
Figure S1

Figure S1. AntiSMASH 5.0 output revealing the biosynthetic gene clusters
contained on the megaplasmid (top) and chromosome (bottom) of K.
viridifaciens. The biosynthetic gene clusters are numbered according to their
localization on the replicon.



Figure S2

Figure S2. AntiSMASH 5.0 homology search of the K. viridifaciens tetracycline
biosynthetic gene cluster. (A) Localization of the putative chlorotetracycline BGC in
the chromosome of K. viridifaciens. (B) Comparison of the K. viridifaciens tetracyclin
biosynthetic gene cluster with known tetracycline gene clusters from Streptomyces
aureofaciens (BGC0000209), Dactylosporangium sp. SC14051 (BGC0000216),
Streptomyces rimosus (BGC0000254), Streptomyces sp. SF2575 (BGC0000269),
Amycolatopsis sulphurea (BGC0000208), Streptomyces diastatochromogenes
(BGC0001061), Micromonospora sp. TP-A0468 (BGC0001073), Streptomyces
argillaceus (BGC0000247), Streptomyces echinatus (BGC0000197) and Streptomyces
galilaeus (BGC0000191).



Figure S3

Figure S3. Protoplast regeneration generates morphological diversity in
osmotically balanced medium. (A) Protoplasts regenerated on R5 medium yielded
colonies that are unable to sporulate due to the high sucrose levels. (B) Subculturing of
149 randomly-picked colonies on MYM medium revealed dramatic developmental
defects in 23% of the colonies. Whereas 77% of the colonies were able to form grey-
pigmented sporulating colonies (similar to the wild-type), 5% of the colonies were white,
6% were bald, while 12% had a mixed appearance.


