Table S12. Expression of CInR-dependent genes in the c/nR mutant complemented with

HIS-CInR.
BHIS + LL-37 (0.5 pg/ml)
clnR
pMC123 clnR
630Aerm  cInR PcinR::HIS- 630Aerm clnR pMC123
Gene pMC123 pMC123 cinRAB pMC123 pMC123 PcinR::HIS-cInRAB

clnA (CD630_16180) 1.0+0.0° 374+66 69.4+20.3 816+205 449+80 236.5+227
vanZ1 (CD630_12400) | 1.0+0.0 175124 41+ 1.3 154.+£ 28 21.8+1.8 186+ 2.3

®Relative expression levels were determined by qRT-PCR and are normalized to 630Aerm + pMC123 in
BHIS as described in methods. Values shown are the mean of 3 biological replicates + standard error of

the mean.
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