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Contig no./Locus tag

Identified protein

ctgl_4798
ctgl_4799
ctgl_4800
ctgl_4801
ctgl_4802
ctgl_4803
ctgl_4804
ctgl_4805
ctgl_4806
ctgl_4807
ctgl_4808
ctgl_4809
ctgl_4810
ctgl_4811
ctgl_4812

ABC transporter
HD domain
Glutathione peroxidase
No significant similarity
(Formate--tetrahydrofolate ligase)
Homoserine O-succinyltransferase
ron dependent repressor, N-terminal DNA binding domain
Toprim domain
No significant similarity
Cold-shock' DNA-binding domain)
Zinc-finger
Reverse transcriptase-like
EamA-like transporter family
SASP_sspL: small, acid-soluble spore protein L

5'-3' exonuclease, N-terminal resolvase-like domain

ctgl_4814
ctgl_4815

ctgl_4818
ctgl_4819
ctgl_4820
ctgl_4821
ctgl_4822
ctgl_4823
ctgl_4824
ctgl_4825
ctgl_4826
ctgl_4827
ctgl_4828
ctgl_4829
ctgl_4830
ctgl_4831
ctgl_4832
ctgl_4833
ctgl_4834
ctgl_4835
ctgl_4836
ctgl_4837
ctgl_4838

Dynamin family

No significant similarity

No significant similarity
Cytochrome C oxidase subunit II, periplasmic domain
Cytochrome C and Quinol oxidase polypeptide I
Carboxypeptidase Taq (M32) metallopeptidase
No significant similarity
Helicase C-terminal domain
THUMP domain
No significant similarity
No significant similarity
YspA SLOG family
Inner spore coat protein D
No significant similarity
RNase_H superfamily
DEAD/DEAH box helicase
Cyclic nucleotide-binding domain
Prismane/CO dehydrogenase family
Hsp20/alpha crystallin family
YppG-like protein
YppF-like protein
No significant similarity

No significant similarity

Supplementary Fig. 9. Prediction of type Il polyketide synthase BGCs in strain BRMEA1" using the anti-SMASH. (A) Identification of second-
ary metabolite regions using a “relaxed” strictness. (B) Comparative analysis of type | polyketide synthase metabolite clusterblast against
National Center for Biotechnology Information (NCBI) database. (C) Pfam-based gene ontology (GO) term annotation gene. Rows high-
lighted in dark pink denote core biosynthetic genes; rows highlighted in light pink show additional biosynthetic genes.



