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Figure S1: Tree inferred with FastME 2.1.6.1 in TYGS database from GBDP distances calculated from
genome sequences (NCBI GenBank accession ID JAKFGP000000000) showing the phylogenetic
relationships between strain HM3 and the most closely related type strains of the genus Streptomyces.
The branch lengths are scaled in terms of GBDP distance formula ds. The numbers above branches are
GBDP pseudo-bootstrap support values > 60 % from 100 replications, with an average branch support
of 92.2 %.
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S. thinghirensis HM3
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BGC0000660: albaflavenone (100% of genes show similarity), Terpene s. coelicolor A3(2)
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NZ_CP027297 (5333552-5354194): Streptomyces sp. SGAir0924 chromosome, complet... (95% of genes show similarity),
- CDIDED DD EEED O D DD @ IIIIaEEES @ K e

NZ_CP039123 (5251818-5272460): Streptomyces sp. SS52 chromosome, complete genome (95% of genes show similarity)
TN GEEDED EDD EEED DD DD G O @< .

NZ_KZ819184 (673197-693829): Streptomyces sp. CS207 scaffold00001, whole geno... (95% of genes show similarity), te

NZ_RSEG01000002 (475073-496159): Streptomyces tendae strain UTMC 3329 Scaffol... (95% of genes show similarity), t
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NZ_KZ195577 (2752764-2773569): Streptomyces sp. CS159 scaffold00001, whole ge... (95% of genes show similarity), te
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NZ_WXVT01000001 (3039767-3060597): Streptomyces sp. KO7888 A913 AS4 SC1 R3, w... (95% of genes show similari
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NZ_GG657756 (2769741-2790303): Streptomyces lividans TK24 supercontl.1, whole... (95% of genes show similarity), te
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NZ_CP042324 (5671385-5691947): Streptomyces coelicolor A3(2) strain CFB NBC 0... (95% of genes show similarity), te:
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NZ_BEWDO01000008 (301201-322287): Streptomyces rubrogriseus strain NBRC 15455.... (95% of genes show similarity),
TN CEIIDED EDD EEEDT DI DD G OG- @ <G e

NZ_LT629768 (5794441-5815003): Streptomyces sp. 2114.2 chromosome I (95% of genes show similarity), terpene
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Figure S2. Terpene (albaflavenone), KnownClusterBlast and ClusterBlast.
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Query sequence S. thinghirensis HM3
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BGC0000663: hopene (38% of genes show similarity), Terpene S. coelicolor A3(2)
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NZ_LIPFO1000005 (78300-104171): Streptomyces sp. CB02414 scaffoldS, whole gen... (60% of genes show similarity), te
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NZ_SOAV01000001 (911386-938146): Streptomyces sp. BK208 Ga0307686 101, whole ... (60% of genes show similarity)
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NZ_BBOK01000011 (408408-435138): Streptomyces sp. NBRC 110030, whole genome s... (58% of genes show similarity
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NZ_CP041604 (9811327-9835821): Streptomyces sp. S1A1-7 chromosome (63% of genes show similarity), terpene
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NZ_CP041610 (9652215-9676706): Streptomyces sp. RLB3-17 chromosome, complete ... (63% of genes show similarity),
CHCOACC R G G 1R SacdaEeRescssaEEmmm oo

NZ_CP041611 (9725831-9750322): Streptomyces sp. S1A1-3 chromosome (63% of genes show similarity), terpene
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NZ_CP041613 (10143823-10168314): Streptomyces sp. S1D4-23 chromosome (63% of genes show similarity), terpene
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NZ_CP041650 (9854588-9879076): Streptomyces sp. RLB1-8 chromosome, complete g... (63% of genes show similarity),
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NZ_FONRO01000012 (200969-227674): Streptomyces mirabilis strain OK461, whole g... (63% of genes show similarity), te
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NZ_CP026652 (1014733-1040860): Streptomyces dengpaensis strain XZHG99 chromos... (58% of genes show similarity),
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Figure S3: Terpene (hopene), KnownClusterBlast and ClusterBlast
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Query sequence S. thinghirensis HM3
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BGC0001792: surugamide A / surugamide D (23% of genes show similarity), NRP
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Query sequence
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NZ_KZ195574 (<2709617-2775779): Streptomyces sp. CS113 scaffold00001, whole g... (34% of genes show similarity), |
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NZ_CP054936 (5270513-5338705): Streptomyces seoulensis strain AO1 chromosome (36% of genes show similarity), NRI

OO0 DO O C e G G € 4 €< 14 <D XKD DOm0

NZ_LIPFO1000001 (1245332-1313649): Streptomyces sp. CB02414 scaffold1, whole ... (39% of genes show similarity), N
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NZ_CP023702 (4342323-4410410): Streptomyces nitrosporeus strain ATCC 12769 ch... (33% of genes show similarity), N
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NZ_CP023690 (1692679-1759540): Streptomyces spectabilis strain ATCC 27465 chr... (34% of genes show similarity), NR
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NZ_CP040916 (1547245-1617365): Streptomyces spectabilis strain NRRL 2792 chro... (34% of genes show similarity), NF
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NZ_CP030771 (1689034-1756439): Streptomyces sp. YIM 121038 chromosome, comple... (35% of genes show similarity]
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NZ_AP022870 (3538033-3610023): Phytohabitans flavus strain NBRC 107702 (34% of genes show similarity), NRPS
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NC_003155 (4480480-4560161): Streptomyces avermitilis MA-4680 = NBRC 14893, c... (20% of genes show similarity), |
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NZ_CP024985 (2436368-2510119): Streptomyces lavendulae subsp. lavendulae stra... (30% of genes show similarity), Ni
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Figure S4: Non-ribosomal peptide synthetase cluster (NRPS), KnownClusterBlast and ClusterBlast
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Query sequence

AU KM - DM S. thinghirensis HM3

BGC0000967: calyculin A / phosphocalyculin A / calyculinamide A / dephosphonocalyculin A (28% of genes show similarity

C S S G G G G (M) Candidatus Entotheonella sp

Query sequence
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NZ_CP023690 (869623-983688): Streptomyces spectabilis strain ATCC 27465 chrom... (13% of genes show similarity), NI
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NZ_CP040916 (709352-823771): Streptomyces spectabilis strain NRRL 2792 chromo... (13% of genes show similarity), NI
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NZ_CP030771 (731014-845837): Streptomyces sp. YIM 121038 chromosome, complete... (17% of genes show similarity)
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NZ_ML123084 (2096066-2208416): Streptomyces sp. ADI93-02 scaffold001, whole g... (14% of genes show similarity), N
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NZ_CP015515 (814068-921609): Rathayibacter tritici strain NCPPB 1953 chromoso... (10% of genes show similarity), NRF
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NZ_CADEWX010000003 (238668-342710): Burkholderia gladioli strain BCC1680, who... (8% of genes show similarity), NF
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NZ_CADEWJI010000003 (231409-335378): Burkholderia gladioli strain BCC1667, who... (9% of genes show similarity), NR
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NZ_CADEXJ010000005 (257314-362281): Burkholderia gladioli strain BCC1705, who... (9% of genes show similarity), NRI
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NZ_CADEWF010000008 (233833-337829): Burkholderia gladioli strain BCC1663, who... (9% of genes show similarity), NF
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NZ_CADEWZ010000001 (716731-821704): Burkholderia gladioli strain BCC1684, who... (9% of genes show similarity), NF

KKK K KK KKK KKK s G a— O 0> COHOODD KO >

Figure S5: NRPS-like fragment/transAT-PKS-like, KnownClusterBlast and ClusterBlast
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Query sequence
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BGC0000262: prejadomycin / rabelomycin / di inC/ di in D/ UWM6 / gaudimycin A (41% of genes show sin  Streptomyces sp. PGA64
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Figure S6: Type II PKS BCG based on KnownClusterBlast and Pfam domains.
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BGC0000579: SSV-2083 (27% of genes show similarity), RiPP:Lanthipeptide

DY E— D - Streptomyces sviceus ATCC 29083
BGC0001673: moomysin (50% of genes show similarity), RiPP

Y Streptomyces cattleya NRRL 8057

BGC0000563: venezuelin (50% of genes show similarity), RiPP:Lanthipeptide

Streptomyces venezuelae ATCC 10712
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Figure S7: Ribosomally synthesised and post-translationally modified peptide product (RiPP) cluster/
Lanthipeptide, KnownClusterBlast
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Query sequence S. thinghirensis HM3
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BGC0000849: SCB1 / SCB2 / SCB3 (100% of genes show similarity), Other:Butyrolactone
A

Streptomyces coelicolor A3(2)

BGC0000038: coelimycin P1 (12% of genes show similarity), Polyketide:Modular type I Streptomyces coelicolor A3(2)
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Figure S8: Butyrolactone cluster, KnownClusterBlast
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S. thinghirensis HM3

BGC0000296: actinomycin D (57% of genes show similarity), NRP Streptomyces anulatus
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Figure S9: Other, Cluster containing a secondary metabolite-related protein that does not fit into any
other category (actinomycin D ), KnownClusterBlast



