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Figure S1. Proportion of eCIS-like loci encoding each of recognized eCIS subunit components, related to
Figure 2. A column chart of the proportion of loci that encode each of the known component subunits among all
631 loci. Multiple copies within the same loci are counted only once. The color code is consistent with that used in
Figure 1.
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Symbols of eCIS components
B> afp1s
P> afp2_3.4
P> afs
> a7
P> afs
> afps
B> aip10
B> afp11
T afp12”
B> afp13
B> afpia
P> afpis
P> afpis
@ apllal
@ afpllaz
@ aplla3
[> unknown

> pseudogene

Figure S3. The detailed sub-tree of subtype Ila, related to Figure 4. Internal conserved genes are denoted as colored solid circles after the known components squares and highlighted as

~A0083 Magnetospirillum magneticum AMB-1

~A0136 Collimonas fungivorans Ter6

‘A0137 Collimonas fungivorans Ter331

“A0121 Burkholderia gladioli pv. gladioli FDAARGOS_389 chr 2

-~ A0119 Burkholderia gladioli BSRS3 chr 2
- - -A0118 Burkholderia gladioli ATCC 10248 chr 2
- A0120 Burkholderia gladioli pv. gladioli KACC 11889 chr 2

-A0175 Desulfobacter postgatei 2ac9
“A0377 Frankia inefficax Eullc

~A0201 Minicystis rosea DSM 24000
~A0200 Minicystis rosea DSM 24000
~A0198 Minicystis rosea DSM 24000
~A0199 Minicystis rosea DSM 24000

-~ A0594 Microcystis panniformis FACHB-1757
-~ A0569 Calothrix sp. NIES-4071

-~ A0576 Calothrix sp. NIES-4105

-~ A0628 Scytonema sp. NIES-4073

-~ A0596 Moorea producens JHB

~A0600 Moorea producens PAL-8-15-08-1

~A0563 Calothrix sp. NIES-2098 plasmid plasmid1
A0587 Fischerella sp. NIES-4106 plasmid plasmidl
~A0595 Moorea producens JHB

~A0599 Moorea producens PAL-8-15-08-1

- A0B03 Nostoc cameum NIES-2107

- A0551 Anabaena cylindrica PCC 7122

- A0552 Anabaena cylindrica PCC 7122 NIES-19
- A0589 Fremyella diplosiphon NIES-3275.

A0554 Aulosira laxa NIES-50

~A0632 Tolypothrix tenuis PCC 7101 NIES-37
~A0592 Leptolyngbya sp. PCC 7376

~A0556 Calothrix parasitica NIES-267

- - “A0625 Rivularia sp. PCC 7116

“A0581 Calothrix sp. PCC 7507
~A0609 Nostoc punctiforme PCC 73102 ATCC 29133; PCC 73102
“A0618 Nostoc sp. PCC 7524

~ - A0154 Paraburkholderia caribensis MBA4 plasmid unnamed gy

~A0084 Mesorhizobium loti MAFF303099

~A0126 Burkholderia sp. KK1 chr Il

-A0131 Burkholderia sp. RPE67 chr 3

~A0085 Methylobacterium sp. PR1016A chr 1

~A0279 Nitrosococcus oceani ATCC 19707

~A0419 Rhodococcus sp. WBL plasmid pWB1

~A0639 [Clostridium] cellulolyticum H10 H10; ATCC 35319
~A0643 Clostridium sp. BNL1100

~A0645 Paenibacillus riograndensis SBRS SBR(T) chr |
“A0646 Paenibacillus sp. FSL R5-0912

Sjm18-20

~A0640 Brevibacillus brevis NBRC 100599 NBRC 100599 (= 47)
~A0641 Brevibacillus brevis X23

~A0647 Tumebacillus algifaecis THMBR28

~A0648 Tumebacillus sp. AR23208

~A0008 Methanosarcina sp. WWM596.

“A0191 Geobacter sulfurreducens AM-1

- A0193 Geobacter sulfurreducens KN400
- A0194 Geobacter sulfurreducens PCA

~A0006 Methanomethylovorans hollandica DSM 15978

~A0007 Methanosarcina horonobensis HB-1 = JCM 15518

~A0002 Halohasta litchfieldiae tADL

~A0005 Natrinema sp. 37-2

~A0001 Halogeometricum borinquense DSM 11551 PR 3 plasmid pHBOROS
~A0679 Halovivax ruber XH-70

~A0003 Natrialba magadii ATCC 43099

- - -A0004 Natri; archaeon JWINM-HA 15

colored pentagram within the right-most linear map.
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Tree scale: 01—

‘Symbols of eCiS components

D> aps - -A0091 Rhodobacter sphaeroides ATCC 17025 plasmid pRSPA03
B> eir2a s - A0093 Rhodovulum sp. P5

D> a6 - A0542 Xylanimonas cellulosilytica DSM 15894

> a7 - A0067 Gemmatimonas aurantiaca T-27

D> ats R - - A0106 Tateyamaria omphalii DOK1-4
[ - A0100 Sphingomonas sp. Cra20

P> a0 === - A0496 Streptomyces rubrolavendulae MIM4426

> amprt - -A0447 Streptomyces clavuligerus F613-1

D> a1z 0449 Streptomyces clavuligerus ATCC 27064

B> 13 0443 Streptomyces bingchenggensis BCW-1

| A0465 Streptomyces hygroscopicus XM201

B> aipis - A0539 Streptomyces violaceusniger Tu 4113

P> amis - A0493 Streptomyces rapamycinicus NRRL 5491

@ afibL - A0513 Streptomyces sp. M56

@ =i - A0440 Streptomyces autolyticus CGMCC0516

@ e - A0478 Streptomyces malaysiensis DSM 4137

[> unknown - A0350 Actinopolymorpha singaporensis DSM 22024 chr |

P psoudopens

- A0102 Sphingomonas sp. LM7

- A0269 Lysobacter capsici 55

- ‘A0165 Thauera sp. K11

~A0146 Mitsuaria sp. 7

-~ “A0239 Cellvibrio sp. PSBB006
~A0115 Azoarcus sp. KH32C
- - “A0166 Thauera sp. MZ1T

- A0264 Ketobacter

rrrrrrrrrrrrrrrrrrrrrr A0185 Geobacter anodireducens SD-1
- ‘A0544 Candidatus Promineofilum breve Cfx-K chr Il
- ‘A0224 Sorangium cellulosum S00157-2

- A0385 Kutzneria albida DSM 43870
~ A0235 Candidatus Thiodictyon syntrophicum Cad16T

- AO116 Betaproteobacteria bacterium GR16-43

~ A0135 Candidatus Accumulibacter phosphatis clade 1A str. UW-1
- A0388 Microlunatus phosphovorus NM-1
- A0057 Rhodothermaceae bacterium RA
~A0202 Minicystis rosea DSM 24000

‘A0167 Archangium gephyra DSM 2261
‘A0169 Corallococeus coralloides DSM 2259
A0081 Erythrobacter litoralis HTCC2594

-~ A0147 Nitrosomonas sp. IS79A3
-~ A0266 Lysobacter antibioticus ATCC 29479
-~ A0268 Lysobacter antibioticus 76

~ A0270 Lysobacter capsici KNU-14.

‘A0234 Candidatus Tenderia electrophaga NRL1
- A0207 Myxococcus fulvus HW-1

- A0213 Myxococcus xanthus DK 1622

- A0208 Myxococcus macrosporus DSM 14697

~ A0140 Hydrogenophaga sp. RACO7
- A0141 Leptothrix cholodnii SP-6
- A0134 Burkholderiales bacterium JOSHI_001

“A0277 methanica MCO9

‘A0238 Cellvibrio japonicus Ueda107

- A0325 Thioalkalivibrio nitratireducens DSM 14787
‘A0326 Thioalkalivibrio paradoxus ARh 1

- A0275 Methylomonas denitrificans FIG1

~ A0263 Halomonas aestuarii Hb3
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Figure S4. The detailed sub-tree of subtype IIb, related to Figure 4. Internal conserved genes are denoted as colored solid circles after the known components squares and highlighted as

colored pentagram within the right-most linear map.



‘Symbols of eCIS components

D> pseudogens

0171 Corallocaces coralloides DSM 2259
A0203 Minicysts rosea DSM 24000

0217
‘70313 Pseudoxanthomonas suwonensis J1
0170 Corallocaccus coralloides DSM 2259

0231 Alkallimricola ehrichil MLHE-1
AD177 Desulfobulbus propionicus DSM 2032

'AODBO Dinoroseobacier shiba DFL 12 = DSM 16493
70273 Marinobacterum aestuari STS8-10

AD161 Ralstonia picketti DTPOG02 chr 1

‘70178 Desulfococcus multvorans DSM 2059
/70180 Desulfococcus multvorans DSM 2059
40125 Burkholderia sp. BpT605 MSMBOL7S chr 1
‘A0367 Arthrobacter alpinus ERGS4:06

‘A0369 Arthrobacter sp. ERGSL01

ADDBS Nirobacter hamburgensis X14

40314 Rhodanabacter dentiicans 2APESL
0271 Lysobacter enzymogenes M497-1

0285 Lysobacter antbiticus ATCC 29479
AQ267 Lysobacier antbioticus 76

A0073 Bradyrhizoblum lablabl GAS499 chr |
0582 Calothix sp. PCC 7507

A0S74 Calothix sp. NIES-4101

ADST0 Calothrix sp. NIES-4071.

ADSTT Calothix sp. NIES-4105.

‘70357 Allokutzneria albata DSM 44149 chr |
70365 Amycolatopsis sp. ARG

- A0459 Streptomyces glaucescens GLA.O.
AD4SS Streptomyces pactum ACT12

A0502 Streptomyces sp. 3124.6 chr |
‘A0424 Streptomyces albireticull MDIK1L

‘A042 Streptomyces albus DS 41398
A0432 Streptomyces albus BK3-25
‘A0462 Streptomyces griseachromogenes ATCC 14511

A0454 Sureptomyces davawensis JCM 4913
‘A0458 Streptomyces glaucescens GLA.O

‘A0475 Streptomyces lunaelactis MM109

70489 Streptomyces pristinaespiralis HCCB 10218
‘70450 Streptomyces pristinaespiralis ATCC 25486
A0476 Streptomyces lydicus A02

A0515 Streptomyces sp. NEAU-S7G52

‘A0452 Streptomyces rapamycinicus NRRL 5481
‘A0464 Streptomyces hygroscopicus XM201

A0S38 Streptomyces violaceusniger Tu 4113
‘70426 Streptomyces albulus NK660

‘70427 Streptomyces albulus ZPM

A0482 Streptomyces noursei ATCC 11455

‘A0504 Streptomyces sp. 769

—
—
e )

A0L4 Teriglobus roseus DSM 18391

AQDBS Nirospira defuvi
0221 Sorangum celllosum So ceS6 So ce 56

Ao012 '

0261 2
A0S Bradyhizobium sp. ORS 278 ORS278

A00ST Filmonas lacunae NBRC 104114
/40048 Niabell ginsenosidivorans B526
70164 Thauera humireducens Sg2-1
70307 Pseudomonas alcaligenes NEB 585
0232 Azotobacter chroococeum B3
0327 Thioflavicoccus mobils 3321
‘7008 Paracoceus zhejlangensis J6
0522 Sreptomyces sp. Sge12
A0O71 Bracyizobium japonicum J5
/AQ072 Bradyizobium japoricum SEMIA 5079
AQOTS Bradythizobium sp. G2 o |
70122 Burkholderia humptydooensis MSMB122 chr 2
70132 Burkholderia thaiandensis FDAARGOS. 426 chr 2
70133 Burkholderia thalandensis MSMB121 chr 2.
A0128 Burkholderia sp. MSMB1SE8 chr 2.
A0123 Burkholderia sp. 2002721687 i I
A124 Burkholderia sp. BpS365 MSMBA3 chr 2
il

“ADLOS Sphingopyxis sp. QXT-31
‘A0469 Streptomyces incarnatus NRRL 8089
A0103 Sphingopyis macrogoltabida 203
70108 Sphingopyis macrogoltabida 203N

A008T plasmid psal
A0399 Micromonospora purpureachromogenes DSM 43821 chr |
/A0385 Micromonospora echinofusca DSM 43913 chr |

‘A0401 Micromonospora rifamycinica DSM 44983 chr |

AQLS Lutetalea pratensis DSM 100886; HEG_-6_39

Aoso1 31246 chr

14675
40160 Pseudogubenkiania sp. NHEB
A0311 Pseudomonas sp. A3(2016)

AD107 Achromobacter sp. MFAL R chr |
70108 Achromabacter spanius MYT3
0112 Azoarcus communis TSPY3L

70113 Azoarcus communis TSNAA2

70162 Ralstonia solanacearum KACC 10722
0109 Alcyciphius deniticans BC

ADL10 Alcyclphius denitiicans KeoL
AD205 Myxococcus fulvs 124802

40543 Caldinea aerophia DS 14535 = NBRC 104270
A0545 Chiorofiexus aggregans DSM 9485
70546 Chiorofiexus aurantiacus 3-10-1
0547 Chioroflexus sp. Y-400-1

ADBOT Nostoc piscinale CENAZL

0507 Moorea producens JHB

A0801 Moorea producens PAL-8:15.08-1
0591 Leptolyngbya sp. NIES-3755
A086 Calothix sp. NIES-2100

20584 Crinalm epipsammum PCC 9333
0626 Rivularia sp. PCC 7116
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Figure S5. The detailed sub-tree of subtype Ilc, related to Figure 4. Internal conserved genes are denoted as colored solid circles
after the known components squares and highlighted as colored pentagram within the right-most linear map.
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0078 Catiobactersp. K31

-AQ092 Rhodowm 9. MB263 plasmid pRSMBA
94 Rhodovuum sulfidophilum SNK0O1 plasmid unamed
95 Rodowuum sulfdophim DSM 1374 plasmid uamed.

- A0168 Archangium gephyra DSM 2261
- 40229 Stgmatela auraniaca DWA/3-1

 A0179 Desfococcus mulivorans DSW 2059

~A0393 Micromonaspora coxensis DSM 45161 chr |

- AU378 Frankia sp. EANIpec EANL pec.
079 Frankia sp. QA3

~ AU387 Microlunatus phosphovorus NN-L
 AQ410 Nakamurella multipartita DSW 44233

- 0408 Mycobacterium sp. LS

- 0407 Mycobacterium dioxanotrophicus PH-05
- 0416 Rhodococcus opacus R plasmid pPDGL
0415 Rhodococcus aetherivorans lcdP1
- 0418 Rhodococcus sp. WBL
~ Au3S Alloactinosynnema sp. L07 chr |
- U366 Amycolatopsis sp. BIAL03
D336 Micromonospora echinospora DSM 43816 chr |
 AD402 Micromonospora rifamycinica DSM 44983 chr |
- 0405 Micromonospora viridifaciens DSM 43908 chr |
- AU385 Lontzea guizhouensis DHS CO13

- AU3SL Actinosynnema mirum DSM 43827

sz
- -A0481 Streptomyces nodosus ATCC 14599

- AUS12 Streptomyces sp. M6

- 0423 Streptomyces albireticull MDIK1L
+ AUS23 Streptomyces sp. SrexAAE

- AUS25 Streptomyces sp. S8

- ADAS Streptomyces fulvissimus DSM 4059
- AD384 Kitasatospora albolonga YIM 101047
- U507 Streptomyces sp. CFMR 7 CFMR7

- AUS19 Streptomyces sp. S8

- 0438 Streptomyces anulatus ATCC 11523

- AUS27 Streptomyces sp. TNS8

- ADdS2 Streptomyces collinus Tu 365
- U535 Streptomyces vietnamensis GINA.0001
- A04S7 Streptomyces glaucescens GLAO

- ADASS Streptomyces formicae KY5

- A04 Streptomyces sp. 21142 chr |

0398 Micromonospora narathiwtensis DSM 45248 chr |
0404 Micromonospora sp. WMMA2032.
0389 Micromonospora aurantiaca ATCC 27029

0403 Microm;
- A0S57 Calothx parasiica NIES 267

ADGL6 Nostoc 5p. NIES-4£103

- 0696 Glosomargaria thophora Alfiica-D10
- A0623 Plankcothrx agardhi NIVA-CYA 12618
- A0668 Arthrospira platensis NIES-39

A0G92 Artospira pltensis YZ.
~ADGTS Artospira pltensis C1
~A0GB4 Artospira sp. PCC 8005

 A0S8S Cyanathece sp. PCC 7424
- 0622 Oscilatoria acuminata PCC 6304
- 0658 Acaryochiors marina MBIC11017

A0411 Nakamurella multipartta DSM 44233

/604 chr

D467 Streptomyces hygroscopicus subsp. inggangensis TLOL

- 0352 Actinosynnema mirum DSM 43827
- A0384 Actinosynnema pretiosum X7

0345 Actinoalloteichus sp. ADIT27-7
346 Actinoalloteichus sp. GBA129-24

#0418 Streptomyces clavuligerus F813-1 plasmid pSCLA
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Figure S6. The detailed sub-tree of subtype Ild, related to Figure 4. Internal conserved genes are denoted as colored solid
circles after the known components squares and highlighted as colored pentagram within the right-most linear map.
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Figure S7. Snapshot of dbeCIS information for an example locus, related to STAR Methods. An example of dbeCIS
webpage to present the taxonomy, bacterial characteristics, genomic features, related publications and the clickable linear map of

an eCIS-like locus.



Table S2. Microorganisms, including Gram-negative/positive bacteria and Archaea, encode

“split” eCIS-like loci within their genomes, related to Figure 2.

eCIS eCIS
Genome Kingdom Phylum Family Gram
ID* Subtype
A0679 Halovivax ruber XH-70 Archaea Euryarchaeota Natrialbaceae lla
A0660 Amoebophilus asiaticus 5a2® Bacteria Bacteroidetes Amoebophilaceae - Ib
A0675 Cardinium hertigii cEperl Bacteria Bacteroidetes Amoebophilaceae - b
A0713 Cardinium hertigii cHgTN10 Bacteria Bacteroidetes Amoebophilaceae - 1b
A0658 Acaryochloris marina MBIC11017 Bacteria Cyanobacteria Acaryochloridaceae - 1d
A0703 Anabaenopsis circularis NIES-21 Bacteria Cyanobacteria Aphanizomenonaceae - Id
A0696 Gloeomargarita lithophora Alchichica-D10 Bacteria Cyanobacteria Gloeomargaritaceae - Id
A0668 Arthrospira platensis NIES-39 Bacteria Cyanobacteria Microcoleaceae - Id
A0676 Arthrospira platensis C1 Bacteria Cyanobacteria Microcoleaceae - 1d
A0684 Arthrospira sp. PCC 8005 Bacteria Cyanobacteria Microcoleaceae - Id
A0692 Arthrospira platensis YZ Bacteria Cyanobacteria Microcoleaceae - Id
A0677 Nostoc sp. PCC 7107 Bacteria Cyanobacteria Nostocaceae - Id
A0678 Deinococcus peraridilitoris DSM 19664 Bacteria Deinococcus-Thermus  Deinococcaceae + 1d

Note: *, eCIS IDs available from the dbeCIS database; $, experimentally verified (Bock et al.

2017).



Table S5. Organisms encoding both classical T6SS and eCIS-like loci, related to Figure 6.

T6SS eCIS eCIS
Organism Accession Completeness of T6SS components
ID* ID# Lineage
Alkalilimnicola ehrlichii MLHE-1 NC_008340 145 no TssH A0231 lic
Azoarcus sp. KH32C NC_020516 736 no Tssl A0115 11b
NC_015381 433 no Tssl
Burkholderia gladioli BSR3 NC_015376 430 no TssJ A0119 lla
NC_015383 434
NC_021173 758 no Tssl
761
Burkholderia thailandensis MSMB121 762 A0133 llc
NC_021174
760
759
912 no Tssl, TssM A0024
Chitinophaga pinensis DSM 2588 NC_013132 Ib
913 no TssM A0025
Collimonas fungivorans Ter331 NC_015856 455 A0137 lla
A0169 b
Corallococcus coralloides DSM 2259 NC_017030 558 no TssH, TssD, Tssl, TssA, TssG, TssJ A0170
A0171 e
Dechloromonas aromatica RCB NC_007298 87 A0138 Ib
Dickeya chrysanthemi Ech1591 NC_012912 351 no Tssl,TssD A0243 Ib
Dickeya dadantii 3937 NC_014500 409 no Tssl,TssD A0244 Ib
Dickeya zeae Ech586 NC_013592 373 no Tssl, TssD A0258 1b
Dyadobacter fermentans DSM 18053 NC_013037 911 no TssM, TssO, TssP A0034 Ib
Flavobacterium johnsoniae UW101 NC_009441 910 no TssM A0042 1b
Gemmatimonas aurantiaca T-27 NC_012489 332 no TssJ A0067 11b
Geobacter bemidjiensis Bem NC_011146 296 no TssH A0186 1b
107 no TssH, TssE, TssF, TssG, TssJ, TssK
Geobacter metallireducens GS-15 NC_007517 A0188 llc
108 no TssD, TssL, Tssl, TssA, TssB, TssC, TssM
Geobacter sp. M21 NC_012918 354 no TssH A0190 1b
602 no TssD, TssL, Tssl, TssA, TssB, TssC, TssM
Geobacter sulfurreducens KN400 NC_017454 A0193 lla
603 no TssH, TssE, TssF, TssG, TssJ, TssK
11 no TssD, TssL, Tssl, TssA, TssB, TssC, TssM
Geobacter sulfurreducens PCA NC_002939 A0194 lla
12 no TssH, TssE, TssF, TssG, TssJ, TssK
Granulicella tundricola MP5ACTX9 NC_015057 506 no TssJ A0011 lic
Leptothrix cholodnii SP-6 NC_010524 265 A0141 113}
Mesorhizobium japonicum MAFF 303099 NC_002678 7 A0084 lla
Methylomicrobium alcaliphilum 20Z NC_016112 512 no TssD, TssJ A0274 Ib
443 no TssL, Tssl, TssJ, TssK, TssM
Methylomonas methanica MC09 NC_015572 A0277 11b

444

no TssH, TssD, Tssl, TssA, TssB, TssC, TssE, TssF, TssG




Myxococcus fulvus HW-1 NC_015711 450 A0207 11b
725 no Tssl A0211 Ib
Myxococcus stipitatus DSM 14675 NC_020126
797 no TssD, Tssl, TsSA, TssJ A0212 lic
Myxococcus xanthus DK 1622 NC_008095 127 A0213 1b
Niastella koreensis GR20-10 NC_016609 923 no TssM A0050 1b
Nitrospira defluvii NC_014355 407 A0068 llc
Pelobacter carbinolicus DSM 2380 NC_007498 100 A0215 1d
355 A0281
356 A0282
Photorhabdus asymbiotica NC_012962 357 no TssH, TssA, TssE, TssJ A0283 la
358 A0284
A0285
50 A0292
51 A0293
Photorhabdus luminescens subsp. 52 no TssH, TssL, TssA A0294
NC_005126 la
laumondii TTO1 53 no TssB A0295
A0296
A0297
Pseudogulbenkiania sp. NH8B NC_016002 459 A0160 lic
Saccharophagus degradans 2-40 NC_007912 119 A0315 1b
248 no Tssl
Sorangium cellulosum So ce56 NC_010162 A0221 lic
249 no TssH, TssJ
A0222 Ib
A0223 llc
Sorangium cellulosum So0157-2 NC_021658 815 no Tssl
A0224 1b
A0225 llc
A0226 Ib
Stigmatella aurantiaca DW4/3-1 NC_014623 500 no TssH, TssD, Tssl, TssA, TssG, TssJ
A0229 Id
Teredinibacter turnerae T7901 NC_012997 359 A0322 Ib

Note: * (T6SS ID) are available from T6SS database - SecReT6 (Li et al. 2015). Description of

T6SS components is available from SecReT6 (http://db-mml.sjtu.edu.cn/SecReT6/). Classical
T6SS loci containing all essential genes are labeled with underlined T6SS ID number. Most of
T6SS loci listed here are lack of several essential T6SS genes. # (eCIS ID) is available from

dbeCIS.



Table S6. A list of plasmid-encoded eCIS-like loci in different bacteria species, related to Figure 3.

eClIS sub-
Bacteria Phylum eCIS ID* Replicon GenBank accession
type
Mycobacterium sp. JS623 Actinobacteria A0409 plasmid pMYCSMO01 CP003079 llc
Rhodococcus opacus R7 Actinobacteria A0416 plasmid pPDG1 CP008948 Id
A0418 chromosome CP015529 Id
Rhodococcus sp. WB1 Actinobacteria
A0419 plasmid pWwB1 CP015530 IE}
Streptomyces cattleya DSM 46488 Actinobacteria A0445 plasmid pSCATT CP003229 1d
Streptomyces cattleya DSM 46488 Actinobacteria A0444 plasmid pSCAT FQ859184 Id
A0449 chromosome CM000913 11b
Streptomyces clavuligerus ATCC 27064 Actinobacteria
A0450 plasmid pSCL4 CM000914 1d
A0447 chromosome CP016559 1b
Streptomyces clavuligerus F613-1 Actinobacteria
A0448 plasmid pSCL4 CP016560 Id
Fischerella sp. NIES-4106 Cyanobacteria A0587 plasmid plasmidl AP018299 lla
A0606 plasmid plasmidl AP018223 Id
Nostoc linckia NIES-25 Cyanobacteria
A0605 plasmid plasmidl Ib
A0561 Ib
—— chromosome AP018172
Calothrix sp. NIES-2098 Cyanobacteria A0562 1d
A0563 plasmid plasmidl lla
A0573 Id
—— chromosome AP018280
Calothrix sp. NIES-4101 Cyanobacteria A0574 llc
A0572 plasmid plasmidl AP018274 1d
Scytonema sp. HK-05 NIES-2130 Cyanobacteria A0627 plasmid plasmidl AP018195 Id
Deinococcus actinosclerus SJTR Deinococcus-Thermus A0634 plasmid unnamed3 CP029777 Id
Halogeometricum borinquense DSM 11551 PR 3 Euryarchaeota A0001 plasmid pHBORO03 CP001693 lla
A0128 chromosome 2 CMO003770 llc
Burkholderia sp. MSMB1588 Proteobacteria
A0129 plasmid unnamed 1 LNJS01000004 la
Paraburkholderia caribensis MBA4 Proteobacteria A0154 plasmid unnamed CP012748 lla
Enterobacter roggenkampii DSM 16690 Proteobacteria A0259 plasmid pDSMZ16690 CP017185 la
Rhodobacter sphaeroides ATCC 17025 Proteobacteria A0091 plasmid pRSPAQ3 CP000664 11b
Rhodovulum sp. MB263 Proteobacteria A0092 plasmid pPRSMBA CP020385 1d
Rhodovulum sulfidophilum DSM 1374 Proteobacteria A0095 plasmid unnamed1 CP015419 1d
Rhodovulum sulfidophilum SNK001 Proteobacteria A0094 plasmid unnamed CP015422 Id
Azospirillum thiophilum CFH 70021 Proteobacteria A0070 plasmid unnamed3 CP029358 Ib
Novosphingobium resinovorum SA1 Proteobacteria A0087 plasmid pSAl CP017076 llc
Serratia entomophila ALMO2 Proteobacteria A0650 plasmid pADAP AF135182 la

Note: * (eCIS ID) is available from dbeClIS. Several bacteria species encodes multi-copy eCIS-
like loci in both chromosome and plasmid.
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