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Figure S1. Gene clusters for biosynthesis of aryl polyenes (APE) and resorcinol, retrieved from antiSMASH 7, as

secondary metabolites, found in the genome of Chryseobacterium sp. kr6 (A) and Lysobacter sp. A03 (B).
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Query sequence: Lysobacter sp. A03
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Figure S2. APE gene cluster of Lysobacter sp. A03 and ClusterBlast showing the regions from the antiSMASH

database that are similar to the selected region. Genes marked with the same color are interrelated, colorless genes

have no relationship.
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Figure S3. (A) Alignment between the Lysobacter A03 FabA sequences with that of P. aeruginosa. Alpha-helices
are represented by green spirals and beta-sheets are represented by blue arrows. (B) Alignment between Lysobac-
ter A03 FabA and Chryseobacterium kré FabZ sequences. Asterisks over residues indicate points of correspond-
ence between sequences. (C) Alignment between the sequences of the FabZ of Lysobacter A03 and the FabZ of

Chryseobacterium kr6. Asterisks over residues indicate points of correspondence between the sequences.
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Supplementary Table S1
Table S1. Putative proteins encoded in bacterial APE BGCs of strains kr6, A03 and other relevant strains.
APE Chryseobacterium sp. kr6é Lysobacter sp. A03 Xenorhabdus doucetiae E. coli CFT073 [12] Cytophaga hutchinsonii
gene (This study) (This study) DSM 17909T [14] ATCC 33406 [7]
A AMP binding enzyme (phe- Acyl carrier protein (ACP1) Methyltransferase Lipoprotein Predicted exporter contains acyl/
nylacetate CoA ligase family) methyltransferase domains
B Hypothetical protein Beta-ketoacyl synthase Beta-ketoacyl synthase CLF ~ SAM dependent methyl- Glycosil transferase
transferase
C Tryptophan 7-halogenase (BR)-hydroxymyristoyl ACP Acyl transferase 3-ketoacyl ACP synthase Dehydratase
dehydratase FabZ
D Histidine ammonia lyase Lysophospholipid Acyl carrier protein (85 Lysophospolipid acyl Lipoprotein carrier protein
acyltransferase aminoacids) transferase
E 3-oxoacyl ACP reductase FabG LolA-related protein Acyl carrier protein (83 Acyl carrier protein Polysaccharide deacetylase
aminoacids)
F  Beta-ketoacyl ACP synthase family MMPL family transporter Acyl CoA synthetase Acyl carrier protein 3-oxoacyl ACP synthase
protein
G Acyl carrier protein Phosphotransferase Hydroxymiristol ACP COG 4648 membrane Acyl carrier protein
dehydratase protein
H Lipid A biosynthesis 3-hydroxydecanoyl ACP Glycosyl transferase Acyl ACP synthetase Thioester super family protein
acyltransferase dehydratase
I NAD(P)/FAD-dependent 3-oxoacyl ACP reductase Acyl CoA thioesterase 3-hydroxyacyl ACP Methyltransferase
oxireductase FabG dehydratase
J C45 family autoproteolytic Hypothetical protein LolA carrier protein Acyltransferase Lipid biosynthesis
acyltransferase/hydrolase acyltransferase
K Hypothetical protein Tryptophan 7-halogenase =~ MMPL Family transporter Thioesterase Short chain

dehydrogenase/reductase
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Supplementary Table S2

Table S2. Proposed chemical structures of aryl polyene pigments derived from different bacteria.

Pigment description !

Chemical structure

Xanthomonadin, Xanthomonadaceae family.

Derivatives with different levels of bromine, methyl
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Flexirubins from Cytophaga hutchinsonii. [7]. R1 and R2
in ring B indicate alkyl chains with different lengths
and structures; R3 in ring A indicates H or CHs; n

indicates the length of polyene units (6 to 8).
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Supplementary Figure S4. 'H-NMR spectra of the pigments extracted from (A) Lysobacter A03 and (B) Chryseobacterium
kr6. The dried pigment extracts were solubilized in deuterated acetone, and the analysis was carried out on a Bruker

Avance III 400 MHz instrument (Bruker Daltonics, Billerica, MA, USA) using one-dimensional "H-NMR spectroscopy.



