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Figure S1. Comparison of AurlP with similar atypical response regulators (ARRs) from the BGCs containing
the aur1O homologous gene (Figure 6). Protein sequences and accession numbers are: AurlP of S. lavendulae
subsp. lavendulae CCM 3239 (AAX57187), FarR1 of S. lavendulae FRI-5 (BAG74710), PgaR1 of
Streptomyces sp. PGA64 (AHW57766), Med-ORF30 of Streptomyces sp. AM-7161 (BAC79018), Chal of S.
chattanoogensis L10 (Al1U99192), GenR of S. lusitanus (AGO50631), SchA25 of Streptomyces sp. SCC-2136
(CAH10125). Identical residues are highlighted in black. Similar residues are shaded. The location of the
secondary structure helical elements of homologous OmpR (Novakova et al. 2005) of the DNA-binding effector
domain determined from its tertiary structure (Martinez-Hackert and Stock, 1997) are shown above the
sequence. The numbers refer to the deposited amino acid sequences in databases.
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Figure S2. Comparison of AurlO with similar proteins from unknown BGCs. Protein sequences and
accession numbers are in the left column. AurlO from S. lavendulae subsp. lavendulae CCM 3239
(AAK59995) is referred to as Querry 32537. The AurlO amino acid sequence comparison with the non-
redundant protein database was performed using a BlastP browser and NCBI multiple sequence alignment
viewer (https://blast.ncbi.nlm.nih.gov/). The numbers refer to the deposited amino acid sequences in databases.

Table S1. Oligonucleotides used in this study. Cloning sites are underlined.

Oligonucleotide

Sequence (5" —3)

aurlAFw
aurlARv
aurlOdDir

aurlOdRev

aurlOCla
aurlOXba
aurlAS1dir
aurlASlrev
aurlApDir

aurlApRev
aurlPpDir
aurlPpRev
aurlOpRev
luxCrev
pMU1fd
aurlPDHdir
aurlPDHrev
aurlODHdir
aurlODHrev
KT25dir
KT25rev
UT18Cdir
UT18Crev

CGCAGTCCGTCACCGAGACCC

CGTCGTAGGTGATCTCCAGTCC
CCGACCAGCGACCACAGACACGAGCCGAGGGGGAACGACATTCCGGGEG
ATCCGTCGACC
CCTGCGCCCTGCGGGCGAAGCAGGCGCGGACGTCGCCCTCTGTAGGCTG
GAGCTGCTTC

CCCCCATCGATCCGAGGGGGAACGACATGACG
CCCCCTCTAGAGCTCAGGCGCGGGLLCTGLGLCC
CGTGGCCTTGACACTCCCTTGGC

CGCCGCTCCAGACGTTCGAGGACG
CCCCGGATCCCAATTGCCGCTAGCCCCTTAAGCCATTAATCCTTCGAAGGAC
CCGCACAGCAACCGGTAGG
CCCCGGTACCCGCCTCCGGAGACAGTGCACCG
CCCCGATATCCCCGATTTAACCCTTTTATCGGC
CCCCTTCGAAGGTCCGGCCGGGCTCAGCCCTGG
CCCCTTCGAAGGGAACGTCGTGCGGAAGACCGG
GCTCTCGGGGAAGATCTCGACCTGG
CGGACGGTTCGGCCCCTTTTTTGG
GGGGTCTAGACCATATGAACCAGCGGACCATGGCTGTGC
GGGGGTACCTCGAGTCAGCCCTGGCCGAAGCGGAATCC
GGGGTCTAGACCATATGACGGTGACCGCGCTGTGCCACG
GGGGGTACCTCGAGTCAGGCGCGGGCCTGCGCCCTGL
GCCATTATGCCGCATCTGTCC

GCGATTAAGTTGGGTAACGCC

GCGTGCCGAGCGGACGTTCG

CGGGGCTGGCTTAACTATGC
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