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Strain Description Reference/Source 
E. coli strains:  

 
 
 

NEB5-α F'Iq DH5-α derivative containing an F’ (Tet 
resistant) bearing lacIq 

New England Biolabs 

BW27785 Δ(araB-araD)567 ΔlacZ4787(::rrnB-3) LAM- 
Δ(araH-araF)570(::FRT) ΔaraEp-532::FRT 
φ(Pcp18-araE534) Δ(rhaB-rhaD)568 
hsdR514  

[1,2] 

 
NP1 (TB28 zapA-gfp 

frt) 
 
 
 

TB28 HKHC488 

 
TB28 (MG1655 ΔlacIZYA::frt) producing 
ZapA-GFP from the native chromosomal 
locus. Linked cat cassette has been removed 
by FLP recombinase. 
 
TB28 with plasmid pCH488 (plac:sfgfp-ftsZ 
bla) integrated into the chromosome at the 
attHK002 site.  

 
[3] 

 
 
 
 

H. Cho and T. Bernhardt 

   
FW102 OL2-62 FW102 [4] containing an F’ (Kan resistant) 

bearing the placOL2–62-lacZ fusion in which 
the λCI operator is centered at position –62 
upstream of the lac promoter. 

[5] 

 
BN30 (FW102 OL2-

42) 

 
FW102 [4] containing an F’ (Kan resistant) 
bearing the placOL2–42-lacZ fusion in which 
the λCI operator is centered at position –42 
upstream of the lac promoter. 

 
[6] 

 
CH45/pDB346 

 
ftsZ0/λPR-ftsZ, cI857; ftsZ expression is 
repressed upon shift to 30 ºC ; plasmid 
confers resistance to Spec 

 
[7,8] 

 
FB30/pFB174 

 
TB28 (MG1655 ΔlacIZYA::frt) ΔmreBCD::kan 
transformed with Cm resistant plasmid 
pFB174 (pBAD-mreBCD-LE) 

 
[9] 

 
DH73 

 
BW27785 with ftsZ-L169P allele at the 
endogenous ftsZ locus. Mutation is not linked 
to a selectable marker 

 
This study 

 
DH118/pFB149 

 
BW27785 ΔmreBCD::kan transformed with 
Carb resistant plasmid pFB149 (plac-
mreBCD-LE) 

 
Strain: this study 

Plasmid: [9] 

 
DH118/pDH278 

 
BW27785 ΔmreBCD::kan transformed with 
Carb resistant plasmid pDH278 (plac-mreB-
E262G mreCD-LE) 

 
This study 

 
DH118/pDH332 

 
 

 
BW27785 ΔmreBCD::kan transformed with 
Carb resistant plasmid pDH332 (plac-mreB-
S269F mreCD-LE) 

 
This study 
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B. subtilis strains: 

 

 
All PY79 derivatives 

 
[10] 

DH84 ycgO:: pHYPERSPANK-his6-gfp erm This study 

DH85 ycgO:: pHYPERSPANK-his6-cbtA-gfp 
erm 

This study 

DH98 ftsZ spec (spec cassette is immediately 
downstream of the wildtype ftsZ ORF) 

This study 

DH99 ftsZ (loopEco) spec (spec cassette is 
immediately downstream of the 
ftsZ locus. The wt ftsZ allele is replaced 
with a chimeric ftsZ encoding Eco 
residues 168-182 in place of Bsu 
residues 169-183 in the context of full-
length Bsu ftsZ.) 

This study 

 
DH100 

 
ftsZ spec, ycgO:: pHYPERSPANK-his6-
gfp erm 

 
This study 

 
DH101 

 
ftsZ spec, ycgO:: pHYPERSPANK-his6-
cbtA-gfp erm 

 
This study 

 
DH102 

 
ftsZ (loopEco) spec, ycgO:: 
pHYPERSPANK-his6-gfp erm 

 
This study 

 
DH103 

 
ftsZ (loopEco) spec, ycgO:: 
pHYPERSPANK-his6-cbtA-gfp erm 

 
This study 

 
DH104 

 
ftsZ spec, ycgO:: pHYPERSPANK-his6-
cbtA-F65S-gfp erm 

 
This study 

 
DH106 

 
ftsZ (loopEco) spec, ycgO:: 
pHYPERSPANK-his6-cbtA-F65S-gfp 
erm 

 
This study 
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