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Table S1. Bacterial strains.

Bacterial strains Genotype Reference
E. coli JIM109 See reference [1]
E. coli ET12567 See reference [2]
M145 S. coelicolor A3(2) SCP1- SCP2- [3]
K202 M145 + KF41 (4]
GAL1 M145AyImG This work
GAL2 M145 + pGWS755 This work
GAL3 GAL1 + KF41 This work
GAL4 GAL1 + pGWS116 This work
GALS GAL1 + pGWS526 This work
GAL7 GAL1 + pGWS755 This work
GSA3 M145AssgA(::aadA) [5]
GSB1 M145AssgB(::aac(3)IV) [6]
GAL93 GAL1 + pGWS771 This work
GAL94 M145 + pGWS791 + pGWS116 This work
GAL95 M145 + pGWS791 + pGWS526 This work
GAL96 M145 + pGWS755 + pGWS529 This work
GAL102 M145 + pGWS526 + pGWS527 This work
GAL103 M145 + pGWS755 + GAPp-mCherry This work




Table S2. Plasmids and constructs.

Plasmid and Description Reference

constructs

pGWS116 pHJL401 harbouring SsgA-eGFP [7]

pGWS526 pHJL401 harbouring SsgB-eGFP [8]

pGWS527 pSET152 harbouring FtsZ-mCherry behind the | This work
nativeftsZ promoter

pGWS529 pHJL401 expressing FtsZ-mCherry from the S. | This work
coelicolor ftsZ promoter.

pGWS725 pWHM3 with Xbal site removed from the | This work
multiple cloning site.

pPGWS731 PWHM3 containing around 1.5 kb flanking | Thiswork
regions of S. coelicolor SCO2078 with apra-loxP
inserted in between.

pPGWS755 pSET152 harbouring the yImG-egfp under the | 1his work
control of the S. coelicolor ftsZ promoter region

pPGWS756 pHJL401 harbouring the yimG-egfpo under the | This work
control of the S. coelicolor ftsZ promoter region

pGWS771 pSET152 harbouring the +1/+294 region of yimG | This work
under the control of the ftsZ promoter region of
S. coelicolor.

pGWS791 pSET152 with yimG-mCherry under the control of | This work
the ftsZ promoter region of S. coelicolor

pGWS793 pSET152 harbouring sepG-blaM under the | This work
control of the S. coelicolor ftsZ promoter region

pGWS794 As pGWS794 but expressing the N-terminal part | This work
of SepG fused to BlaM

pGWS795 As pGWS794 but expressing the C-terminal part | This work
of SepG fused to BlaM

pGWS796 As pGWS794 but expressing full-length BlaM This work

pGWS797 As pGWS794 but expressing mature BlaM (no | This work
signal peptide)

pHJL401 E. coli/Streptomyces shuttle vector, low copy (<5 | [9]
copies per chromosome) in Streptomyces and
high copy (>100 copies per chromosome) in E.
coli

pKF41 Integrative  construct based on pSET152 | [4]
expressing ftsZ-egfp from the S. coelicolor ftsZ
promoter region

pKT25 BACTH plasmid harboring the T18 fragment of [10]




the
Bordetella pertussis cya gene.

pSET152 E. coli/Streptomyces shuttle vector, around 100 | [11]
copies per chromosome in E. coli and integrative
in the $C31 attachment site in Streptomyces
pUWL-Cre Plasmid harboring Cre-recombinase [12]
pWHM3 E. coli/Streptomyces shuttle vector, around 100 | [13]

copies per chromosome in both E. coli and
Streptomyces.

Table S3. Oligonucleotides.

Name 5’-3’ sequence #

ylmG_LF-1442 GTCAGAATTCGCGGACGATGTGCGCATTCTCTCG

ylmG_LR+6 GTCAGAAGTTATCCATCACCTCTAGAGCTCATGACCTGTGCTTCCCTCTC
yImG_RF+277 GTCAGAAGTTATCGCGCATCTCTAGACAGCTGTGAGCGATGAGAGAGATAC
yImG_RR+1521 GTCAGGATCCTCGATCAGGAACCCGCGCATCGGC

yImG_F+1 GTCAGAATTCAGGCCTTCGACATGAGCGTGGTCCTGGATGTC
yImG_R+282 GTCAAAGCTTGGATCCAGCTGGCTCACGATCGAGAT

yImG_R+294 GCTAGGATCCTCTCATCGCTCACAGCTGGCT

BlaM_F_EB ctgaGAATTCGGATCCGGCGGTTCCACATGCTATAAGTTCCAGCCCATTACGCCACCCAGAAACGCTGGTGAAA
BlaM_R_XH ctgaAAGCTTTCTAGATTACCAATGCTTAATCAGTGAGGC

YImG_R+120 ctgaAAGCTTGGATCCGCCTTGCCGGGTTGC

YImG_F+121 ctgaGAATTCAGGCCTTCGACATGGTGGTCGTTCTGGAGGCCA
BlaM_F+1_ES ctgaGAATTCAGGCCTTCGACATGAGTATTCAACATTTCCGT

BlaM_F+70_ES ctgaGAATTCAGGCCTTCGACCACCCAGAAACGCTGGTGAAA

* Restriction sites used for cloning are underlined and in bold face. GGATCC, BamHI; GAATTC, EcoRl;
AGGCCT, Stul; TCTAGA, Xbal; AAGCTT, Hindlll. Sequence shadowed in grey encoded the 12 amino
acids linker between SepG and BlaM or FtsZ and BlaM
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Figure S1. Growth curves of E. coli JM109 carrying plasmids expressing different BlaM
fusions. The graphs belong to Figure 8 of the manuscript. The BlaM fusions were: full-length
SepG-BlaM (pGWS793); N-terminal SepGi.4o-BlaM (pGWS794; first TM domain of SepG);
C-terminal SepGyi.94-BlaM (pGWS795; second TM domain of SepG); BlaM with signal
sequence expressed from the ftsZ promoter(s) (pGWS796; positive control); BlaM with signal
sequence expressed from its native promoter (pHJL401; positive control); and pGWS755
expressing SepG-eGFP (pGWS755; negative control). Transformants were grown in presence
of 0, 10 or 20 pg/ml ampicillin. Growth curve for each strain was measured every 30 minutes
for 12 h at 37°C. Cultures were obtained for three independent transformants (and each of
these in triplicate) using a Bioscreen C microtitre system with automated biomass reading.
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