Table S3. Relationships between B. subtilis and C. glutamicum strains, plasmids and primers used in this work

Strain Plasmid Primer Sequence (5'>3") ° Template
TC35 PBSB_Pyuus | Potae_FW CCGCGGGCTTTCCCAGCCTCTTGATTATTTAACCAA BSB168
B Ppas_RV GITCCTCCTTCCCACCCCTCATTATAAATAAGAA BSB168
Tes8 B LytT_RV CAATGGAACAGGCAGTTTTA BSB168
DGEMT IytST::cm | CM_VET_FW TCCOOCGGGGGAT TCACCGACAAACAACAGATAAAA pDG1661
B Cm_IytT_RV CCATCGATGGTATAAAAACCTTCTTCAACTAACGSG pDG1661
TC63 PDG1661_Pyug | Pore_FW CGGGATCCCGT TTGGTACCCTCATTATAAATAAGAA BSB168
B Ppiie_RV CCCAAGCTTGGEGCECTTTGICGTGAATACTGAATATA BSB168
PGEMT pftAB insert_pftAB_FW  CCCCACCCAGAATACAAAGA BSB168
B insert_pftAB_ RV~ GGATGAACTGGCTTACTTGC BSB168
PGEMT pitA | PGEMT_pftA FW  TCCCOCGGGGGAAATCATATTTGAAACCAGCATAAT PGEMT_pftAB
B PGEMT_pftA RV GCTCTAGAGCACAAAAACAGT GCAAAGCCCGCAGAA PGEMT_pftAB
TC60, TCot OGEMT pitg | PGEMT_pftB_FW  TCCCOOGGGGGAACCAT GGCAACAAACAAAGGAGT GA PGEMT_pftAB
& TC62 B PGEMT_pftB RV GCTCTAGAGCTAAAGGATTGGCTCTTGGAACATCCG PGEMT_pftAB
PGEMT pftAB::cm | cm_FW TCCCCCGEGEEATCTTTATTCTTCAACTAAAGCACCCATTAG pDG1661
cm_RV GCTCTAGAGCGTAGAGGATCTGGAGCTGTA pDG1661
pPGEMT pftB::cm -
DGEMT pftAs:cm Pyg | CM_Porae_FW GCTCTAGAGCGGATCCCGT TTGGTACCCTCATTATA PDG1661_Ppa
) - cM_Ppias_RV TCOOCCGGEGGAATAAAAACCT TCTTCAACTAACGG PDG1661_Ppia
TC73 OMUTINA_lytST | WIST_FW CGGGATCCATATTTTTTCTCCGCCTGTAAGCAAGTT BSB168
B IytST_RV CGAGCTCGTTATAAAGCGCTTACAAGATAACATGCC BSB168
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®Restriction sites and additional LIC and Hisg sequences are underlined



