
File S2: Sequence data of marker-free rif cluster mutants 

Nucleotide sequence and chromatograms obtained after Sanger sequencing of three 

DSM 40773 ∆rif::att1 independent clones are provided hereafter. The 33 bp scar 

expected to be formed after excision is highlighted in green. The high quality of the 

sequence shown in the chromatograms confirmed the homogeneity of the samples. 

>mut∆rif-att1_cl1-LS220_I19.ab1

TTTTAAGTCAGTTCGCGAGTACCGCCGCAGGTCGGCCAGCGCCGCGCTGCGC

TCGGCAGCGGCCTGCGCCTCGGCCGGAGACGGCAGGCGCACCGGGGGCAAC

GCGGGGAAGAGCATCGACGTCGAGTTCGCACTCCTGGCACATGCGGGCCAG

TCTGGCAGGTCGAACTACCCACGTTGGTAATGGCTCCCACCGGATATCTACCT

CTTCGTCCCGAACGAAGCGCGCGATATCGTGGAAGGTGTTCTCGTAGGCCGG

TGACGCGGCGGCGGGGCCGGTGGTTCCCCGGGCGGTTGGGTGCGGTGGACG

GGAGA 

>mut∆rif-att1_cl2-LS220_A19.ab1

CGCTCGGAATGGAGCGTCAGTTCGCGACGTACCGCCGCAGGTCGGCCAGCGC

CGCGCTGCGCTCGGCAGCGGCCTGCGCCTCGGCCGGAGACGGCAGGCGCAC

CGGGGGCAACGCGGGAAGAGCATCGACGTCGAGTTCGCACTCCTGGCACAT

GCGGGCCAGTCTGGCAGGTCGAACTACCCACGTTGGTAATGGCTCCCACCGG

ATATCTACCTCTTCGTCCCGAACGAAGCGCGCGATATCGTGGAAGGTGTTCTC

GTAGGCCGGTGACGCGGCGGCGGGGCCGGTGGTTCCCCGGGCGGTTGGGTGC

CGTGACGGGAGA 

>mut∆rif-att1_cl3-LS220_G19.ab1

TGAAAAATCGTTCGCGACGTACCGCCGCAGGTCCGGCCCAGCCGCCGCCGCT

TGCGCTCGGCAGCGGCCTGCGCTCTCGGCCCGGAGAACGGCAGGCGCACCG

GGGGCAACGCGGGAAGAGCATCGACGTCGAGTTCGCACTCCTGGCACATGC

GGGCCAGTCTGGCAGGTCGAACTACCCACGTTGGTAATGGCTCCCACCGGAT

ATCTACCTCTTCGTCCCGAACGAAGCGCGCGATATCGTGGAAGGTGTTCTCGT

AGGCCGGTGACGCGGCGGCGGGGCCGGTGGTTCCCCGGGCGGTTGGGTGCG

GGGGACGGGAGA 
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