Figure S1: LC/Corona-CAD results of total lipid content in Streptomcyces antibioticus DSM 41481 and Streptomyces sp. DSM 40868 grown for 72h on solid R2YE
glucose medium limited in phosphate. TAG stands for TriAcylGlycerol, DAG for DiAcylGlycerol, FA for Fatty Acids, PE for PhosphatidylEthanolamine, PA
for Phosphatidic Acid, PI for Phosphatidyl Inositol, PIMs for Phosphatidyllnositol Mannosides and CL for CardioLipid.
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Figure S2 : Anti-Smash analysis of the genome of Streptomyces antibioticus DSM 41481 (8,473,575 bp).

Region
Region 1
Region 2
Region 3
Region 4
Region 5

Region 6

Region 8

Region 9
Region 10

Region 11
Region 12
Region 13
Region 14
Region 15

Region 16
Region 17

Region 18

Region 19
Region 20

Region 21

Region 22
Region 23
Region 24

Region 25

Region 26

Type
bacteriocin &

lanthipeptide & | terpene &
terpene & |, melanin &
NRPS & | T1IPKS &

other & CDPS @  NRPS &
terpene &, NRPS-like & | TIPKS & | T2PKS &
NRPS-like &

ectoine &

melanin &

siderophore &

T2PKS &

furan @ , butyrolactone &
terpene &

NRPS-like &

siderophore &

bacteriocin &

terpene & | butyrolactone &
siderophore &

NRPS &  TIPKS &

indole &

terpene &

TIPKS |, hglE-KS &
bacteriocin &'

NRPS &

NRPS-like &

other &', NRPS

From
216,990

327,516

686,666

731,747
1,217,807
1,320,700
1,943,835
2,173,921
3,218 444
3,311,605
3,825,239
4,452 480
5,656,885
5,732,586
6,330,896
6,531,965
6,571,015
6,730,014
6,832,866
6,981,746
7,194,476
7,247 598
7,520,677
7,678,965
7,929,006
8,157,649

To
226,748

361,829

707,133

800,687
1,292,777
1,451,170
1,985,314
2,184,325
3,228,956
3,322,761
3,897,733
4,476,188
5,677,058
5,775,707
6,342,710
6,542,189
6,592,442
6,743,257
6,889,853
7,002,897
7,221,197
7,298,972
7,530,892
7,736,702
7,970,314
8,227,375

Most similar known cluster

Isorenieratene &
Melanin &
Foxicins A-D &
Diisonitrile antibiotic SF2768 &
Spore pigment &
Octacosamicin &'
Ectoine &
Istamycin &
Desferrioxamine &
Fredericamycin &
Methylenomycin &
Albaflavenone &

Chloramphenicol &

Gamma-butyrolactone &
Grincamycin &
Antimycin &

Terfestatin &

Hopene &

Divergolide &
Informatipeptin &
Scabichelin &

Actinomycin &

terpene
other
nrps-t1pks
NRPS
t2pks
nrps-t1pks
other
saccharide
other
2pks
other
terpene
NRPS

other
t2pks-saccharide
nrps-t1pks

other

terpene

t1pks
lanthipeptide
NRPS

NRPS

Similarity

100%
71%
12%
0%
83%
12%

100%

5%
83%
81%
14%

100%
17%

100%
5%
100%
23%
92%
13%
42%
80%

89%



Figure S3 : Anti-smash analysis of the genome of Streptomyces sp. DSM 40868 (registered in gene bank as Streptomyces antibioticus DSM 40868 or ATCC

11891) ( 9,195,693 bp).
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Figure S4: Chromosomal position of the biosynthetic gene clusters predicted by antiSMASH along the chromosome of Streptomyces sp. DSM 40868 and
Streptomyces antibioticus DSM 41481. Metabolites synthetized by similar biosynthetic pathways are signaled by a vertical bar and named.
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Figure S5 : Comparative analysis of glycolysis/gluconeogenesis pathway of DSM 40868 and DSM 4148]1.

Streptomyces sp. DSM 40868 Streptomyces antibioticus DSM 41481

GLYCOLY SIS / GLUCONE OGENESIS | GLYCOLY 215 / GLUCONE OGENESIS |

PN — ¥
121310 31310 Oo-D-CGlucose-1F
D-Clucose D-Clucose
131397 o ({extrace llular) 131397 o ({extrace llular)
2711 | 27163 2711 [[27.163
o-D-CHucose O 1+ o I | o-D-CHucose O o ¥
2712 | 27114 w-D-Clucose-6F 2712 | 27114 - -
y [-D-Clucose-6F y [-D-Clucose-6F
-D-Fruc tose-6F -D-Fructose-6F
5319 Qb uctose 5310 Gl Tmotose
gﬁgmpslfa " Pentose
31311 27111271146 )| 2.7.1.90 W 31311 27111271146 )| 2.7.1.90
. o Exern pxxen e I R - i Exern pxxen e prc IR
(extrace Iular) © o 32186 ¥ (extrace]lular)o_| 271- I—’O—|3 2186 l—/ L
(extmcesﬁilllca]ﬁ f-D-Frustoss-1,6F 2 (Extmeuulaﬂo—| 27.1- |—>o—| 32186 p-D-Fructose-1,6F2
Salicin-6F alicin-6F
.‘—-—’ 5311 ot ————————— .‘—-—’ 5311 ot ————————"
Glymerone-F 4 Glymerone-F 4
| |
| |
w Clycerate-1,3F2 | w Clymerate-1.3F2 |
1219 [1276 ] Ow{5424 I 1210 ][1276] w5424 I
| |
O Clywe rate-2,3F2 | O Glyverate-2,3F2 |
| |
Carbon fixation . 54211 | Carbon fixation . |
n photosynthetic organisms Glyrerate _ap I i photogsynthetic organisms Glyre rate _ap I
[saz11][s54212] [513z20] | [saz1n][s4212] [31320] |
| |
¥ | ¥ |
-1 |
TN 41132 41132

—— =0

Oxaloacetate 41149 Oxaloacetate 41149

|
|
|
|
|
|
|
/

_ [1271] _ [1271]
Citrate — Citrate —
cyole 12711 cyole 12711

Leetyl-

231, 12|—>o 1241
d.lhydmhp:amldeE

L1

1—-—” 127 ? L-Lactate

? L-Lactate

3-fcetyl- -
d.lhyd.mhp:amlde—E

O 1214 11 O 1814 | v
Dihyrro- Lipoaride E 15. Pmpamate metabolism Diihyrro- LipoarideE 1155 Propanoate me taholism
lipoarnide-E lipoaraide-E
1213 ——_1 1112 1213 1112
O 1127 Ethanol O 1127 O Ethanol
Hcetate 1215 1.21- [ Acetaldebyde 125 EutG Acetate 1215 || 1.21- [ Acetaldsbyde IRET Eut(
00010 4112012 00010 412012

{c) Kanehisa Laboratories it Kanehisa Laboratories




Figure S6 : Comparative analysis of butanoate metabolism of DSM 40868 and DSM 41481.
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Figure S7 : Comparative analysis of pyruvate metabolism of DSM 40868 and DSM 41481.
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