
  

Supplementary Material 

1 Supplementary Tables 

Table S1: List of characterised T6SS cargo effectors screened against the local C. jejuni 

protein database. 

Species/Strain Gene ID Protein ID Protein 

name 

Reference 

Pseudomonas 

aeruginosa PAO1 

PA1844 AAG05233.1 Tse1 (Hood et al., 

2010) 

Pseudomonas 

aeruginosa PAO1 

PA2702 AAG06090.1 Tse2 (Hood et al., 

2010) 

Pseudomonas 

aeruginosa PAO1 

PA3484 AAG06872.1 Tse3 

(Tge1) 

(Hood et al., 

2010) 

Pseudomonas 

aeruginosa PAO1 

PA2774 AAG06162.1 Tse4 (Whitney et 

al., 2014) 

Pseudomonas 

aeruginosa PAO1 

PA2684 NP_251374.1 Tse5 

(RhsP1) 

(Whitney et 

al., 2014) 

Pseudomonas 

aeruginosa PAO1 

PA0093 AAG03483.1 Tse6 (Whitney et 

al., 2014) 

Pseudomonas 

aeruginosa PAO1 

PA0099 AAG03489.1 Tse7 (Hachani et 

al., 2014) 

Pseudomonas 

aeruginosa PAO1 

PA2374 AAG05762.1 TseF (Lin et al., 

2017) 

Pseudomonas 

aeruginosa PAO1 

PA3487 NP_252177.1 PldA 

(Tle5a) 

(Russell et 

al., 2013) 

Pseudomonas 

aeruginosa PAO1 

PA5089 AAG08474.1 PldB 

(Tle5b) 

(Russell et 

al., 2013) 

Serratia 

marcescens 

SMA2261 WP_025303293.1 Ssp1 (English et 

al., 2012) 

Serratia 

marcescens 

SMA2264 WP_089196535.1 Ssp2 

(Tae4) 

(English et 

al., 2012) 



Serratia 

marcescens 

SMA1112 WP_025302370.1 Ssp3 (Tfe1) (Fritsch et 

al., 2013) 

Serratia 

marcescens 

SMA3980 WP_025304642.1 Ssp4 (Fritsch et 

al., 2013) 

Serratia 

marcescens 

SMA4628 WP_025305124.1 Ssp5 (Fritsch et 

al., 2013) 

Serratia 

marcescens 

SMA4673 WP_025305162.1 Ssp6 (Fritsch et 

al., 2013) 

Vibrio cholerae 

O1 biovar El Tor 

str. N16961 

VCA0020 AAF95934.1 VasX (Miyata et 

al., 2011) 

Burkholderia 

thailandensis E264 

BTH_I0068 ABD38716.1 Tae2 (Russell et 

al., 2012) 

Salmonella 

enterica subsp. 

enterica serovar 

Typhimurium str. 

LT2 

STM0277 AAL19234.1 Tae4 (Sana et al., 

2016) 

Serratia 

marcescens subsp. 

marcescens Db11 

SMDB11_1083 CDG11658.1 Tfe2 (Trunk et 

al., 2018) 

Pseudomonas 

protegens Pf-5 

PFL_3037 AAY92307.1 Tge2 (Whitney et 

al., 2013) 

Dickeya dadantii 

3937 

Dda3937_02773 ADM99131.1 RhsA (Koskiniemi 

et al., 2013) 

Agrobacterium 

fabrum str. C58 

ATU4350 AAK89090.1 Tde1 (Ma et al., 

2014) 

Agrobacterium 

fabrum str. C58 

ATU3640 AAK89757.1 Tde2 (Ma et al., 

2014) 

Pseudomonas 

protegens Pf-5 

PFL_6209 AAY95397.1 Tne2 (Tang et al., 

2018) 

Burkholderia 

thailandensis E264 

BTH_I2698 ABC38949.1 Tle1 (Russell et 

al., 2013) 



  

Vibrio cholerae 

O1 biovar El Tor 

str. N16961 

VC_1418 AAF94575.1 Tle2 (TleL) (Russell et 

al., 2013) 

Pseudomonas 

aeruginosa PAO1 

PA0260 AAG03649.1 Tle3 (Russell et 

al., 2013) 

Pseudomonas 

aeruginosa PAO1 

PA1510 AAG04899.1 TplE (Jiang et al., 

2016) 

Pseudomonas 

putida KT2440 

PP3108 AAN68716.1 Tke2 (Bernal et 

al., 2017) 

Pseudomonas 

aeruginosa PAO1 

PA3290 AAG06678.1 Tle1 (Russell et 

al., 2013) 

Vibrio 

parahaemolyticus 

B5C30_RS14465 WP_029857615.1 v12_14465  (Jana et al., 

2019) 

Yersinia 

pseudotuberculosis 

YPIII 

YPK_0954 ACA67255 Tce1 (Song et al., 

2020) 

Vibrio 

parahaemolyticus 

BB22OP 

VPBB_RS15030 WP_015297525.1 Tme1 (Fridman et 

al., 2020) 

Vibrio 

parahaemolyticus 

T9109 

PO79_RS05910 WP_047706523.1 Tme2 (Fridman et 

al., 2020) 

Salmonella Typhi 

str. Ty2 

t0489 AAO68195.1 Tae3 (Russell et 

al., 2012) 

Salmonella 

Typhimurium str. 

14028S 

STM14_0336 ACY86862.1 Tlde1 (Sibinelli-

Sousa et al., 

2020) 

Acinetobacter 

baylyi ADP1 

ACIAD0053 CAG67035.1 Tpe1 (Ringel et 

al., 2017) 

Burkholderia 

cenocepacia H111 

I35_7839 CDN65395.1 DddA (Mok et al., 

2020) 

Serratia 

proteamaculans 

568 

Spro_3017 WP_012145739.1 Tre1 (Ting et al., 

2018) 



 

Table S2:  Domain and motif hits of predicted proteins in CJPI-1 using NCBI CDD-BLAST, 

Pfam, SMART, HmmScan, PROSITE, CDART, SUPERFAMILY, MOTIF and InterPro.



  

Protein ID NCBI-CDD Pfam SMART HmmScan PROSITE CDART SUPERFAMI

LY 

MOTIF InterPro 

CJ488_0928   Uncharacterized 

protein 

 

      

CJ488_0929   Uncharacterized 

protein 

 

    pfam03029, 

ATP_bind_1, 

Conserved 

hypothetical 

ATP binding 

protein 

 

 

CJ488_0930 

 

DNA_BRE_

C (cd00397) 

Tyrosine 

Recombinase 

(TIGR02225) 

Phage_Integr

ase 

(pfam00589) 

 

Phage_Integrase Phage_Integrase Phage 

Integrase 

Tyr  

recombinase 

Tyrosine 

Recombinase 

 

Integrase 

DNA breaking-

rejoining 

enzymes 

TIGR02225, 

Tyrosine 

recombinase 

XerD 

pfam00589, 

Phage 

integrase 

Integrase, 

catalytic 

domain 

IPR002104 



CJ488_0931   Mobilization 

protein 

 

      

CJ488_0932 Proposed 

nucleic acid 

binding 

domain 

(smart00773) 

 

 Polymerase, 

WGR domain 

SM000773 

  WGR domain-

containing 

protein 

WGR domain-

like 

smart00773, 

WGR, 

Proposed 

nucleic acid 

binding 

domain 

 

 

CJ488_0933   Uncharacterized 

protein 

 

      

CJ488_0934   Uncharacterized 

protein 

 

      

CJ488_0935 Fic/DOC 

family 

(pfam02661) 

 

Fic/DOC family Fic domain  

containing 

protein 

Fic/DOC 

family 

Fido domain 

containing 

protein 

 

Fic family 

protein 

Fic-like Doc, 

Prophage 

maintenance 

system killer 

protein 

pfam02661, 

Fic 

Fido domain 

IPR003812 

CJ488_0936   DNA_primase_I

rg 

      



  

 

CJ488_0937   Uncharacterized 

protein 

 

      

CJ488_0938 Bacterial 

toxin of type 

II toxin-

antitoxin 

system, YafQ 

(pfam15738) 

 

Bacterial toxin 

of type II toxin-

antitoxin 

system, YafQ 

type II toxin-

antitoxin system 

YafQ family 

toxin 

Bacterial 

toxin of type 

II toxin-

antitoxin 

system, YafQ 

 Type II toxin-

antitoxin 

system 

RelE/ParE 

family toxin 

RelE-like pfam15738, 

YafQ_toxin, 

Bacterial 

toxin of type 

II toxin-

antitoxin 

system 

 

Toxin-

antitoxin 

system, 

YafQ-like 

toxin 

IPR004386 

CJ488_0939   Uncharacterized 

protein 

 

      

CJ488_0940   Uncharacterized 

protein 

 

      

CJ488_0941   Uncharacterized 

protein 

 

      



CJ488_0942   Uncharacterized 

protein 

 

      

CJ488_0943   Uncharacterized 

protein 

 

      

CJ488_0944 TraG-like 

protein - 

TraG protein 

is known to 

be essential 

for DNA 

transfer in 

the process 

of 

conjugation 

(pfam07916) 

 

TraG-like 

protein, N-

terminal region 

TraG_N 

containing 

protein 

TraG-like 

protein, N-

terminal 

region 

 Conjugal 

transfer 

protein TraG 

 pfam07916, 

TraG_N 

TraG-like, 

N-terminal 

IPR012931 

CJ488_0945   Uncharacterized 

protein 

 

      

CJ488_0946   Hypothetical 

protein 

 

      



  

CJ488_0947   Hypothetical 

protein 

 

      

CJ488_0948 DNA 

polymerase 

III PolC 

(PRK00448) 

 

 Uncharacterized 

protein 

  PolC-type 

DNA 

polymerase III 

 

 PRK00448, 

polC, DNA 

polymerase 

III 

 

 

CJ488_0949   Uncharacterized 

protein 

 

      

CJ488_0950   Hypothetical 

protein 

 

      

CJ488_0951   Uncharacterized 

protein 

 

      

CJ488_0952   Hypothetical 

protein 

      



 

CJ488_0953   Hypothetical 

protein 

 

      

CJ488_0954   Hypothetical 

protein 

 

      

CJ488_0955   Uncharacterized 

protein 

 

      

CJ488_0956   Uncharacterized 

protein 

 

      

CJ488_0957 Lipase (class 

3) 

(pfam01764) 

 

 hypothetical 

protein 

 Lipase serine 

active site 

hypothetical 

protein 

alpha/beta-

Hydrolases 

pfam01764, 

Lipase_3 

Protein of 

unknown 

function 

DUF2974, 

(IPR024499) 

Alpha/Beta 

hydrolase 

fold, 

(IPR029058) 

 



  

CJ488_0958   hypothetical 

protein 

 

      

CJ488_0959   hypothetical 

protein 

 

      

CJ488_0960   Uncharacterized 

protein 

 

      

CJ488_0961 Lipase (class 

3) 

(pfam01764) 

 

Lipase (class 3) hypothetical 

protein 

(Lipase_3 

domain 

containing 

protein) 

 

Lipase (class 

3) 

 hypothetical 

protein 

alpha/beta-

Hydrolases 

cd00519, 

Lipase_3 

Alpha/Beta 

hydrolase 

fold, 

(IPR029058) 

 

CJ488_0962 endolysin 

and autolysin 

- cd00737 

 

Phage lysozyme Phage_lysozyme 

containing 

protein 

Phage 

lysozyme 

 lytic 

transglycosyla

se 

Lysozyme  cd00737, 

lyz_endolysi

n_autolysin 

Lysozyme-

like domain 

superfamily 

(IPR023346) 

Endolysin/ 



COG3772, 

Phage-related 

lysozyme 

autolysin 

(IPR033907) 

CJ488_0963   Uncharacterized 

protein 

 

      

CJ488_0964   hypothetical 

protein 

 

    cd01059, 

CCC1_like 

 

CJ488_0965   hypothetical 

protein 

 

      

CJ488_0966 type VI 

secretion 

system FHA 

domain 

protein 

(TIGR03354) 

FHA domain Uncharacterized 

protein 

(FHA domain 

containing 

protein) 

 

FHA domain  type VI 

secretion 

system-

associated 

FHA domain 

protein TagH 

 

SMAD/FHA 

domain 

type VI 

secretion 

system FHA 

domain 

protein 

 

CJ488_0967 Type VI 

secretion 

protein IcmF 

 

ImcF-related N-

terminal domain 

type VI 

secretion system 

membrane 

subunit TssM 

 

ImcF-related 

N-terminal 

domain 

 type VI 

secretion 

system 

membrane 

subunit TssM 

 

P-loop 

containing 

nucleoside 

triphosphate 

hydrolases 

type VI 

secretion 

protein IcmF 

 



  

CJ488_0968 type VI 

secretion 

system 

effector, 

Hcp1 

 

Type VI 

secretion system 

effector, Hcp 

type VI 

secretion system 

tube protein Hcp 

 

Type VI 

secretion 

system 

effector, Hcp 

 type VI 

secretion 

system tube 

protein Hcp 

 

Hcp1-like Type VI 

protein 

secretion 

system 

component 

Hcp 

 

 

CJ488_0969 Type VI 

secretion 

system 

protein DotU 

 

Type VI 

secretion system 

protein DotU 

DotU family 

type IV/VI 

secretion system 

protein 

 

Type VI 

secretion 

system 

protein DotU 

 DotU family 

type IV/VI 

secretion 

system protein 

 Type VI 

secretion 

system 

protein DotU 

 

 

CJ488_0970 Bacterial 

Type VI 

secretion 

protein ImpJ, 

VasE 

 

Bacterial Type 

VI secretion, 

VC_A0110, 

EvfL, ImpJ, 

VasE 

TssK Bacterial 

Type VI 

secretion, 

VC_A0110, 

EvfL, ImpJ, 

VasE 

 

 type VI 

secretion 

system 

baseplate 

subunit TssK 

 

 T6SS_VasE, 

Bacterial 

Type VI 

secretion 

 

CJ488_0971 Type VI 

secretion 

lipoprotein, 

VasD 

 

Type VI 

secretion 

lipoprotein, 

VasD, EvfM, 

TssJ, 

VC_A0113 

Lipoprotein, 

putative 

Type VI 

secretion 

lipoprotein, 

VasD, EvfM, 

TssJ, 

VC_A0113 

Prokaryotic 

membrane 

lipoprotein 

lipid 

attachment 

site profile 

type VI 

secretion 

system 

lipoprotein 

TssJ 

 Type VI 

secretion 

lipoprotein, 

VasD 

 



   

CJ488_0972 Type VI 

secretion 

protein, VasJ 

Type VI 

secretion, EvfE, 

EvfF, ImpA, 

BimE, 

VC_A0119, 

VasJ 

Uncharacterized 

protein 

(VasJ domain 

containing 

protein) 

 

Type VI 

secretion, 

EvfE, EvfF, 

ImpA, BimE, 

VC_A0119, 

VasJ 

 

 type VI 

secretion 

system VasJ 

domain protein 

 T6SS_VasJ, 

Type VI 

secretion 

 

CJ488_0973 Type VI 

secretion 

system, VipA 

 

Type VI 

secretion 

system, VipA, 

VC_A0107 or 

Hcp2 

 

TssB Type VI 

secretion 

system, 

VipA, 

VC_A0107 

or Hcp2 

 

 type VI 

secretion 

system 

contractile 

sheath small 

subunit 

 

 Type VI 

secretion 

system, VipA 

 

CJ488_0974 type VI 

secretion 

protein, VipB 

 

Type VI 

secretion 

protein, 

EvpB/VC_A010

8, tail sheath 

 

Type VI 

secretion system 

contractile 

sheath large 

subunit 

 

Type VI 

secretion 

protein, 

EvpB/VC_A

0108, tail 

sheath 

 

 type VI 

secretion 

system 

contractile 

sheath large 

subunit 

 

 VipB, Type 

VI secretion 

protein 

 

CJ488_0975 type VI 

secretion 

system 

lysozyme-

like protein 

 

Gene 25-like 

lysozyme 

Tgh104 Gene 25-like 

lysozyme 

 GPW/gp25 

family protein 

gpW/gp25-like type VI 

secretion 

system 

lysozyme-

like protein 

 

 



  

CJ488_0976 Type VI 

secretion 

system, TssF 

 

Type VI 

secretion 

system, TssF 

Type VI 

secretion protein 

(TssF domain 

containing 

protein) 

 

Type VI 

secretion 

system, TssF 

 type VI 

secretion 

system 

baseplate 

subunit TssF 

 

 Type VI 

secretion 

system, TssF 

 

CJ488_0977 Type VI 

secretion, 

TssG 

 

Type VI 

secretion, TssG 

TssG Type VI 

secretion, 

TssG 

 type VI 

secretion 

system 

baseplate 

subunit TssG 

 

 Type VI 

secretion, 

TssG 

 

CJ488_0978 type VI 

secretion 

system Vgr 

family 

protein 

+ 

Jag domain 

 

Phage late 

control gene D 

protein (GPD) 

Phage_GPD 

domain 

containing 

protein 

Phage late 

control gene 

D protein 

(GPD) 

 type VI 

secretion 

system tip 

protein VgrG 

Phage tail 

proteins 

type VI 

secretion 

system Vgr 

family 

protein 

 

CJ488_0979 Ankyrin 

repeat-

Ankyrin repeats 

(3 copies) 

Ankyrin domain 

containing 

protein 

Ankyrin 

repeats (3 

copies) 

Ankyrin 

repeat region 

ankyrin repeat 

domain-

Ankyrin repeat ANK, 

ankyrin 

repeats 

Ankyrin 

repeat-



containing 

protein  

(pfam12796) 

 

circular 

profile 

containing 

protein 

 

containing 

domain 

(IPR020683) 

 

CJ488_0980 Tox-REase-7 

domain 

containing 

protein  

(pfam15649) 

 

Restriction 

endonuclease 

fold toxin 7 

Tox-REase-7 

domain 

containing 

protein  

 

Restriction 

endonuclease 

fold toxin 7 

 Hypothetical 

protein 

 Tox-REase-7, 

Restriction 

endonuclease 

fold toxin 7 

Tox-REase-

7 domain 

(IPR028903) 

CJ488_0981   Hypothetical 

protein 

 

   Ankyrin repeat  Ankyrin 

repeat-

containing 

domain 

(IPR020683) 

 

CJ488_0982 Tox-REase-7 

domain 

containing 

protein  

(pfam15649) 

 

Restriction 

endonuclease 

fold toxin 7 

Hypothetical 

protein 

 

Restriction 

endonuclease 

fold toxin 7 

 Hypothetical 

protein 

 Tox-REase-7, 

Restriction 

endonuclease 

fold toxin 7 

Tox-REase-

7 domain 

(IPR028903) 



  

CJ488_0983 Ankyrin-like 

protein 

(PHA03095) 

 

 Ankyrin domain 

containing 

protein 

 Ankyrin 

repeat region 

circular 

profile 

ankyrin repeat 

domain-

containing 

protein 

Ankyrin repeat ANK, 

ankyrin 

repeats 

Ankyrin 

repeat-

containing 

domain 

(IPR020683) 

 

CJ488_0984   Hypothetical 

protein 

 

      

CJ488_0985   Tgh071 

 

      

CJ488_0986   Uncharacterized 

protein 

 

      

CJ488_0987   Hypothetical 

protein 

 

      

CJ488_0988 Tuberculosis 

necrotizing 

toxin 

Tuberculosis 

necrotizing 

toxin 

TNT domain 

containing 

protein 

Tuberculosis 

necrotizing 

toxin 

 DUF4237 

domain-

 pfam14021, 

TNT, 

Tuberculosis 

Tuberculosis 

necrotizing 

toxin 



(pfam14021) 

 

containing 

protein 

necrotizing 

toxin 

 

(IPR025331) 

CJ488_0989   hypothetical 

protein 

 

      

CJ488_0990   hypothetical 

protein 

 

      

CJ488_0991 Bacterial 

toxin 24 

(pfam15529) 

 

 hypothetical 

protein 

 

  Hypothetical 

protein 

 pfam15529, 

Ntox24, 

Bacterial 

toxin 24 

 

 

CJ488_0992   Uncharacterized 

protein 

 

      

CJ488_0993   hypothetical 

protein 

 

      

CJ488_0994 A nuclease 

family of the 

HNH/ENDO 

VII 

A nuclease 

family of the 

HNH/ENDO 

VII superfamily 

AHH-nuclease 

domain 

A nuclease 

family of the 

HNH/ENDO 

VII 

 Hypothetical 

protein 

 pfam14412, 

AHH, A 

nuclease 

family of the 

 



  

superfamily 

with 

conserved 

AHH 

(pfam14412) 

 

with conserved 

AHH 

containing 

protein 

superfamily 

with 

conserved 

AHH 

HNH/ENDO 

VII 

superfamily 

with 

conserved 

AHH 

 

CJ488_0995   Uncharacterized 

protein 

      

CJ488_0996 Domain of 

unknown 

function 

(DUF4299) 

(pfam14132) 

 

Domain of 

unknown 

function 

(DUF4299) 

Uncharacterized 

protein 

(DUF4299 

domain 

containing 

protein) 

Domain of 

unknown 

function 

(DUF4299) 

 DUF4299 

family protein 

 pfam14132, 

DUF4299 

 

CJ488_0997   Uncharacterized 

protein 

 

      

CJ488_0998 type VI 

secretion 

system Vgr 

family 

protein 

Phage late 

control gene D 

protein (GPD) 

Phage_GPD 

domain 

containing 

protein 

Phage late 

control gene 

D protein 

(GPD) 

 type VI 

secretion 

system tip 

protein VgrG 

Phage tail 

proteins 

type VI 

secretion 

system Vgr 

family 

protein 

 



+ 

baseplate hub 

subunit and 

tail 

lysozyme, 5 

CJ488_0999   Hypothetical 

protein 

 

      

CJ488_1000   Hypothetical 

protein 

 

      

CJ488_1001   Tgh113 

 

      

CJ488_1002   hypothetical 

protein 

 

      

CJ488_1003   hypothetical 

protein 

 

      

CJ488_1004   Uncharacterized 

protein 

 

      



   

Table S3: Results of subcellular localisation, signal prediction and transmembrane helices prediction 

of CJPI-1 predicted proteins with inferred functions using Psortb, CELLO, SignalP, TMPred and 

TMHMM. 

488 Protein 

ID 

 

TMHMM TMPred SignalP CELLO Psortb 

CJ488_0930 

 

0 0 No Cytoplasmic Cytoplasmic 

 

CJ488_0932 0 

 

0 

 

No Extracellular Unknown 

CJ488_0935 0 

 

0 

 

No Cytoplasmic 

Extracellular 

 

Unknown 

CJ488_0938 0 

 

0 

 

No Cytoplasmic 

 

Unknown 

CJ488_0944 5 

 

8 

 

Yes (Sec/SPI) Membrane Cytoplasmic-

Membrane 

 

CJ488_0957 0 

 

1 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0961 0 

 

1 No Cytoplasmic 

Extracellular 

 

Unknown 

CJ488_0962 0 0 No Extracellular Unknown 
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CJ488_0966 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0967 3 

 

3 

 

No Extracellular 

 

Cytoplasmic-

Membrane 

 

CJ488_0968 0 

 

0 

 

No Membrane Extracellular 

CJ488_0969 1 

 

1 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0970 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0971 0 

 

1 

 

Yes (Sec/SPII) 

Lipoprotein signal 

peptide 

Membrane Unknown 

CJ488_0972 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0973 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0974 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0975 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 



  

 
23 

CJ488_0976 0 

 

1 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0977 0 2 

 

No Cytoplasmic Cytoplasmic 

 

 

 

CJ488_0978 0 

 

0 

 

No Extracellular Cytoplasmic 

 

CJ488_0979 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0980 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0982 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0983 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0988 0 

 

0 

 

No Cytoplasmic 

 

Cytoplasmic 

 

CJ488_0994 0 

 

0 

 

No Cytoplasmic 

Extracellular 

 

Cytoplasmic 

 

CJ488_0996 0 0 No Cytoplasmic Unknown 
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CJ488_0998 0 0 No 

 

 

Extracellular Cytoplasmic 

 

 

Table S7: List of MIX proteins screened against the local C. jejuni protein database. 

Species/Strain Gene ID Protein ID MIX clan Reference 

Vibrio 

parahaemolyticus 

RIMD 2210633 

VP1388 BAC59651.1 MIX clan 1 

motif   

(Salomon et 

al., 2014) 

Vibrio campbellii 

ATCC BAA-

1116 

VIBHAR_03070 ABU72020.1 MIX clan 2 

motif 

(Salomon et 

al., 2014) 

Burkholderia 

thailandensis 

E264 

BTH_I2691 ABC38088.1 MIX clan 3 

motif 

(Salomon et 

al., 2014) 

Vibrio cholerae 

O1 biovar El Tor 

str. N16961 

VC_A0020 AAF95934.1 MIX clan 4 

motif 

(Salomon et 

al., 2014) 

Marinomonas sp. 

MWYL1 

Mmwyl1_0527 ABR69463.1 MIX clan 5 

motif 

(Salomon et 

al., 2014) 
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