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Type IV secretion system genes
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Sphch_1492/Sphch_1491

Holosporales bacterium

Ubiquinol-cytochrome C reductase 
Usg

highly divergent!

90% ID iron-sulfur
subunit

cytochrome 
B subunit

cytochrome 
C1 subunit

J0H87_08305/J0H87_08310

Tandemly-arrayed CRCT-CRCA modules; one tethered 
to a large toxin, one comprising mostly the toxin itself 

pfam15605: Ntox28 (tRNAase)

protein with HEAT-repeats
(not an immunity antidote)
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Biofilm PGA synthesis 

A B C D CdiB CdiA CdiI

highly divergent!
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Degraded CdiA-like
highly divergent!

repeat region

CdiA
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2111023-2131620

EKH77_08965/EKH77_08960

PhzF

Putative secreted effectors

GDSL-like Lipase/Acylhydrolase family
VCBS (Vibrio, Colwellia, Bradyrhizobium, Shewanella) repeat (adhesion)
Trypsin-like Ser protease

BJ981_004090/BJ981_004091

degraded TNP

4635008-4665060

LigD VgrG: T6SS, 
phage-baseplate 
injector protein

MerR

Secretion system AAA ATPase
Tail fiber domain-containing protein
phage P2 protein I tail protein
Putative baseplate assembly protein
Phage baseplate assembly protein W

Putative T6SS
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Taxon (genome) Subjects (with > 80% query coverage)
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Rickettsiales
Actinobacteria
Cyanobacteria
Chloroflexi
Spirochaetes

16
12
> 1000
4
12

Taxon No. No. > 80% query cov.

10 (no Rickettsia species)
2
> 1000  (widespread)
1
5

Widepsread in all proteobacterial classes  and many
other non-proteobacterial groups


