117

2014311 E
lusim

icr
obia_bacte

riu
m_CG11_big_fil_

rev
_8_21_14_0_20_64_6_PIR

149671_GCA_002796275.1/1-131

1971620 D
esu

lfo
bacte

race
ae_bacte

riu
m_4572_187_OQY091711_GCA_002084375.1/1-132

1817813 C
andidatus_

Wallb
acte

ria
_bacte

riu
m_GW

C2_49_35_OGM089041_GCA_001791795.1/1-108

1216008 A
mphibacil

lus_
jilin

ensis
_Y1_JH

9764411-26_GCA_000306965.1/1-115

arch
aeon M

CP87187851/1-105

ara H
4/1-103

mus H
4/1-103

homo H
4/1-98

Njord AIEOJC
JG

_00932/1-73

arch
aeon LHCKJJ

OC_01562/1-73

Njord O
ENNGJF

K_01334/1-73

Heim
dall O

NHCOHBB_01854/1-68

Heim
dall M

CG32175171/1-68

Heim
dall M

CK50478991/1-68

Hod M
DI66430621/1-68

Hod M
DI68203341/1-68

Hod M
DI68198341/1-68

Heim
dall C

EKDLNED_00638/1-37

Hod HCLBODKO_00820/1-66

Heim
dall U

CG030901/1-66

Loki F
MCMPBEL_00212/1-30

1797320 Bacteroidetes_bacteriu
m_GWA2_42_15_OFX355471_GCA_001768205.1/1-70

1797361 Bacteroidetes_bacteriu
m_RIFCSPHIGHO2_02_FULL_44_7_OFZ566471_GCA_001769845.1/1-70

1801705 Nitro
spira

e_bacteriu
m_RBG_13_43_8_OGW536451_GCA_001803785.1/1-72

Heimdall C
JJOOADJ_00306/1-71

hmfB/1-69

hmfA/1-69

1732214 Candidatus_Cloacimonas_sp_SDB_KQC10253.1_GCA_001412425.1/1-68

1961420 Syntro
phaceae_bacterium_UBA2185_DCVP010001861-2_GCA_002328725.1/1-68

2026731 Dehalococcoidaceae_bacterium_MBR746231_GCA_002727935.1/1-72

Heimdall M
CK53419511/1-72

Hod GMKLDHNC_00111/1-72

Hod GMKLDHNC_00085/1-78

Hod GMKLDHNC_00247/1-78

Sif W
ORA1_23590/1-74

Loki M
CK55876891/1-74

Borr E
LCOMMCJ_02363/1-74

Borr L
DACJLFC_00822/1-74

Sif J
NFCLAGB_02016/1-74

Borr A
MPDKOBI_01421/1-74

Borr IC
EIDEPL_01405/1-74

Wukong IAHJMLLN_00104/1-70

Wukong MDO81281381/1-70

Wukong MDO80958591/1-70

Wukong IO
NFCOEP_01130/1-70

Wukong IONFCOEP_01131/1-70

Wukong MDO81281371/1-70

Baldr G
BS04_17190/1-77

Baldr GBS03_12890/1-77

Baldr M
PIGOKDE_00931/1-77

Odin OALNEMIF_03121/1-77

Baldr JPJMNJDP_00235/1-77

Baldr HBGLLBLP_02815/1-77

Baldr GBS02_04700/1-74

Baldr EOEFACJC_01596/1-74

Baldr HBLGADGM_00742/1-74

Baldr LOFHIENJ_02338/1-74

Baldr MDO80446151/1-74

Baldr DBDKMGEL_00582/1-74

Baldr GBS04_18740/1-73

Baldr HBGLLBLP_03001/1-73

Baldr MPIGOKDE_01966/1-73

Baldr JPJMNJDP_02127/1-73

Odin OALNEMIF_00095/1-73

Baldr GBS03_05100/1-73

Baldr GBS02_06590/1-72

Baldr LOFHIENJ_02526/1-72

Baldr HBLGADGM_01388/1-72

Baldr EOEFACJC_00759/1-72

Baldr MDO80459061/1-72

Odin MCD65150281/1-79

Loki A0A842TKJ7/1-78

Loki MBD32274981/1-78

Jord JZB50_08360/1-77

Jord MCDAHDIM_00130/1-77

Jord PPMBHBKA_00424/1-77

Jord MBS72474691/1-77

Jord MBS72880711/1-58

Jord RPD1_03220/1-78

Jord NCPJGLKJ_01463/1-78

Jord GBS05_18320/1-77

Freyr MDO80634801/1-77

Jord OMCKPDDD_00384/1-77

Jord GBS07_00830/1-80

Jord GLMEDECK_01453/1-80

Jord OOPGIBFO_02056/1-80

Jord IEOHJNAN_01515/1-80

Jord GBS06_23690/1-80

Jord DOOJHKCK_00869/1-80

Jord LGKOHNAD_00076/1-80

Jord RPF2_22630/1-80

Jord QZMA3B5_08270/1-80

Jord MBS72679881/1-80

Jord QZMA2B5_01620/1-80

Jord MBS72512871/1-80

Jord MBS72783491/1-80


