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Table S1: Primers used in this study

Primer 5’—> 3’Nucleotide sequence? Restriction site
SA0620.f ATATGGATCCATGGGATCTACACAACATACAGTACAATCTGG BamHI
SA0620.r1 ATATGCGGCCGCTCGAATTCCATGGATGAATGCATAGC Notl
SA0620.r2 ATATGCGGCCGCTTATCGAATTCCATGGATGAATGCATAGC Notl
FtsL.f ATATGGATCCAAAATGGATGCGTATGATACGCG BamHI
FtsL.rl ATATGCGGCCGCATTTTTTGCTTCGCCATTACTAC Notl
FtsL.r2 ATATGCGGCCGCTTAATTTTTTGCTTCGCCATTACTACGC Notl
CIfB.f ATATGGATCCTCAGAACAATCGAACGATACAACGC BamHI
CIfB.rl ATATGCGGCCGCGTCTGGGCTTGGTTCCGGTTC Notl
CIfB.r2 ATATGCGGCCGCTTAGTCTGGGCTTGGTTCCGGTTC Notl
SA2100.f ATATGGATCCTCTGAGCAAGATAACTACGGTTATAATCC BamHI
SA2100.r1 ATATGCGGCCGCGTGAATGAAGTTATAACCAGCAGCTTGG Notl
SA2100.r2 ATATGCGGCCGCTTAGTGAATGAAGTTATAACCAGCAGCTTGG Notl
Pro-Atlf ATATGGATCCGCTGAGACGACACAAGATCAAACTACTAATAAAAACG BamHI
Pro-Atl.ri ATATGCGGCCGCAGCGCTAAAAGTAGTTACTTTAGGTGTCGCTTCAGTTTTAGC Notl
Pro-Atl.r2 ATATGCGGCCGCTTAAGCGCTAAAAGTAGTTACTTTAGGTGTCGCTTCAGTTTTAGC Notl
IsdB.f ATATGGATCCGCAGCTGAAGAAACAGGTGGTACAAATAC BamHI
IsdB.rl ATATGCGGCCGCTGATTTTGCTTTATTTTCTTGTGTATTTTTATTG Notl
IsdB.r2 ATATGCGGCCGCTTATGATTTTGCTTTATTTTCTTGTGTATTTTTATTG Notl

®Restriction sites underlined, stop codons in bold



Figure S1: MS/MS results to identify the phosphorylation site of purified (a-c) and TCA
precipitated (d) Hiss-TEV-1sdB.
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