AHF92643.1

CPOO7053.1:5379953-5391835 DUF1573|RHS

Opitutaceae bacterium TAV5

AMJ68680.1

RHS|RHS repeat|RHS|RHS|RHS CapCone-E}>TSP3_bac FN3 7

CP014280.1:381730-388660 ADH N ADH zinc N LysR substrate ‘CapCOne-1§>His-Kinase DNA gyraseB Toprim GyrB hook GyrB insert DNA gyraseB C SMC N

Enterobacter cloacae

CAR16209.1

CU928164.2:76990-82584 FGGY C FGGY N DSBH HTH_18‘CapCone-lf> ? SNARE_assoc

Escherichia coli IAI39

CEJ67498.1
CDHLO1000053. 1: 81240 -88058 Clp_N CLPABN-AAA CLpABC-AAA CapCone-:1>{Phage_c;|>{Vng|Tess_Vgr|\DUF23z§>

Citrobacter pasteurii

HBC5514859.1 :
DADYZU010000034.1:17152-23333 HTH 7 ‘CapCone-1§>GTP_EFTU GTP_EFTU D2 EFG_C BipA C Gln-synt C Gln-synt N

Proteus mirabilis

KFB74168.1

JDVGO2000A87.1:112-6317 ? Patatin|MPTase-PVC CapCone-E}>PilZN th_l_N th_1_C

Candidatus Accumulibacter phosphatis

MBB6114043.1

JACHBV010000001.1:992706-996060 F420 oxidored|T6SS HC CapCone—S} ? Nitroreductase

Rahnella inusitata

MBC8130556.1
JACMIVO10000286.1:1543-5756 Thr_synth N
Rhizobiaceae bacterium

MBD2786010.1
JACXBL0O10000090.1:45259-51061 @
Xenorhabdus sp. 3

MBE2199188.1

PALP ?  [capCone-1» ?  HAD
2 [capCone-1% C1pABN-AAA ClpABC—AAA

JACSRF010000315.1:7478-10760 HTH Calx-beta ‘CapCone-lf>AhpC-TSA CN_hydrolase

Anaerolinea sp.

MBE7528942.1

JABTTUO10000001.1:988261-995305 CitMHS TrkAC TrkAC TrkAC TrkAC CitMHS ? ‘CapCone-lf> ? STY-kinase Peripla_BP_6 SH3

Ardenticatenaceae bacterium

MBF04199.1
PAXJ01000043.1:25117-33178 .MPTase-PVC STAG LINKER AHH[MPTase-PVC CapCone-> ? MPTase-PVC

Flavobacterium sp.

MBI11299820.1

WGMT01000098.1:15908-22105 Uma2 MR MLE C MR MLE N ‘CapCOne-1§>SBP_bac_5 Amidohydro 1

bacterium Bacteria.

MBI9051560.1
JAEI0B010000084.1: 1-4499 . CapCO”e'%Be"aPmpeu‘%

Anaerolineaceae bacterium

MBK8930791.1
JADJYB010000001.1:103864-108987 PFK Iso_dh
Candidatus Leptovillus affinis

MBK8987259.1
JADIXAQ10000004 . 1:428866-433940 FAM76 YBAK
Candidatus Leptovillus gracilis

MBL8233083.1

‘CapCone-l YBAK Dnal

‘CapCone-1> Iso dh PFK

JAEUQEQ16000232.1:11618-14338 ? ? |CapCone-1% 7

Bryobacterales bacterium

MBM3235931.1 . .
VGLCO1000014.1:59536-65130 MPTase-PVC Metallopeptidase|MPTase-PVC CapCone-E}>Metallopeptldase CxxCxxC
Candidatus Poribacteria bacterium

MBN1315670.1

JAFGMX010000258.1:976-4856 Transposase 20 DEDD Tnp IS110 7 |RHS CapCone—>

Anaerolineales bacterium

MBN1887178.1 :

JAFGF0010000075.1:4623-19327 PBP_llke_Z PSII BNR|DUF6531|RHS|RHS|RHS|RHS|RHS|RHSJRHS|IG|FG-GAP|FG-GAP|FG-GAP 3|FG-GAP|FG-GAP|RHS CapCone->Glyco_hydro_4 Glyco hydro 4C MoxR-AAA
Thermoflexales bacterium

MBN2777898.1 :

JAFGVUO10000149.1:5297-10845 ? |RHS CapCone->Phage_1ntegrase DDE Tnp_1

Bacteroidales bacterium

MBN8618824.1

JAFLCHO10000062.1:454-5416 ? ? |RHS|CapCone-17% 7 ?

Anaerolineae bacterium

MBN8641151.1 : :
JAFLBS010000001.1:1167261-1172647 <é§r_5ecre_ta11|Beta-Prop ? |RHS CapCone-E}xéér_Secre_tall Beta-Prop ?

Flavobacteriales bacterium

MBN9626200.1
JAFKEG010000008.1:177751-182852 SBP_bac_5

Acidovorax sp.

MBX9585170.1
JAIEQNO10001129.1:7766-10775

? | CapCone- 1> BON Mbetalac

‘CapCone-1>» ? Sigma70 r4 2 Sigma70 r2

Gemmataceae bacterium

MCA9060762.1 ‘
JAGQQKO10001556.1:1-1506 ‘CapCone-l

Planctomycetaceae bacterium

MCA9901807.1

?

JAGQGGO10000339.1:1-2789 ? CapC

one->SET ?

Anaerolineales bacterium

MCB0035274.1 ‘
JAGRDGO10001043.1:1-6687 ? |CapCone-1%TPR TPR SWACOS

Anaerolineales bacterium

MCB0569717.1
JAGQXN010000160.1:1-6300 STox-19 7
Phaeodactylibacter sp.

MCB8987325.1
JACKBWO10000013.1:1209-6213 PFK Iso_dh
Ardenticatenaceae bacterium

MCB9421154.1

‘CapCone-1>Metallopeptidase ?
CapCone-l} YBAK 7

JACKCCO10000013.1:18427-26214 dNK Cadherin Subtilisin ‘CapCone—1§>SbcC UvrA inter UvrA DNA-bind SbcC nSTAND1 SbcC DsrE

Ardenticatenaceae bacterium

MCC6394609.1

JADLBG010000791.1:5503-7958
Bryobacterales bacterium

MCC6601799.1

‘CapCone-l ?

JADLAX010000003.1:133423-138464 REase SH3 SET‘CapCone—lf>Bac_luciferase His Phos 1

Anaerolineae bacterium

MRS88939.1

WIYBO1000001.1:540698-546782 malic Malic M ABC tran ABC tran CapCone-;> ? Pyrophosphatase

Enterobacteriaceae bacterium RIT714

NEN24156.1

JAAGVY010000020.1:78482-81457

Cryomorpha ignava

NJIN54067.1

RHS CapCone-;>

JAAUPWO10000099.1:2113-5266 adh _short TetR C 13 TetR-HTH ‘CapCOne-lf>3-dmu-9_3-mt 3-dmu-9 3-mt

Anaerolineae bacterium

NLW46851.1
JAAYEKO10000078.1:26369-31112 PLAL GATase
Bacillota bacterium

NPA93293.1
JAADCWO10000167.1:1218-4837
Chloroflexota bacterium

PIE47958.1
PDSW01000055.1:1-4350 ABC_tran
Flavobacteriales bacterium

PKO17016.1
PHCB01000009.1:63781-67132 pJV1-spdB3
candidate division BRC1 bacterium HGW-BRCI1-1

QGY28341.1

‘CapCone-1>» ?
[capCone-1» 2  DDE_3 HTH_33 HTH_28

? ‘CapCone 1" tRNA Me trans tRNA Me trans M tRNA Me trans C DUF2520 F420 oxidored

?7 [RHS CapCone-> ? ?

CP024768.1:1095826-1102054
Pantoea cypripedii

QKJ85271.1

[capCone-1»MFS_1 FCD GntR-HTH

CPO54212.1:305537-310207 GntP_permease ? ‘CapCone-1f>MarC Semialdhyde_dhC Semialdhyde_dh

Paramixta manurensis

RDK86730.1
QRAP01000010.1:472-6117 SLFN AlbA 2
Enterobacillus tribolii

ParB Ogr Delta Psu ‘CapCone—1>» ?  McrA-NTD HNH 2

RKY40123.1
QNCMO1000127.1:362-3320 ? |RHS|CapCone-1%» 7 @*

Candidatus Makaraimicrobium thalassicum

RZL85854.1

SEGDO1000005.1:1-4768 Caspase RNaseH-CATRA Rcel-like ‘CapCone—lf> ? PTSEITA1

Sphingomonas sp.

SQK72589.1

LS483499.1:709660-715630 Cpta_ toxin Flavodoxin 1 ‘CapCone-l ? Phage int SAM 1 Phage integrase

Tatumella ptyseos

TCOB80656.1

SLWY01000013.1:171967-181085 Metallopeptidase 7 ‘CapCone-1§>0CD_Mu_crysta11 Lrp-HTH AsnC_trans_reg

Plasticicumulans lactativorans

WP_232736598.1

NZ CP089796.1:732959-737863 Glucosaminidase TGSS_TgiZI% Phage GPD Vg rG‘ Toast-rack| CapCone-1§

Salmonella enterica subsp. enterica serovar Kentucky

WP_050321189.1

NZ CIKF01000019.1:51396-56716 AI-2E_transp0rt AhpC-TSA ? CapCone-lf>TPR Peptidase_M48

Yersinia pseudotuberculosis

WP_125290769.1

NZ RHUMO1000017.1:28178-32390 PP-binding Aminotran 4 ? ‘CapCone-1§>ketoacyl-synt Ketoacyl-synt C

Erwinia sp. 198

WP_205768963.1 _
NZ JACAWA010000045.1:66958-70827 Trypsin PDZ
Aggregatibacter actinomycetemcomitans

WP_109055779.1

PDZ@SS_HCP| CapcOne-:1> ?  DUF1043

NZ QDKJ01000016.1:106143-110791 Ribosomal L19 SPOUT ‘CapCone-1€>DUF2799 Receiver LYTTR

Brenneria roseae subsp. americana

WP_010285302.1

NZ_ABVX01000050.1:30386-32465 CaPCO”e':1>‘T655_HC> Acetylase DUF2645

Pectobacterium brasiliense PBR1692

WP_174343371.1

NZ SWIV01000006.1:23138-29045 tRNA-synt_2e cHTH DUF3053‘CapCone-1 >tRNA_synt_2f DALR 1

Lelliottia amnigena

WP_212602737.1
NZ JAERKC010000080.1:3172-6230 S1COLD DSRB
Serratia rubidaea

WP_204771885.1

GerE‘CapCone-1>» ?

NZ CP142427.1:2269759-2272977 RraA-like MIP ZapB 7 ‘CaPCO"e'1>

Lelliottia amnigena

WP_047328038.1

NZ CP141274.1:6785445-6789996 FeS_assembly P Ferredoxin-betagrasp NAD-dep-oxidoreductase FAD_binding_6‘CapCone-1§>Sulfate_transp STAS 7

Delftia lacustris

WP_026042474.1

NZ ALXE01000020.1:102136-105881 BPD_transp 1 ABC tran 7 ? ‘Capcone'1>

Pantoea sp. A4

WP_018027355.1

NZ AQVB01000027.1:10078-13410 Thermonuclease ‘CapCone-l>+HLA_toxin ? Toprim

Oligella urethralis DSM 7531

WP_192811333.1

NZ AFPT01000143.1:19816-24758 Transketolase N Transket pyr Transketolase C Gp dh N Gp dh C EMAP 7 ‘CapCone-1§>

Paracidovorax oryzae

WP_036837749.1 \ .
NZ CAWLUDO10000014.1:2801-5356 RHH_1 ‘m RelE-Park |CapCone-1% -

Photorhabdus temperata subsp. temperata Megl

WP_152082909.1

NZ AP019007.1:2576596-2579755 ZapB RraA-like MIP |CapCone-13» 7

Enterobacter oligotrophicus

WP_029592866.1

NZ AWFY01000067.1:1104888-1109245 ? Trypsin UPFO149 SEC-C|CapCone-1» 7

Franconibacter pulveris LMG 24059

WP_038023379.1
NZ JPKRO2000003.1:1828058-1834045 LppC  TP_me
Tatumella morbirosei

WP_046336562.1

thylase‘CapCone-1>» ? LysR substrate

NZ CAWMEF010000001.1:1686647- 1691570 MFS_1_like SHMT@SS—HCW CapCO”e':1> !

Xenorhabdus bovienii

WP_100850499.1 _ |
NZ_BMJF1000005.1:74298-77799 ABC_”a” ¢ [CapCone-15 7

Dickeya fangzhongdai

WP_039054753.1

NZ JXAGO1000015.1:37415-43860 TonB_dep Rec PLUG ? ‘CapCone—15>Acetyltransf_9 HBM HAMP MA

Enterobacter sp. Bisphl

WP_039290656.1
NZ CP009458.1:2089300-2093634 Glyoxalase

Cedecea neteri

WP_125370365.1

AA_permease‘CapCone-1>» ?  EamA EamA

NZ_ RHWV01000009.1:103432-106575 MIP RraA-like ZapB|CapCone-1» 7

Citrobacter farmeri

WP_042713967.1

NZ CAMLQH010000002.1:98488-103138 ? CapC

one-?}Fﬁmbrial FG-GAP_3 DUF4153 ?

uncultured Kosakonia sp.

WP_052816090.1

NZ BBJUO1000019.1:104709-109463 HerA_C Glyoxalase Glyoxalase DUF1579 CapCone-lf> ?

Agrobacterium rubi TR3 = NBRC 13261

WP_113627342.1

NZ PYU001000017.1:148253-152307 Citrate_synt Peptidase-C15 Fapy_DNA_glyco H2TH zf-FPG_IleRS‘CapCOne-15> ?

Pectobacterium peruviense

WP_049849676.1 |
NZ JNGH01000104.1:106842-110396 ? |CapCone-1% 7 DUF2511 7

Trabulsiella odontotermitis

WP_055840943.1

NZ_LMPGO1000001.1: 240859244498 Methyltrans RNA PUA 4 [CapCone-1> 2 ! !

Sphingomonas sp. Leaf343

WP_061708187.1

NZ CABKVX010000011.1:776441-780926 Sec_GG SecD_SecF‘TGSS_HC CapCone-> ?  Channel Tsx

Pseudenterobacter timonensis

WP_064513733.1

NZ LXEP01000015.1:114712-124436 Arabinose_Isome Arabinose_Iso C Aldolase_II‘CapCone-lf>DNApolII_N DNA_pol_B_exol DNA_pol_B Tudor_1 RapA Tudor_RapA SNF RapA_C

Buttiauxella gaviniae ATCC 51604

WP_186529775.1 \ ‘ .
NZ JACNYQ010000011.1:53107-58964 Acetylase |CapCone-1% 7 Patatin

Serratia fonticola

WP_071898495.1

NZ MPINO1000003.1:61248-66048 Glyco_transf_4 Glycos_transf_l‘CapCone-1>» ?  Glycos_transf_1 Glyco_transf 4 GIY-YIG UVR

Cystobacter ferrugineus

WP_139654995.1

NZ CAWOQHO10000188.1:164669-170481 ? adh_short_CZ‘CapCone—lf>His—Kinase HAMP Lipoprotein 20

Photorhabdus luminescens subsp. sonorensis

WP_075178516.1
NZ MRCJ01000001.1:373811-377537 GGDEF PAS_9
Neptunomonas phycophila

WP_077335186.1

Abhydrolase 1 [CapCone-1» ?  MAPEG

NZ AP©24905.1:3376770-3380128 ?  [6SS

Vibrio ruber

WP_233631383.1

_H§B>CapCone-;> ? HEPN NTP_transf 2

NZ JACVULO10000002.1:258281-261637 DinB 7  Glyoxalase PALP‘CaPCO”e'1>

Kosakonia sp. S57

WP_157748495.1

NZ CP023439.1:1871931-1875358 mb
Thauera sp. K11

WP_137400230.1

? [capCone-1> ?  DUF1176

NZ SZXNO1000074.1:73-2353 MIP ZapB|CapCone-1%

Citrobacter sp. wls613

WP_159288084.1

NZ CACSGX010000020.1:62574-68143 YegS C DAGK cat Sell Sell Sell Se11|Por_Secre_tai CapCone-Eﬁ ? ?

Tenacibaculum maritimum

WP_103061360.1 ,
NZ BSOF01000017.1:13188-21377 Radical_SAM
Mixta theicola

BATS DUF1176 ‘CapCOne-1>» ? RNA pol Rpbl 5 RNA pol Rpbl 4 RNA pol Rpbl 3 DDRP-betaprime RNA pol Rpbl 1

WP_201879068.1 Y | S
NZ_JAAKYWO10000019.1:41695-45427 DUF2545 [ C10 e g Tl BT

Pectobacterium carotovorum

WP_105229550.1
NZ CP023268.1:456719-460301 LysE i
Serratia sp. MYb239

WP_105231159.1

[capCone-1» 2  Tldel dom

‘CapCone-1>Acety1ase YjhX toxin

NZ_CP023268.1:2437245-2440110 NUDIX 7
Serratia sp. MYb239

WP_105231249.1
NZ CP023268.1:2535966-2539631 AHSAL
Serratia sp. MYb239

?

WP_106877799.1

‘CapCone-1§>LysR_substrate adh_short C2

NZ PYEP01000006.1:156147-163615 RapA C SNF Tudor_RapA Tudor_ 1 RapA DNA pol B DNA pol B exol DNApolII N CapCone-;> ? Aldolase II

Siccibacter turicensis

WP_158538114.1
NZ QPID01000012.1:34280-36926
Corallincola holothuriorum

WP_115458454.1

? ? ‘CapCone-1>

NZ QRAP01000004.1:321475-328110 Big 13 |T6S

S_H§P>CapC0ne—;> ?  HMA HMA HMA E1-E2 ATPase HAD

Enterobacillus tribolii

WP_115459255.1

NZ QRAPO10000O7.1:22709-27955 Epimerase TRAM 2 RADICAL-SAM UPF0004 ‘CapCone-lf> ? Ribonuc_L-PSP Ribonuc_L-PSP Ribonuc_L-PSP

Enterobacillus tribolii

WP_119767272.1

NZ QYU001000001.1:252440-256281 NAD binding 8 7 ‘Capcone'1>DUF4148 ?

Noviherbaspirillum saxi

WP_124234409.1

NZ_RHHM01000016.1:42564-47797 ? :CapCOne-13>Phage_capsid Peptidase_S78 P4PRIMASE-HTH D5ATPase D5N

Erwinia psidii

WP_125290244.1 |
NZ RHUMO1000012.1:118283-121857 SUA ? [CapCone-17%LysR substrate LysE

Erwinia sp. 198

WP_128600161.1

NZ MLFS01000010.1:56370-63839 Isochorismatase ? ‘CapCone-l > Gate Mbetalac

Pantoea wallisii

WP_131253169.1

NZ SJAD01000006.1:47032-52777 ?  CIS_tube|CapCone-1» 7  PVC-AAA

Azotobacter chroococcum

WP_136154670.1 ‘ .
NZ KZz819022.1:135764-138185 ?  TraD|CapCone-17% 7  Histone HNS

Brenneria roseae subsp. roseae

WP_140014689.1 | ,

NZ CP040932.1:2653701-2658141 ? ? |CapCone-1% Amidohydro_1 PRTase

Oceanicola sp. D3

WP_141174930.1 S |

NZ JBHUFX010000032.1:324377-332757 Subtilisin PATR Autotransporter ? CapCone-1>» ?7 NtrC-AAA EIIA-man PRD

Mixta tenebrionis

WP_142079277.1 ‘

NZ VFPT01000001.1:29524-33694 ? ? |CapCone-D ? Phage GPD VgrG DUF234
Roseinatronobacter monicus

WP_142079277.1 ‘

NZ_VFPT01000001.1:3687225-3691395 ? 7 [CapCone-D 7 |Phage GPD VgrG|DUF234
Roseinatronobacter monicus

WP_142079277.1 ‘

NZ_VFPT01000002.1:91920-96090 ? 7 |capCone-13 ? |Phage GPD|VgrG DUF234
Roseinatronobacter monicus

WP_142929284.1 —:>

NZ ML660105.1:54996-59868 GSDH|CapCone-1 ? ? PLUG TonB_dep_Rec
Exilibacterium tricleocarpae

WP_145886511.1 : :

NZ CP032702.1:355275-360663 SDF ? CapCone-1 GKRP-llke_C SIS PTS_EIIC PTS_EIIB
Candidatus Pantoea soli

WP_145888194.1 . . :: } s

NZ CP032702.1:1508492-1514564 Rick-17kDa-Anti ? CapCone-1 ? UvrB_1nter MFD_D3 DEAD TRCF

Candidatus Pantoea soli

WP_147200209.1
NZ CP034363.1:4667463-4675106 Autotranspo
Pantoea sp. CCB(C3-3-1

WP_147850705.1

rter AC 1 TerC ‘CapCOne-1>» ?  HIOE933 like

NZ VDUZ01000043.1:66019-71223 DAHL GAF His-Kinase Receiver ? ‘CapCone-l > PhdYeFM antitox DUF2147

Vineibacter terrae

WP_150522800.1

NZ VXDBO1000002.1:28204-31553 YjgF_endoribonc GDPD [CapCone-1% 7 ?

Roseibium sediminis

WP_150526510.1

NZ VXDB01000032.1:18480-22403 ?  OppC_N[CapCone-1» 7  HerA C

Roseibium sediminis

WP_151032335.1
NZ CP©31728.1:2399912-2404193 FHIPEP ?
Cellvibrio sp. KY-GH-1

WP_151056740.1

[capCone-1> Pilz Pilz

NZ CP044222.1:2869522-2873228 LexA-protease IMS IMS HHH IMS C DUF4113‘CapCone-1f> ?7 YccF YccF

Nitrincola iocasae

WP_225984801.1

NZ VFAHO1000019.1:15660-19518 UPFO060 tRNA-synt 1c C2 tRNA-synt 1c C tRNA-synt 1c ? ? CapCone—lf>

Noviherbaspirillum aerium

WP_151995769.1

: CapCone-1» ? |Phage GPD VgrG ‘|T6SS_Vgr|DUF234>

NZ LR722664.1:96916-102083
Buttiauxella massiliensis

WP_162442277.1
NZ CP048222.1:1340431-1344343 HTH Tnp_1
Rhodocytophaga rosea

WP_172893237.1

? [capCone-1» 2  DDE_Tnp_ISL3

NZ AP023184.1:716562-721666 DNApOlII_N DNA_pol_B_exol DNA_pol_B ? CapCone-E}ﬁTGSS_H§B>Aldolase_II

Buttiauxella agrestis

WP_182417455.1

NZ_CP059725.1:2211620-2216014 ‘T555_H‘>‘PAAR—“‘°“ Capco”e‘:1> ? |Phage—GPD‘M§

Bartonella sp. HY038

WP_214181643.1

NZ JADIARO10000011.1:11466-18570 IlvC IlvC IlvN<(§SS_HCP| CapCone-€>>Uer_C UvrD-helicase Ppx-GppA Ppx-GppA III

Morganella morganii subsp. morganii

WP_226569931.1
NZ JAIVKMO10000001.1:1098054-1101406
Mangrovibacter yixingensis

| CapCone- 1} LprI Caudo TAP




